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NPR1-like proteins on group 3 chromosomes 

>G105400_Chr.3AS (400 aa) 

MQRHLLDFLDNVEVDNLPLILSVANLCNKSCVKLFERCLEIVVRSNLDMITLEKALPEDVIKQI

IDSRITLGLASPEDNGFPNKHVRRILKALDSDDVELVRMLLTEGQTNLDDAFALHYAVEHCDSK

ITTELLDIALADVNLRNPRGYTVLHIAARRRDPKIVVSLLTKGARPSDITFDGRKAVQIAKRLT

KHGDYFGNTEEGKPSPNDKLCIEILEQAERRDPQLGEASVSLALAGDCLRGKLLYLENRVALAR

IMFPIEARVAMDIAQVDGTLEFTLGPSTNPPLEITTVDLNDTSFKMKEEHLARMRALSKTVEVG

KRFFPRCSNKLDKIMDDEPELASLGRDASSERRRRFHDLQDALLKAFSEDKEEFNKTTTLSSSS

SSTSTVARNLTGRPRR 

 

46-90:DUF3420 unknown domain 

89-192: Ankyrin repeats (3 copies) 

189-387: NPR1-like-C terminal 

-------------------------------------------------------------- 

>G123800_Chr.3B (633 aa) 

MEAPSSHVTASFSDCDDSVSMEDAAPDADVEALRRLSDNLAAAFRSPDDFAFLADALVAVPGAP

DLRVHRCVLSARSPFLRALFKRRAAAAGSSGGVEGNRLELRELLGDEVEVRYEALELVLDYLYS

GRVRDLPKSACACVDEGGCAHVGCHPAVSFMAQVLFAASTFQVGELANLFQESMYSTFPPDIIG

KHVHHLSPDNSQHRESATFSIVLLFHVFEKRVLTHVMPFFSMQRHLLDFLDKVEVDNLPLILSV

ANLCNKSCVKLFERCMEMVVRSNLDMITLEKALPQDVIKQITDLRITLGLASPEDNGFPNKHVR

RILRALDSDDVELVRMLLTEGQTNLDDAFALHYAVEHCDSKITTELLDIALADVNLRNPRGYTV

LHIAAKRRDPKIVVSLLTKGARPSDFTFDGRKAVQISKRLTKHGDYFGNTEEGKPSPNDKLCIE

ILEQAERRDPQLGEASLSLALAGDCLRGKLLYLENRVALARIMFPIEARVAMDIAQVDGTLEFT

LGSSTNPPLEITTVDLNDTSFKMKEEHLARMRALSKTVELGKRFFPRCSNVLDKIMDDEPELAS

LGRDASSERKRRFHDLQDTLLKAFSEDKEEFNRTTTLSSSSSSTSTVARNLAGRTRR 

 

45-185: BTB domain 

279-323: DUF3420 unknown domain 

322-411: Ankyrin repeat 

422-620: NPR1-like-C 

---------------------------------------------------------------- 

>G107500_Chr.3D-1(704 aa) 



MEAPSSHVTASFSDCDDSVSMGDAAPDADVEALRRLSDNLAAAFRSPDDFAFLADALVAVPGAP

DLRVHRCVLSARSPFLRALFKRRAAAAAATGSSGGAEGNRVELRELLGEEVEVGYEALELVLDY

LYSGRVRDLPKSACACVDVDGCAHVGCHPAVSFMAQVLFAASTFQVGELASLFQVRLPPPLLHH

DAFLVSDIYGACWEYIFARTFLCSDSKESMYSTFPPDTIGKHVHHLSSDNSQHRESATILYRYL

NLCISDAEAGDELRVYHLMITPVGLLLVTVFCRCIDKPVLTHGMPFFSMQRHLLDFLDKVEVDN

LPLVLSVANLCNKSCVKLFERCLEMVVQSDLDMITLEKALPQDVIKQITDSRITLGLASPEDNG

FPNKHVRRILRALDSDDVELVRMLLTEGQTNLDDAFALHYAVEHCDSKITTELLDIALADVNLR

NPRGYTVLHIAAKRRDPKIVVSLLTKGARPSDLTFDGRKAVQISKRLTKHGDYFGNTEEGKPSP

NDKLCIEILEQAERRDPQFGEASVSLALAGDCLRGMLLYLENRVALARIMFPIEARVAMDIAQV

DGTLEFTLGYGTNPPLEITTVDLNDTSFKMKEEHLARMRALSKTVELGKRFFPRCSNVLDKIMD

DEPELASLGTDACSERKRRFHDLQDTLLKAFSEDKEEFNRTTTLSSSSSSTSTVARNLAGRTRR 

 

45-185:BTB domain 

350-394:DUF3420 unknown domain 

395-481:Ankyrin repeat 

691-727:NPR1-like C 

---------------------------------------------------------------- 

>G117002LC_Chr.3D-2(902aa) 

MVATRPLAERDAMFVAIDAAAEELDNETEDVISSTSAIPPPPFAPLRHDDEDTASMYTAVYNE

EKYNIGGTPPLEFQEGHHQRLAGPHSRYAGMIWMAGSRIIVCGDYHGSSQLDWHTCYKIIEGI

CNGLHYLHEQIDKSVLHLDLKPANVLLDNNLAPKLTDFGLSKLLDQYQTMFTPNRFGTLGYMA

PEYIDEGTITPKTDIFSFGVIIMELITGHRDYPSVAGTSSDGFIELALKKWRNTLEKAQGYTK

IEVDCQQIKRCIQIGLICVNPECSKRPTTAKIIKMLKGLEISDCRISNEATSSAHQTSNGVSE

QGKPHPKNTLCIEISEEADRQDLALVSLAIAGDCLCGNLKLLYLKNGEHISPQASIVRIVVPG

SPAGTELHVDPYMLSMRSPYLRAIFARHNNHYGASGGSAEGNRMDLQEFLGKEVKVEYDALLL

VLLYLYSGRVGDLPESAYICADENGCAHLGCHPTVSFKVQVLFVAFTFQVPELTSLFQVCISL

SLLPMRDLFDVLHKVEVDNLPLILSVANLCKKSCRKLLERCLEMVVQSNLDMITLEKVLPPDV

VKQITDLRLSFGLASSEDMGFPNKHVRRILRALDSNDVELVRILIKKGQTNLDDAFALHYAVE

HCDSKITTELLDIALADVSLRNPRGYTVLHIAARRKDPKIIVSLLTKGARPSDFTLDGRKAVQ

ISKRLTKHGDYFGSTEAGKPSPKDKLCIKILEQAERRDPQLGEASVSLALAGDCLLGKLLYLE

NRVALARIMFPIEARVAMDIAQVDGTLEFTLGSSTNPPLEITTVDLNDTSFKMKEEHLARMRA

LSKTDKLNSANVSSRAVQLYWTSSWMMNLSWLHSEEMHLPRFHDLQDTLLKVFSEDKEEFART

TALSSSSSSTSLSKEFDRSA 

1-290: Protein Kinase domain 

370-451: BTB domain 

620-695: Ankyrin repeat 

654-679: Ankyrin repeat 

696-891: NPR1-like_C 

 

>G158300LC_Chr.3B 96831605-96839117 (932 aa) 

MPAMASSSKALWGSLSTEQKLACRVALQDADELAPPPLPVDITLGQARAHYTDMRGKSRRRHS

GRRHRTKGTTYGSSTSTDSRRKKSQSLRDPPRVMVATRPLAERDAMFVAIDAAAEELDNETED

VISSTSAIPPPPFAPLRHDDEDTASMYTAVYNEEKYNIGGTPPLEFQEGHHQRLAGPHSRYAG

MIWMAGSRIIVCGDYHGSSQLDWHTCYKIIEGICNGLHYLHEQIDKSVLHLDLKPANVLLDNN

LAPKLTDFGLSKLLDQYQTMFTPNRFGTLGYMAPEYIDEGTITPKTDIFSFGVIIMELITGHR

DYPSVAGTSSDGFIELALKKWRNTLEKAQGYTKIEVDCQQIKRCIQIGLICVNPECSKRPTTA

KIIKMLKGLEISDCRISNEATSSAHQTSNGVSEQGKPHPKNTLCIEISEEADRQDLALVSLAI



AGDCLCGNLKLLYLKNGEHISPQASIVRIVVPGSPAGTELHVDPYMLSMRSPYLRAIFARHNN

HYGASGGSAEGNRMDLQEFLGKEVKVEYDALLLVLLYLYSGRVGDLPESAYICADENGCAHLG

CHPTVSFKVQVLFVAFTFQVPELTSLFQVCISLSLLPMRDLFDVLHKVEVDNLPLILSVANLC

KKSCRKLLERCLEMVVQSNLDMITLEKVLPPDVVKQITDLRLSFGLASSEDMGFPNKHVRRIL

RALDSNDVELVRILIKKGQTNLDDAFALHYAVEHCDSKITTELLDIALADVSLRNPRGYTVLH

IAARRKDPKIIVSLLTKGARPSDFTLDGRKAVQISKRLTKHGDYFGSTEAGKPSPKDKLCIKI

LEQAERRDPQLGEASVSLALAGDCLLGKLLYLENRVALARIMFPIEARVAMDIAQVDGTLEFT

LGSSTNPPLEITTVDLNDTSFKMKEEHLARMRALSKTDKVEILDFIPFSC 

 

197-384: Protein Kinase 

649-692:Unknown function domain DUF3420 

693-781:Ankyrin repeat 

792-924: NPR1-like C termina 

 

>Chr.3A 69307893-69310005 (the gene has not been predicted by 

IWGSC) (125 aa)(The DNA sequence corresponding to the Kinase 

region of the 3B and 3D Kinase fused NPR1 gene was used to as a 

query to search the IWGSC, and no homologs found on 3A)  

MRGLRLIFGWAGVSEFYVADVRTPAKPPRLLLFCGTSDIRAHLRTNGYRIGWHNASGQLV 

ASARILFPIEARIAMNIAQVDGALEFTLGSSTNPPPAITTVDLNYTPFKLKDVHLARMRA 

LSQNI 

 

1-132: NPR1-like C termina 

--------------------------------------------------------------- 

NPR1-like proteins on group 7 and 4A chromosomes 

>G023600LC+G023700LC+G021800_Chr.7A (1,437 aa) 

MGRSPSSTGVAGVKKGPWTVEEDILLINYFQRHGNGGNWRTLPQCAGLNRSGKSCRLRWTNYL

RPNIKRGTFTDDEEKTIIHLHSIHGNKWSAIATHLPGRTGNFIKNYWNTNLRKKLLQMGINPV

THRHTDLSMLKGLPGLHAAAPGNSLSSGVSMGTRAQPHTNAASFAGSSSDMNTLGIKDKAASF

AGSSSSDMTTLGVKDEAASFTGSHSDMKPPRIKDKAASFTGNYSKMKPFRIKDEALSFTGSYS

DMNSLRIKDEATSFTGSYSDIKSVSLQDETTSFTGSYSATGTGWDMNALSGLQADPDKFQLLQ

DHCWVISASLGAMRALVEKLDMLLLAYSSPQECSSKRVKDGMHLLKDDLEEISSYLDELLEVE

DPPPMAMCWMNEARELSYDMEDYIDSLLLCVPPDHFNKNKKRKKNKKKIIKKRLKWHRQITYI

AQVSEHGVRTSKRIHVTVVPPLPKKSKIAETISEFRIYVQEAIERHDRYLIVIDDLWDASAWD

IIKCAFPKGSHGSRIIITTQIEDVALTCCCDHWEHVFEMKPLDDDHSRKLFFNRLFGSESDCP

EEFKQVSNEIVDICGGLPLATINIASHLANQQTGLALDLLAYMCDSLRSHSWSSSTLERTRKV

LNLSYNNLPQHLKTCLLYFHMYPEGSIIWKDDLVKQWVAEGFVATGKGKEQDKETTEKTAGIY

FDALVDRRFIQPLYINYNNKVRRLSLIFGDAKYAKTPENITRSQVRSLRFFGLFKCMPCVRDF

KVLRVLNLQLSGHCGAHDPIDLTGISELFQLRYLKITSDICIKLPNSIRGLQCLKTLDLMDAT

RVTAVPWDIIHLPHLLHLTLPVDTNLLDWIGSMTDSVISLWSLGKLNYLQDLHLNMSCIPSLL

GVEALAHLIGGHGNLKTIVMSHGSSVIPGASKAIISWDDLEPLPLLQRFECSPHSCITFSRIP

KWIKELSHLCILKIAVVELQISWVDILRGLPALTALSLYVRRAPIERIIFNKADGFSVLKYFK

LTCTSGIACLKFEAQAMPNLWKLKLGFNATPRMDQHQLIRIEHMPNLKGISVKFGGVAAHIEY

ARSVVTSHPRNPTINMQLVNFCSNCDGSTKQNLLTNWAVKSRAAASAPMEDPPSHFTTTFSSS

DGIFMADMNLEALCRLSDNLAAVFRSPDVFAFLVDMHIVVPDAPDLPVLFAASTFQIAKLTNL

FQEKGKWRLLDVLDDVEVDNLPLILSLVANLCNKSCMKLLERCLEMVVRSNLDMITLEKALPP

DIIKQIADSRLSLGLVSAEDKGFPNKHVRRILQALDSNDAEVATILHQEGQTNLDDAFALHYA



VEHCDSKIITEILDITLADVNHRNPRGSLMKILFPIEATVAMEIPQVNVQLGKRFFPCCSNVL

KKIMDDESELDSIGRDTSTERKRRFHELQDLLQKAFSEDKESSSLTSLRFI 

 

15-63:HTH myb-type DNA binding motif 

69-114:HTH myb-type DNA binding motif 

525-814:NB-ARC domain 

1085-1154:BTB domain 

1248-1292: DUF3420 unknown domain 

1315-1390:Ankyrin repeats 

Green-color letters are the locations of the mutations in the 

mutants of CdA529E, CdM357I, and CdL1224R. Red-color letters are the 

locations of the mutations in AlS736L and AlR805Q 

-------------------------------------------------------------- 

>G703400LC+G470500_Chr.4A (1,314 aa) 

MGRSPSCGSEAPVKKGPWTEEEDRLLVDYIKLHGTGGNWRTIPKRAGLNRCGKSCRLRWTNYL

HPDIKRGPFTDDEEKTTIHLHSMLGNKYVYCSLLLLLYTIYLSTIFFSNSGASYSVAADDLSL

KQVVGDCNPSAGKDRQFYQELLEHEPAQEATPHGHRPHHAQPARRPQPAYRAPQSPRHRRRPQ

MGRSPSCGSEAPVKKGPWTEEEDRLLVDYIKLHGTGGNWRTIPKRAGLNRCGKSCRLRWTNYL

HPDIKRGPFTDDEEKTTIHLHSMLGNKYVYCSLLLLLYTIYLSTIFFSNSGASYSVAADDLSL

KQVVGDCNPSAGKDRQFYQELLEHEPAQEATPHGHRPHHAQPARRPQPAYRAPQSPRHRRRPQ

MKPLDEDHSRKLFFNRLFGSGSDCPEEFKQVSNEIVDVCGGLPLATINIATHLANQQKAVSLD

FLTYIRDSLRSQSWSSSASERTRQVLNLSYNDLPHHLKTCLLYLHMYPEGSIVWKDDLVKQWV

AEAFINTRKGKGKDQNWMEKAAGIYFDELVDRRFIQPLNINYNNKVLSCTVHEVVRDLLAHKS

VVVDYNRKNISLSHKARRLSLLFANASYAKTPVNITKAQVRSLNFVGLFECMPCIGEFKVLRV

LNLQLSGHCGDHDPIDLTGISELFQLRYLKITSDVCIKLPNQMRKLQCLETLDIIDAPRVTAI

PWDIIYLPHLLHLTLPVDTNLLDWIGSMTGSIISLWSLGNLNYLQDLYLTISSTHPSGHPEKN

MEALGSLLGGHGNLKIIVVSHGPLVMRAYRSMLSVQSPFLDAVFARRAAEGEDDPLDLRELLG

EEVEVGYEALQLVLEYLYTGRIRDLPKSACVCADVDGCAHVGCLPAISFMAQVIFAASIFEVA

VLTNHFQVRLFLLLSVAMISSYHLFIMPAGMHIGKRKGNCSKHGNDVLPVLFNKNLFEAVWRG

ADMRLLLDVLDDVEVDNLPLILSVANLCNKSCMHLLERCLEMVVRSNLDMITLEKALPPDVIK

QITDSRISLGLISPKDNGFPNKHVRRIFGALDSYDVELVRLLLYEGQTNLDDAFALHYAVEHC

DPKITTELLDLELADVNRRNQRGYTVLHIAARRRNPKILVSVLTKGARPSDLTFDGRKAIQIS

KRLTKHGDYFGITEEGKPSPEYSLCIEILEQAERRGPQLGEASVSLAIAGDCQRGTLLHLENR

VTLMRIMFPTEARVAMDIAQVDCTLELTLDSEAKPPSEKEVATIDLNETRFQMNDEHLARMSA

LFKTDKIMNDEPELASLQRDTSTERNRRFGDMHDTLQKAFSEDKGSSSFDKSGS 

 

15-63:HTH myb-type DNA binding motif 

204-252: HTH myb-type DNA binding motif 

369-514:NB-ARC 

768-841:BTB domain 

992-1036:DUF3420 unknown function domain 

1035-1123:Ankyrin repeats 

1135-1314:NPR1-like-C 

-------------------------------------------------------------- 

>G023000LC+G019000_Chr.7D (1,351 aa) 

MGRSPSCSSEPPLKKGPWTEEEDRLLVDYIKLHGTGGNWRTIPKRAGLNRCGKSCRLRWTNYL

HPDIKRGPFTDEEEKTTIHLHSMLGNKWSAIATHLPGRTGNFIKNYWNTNLRKKLLHMGIDPI



THNPRTDLSQLTGLPSLPATAAAPMREFLACRYLIIIDDLWDASAWDIIKYAFPNGNRGSRII

ITTQIEDVALTCCCDHSEHVFMMKPLDDDHSRKLFFNRLFGSGSDCPEEFKQVSNEIVDVCGG

LPLAMINIASHLANQQTAVSLDFLTYIRDSLRSQSWSSSTSERTRQVLNLSYNNLPHHLKTCL

LYLHMYPEGSIVWKDDLVKQWVAEAFINTRKGKEKDQNWMEKAAGIYFDELIDRRFIQPLNIN

YNNKVLSCTVHEVVRDLLAHKSAEENFIVVVDYNRKNISLSHKARRLSLLFATARYAKTPVNI

TKPQVRSLNFVGLFECMPCIGEFKVLRVLNLQLSGHCGDHDPIDLTGISELFQLRYLKITSDV

CIKLPNQMRKLQCLETLDIIDAPRVTAIPWDIIYLPHLLHLTLPVDTNLLDWIGSMTDSIISL

WSLGNLNYLQDLYLTISSTHPSGHPEKNMEALGSLLGGHGNLKIIVVSHGPSVKDIVVPGASK

VIISWDELEPLPLLQRFECSPHSCVIFSRIPKWVKKLGNLCILKIAVVELQMSCVDILRGLPA

LTALSLYVRCAPAQRILFDKMAGFSVLKYFKLRFTSGIPWLKFEADAMPNLWKLKLGFNAIPR

MDQHQLIRIEHMPDLKEISVKFGGIAALIEYAVKTVISNHLRNPRVHVCLVTSTSYGDESTKE

KPPTNSAVEMRAYRSVLSVRSPFLDAIFARRAAEGEGNPLDLRELLGEEVEVGYEALQLVLEY

LYTGCIRDLPKSACVCADVDGCAHVGCLPAISFMAQVIFAASIFQVAVLTNHFQVRLFLLFSV

AMISSYHLFIMPAGMHIGILVLTFHDDLCVYHLRIILVESLLRLLLDVLDDVEVDNLPLILSV

ANLCNKSCMHLLERCLEMVVRSNLDMITLEKALPSDIIEQITDSRLSLGLVSPEDKGFPNKHV

RRILRALDSDDVCLVRMLLKEGRTNLDGAFALHHAVEHCDSKVTMELLDIGLADVNHRNPRGY

TVLHVAARRRDPKILVSVLTKGARHSDLTFDGRKAVQISKRLTKHGDYFGITEEGKPSREDRL

CIKILEQAERRDPQLGEASVSLAIAGDRQRGKLLYLENRVALMRIMFPTEARIAMDIAQVDCT

LKLTLDSGAKPPPEKELATIDLNETPFHMNEEHLARMSTLSKTDKIMDDEPELAPLQRDASTE

RTRRFGYLQDAVQKALSEDKASFDKSGS 

 

15-63: HTH Myb-like DNA binding domain 

69-114: HTH Myb-like DNA binding domain 

146-347:NB-ARC domain 

828-886:BTB domain 

1031-1075:DUF3420 unknown domain 

1098-1173:Ankyrin repeats 

1174-1351:NPR1-like domain 

-------------------------------------------------------------- 

>G021700_Chr.7A (1,107 aa) 

MEAAAATAFVGRIAPKLLEFLAANHKLRQNLEHDITYIQREFALISAAIQQDDDCRWRSGDHV

KRAWIQIIRDLAHAIEDCIDRFMHRVTISGASTWIRQAVHRVQTVTVRKEFAKAIRELKKISQ

ESSKLRETYYSANIGAGTSSSSVASSVMACETATQMVIDDTLSAGQPVGMDAPWEELLELIQQ

QQQQLKVISIVGFDGIGKTLLARCVYDTIENQYEARAWVSAAEQGVPTNVIKEILQQFAIPTN

GGGNLSKLCAILRLYLGTKRFFIVIDDMRTEFWHDIKDAFVGLSGRVLVTTAIHSVANACSSS

AAHDHVYAMKTLADEHSRLLFFKEAFQDDNPPIDKEDQLGSEALKKCDGLPLALVTTARYLQS

TGNPTHGNWATLCHNLGAHLETKEMLARMKRVLVHSYTSLVKHDVKTCLLYLGIYRSGRTVRR

GSLIRKWCAEGFIQGDYMCNALDAAKANFKELLNRSIIKHTDASSKNNKDQVKTYHTHGMMLE

FILHMSKCDNFITLLYDQMAPPPPPSKIRWLSLHDASARVVNDLSLVRSLTVFGKAHDSVLDF

SKYELLRVLDLEECSNHLEDKHLREICSNLLLLRYLSLGAAHKVAVLPKEIKKLQLLETLDVR

KTKIEVLPTQVMELPCLIHLFGKFKLQQGVGGRKMHKLQIWFSENSKLETVAGFVVDSNKSQG

FAQFMEHMKHLTKVKIWCEQSSNNSRDPTASGSSSNTNNYTHVSKAIKGFIKRSTDVKKAHSL

SLHCNDKWFQDLLVNLSLEKEEASSCYLSSLKLQGGNICSLPPFVTMLGGLTKLCLSSPHHQL

GGDILVALSRVRCLAYLKMIASQLDNLVIVEGALGNLRQLCIVVEVMTELEVQEGALPLLESL

QLLCKDLNGFCSKMIQSLRRIKEVTLHDGVNGETKQKWKEAAKKHPRRPNLLFVKTAEDADMG

SEPADNSESPVAQTTATTVSVITTQDAISTGQSVQVDGADLQQGDEKEHAYKIDILEDFASKT



CLDPPMNTESFEQGMEGMVGLEDERMEDVTHSTDQADQNVVLSVVGENRRKRARLDIGEDNSM

DKVVDRVKRKKPEDVQEPRLKARPRGRQVAVGAEDL 

6-119:Rx-CC-like domain 

176-458:NB-ARC domain 

-------------------------------------------------------------- 

>G018900_Chr.7D (1,103 aa) 

MEAAAATAFACRIAPKLLAFLATNHKLRQNLEHDITYIRNEFALISAAIQQDDDHRWRSRPSR

DHMQRAWVKIIRDLAHAVEDCIDRFMHRVTISGTSTWLRQAVHRVQTVTVRKEFAKAIREIKK

ISQESSKLRETYYSASIAAGTSSCSAASSSVASETTTQMAIDDTLSAGRSVGMDAPQDELLEL

IQQQQQQLKVISIVGFHGIGKTLLARRVYHRMENQYEARAWVSAAKQGVPTNVLKQILQQLGI

PTNGGGNFNKLCAVLRLYLGSKRFFIVIDDMQTEFWHDIKDIFVGLSGRVLVTTAIQSVANAC

SSSAAHDHVYAMKTLADEHSRLLFFKEAFQDDNPPVNKEDQLGSEALKKCDGLPLALVTTARY

LQSTGNPTRENWATLCHNLGVHLETKEMLARMKCALVHSYTSLVKHDVKTCLLYLGIYHTGRT

VRRGNLIRKWCAEGFIQGDYMCNALDAAVANFRELVNRSIIQRTDASSKNIKDQVKTYRTHGM

MLEFILHMSKCDNFITLLYDQLAPPPPPSKVRWLSLHDASARVANDLSLVRSLTVFGKAHESV

LYFSKYELLRVLDLEECGNHLEDKHLREICNNLLLLRYLSLGAALTVTVLPKEIKKLQLLETL

DVRRTRIEILPTQVMELPCLIHLFGKFKLQQGVGGRKMLKLQTWCSENSKLETVAGFVVDNNK

SQGFAQLMEHMKHLTKVKIWCQQSTNNSMDPISSGSSSSSKYTHLSEAIKGFIKRSTDKKAHS

LSLSFNDRWCQDLLVNLSLEKEQASSCYLSSLKVQGGNICSLPPFVTMLGGLTSLCLSSPHHQ

LSGDILAALSRVRCLAYLRLIASQLGKLVIVRGALGSLRRLCIVVEVMTELEVQEGALPLLES

LQLLCKDLNGFCSIMIQSLGRIKEVTLHDGVNDETRQKWKEAAKNHPRRPKLLFVKTAEDVDM

GSEPADNSESPTVPTNDTTLPVTAPHDAISTGQSVQVDGDDLQQDDDEKEDTDKIDMLVDFVS

KTCLGTMMNKESFEQGMEGMVVGENRRKRARTVGEGNSMDKVFDRVKRKNPEDIPVKLGSRLE

VIFWSWALKFTGDVRNLVAVGDVALIWTIWRC 

 

6-119:Rx-CC-like domain 

179-461: NB-ARC domain 

--------------------------------------------------------------- 

>G470600_Chr.4A (1,057 aa) 

MEAAAATAFACRIAPKLLAFLAANHKLRQNLEHDITYIRNEFALISAAIQQDDDHRWRSGPSR

DYMQRAWVKIIRDLAHAVEDCIDRFMHRVTISGTSTWLRQAVHRVQTVTVRKEFAKTIRELKK

ISQESSKLRETYYSASIAAGTSSYSAASSSVASETMTQMAKDDTLSAGRSVGMDAPQDELLEL

IQQQQQQLKVISIVGFHGIGKTLLARRVYHTIENQYQARAWVSAAEQGFPTNVLKQILQQLGI

PSNGGGNFNKLCTVLRLYLRSKRFFIVIDDMQTEFWHDIKDIFVGLSGRILVTTAIQSVANAC

SSSAAHDHVYAMKTLADEHSRLLFFKEAFQDDNPPVNKEDQLGSEALKKCDGLPLALVTTARY

LQSTGIYPTGRTVRRGNLIRKWCAEGFIQGDYMCNALDTAVANFKELVNRSIIQRTDASSKNI

KDQVKTYHTHGMMLEFILHMSKCDNFITLLYDQLAPPPPPSKIRWLSLHDASARVANDLSLVR

SLTVFGKAHESVLYFSKYELLRVLDLEECGNHLEDKHLREICNNLLLLRYLSLGATLTVTVLP

KEIKKLQLLETLDVRRTRIEILPTQVMELPCLIHLFGKFKLQQGVGGRKMHKLQTWSSKNSKL

ETVAGFVVDNNKSQGFAQLMEHMKHLTKVKIWCQQSTNNSMDPISSGSSSSSKYTHLSEAIKG

FIKRSTDKKAHSLSLNFNDRWCQDLLVNLSLEKEEASSCYLSSLKVQGGNICSLPPFVTMLGG

LTSLCLSSPHHQLSGDILAALSRVRCLAYLKLIASQLGKLVIVKGALGSLRRLCIVVEVMTEL

EVQEGALPLLESLQLLCKDLNGFCSMMIQSLGRIKEVTLHDGVNDETKQKWKEAAKKHPRYPK

LLFVKTTEDVDMGSEPADNSESPTVPTNGRTLPMTAPHDAISTGQSVQVDGDDLQQDDDEKED

TDKIDMLADFASKTCLGTMMNKESFEQGMEGMVGLDDQQMEDVTPSTDQADQSLVLLVVGENR

RKRARTVGEGNSMDKVFDRVKRKNLEDVPETRPTKQTAPGLAVAISDGN 

 



6-119:Rx-CC-like domain 

179-383:NB-ARC domain 


