Supplemental Table S1. Analysis and classification (based on the amino acids (Cys/His) on metal ligand positions) and subcellular localization of in-silico identified 1,272 RING
domains predicted by CELLO online tool.

Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS1A02G002000 H2 377 234 274 CPICLEEFKVGNEVRGLPCAHNFHVECIDQ | Plasma Membrane
WLRLNVKCPRC
TraesCS1A02G005700b | HC 792 143 181 CVFCMKLPERPVTTPCGHNFCLKCFEKWY | Nuclear SRA-YDG superfamily
NSGKRTCGKC
TraesCS1A02G005700c | HC 792 514 570 CSICKNLMKEPLTTPCGHNFCKACLTAAFG | Nuclear SRA-YDG superfamily
DEGSMRERSRGGRTLRAQKIVKNCPSC
TraesCS1A02G025700 HC 626 475 519 CVICWTDFSSSRGILPCGHRFCYSCIQGWA | Nuclear BRCT domain
DCLSSRGKVSTCPLC superfamily
TraesCS1A02G029800 H2 399 205 245 CAVCKEPFELGAEAREMPCAHIYHEDCILP | Nuclear
WLQLRNSCPVC
TraesCS1A02G084200 HC 869 815 854 CVMCLSEEMSVVFLPCAHQVVCAKCNDLH | Nuclear Zinc finger,
VKQGMKECPSC RING/FYVE/PHD-type
TraesCS1A02G088100 HC 514 463 501 CVICLDAPVEGACIPCGHMAGCMSCLKDIE | Nuclear Ankyrin repeat-
SKKWGCPIC containing domain
superfamily
TraesCS1A02G090900 H2 177 83 125 CLICFDDFVPGCYKKIRTMDCTHSFHQRCIF | Nuclear
DWLLIDRRCPLC
TraesCS1A02G107600 H2 537 488 528 ClHICLEEYKHKDSLGKLKCGHDFHAGCIKK | Nuclear Zinc finger,
WLEVKNACPVC RING/FYVE/PHD-type
TraesCS1A02G112600 HC 410 349 386 CAICQEKMHTPILLQCKHIFCEDCASEWLE | Plasma Membrane
RERTCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS1A02G118800 H2 420 347 387 CCICLARYSNNDDLRELPCTHFFHKECVDK | Plasma Membrane
WLKINALCPLC
TraesCS1A02G126200 H2 238 151 192 CAVCLAVMVDGEAARRLPRCMHVFHRSC | Chloroplast
VDVWLREHSTCPVC
TraesCS1A02G133300 H2 114 56 93 CIICREEMTTAKKLLCGHLFHVHCLRSWRE | Extracellular Zinc finger,
RQHTCPTC RING/FYVE/PHD-type
TraesCS1A02G137400 HC 453 392 429 CAICQEKMHVPVLLRCKHIFCEDCVSEWFE | Plasma Membrane
RERTCPLC
TraesCS1A02G141900 HC 236 139 176 CGICLEVNAKIVLPDCTHSLCLRCFEEWNA | Cytoplasmic Zinc finger,
KSKSCPFC RING/FYVE/PHD-type
TraesCS1A02G143300 H2 173 54 96 CPVCFEYLFDSTMDISVLHCGHTIHLECLNE | Extracellular
MRVHHHFSCPVC
TraesCS1A02G146700 H2 649 64 107 CAICLGGMRPGHGHALFTAECSHKFHFRCI | Chloroplast von Willebrand factor A-
SSNVQHGNRACPIC like domain superfamily
TraesCS1A02G158400 Y 269 127 174 QCRVCQQKSEEPLVDLGCRCRGDLSKAHR | Plasma Membrane Zinc finger,
TCIDVWFRTRGSNKCEICQ RING/FYVE/PHD-type
TraesCS1A02G162400 H2 370 230 270 CAVCKEDFSPGDGAKQMPCKHIYHADCIV | Nuclear
PWLELHNSCPIC
TraesCS1A02G169300 HC 246 150 187 CGICMEMNSKVVLPNCTHAMCLRCYQDW | Nuclear Zinc finger,
NSRSQSCPFC RING/FYVE/PHD-type
TraesCS1A02G177600 HC 1041 995 1029 CKVCFESATAAVLLPCRHFCLCKPCALACS | Nuclear Kinesin motor domain

ECPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS1A02G192600 H2 211 124 165 CAVCLSEFAPGDAVRPLTVCRHAFHAACID | Plasma Membrane
SWLGAHTTCPVC
TraesCS1A02G198000 HC 418 170 210 CNVCFDMADDPVVTKCGHLFCWDCLYQW | Nuclear
LHVHSNHRECPVC
TraesCS1A02G201700 H2 249 161 202 CAICLTEFGEREEVRVMPQCGHGFHVDCYV | Nuclear
DTWLRSNSSCPSC
TraesCS1A02G205100 H2 246 187 228 CSVCLQDLEVGESARRLPGCRHVFHAPCID | Chloroplast
RWLVRHASCPLC
TraesCS1A02G206100 v 261 16 69 QCRICHEEEGDDGCATATAMESPCGCSGSL | Extracellular Protein of unknown
KYAHRGCVQRWCDEKGSTVCEICL function DUF3675
TraesCS1A02G207000 H2 206 110 151 CPVCLEAFGDDDGVKVVPACGHVFHAPCI | Chloroplast
DRWLDVRNSCPVC
TraesCS1A02G215100 H2 370 143 184 CAVCQCVFCADDELRLLPACRHAFHSGCV | Nuclear
DPWLRANPSCPLC
TraesCS1A02G215300 HC 324 270 311 CRACRLRPATTVLLPCRHLCVCAACDPGAS | Nuclear E3 ubiquitin-protein
ASLAAAAACPAC ligase BOI-like
TraesCS1A02G225700 Y 227 25 74 QCRICHEEEDESSAAMESPCACSGSLKYAH | Nuclear Protein of unknown
RGCVQRWCDEKGSTLCEICL function DUF3675
TraesCS1A02G228500 H2 187 119 160 CAVCIVEFRDGDLARLLPRCGHRFHAACV | Extracellular
DAWLHLHSTCPLC
TraesCS1A02G231700 H2 211 143 184 CAVCIVEFRDGDLARLLPRCGHRFHAACV | Chloroplast
DAWLHLHSTCPLC
TraesCS1A02G243200 H2 520 463 504 CYICLVEYEEGDCVRILPCNHEFHLTCVDK | Nuclear
WLKEIHRVCPLC
TraesCS1A02G255600 H2 290 217 259 CAICREEMAPGRGGVCVLRPCGHRFHWPC | Plasma Membrane

ALRWLARRNTCPCC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS1A02G263800 HC 823 16 64 CPVCLSPFDDSSVVPRVLPCGHSLCGSCISS | Plasma Membrane WD4-repeat-containing
LPPASASAAASSLRCPLC domain superfamily
TraesCS1A02G274500 H2 201 119 160 CAICLAEFERGEQVRVLPRCNHGFHALCID | Plasma Membrane
RWLAARPTCPTC
TraesCS1A02G280300 \% 247 127 180 NCRICHLGLESAAAESGAGITLGCSCKGDL | Nuclear Zinc finger, RING-CH-
SYSHKQCAETWFKIRGNKTCEICS type
TraesCS1A02G295900 H2 193 127 168 CSICISALVAGDKVKALPPCGHCFHPECVD | Plasma Membrane
AWLRSQPSCPLC
TraesCS1A02G296100 HC 559 238 278 CNICFEMADEPVVTSCGHLFCWPCLYQWL | Nuclear
HIHSTHKECPVC
TraesCS1A02G300400 H2 192 120 161 CAICLGEFVDGEKVRVLPQCGHGFHVRCYV | Plasma Membrane
DAWLVSHSSCPTC
TraesCS1A02G300500 H2 197 122 163 CAICLGEFVDGEKVRVLPQCDHGFHVRCV | Plasma Membrane
DAWLVSHSSCPTC
TraesCS1A02G300600 H2 195 120 161 CAICLGEFVDGEKVRVLPRCAHGFHVRCV | Plasma Membrane
DAWLVSHGSCPTC
TraesCS1A02G311600 H2 216 162 203 CAVCLGEVEKGETVKRLPACLHMFHQQCI | Plasma Membrane
DPWLHEHSTCPVC
TraesCS1A02G315400 HC 500 126 165 CPICLGIIRKTRTVMECLHRFCRDCIDKSMR | Nuclear
LGNNECPAC
TraesCS1A02G321800 H2 388 332 373 CPVCLEPLESDAASWPGCSSPHVFHGTCLE | Nuclear
GTLKESEKCPIC
TraesCS1A02G322000 H2 322 270 311 CPICFELLKSDIAVWPGCLRPHVFHGECLLL | Nuclear
ALKASEMCPLC
TraesCS1A02G328300 Y 710 32 80 QCRICRLPAEAGRPLRHPCACRGSIRFVHD Plasma Membrane

DCQLRWLATRQGPRCELCN




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS1A02G329600 HC 991 16 53 CPICLSLLRSAVSVTCNHIFCNHCLTESMKS | Nuclear BRCT domain
SSTCPVC superfamily
TraesCS1A02G341400 HC 374 322 361 CVVCCDARRDCFFMPCGHSATCHACGTKI | Plasma Membrane Domain of unknown
VEGDASCCPFC function DUF4793
TraesCS1A02G346900 H2 199 124 165 CSICLCEYRDGEMQRIMPECRHRFHLMCLD | Extracellular
AWLRRSASCPVC
TraesCS1A02G373200 H2 349 302 342 CSICQEEFEASEEIGRLSCGHGYHVHCIKQW | Nuclear
LSRKNACPLC
TraesCS1A02G374800 H2 1214 1097 1138 CPICCDFLFTSSAAVRGLPCGHFMHSACFQ | Nuclear
AYTCSHYTCPIC
TraesCS1A02G378100 \Y; 257 57 104 ECRICQEDGDETCMEAPCSCKGSLKYAHRT | Plasma Membrane Protein of unknown
CVQRWCDEKGDTICEICL function DUF3675
TraesCS1A02G398300 H2 510 462 502 CIICQEEFEARELVGTLDCGHKYHEACIKQ | Nuclear
WLMVKNLCPIC
TraesCS1A02G422300 H2 154 95 136 CAICLEALVAGAECSEVPACRHVFHRGCLA | Extracellular
LWIKSKSTCPLC
TraesCS1A02G430800 v 661 30 78 LCRICRLPAEAERPLRSPCACRGSIRFVHDE | Plasma Membrane Zinc finger,
CQLRWIAARGKPLCEVCN RING/FYVE/PHD-type
TraesCS1A02G444900 H2 393 120 161 CAVCLARFDDADLLRLLPRCRHAFHLDCV | Plasma Membrane
DRWLHSSASCPLC
TraesCS1B02G000900 H2 410 234 274 CPICLEEFKVGNEVRGLPCAHNFHVECIDQ | Plasma Membrane
WLRLNVKCPRC
TraesCS1B02G007900 HC 612 326 382 CSICKNVMKEPLTTPCGHNFCKACLTAAFG | Nuclear SRA-YDG superfamily

DEGSMRERSRGGRTLRAQKIVKNCPSC




Identifiers RING Pro_teln S1z€ Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS1B02G032600 HC 628 476 520 CVICWTDFSSSRGILPCGHRFCYSCIQGWA | Nuclear BRCT domain
DCLSSRGKVSTCPLC superfamily
TraesCS1B02G036900 H2 399 204 244 CAVCKEPFELGADAREMPCAHIYHEDCILP | Nuclear
WLQLRNSCPVC
TraesCS1B02G074500 HC 362 110 149 CGICHELAEDVVVTSCDHVFCKSCLMECSA | Nuclear P-loop containing
TLGNVSCPSC nucleoside triphosphate
hydrolase
TraesCS1B02G101700 HC 870 816 855 CVMCLSEEMSVVFLPCAHQVVCAKCNDLH | Nuclear Zinc finger,
DKQGMKECPSC RING/FYVE/PHD-type
TraesCS1B02G107100 HC 514 463 501 CVICLDAPVEGACIPCGHMAGCMSCLKDIE | Nuclear Ankyrin repeat-
SKKWGCPIC containing domain
superfamily
TraesCS1B02G118700 H2 178 83 125 CLICFDDFVPGCYKKIRTMDCSHSFHQRCIF | Nuclear
DWLLIDRRCPIC
TraesCS1B02G118800 H2 159 89 130 CAVCLEGFVAGGKKLRMMPCSHSFHQRCI | Cytoplasmic
FDLLLRSRFCPVC
TraesCS1B02G123100 H2 434 30 75 CSICLDAVVAASAERSTARLQCGHEFHLDC | Nuclear
IGSAFNAKGVMQCPNC
TraesCS1B02G128900 H2 183 127 168 CAVCLGEMEDGELGRLLPACSHAFHVGCI | Extracellular
DAWLRLSSTCPVC
TraesCS1B02G129600 H2 534 485 525 ClHICLEEYKHKDSLGKLKCGHDFHAGCIKK | Nuclear Zinc finger,
WLEVKNACPVC RING/FYVE/PHD-type
TraesCS1B02G132800 HC 406 345 382 CAICQEKMHTPILLQCKHIFCEDCASEWLE Plasma Membrane

RERTCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS1B02G138300 H2 420 347 387 CCICLARYSNNDDLRELPCTHFFHKECVDK | Plasma Membrane
WLKINALCPLC
TraesCS1B02G144400 % 169 46 101 GCRICQLEDGDLPAESGSGQLVNLGCGCRG | Extracellular Zinc finger, RING-CH-
EIAAAHRRCAEAWFSVRGNRRCEICG type
TraesCS1B02G145400 H2 236 149 190 CAVCLAVMVDGQAARRLPRCMHVFHRSC | Chloroplast
VDVWLREHSTCPVC
TraesCS1B02G152000 HC 472 411 448 CAICQEKMHVPVLLRCKHIFCEDCVSEWFE | Plasma Membrane
RERTCPLC
TraesCS1B02G156500 H2 105 35 76 CCVCISRFRDGEDIRSLPCGHAFHRQCVDR | Extracellular
WLALCRRTCPLC
TraesCS1B02G164800 H2 636 8 52 CAICNGDMRRGGGGGSGFTADCSHQFHYR | Nuclear
CVSGSLASSRQACPLC
TraesCS1B02G174400 % 290 127 174 QCRVCQQKSEEPLVDLGCRCRGDLSKAHR | Plasma Membrane Zinc finger,
TCIDVWFRTRGSNKCEICQ RING/FYVE/PHD-type
TraesCS1B02G179000 H2 369 230 270 CAVCKEDFSPGDGAKQMPCKHIYHADCIV | Chloroplast
PWLELHNSCPIC
TraesCS1B02G187600 HC 242 146 183 CGICMEMNSKVVLPNCTHAMCLRCYQDW | Nuclear Zinc finger,
NSRSQSCPFC RING/FYVE/PHD-type
TraesCS1B02G202600 HC 1041 995 1029 CKVCFESATAAVLLPCRHFCLCKPCALACS | Nuclear Kinesin motor domain
ECPLC
TraesCS1B02G212700 HC 406 158 198 CNVCFDMADDPVVTKCGHLFCWDCLYQW | Nuclear
LHVHSNHRECPVC
TraesCS1B02G216000 H2 248 161 202 CAICLTEFGEREEVRVMPQCGHGFHVDCV Extracellular

DTWLRSNSSCPSC




. RING Protein size Domain Domain . . .
Identifiers type (amino acids) start end RING domain Localization Description
TraesCS1B02G218700 H2 232 187 228 CSVCLQDLEVGESARRLPGCRHVFHAPCID | Chloroplast Zinc finger,
RWLVRHASCPLC RING/FYVE/PHD-type
TraesCS1B02G219500 G 621 129 175 CPVCMNAWTADGEHRVSCIPCGHVYGRSC | Nuclear
LEKWLAQCGKKSATCPQC
TraesCS1B02G219700 \Y; 237 16 73 QCRICHEEERDDGCVTATATATAMESPCGC | Extracellular Protein of unknown
SGSLKYAHRGCVQRWCDEKGSTVCEICL function DUF3675
TraesCS1B02G220800 H2 206 110 151 CPVCLEAFGDDDGVKVVPACGHVFHAPCI | Chloroplast
DRWLDVRNSCPVC
TraesCS1B02G228600 H2 369 142 183 CAVCQCVFCGDDELRLLPACRHAFHSSCV | Plasma Membrane
DPWLRSNPSCPLC
TraesCS1B02G228800 HC 326 269 313 CRACRLRPATTVLLPCRHLCVCAACDPGAS | Nuclear E3 ubiquitin-protein
ASQAGTAAAAACPAC ligase BOI-like
TraesCS1B02G238900 v 235 35 84 QCRICHEEEDESSAAMESPCACSGSLKYAH | Nuclear Protein of unknown
RGCVQRWCDEKGSTLCEICL function DUF3675
TraesCS1B02G242700 H2 186 118 159 CAVCIVEFRDGDLARLLPRCGHRFHAACVY Extracellular
DAWLHLHSTCPLC
TraesCS1B02G242800 H2 187 119 160 CAVCIVEFRDGDLARLLPRCGHRFHAACVY Extracellular
DAWLHLHSTCPLC
TraesCS1B02G254700 H2 522 465 506 CYICLVEYEEGDCVRILPCNHEFHLTCVDK | Nuclear
WLKEIHRVCPLC
TraesCS1B02G258900 HC 228 173 211 CVICLTEPRDTAVFPCRHLCMCSECAQALR | Extracellular
LQSNKCPIC
TraesCS1B02G266300 H2 290 217 259 CAICREEMAPGRGGVCVLRPCGHRFHWPC | Plasma Membrane

ALRWLARRNTCPCC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS1B02G274400 HC 822 16 64 CPVCLSPFDAASVVPRVLPCGHSLCGSCISS | Plasma Membrane WD4-repeat-containing
LPPASASAAASSLRCPLC domain superfamily
TraesCS1B02G284000 H2 224 142 183 CAICLAEFIRGEKVRVLPRCNHGFHAACIDR | Plasma Membrane
WLAARPTCPTC
TraesCS1B02G289200 \% 246 126 179 NCRICHLGLESAAAESGAGITLGCSCKGDL | Nuclear Zinc finger, RING-CH-
SYSHKQCAETWFKIRGNKTCEICS type
TraesCS1B02G304900 HC 341 20 60 CNICFEMADEPVVTSCGHLFCWPCLYQWL | Nuclear
HIHSTHKECPVC
TraesCS1B02G310500 H2 195 120 161 CAICLGEFVDGEKVRVLPQCGHGFHVRCV | Extracellular
DAWLVSHSSCPTC
TraesCS1B02G310700 H2 196 123 164 CAICLGEFVDGEKVRVLPRCAHGFHVRCV | Plasma Membrane
DAWLVSHGSCPTC
TraesCS1B02G316300 H2 332 200 240 CSVCLDDLDIGSQAKQLPCEHKFHSPCILP Nuclear
WLELHSSCPVC
TraesCS1B02G323200 H2 222 168 209 CAVCLVEVEKGDTVKRLPACLHMFHQQCI | Plasma Membrane
DPWLHEHSTCPVC
TraesCS1B02G323300 H2 222 168 209 CSVCLGEVEKGETVKRLPACLHMFHQQCI | Plasma Membrane
DPWLHEHSTCPVC
TraesCS1B02G327300 HC 498 124 163 CPICLGIIRKTRTVMECLHRFCRDCIDKSMR | Nuclear
LGNNECPAC
TraesCS1B02G327600 H2 127 80 122 CTICIADFRPRARVAVLPTCGHVFHRHCLR | Plasma Membrane
EVVAGQSPRCPLC
TraesCS1B02G334400 H2 296 244 285 CPICFELLKSDVAVWPGCLLPHVFHGECLV | Cytoplasmic
LALQASEMCPLC
TraesCS1B02G342100 Y 698 28 76 QCRICRLPAEAGRPLRHPCACRGSIRFVHD Plasma Membrane

DCQLRWLATRQRPRCELCN




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS1B02G343100 HC 996 16 53 CPICLSLLRSAVSVTCNHIFCNHCLTESMKS | Nuclear BRCT domain
SSTCPVC superfamily
TraesCS1B02G354100 HC 376 325 363 CVVCCDARRDCFFMPCGHSATCHACGTKI | Plasma Membrane Domain of unknown
VEGDASCPFC function DUF4793
TraesCS1B02G361000 H2 203 128 169 CSICLCEYRDGEMQRIMPECRHRFHLMCLD | Extracellular
AWLRRSASCPVC
TraesCS1B02G393400 H2 294 247 287 CSICQEEFEASEEIGKLSCGHGYHVHCIKQ Nuclear
WLSRKNACPLC
TraesCS1B02G395000 H2 1241 1124 1165 CPICCDFLFTSSAAVRGLPCGHFMHSACFQ | Nuclear
AYTCSHYTCPIC
TraesCS1B02G398900 \Y; 258 58 105 ECRICQEDGDESCMEAPCSCKGSLKYAHRT | Plasma Membrane Protein of unknown
CVQRWCDEKGDTICEICL function DUF3675
TraesCS1B02G456800 H2 603 20 61 CAICLGAMLRGQAGFTAECSHAFHLNCISA | Chloroplast
SVAHGNHDCPLC
TraesCS1B02G465300 v 787 30 79 ECRICRLPAEADRPLHRPCGCRGSMRFVHD | Plasma Membrane Zinc finger,
DCQLQWIARRRKLPRCEVCR RING/FYVE/PHD-type
TraesCS1B02G465500 % 663 32 80 LCRICRLPAEAERPLRSPCACRGSIRFVHDE | Plasma Membrane Zinc finger,
COLRWIAARGKPLCEVCN RING/FYVE/PHD-type
TraesCS1B02G465700 v 809 24 72 QCRICRHPADADRPLRRPCGCKGSMRFVH Plasma Membrane Zinc finger,
DHCQIRWLKARRQSLCEVCG RING/FYVE/PHD-type
TraesCS1B02G479700 H2 432 128 169 CAVCLARFDDADLLRLLPRCRHAFHLDCV | Plasma Membrane
DRWLHSSASCPLC
TraesCS1D02G002400b | HC 506 144 182 CVFCMKLPERPVTTPCGHNFCLKCFEKWYV | Nuclear SRA-YDG superfamily

NSGKRTCGKC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS1D02G004000 H2 378 234 274 CPICLEEFKVGNEVRGLPCAHNFHVECIDQ | Plasma Membrane
WLRLNVKCPRC
TraesCS1D02G010300 H2 174 110 151 CAVCLERYADSDVVRVLPDCGHLFHRGCV | Plasma Membrane
DPWLRQRPTCPVC
TraesCS1D02G026100 HC 627 476 520 CVICWTDFSSSRGILPCGHRFCYSCIQGWA | Nuclear BRCT domain
DCLSSRGKVSTCPLC superfamily
TraesCS1D02G030300 H2 402 207 247 CAVCKEPFELGAEAREMPCAHIYHEDCILP | Nuclear
WLQLRNSCPVC
TraesCS1D02G085400 HC 870 816 855 CVMCLSEEMSVVFLPCAHQVVCAKCNDLH | Nuclear Zinc finger,
DKQGMKECPSC RING/FYVE/PHD-type
TraesCS1D02G089400 HC 552 501 539 CVICLDAPVEGACIPCGHMAGCMSCLKDIE | Nuclear Ankyrin repeat-
SKKWGCPIC containing domain
superfamily
TraesCS1D02G099500 H2 148 89 130 CAVCLEGFVAGGKKLRTMPCSHSFHQRCIF | Cytoplasmic
DLLLRSRFCPVC
TraesCS1D02G101400 H2 464 410 452 CPVCWQLLEGDDLAAWPGCGKPHVFHGA | Nuclear
CLEQVLKMSETCPLC
TraesCS1D02G103800 H2 434 30 75 CSICLDAVVAASAERSMARLQCGHEFHLD | Nuclear
CIGSAFNAKGVMQCPNC
TraesCS1D02G111500 H2 536 487 527 ClHICLEEYKHKDSLGKLKCGHDFHAGCIKK | Nuclear Zinc finger,
WLEVKNACPVC RING/FYVE/PHD-type
TraesCS1D02G112400 H2 190 128 169 CAVCLGEMEDGELGRMLPACSHAFHVGCI | Plasma Membrane
DAWLRLSSTCPVC
TraesCS1D02G114200 HC 411 350 387 CAICQEKMHTPILLQCKHIFCEDCASEWLE Plasma Membrane

RERTCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS1D02G119700 H2 420 347 387 CCICLARYSNNDDLRELPCTHFFHKECVDK | Plasma Membrane
WLKINALCPLC
TraesCS1D02G127300 H2 239 152 193 CAVCLAVMVDGEAARRLPRCMHVFHRSC | Chloroplast
VDVWLREHSTCPVC
TraesCS1D02G128900 v 169 46 101 GCRICQLEDGDLPAESGSGQLVNLGCGCRG | Extracellular Zinc finger, RING-CH-
EIAAAHRRCAEAWFSVRGNRRCEICG type
TraesCS1D02G133300 HC 453 392 429 CAICQEKMHVPVLLRCKHIFCEDCVSEWFE | Plasma Membrane
RERTCPLC
TraesCS1D02G138900 H2 109 39 80 CCVCISRFRDGEDIRSLPCGHAFHRQCVDR | Extracellular
WLALCRRTCPLC
TraesCS1D02G141000 HC 236 139 176 CGICLEVNAKIVLPDCTHSLCLRCFEEWNA | Cytoplasmic Zinc finger,
KSKSCPFC RING/FYVE/PHD-type
TraesCS1D02G142100 H2 254 135 177 CPVCFEYLFDSTMDISVLHCGHTIHLECLNE | Extracellular
MRVHHHFSCPVC
TraesCS1D02G144900 H2 683 55 99 CAICNGDMRRGGGGGSGFTADCSHQFHYR | Nuclear
CVSGSLASSRQACPLC
TraesCS1D02G155700 v 275 112 159 QCRVCQQKSEEPLVDLGCRCRGDLSKAHR | Plasma Membrane Zinc finger,
TCIDVWFRTRGSNKCEICQ RING/FYVE/PHD-type
TraesCS1D02G159200 H2 370 230 270 CAVCKEDFSPGDGAKQMPCKHIYHADCIV | Nuclear
PWLELHNSCPIC
TraesCS1D02G167300 HC 246 150 187 CGICMEMNSKVVLPNCTHAMCLRCYQDW | Nuclear Zinc finger,
NSRSQSCPFC RING/FYVE/PHD-type
TraesCS1D02G176100 HC 1041 995 1029 CKVCFESATAAVLLPCRHFCLCKPCALACS | Nuclear Kinesin motor domain

ECPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS1D02G201500 HC 400 152 192 CNVCFDMADDPVVTKCGHLFCWDCLYQW | Nuclear
LHVHSNHRECPVC
TraesCS1D02G205300 H2 248 161 202 CAICLTEFGEREEVRVMPQCGHGFHVECVD | Nuclear
TWLRSNSSCPSC
TraesCS1D02G208400 H2 232 187 228 CSVCLQDLEVGESARRLPGCRHVFHAPCID | Chloroplast Zinc finger,
RWLVRHASCPLC RING/FYVE/PHD-type
TraesCS1D02G209200 G 554 77 123 CPVCMNAWTADGEHRVSCIPCGHVYGRSC | Nuclear
LEKWLAQCGKKSATCPQC
TraesCS1D02G209400 \Y; 230 16 67 QCRICHEEEGDDGCATAMESPCGCSGSLKY | Extracellular Protein of unknown
AHRGCVQRWCDEKGSTVCEICL function DUF3675
TraesCS1D02G210300 H2 206 110 151 CPVCLEAFGDDDGVKVVPACGHVFHAPCI | Chloroplast
DRWLDVRNSCPVC
TraesCS1D02G217700 H2 376 149 190 CAVCQCVFCADDELRLLPACRHAFHSGCV | Nuclear
DPWLRANPSCPLC
TraesCS1D02G217800 HC 321 267 308 CRGCRLRPATTVLLPCRHLCVCDACDPGAS | Nuclear E3 ubiquitin-protein
ASLAAAAACPTC ligase BOI-like
TraesCS1D02G226900 v 235 34 83 QCRICHEEEDESCAAMESPCACSGSLKYAH | Nuclear Protein of unknown
RGCVQRWCDEKGSTLCEICL function DUF3675
TraesCS1D02G230300 H2 187 119 160 CAVCIVEFRDGDLARLLPRCGHRFHAACVY Chloroplast
DAWLHLHSTCPLC
TraesCS1D02G230600 H2 186 118 159 CAVCIVEFRDGDLARLLPRCGHRFHAACVY Chloroplast
DAWLHLHSTCPLC
TraesCS1D02G243200 H2 521 464 505 CYICLVEYEEGDCVRILPCNHEFHLTCVDK | Nuclear

WLKEIHRVCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS1D02G254900 H2 289 216 258 CAICREEMAPGRGGVCVLRPCGHRFHWPC | Plasma Membrane
ALRWLARRNTCPCC
TraesCS1D02G263900 HC 825 16 64 CPVCLSPFDAASVVPRVLPCGHSLCGSCISS | Plasma Membrane WD4-repeat-containing
LPPASASAAASSLRCPLC domain superfamily
TraesCS1D02G274500 H2 201 119 160 CAICLAEFVRGEQVRVLPRCNHGFHALCID | Plasma Membrane
RWLAARPTCPTC
TraesCS1D02G279400 v 246 126 179 NCRICHLGLESAAAESGAGITLGCSCKGDL | Nuclear Zinc finger, RING-CH-
SYSHKQCAETWFKIRGNKTCEICS type
TraesCS1D02G296100 HC 397 76 116 CNICFEMADDPVVTSCGHLFCWPCLYQWL | Nuclear
HIHSTHKECPVC
TraesCS1D02G296300 H2 195 129 170 CSICISALVAGDKVKALPPCGHCFHPECVD | Extracellular
AWLRSQPSCPLC
TraesCS1D02G296400 H2 192 127 168 CSICISALVPGDKVKALPPCGHCFHPECVDA | Extracellular
WLRSQPSCPLC
TraesCS1D02G296800 H2 215 161 202 CAVCLGEMENGDMVKRLPACLHMFHQHC | Plasma Membrane
IDVWLRGHSTCPVC
TraesCS1D02G299800 H2 183 120 161 CAICLGEFVDGEKVRVLPQCGHGFHVRCV | Plasma Membrane
DAWLVSHSACPTC
TraesCS1D02G299900 H2 191 121 162 CAICLGEFVDGEKVRVLPECCHGFHVRCVD | Plasma Membrane
AWLVSHSSCPTC
TraesCS1D02G300000 H2 198 123 164 CAICLGEFVDGEKVRVLPRCAHGFHVRCV | Plasma Membrane
DAWLVSHGSCPTC
TraesCS1D02G305300 H2 332 200 240 CSVCLDDLDIGSQAKQLPCEHKFHSPCILP Nuclear
WLELHSSCPVC
TraesCS1D02G311600 H2 215 161 202 CAVCLGEVEKGDTMKRLPACLHMFHQQCI | Plasma Membrane

DPWLHEHSTCPVC




e RING Protein size Domain Domain . L ..
Identifiers type (amino acids) start end RING domain Localization Description
TraesCS1D02G311700 H2 220 166 207 CAVCLGEVEKGDAVKRLPACLHLFHQQCI Plasma Membrane
NAWLHEHSTCPVC
TraesCS1D02G311900 H2 226 172 213 CPVCLGEVEKGETVKRLPACLHMFHQQCI Plasma Membrane
DPWLQEHSTCPVC
TraesCS1D02G315600 HC 499 125 164 CPICLGIIRKTRTVMECLHRFCRDCIDKSMR | Nuclear
LGNNECPAC
TraesCS1D02G322200 H2 300 248 289 CPICFELLKSDVAVWPGCLRPHVFHGACLYV | Cytoplasmic
QALKRSETCPLC
TraesCS1D02G330800 Y, 706 30 78 QCRICRLPAEADRPLRHPCACRGSIRFVHD Plasma Membrane
DCQLRWLATRRGPRCELCN
TraesCS1D02G331700 HC 962 16 53 CPICLSLLRSAVSVTCNHIFCNHCLTESMKS | Nuclear BRCT domain
SSTCPVC superfamily
TraesCS1D02G343700 HC 360 308 347 CVVCCDARRDCFFMPCGHSATCHACGTKI | Plasma Membrane Domain of unknown
VEGDASCCPFC function DUF4793
TraesCS1D02G380000 H2 265 218 258 CSICQEEFEASEEVGRLSCGHGYHVHCIKQ | Nuclear
WLSRKNACPLC
TraesCS1D02G382000 H2 1242 1125 1166 CPICCDFLFTSSAAVRGLPCGHFMHSACFQ Nuclear
AYTCSHYTCPIC
TraesCS1D02G405800 H2 498 450 490 CIHICQEEFEARDLVGTLDCGHKYHEACIKQ Nuclear
WLMVKNLCPIC
TraesCS1D02G430400 H2 152 93 134 CAICLEALVGGAECSEVPACRHVFHRGCLA | Extracellular
LWIGSSNTCPLC
TraesCS1D02G430500 H2 153 94 135 CAICLEALVGGAECSEVPACRHVFHRGCLA | Extracellular
LWIKSKSTCPLC
TraesCS1D02G433500 H2 589 11 52 CAICLGGMVRGQAGFTAECSHAFHLRCISA | Chloroplast

SVAHGNHDCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS1D02G439900 \ 756 30 78 LCRICRLPAEAERPLRSPCACRGSIRFVHDE | Plasma Membrane Zinc finger,
CQLRWISARGKPLCEVCN RING/FYVE/PHD-type
TraesCS1D02G453000 H2 434 130 171 CAVCLARFDDADLLRLLPRCRHAFHLDCV | Chloroplast
DRWLHSSASCPLC
TraesCS2A02G022100 H2 701 654 694 CCICQEDYADGEDMGRVECGHYFHTACIK | Nuclear
QWLVIKNTCPIC
TraesCS2A02G039300 v 505 252 301 VCRICMVELSEGGGAMKLECSCRGELALA | Plasma Membrane Zinc finger, RING-CH-
HTDCALKWFGIKGTRTCEVCK type
TraesCS2A02G065200 H2 111 32 73 CCVCLSRIRAGEATRRLPCEHAFHRDCVDR | Extracellular
WLALCKRTCPLC
TraesCS2A02G072700 HC 1165 929 969 CPICLESTSDDPVITPCAHRMCRECLLSSWS | Nuclear SNF2-related, N-terminal
TPAGGPCPIC domain
TraesCS2A02G081500 H2 192 144 187 CPICLQEFEAGGERAGRRLPACSHVFHLECI | Plasma Membrane
RSWLLRKPDCPMC
TraesCS2A02G094000 HC 1235 815 856 CGICLSEEQRATIQGVLNCCSHYFCFACILE | Nuclear
WSKVESRCPLC
TraesCS2A02G099300 H2 162 80 121 CAVCLSGVEEGDEVRELRCRHVFHRACLD | Extracellular
RWLATPPATCPLC
TraesCS2A02G109000 H2 163 114 155 CAVCLSEFGEREAGRLLPGCGHGFHEACIA | Plasma Membrane
AWLRLSSTCPLC
TraesCS2A02G112800 HC 334 230 278 CSICLDPMFDPVSLSCGHIFCYLCCCSAASV | Nuclear
TIVDGLKSADHRSKCPLC
TraesCS2A02G126800 HC 230 134 171 CGICMEINNKVVLPTCSHAMCIKCYRDWRS | Nuclear Zinc finger,

RSQSCPFC

RING/FYVE/PHD-type




. RING Protein size Domain Domain . N -
Identifiers type (amino acids) start end RING domain Localization Description
TraesCS2A02G145200 HC 824 575 613 CPICLSPPSTTVITSCTHIYCQTCILKILKSAS | Nuclear SNF2-related, N-terminal
SRCPIC domain
TraesCS2A02G156000 HC 233 75 119 CGVCMEPLEWVAIGPCGHREVCSDCAVRM | Extracellular
RAGSKSQHASRRCCIC
TraesCS2A02G156600 H2 176 120 161 CAVCLSLVKEGEVVRQLPACMHLFHVGCV | Plasma Membrane
DTWLHSHSTCPLC
TraesCS2A02G156800 H2 166 68 105 CAICLDAFGAGKEMPCGHRFHGECLERWL | Cytoplasmic Zinc finger,
GVHGSCPVC RING/FYVE/PHD-type
TraesCS2A02G167300 H2 268 101 142 CAVCITELAAGETARVLPRCGHGFHVDCV | Plasma Membrane
DMWLKSHSTCPLC
TraesCS2A02G168700 H2 190 140 180 CPICLEEYDYENPKILLQCNHDFHLGCIYA Nuclear
WMERSQSCPVC
TraesCS2A02G224300 HC 859 606 645 CGICHELAEDVVVTSCDHVFCKTCLMEYS | Nuclear P-loop containing
ATLGNVSCPSC nucleoside triphosphate
hydrolase
TraesCS2A02G227400 H2 529 300 341 CAICRGPMARAKKLPCDHLFHLPCLRSWL Plasma Membrane
DQGLMEGYSCPTC
TraesCS2A02G229600 HC 500 448 486 CCICHEMQVDSLLYRCGHMCTCFNCADQL | Nuclear
KSSSESCPIC
TraesCS2A02G232200 H2 564 514 557 CVICMTTIDLSQRTSEYMVAPCEHIFHSGCL | Plasma Membrane
QRWMDIKMECPTC
TraesCS2A02G248400 H2 360 30 70 CSICLEAFCDSDPSTVTSCKHDFHLQCILEW | Nuclear
CQRSSQCPMC
TraesCS2A02G290100 HC 323 276 310 CRACGEGESCVLLLPCRHLCLCSACDAAYV | Cytoplasmic Zinc finger,

DTCPLC

RING/FYVE/PHD-type




. RING Protein size Domain Domain . . .
Identifiers type (amino acids) start end RING domain Localization Description
TraesCS2A02G299000 H2 198 114 155 CTICLSDFEAGEHVKVLPKCNHGFHVRCID | Nuclear
RWLLARSTCPTC
TraesCS2A02G311800 H2 276 107 148 CAVCLAELSEGEAARFLPKCGHGFHAECV | Chloroplast
DLWLHSHPTCPLC
TraesCS2A02G318200 H2 380 134 175 CAVCLTAFEEADDLRLLPHCSHAFHPECIDP | Plasma Membrane
WLEARITCPLC
TraesCS2A02G318300 H2 397 193 234 CSVCLGEFNDGELVRLLPKCGHAFHVPCID | Nuclear
TWLRAHVNCPLC
TraesCS2A02G352900 H2 151 49 101 CAVCLSELAGAAGCSGDSEPSAVLVRVLPG | Extracellular
CGHGFHDECIGRWLLLRPECPLC
TraesCS2A02G358400 H2 647 4 47 CAICLGGMGAGGGQAIFTAECSHTFHFHCI | Mitochondrial
SASVEHGNLLCPLC
TraesCS2A02G364100 H2 670 77 120 CAICFDSMRSGHGQALFTAECSHKFHFHCIS | Nuclear von Willebrand factor A-
SNVKHGNHVCPVC like domain superfamily
TraesCS2A02G372600 HC 258 41 91 CNICLDFAADPVVTLCGHLYCWPCIYEWLR | Plasma Membrane
PSVVSASGANSTSARQQCPVC
TraesCS2A02G385400 H2 722 676 716 CTVCLENPSFGDTIRTLPCFHKFHKECIDEW | Nuclear
LRRKKLCPVC
TraesCS2A02G395100 H2 176 112 154 CRVCLERLEPTDEVRPLGNCAHAFHRGCID | Extracellular
RWIDVGEATCPLC
TraesCS2A02G399700 H2 198 91 132 CSICLGEYTEKELLRIPTCQHNFHRTCLDL Extracellular Zinc finger,
WLQKQTTCPIC RING/FYVE/PHD-type
TraesCS2A02G400200 H2 253 206 246 CVICCMAYKNRDKLTTLPCQHQYHRTCVA | Nuclear

KWLKINKVCPVC




Identifiers RING Pro_teln S1z€ Domain Domain RING domain Localization Description
type (amino acids) start end

TraesCS2A02G401400 H2 374 318 358 CCICISAYDDGAELRELPCGHHFHCACIDK Plasma Membrane
WLHINATCPLC

TraesCS2A02G437200 H2 369 321 361 CSICQEEYSGGEEVGNMACKHYYHITCIQH | Nuclear
WLRQKNWCPIC

TraesCS2A02G446100a | HC 553 236 327 CMICFSEYKGIDFIKLPCRHYFCRNCMETYS | Nuclear
RMHVKEGSVMKIVCPDNKCGGFVPPNLLK
RLLGESDFERWERLILERTLDAMADVAYCP
RC

TraesCS2A02G446100b | HC 553 407 436 CPHCGTGITRVSGCNHMLCKNCGKLFCYG | Nuclear
C

TraesCS2A02G448700 H2 397 163 204 CSVCLGEFHDGESLRLLPKCSHAFHQQCID | Nuclear
TWLKSHSNCPLC

TraesCS2A02G453200 H2 340 102 143 CAVCLSPFRPEAELRLLPACRHAFHAVCVD | Nuclear
AWLRTTPTCPLC

TraesCS2A02G455400 H2 190 107 148 CAICLAEFEDGEAMRVLPQCGHAFHAACYV | Extracellular
DKWLRGHSSCPSC

TraesCS2A02G475800 H2 174 105 146 CAVCLGAMQDGDAVRALPGCSHAFHAGC | Extracellular
VDVWLGAHATCPVC

TraesCS2A02G501100 H2 197 111 154 CAVCLGSFDAAADELLRVLPKCRHAFHAG | Plasma Membrane
CVDTWLEAHSTCPVC

TraesCS2A02G511100 H2 237 182 222 CAICLDGLEGEPAVQLPGCPHAFHRRCIST Cytoplasmic
WESKKTTCPMC

TraesCS2A02G514400 H2 641 594 634 CCICQEEYVDGDDLGTLHCGHDFHASCIRQ | Nuclear
WLVVKNLCPIC

TraesCS2A02G526800a | HC 526 156 205 CPMCMETAPIILKSRFGSCDDHVFCSSCVA | Nuclear Zinc finger,

KYVAVKQRQDVALPVECPDC

RING/FYVE/PHD-type




Identifiers RING Pro_teln S1ze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS2A02G545900a | HC 681 42 139 CAKCMSVVPCACIRPCFSMCDHDFCSSCVA | Extracellular Zinc finger,
MKLPQNVARLKCTGESSTASEKYRGVTILR RING/FYVE/PHD-type
PETVQVPSRIDPMFITDGNEGSPVNDISDSK
RFYCAKC
TraesCS2A02G545900c | HC 681 324 423 CAKCMHVVPCACIRSNFTTCDHDFCSRCV | Extracellular Zinc finger,
GLKLCONVPRVKCTVDNSTVAERYHSMA RING/FYVE/PHD-type
MVQPETAVSSPIDPKFVTGGNEDSPLVDGN
DIGDDKHFYCAKC
TraesCS2A02G546000a | HC 644 229 278 CPMCITTAPIVHKSSFGSCDHHAFCSNCVA | Extracellular
KYVAMRQREGVALPVECPDC
TraesCS2A02G546000b | HC 644 321 368 CAKCMHVVPCACVRRSFTSCAHDFCSRCV | Extracellular
SRRLQGRLGDGKHFYCTKC
TraesCS2A02G556200 HC 4749 4703 4736 CRVCLNNEVNMTIVPCGHVLCNRCSSSVSR | Plasma Membrane Zinc finger,
CPFC RING/FYVE/PHD-type
TraesCS2A02G564000 H2 529 240 281 CAICLEDYTVGEQIRVLPCRHKFHAACVDM | Plasma Membrane
WLTSWRSFCPVC
TraesCS2A02G586800 HC 259 156 193 CGICMELNSRVVLPNCSHDMCIKCYRQWR | Extracellular Zinc finger,
SRSQSCPFC RING/FYVE/PHD-type
TraesCS2B02G019500 H2 222 174 215 CTICLQDMVAGETARRLPNCSHAFHQPCV Extracellular
DKWLFTHGSCPVC
TraesCS2B02G030700 H2 701 654 694 CCICQEDYADGEDMGRVECGHYFHTACIK | Nuclear

QWLVIKNTCPIC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS2B02G051700 % 494 243 292 VCRICMVELSEGGGAMKLECSCRGELALA | Plasma Membrane Zinc finger, RING-CH-
HTDCALKWFGIKGTRTCEVCK type
TraesCS2B02G077400 H2 135 54 95 CCVCLSRIRAGEATRRLPCEHAFHRDCVDR | Nuclear
WLALCKRTCPLC
TraesCS2B02G086700 HC 1181 945 985 CPICLESTSDDPVITPCAHRMCRECLLSCWS | Nuclear SNF2-related, N-terminal
TPAGGACPIC domain
TraesCS2B02G108800 HC 1238 818 859 CGICLSEEQRATIQGVLNCCSHYFCFACILE | Nuclear
WSKVESRCPLC
TraesCS2B02G115500 H2 165 80 121 CAVCLSGVGEGDEVRELRCRHVFHRACLD | Extracellular
RWLATPPATCPLC
TraesCS2B02G126700 H2 159 110 151 CAVCLSEFAEREAGRRLPGCGHGFHEACIA | Plasma Membrane
AWLRLNSTCPLC
TraesCS2B02G131600 HC 334 230 278 CSICLDTMFDPVSLSCGHIFCYLCCCSAASV | Nuclear
TIVDGLKSADHRSKCPLC
TraesCS2B02G144500a HC 394 114 163 CPMCMELVPINLKSSFGPCGHAFCSSCVTM | Extracellular Zinc finger,
YVAVKQREREDVGRVKCPDC RING/FYVE/PHD-type
TraesCS2B02G148700 HC 234 138 175 CGICMEINNKVVLPTCSHAMCIKCYRDWRS | Extracellular Zinc finger,
RSQSCPFC RING/FYVE/PHD-type
TraesCS2B02G162000 HC 341 294 328 CVICLEQEYNAVFVPCGHMCCCMNCSSHV | Extracellular E3 Ubiquitin ligase,
TNCPLC GIDE-type
TraesCS2B02G170200 HC 824 575 613 CPICLSPPSTTVITSCTHIYCQTCILKILKSPSS | Nuclear SNF2-related, N-terminal
RCPIC domain
TraesCS2B02G181500 HC 236 78 122 CGVCMEPLEWVALGPCGHREVCSDCAVR Extracellular

MRVGSKSQHASRRCCIC




. RING Protein size Domain Domain . N -
Identifiers type (amino acids) start end RING domain Localization Description
TraesCS2B02G182100 H2 176 120 161 CAVCLSLVKEGEVVRQLPACMHLFHVGCV | Plasma Membrane
DTWLHSHSTCPLC
TraesCS2B02G182300 H2 187 90 127 CAICLDAFGAGKEMPCGHRFHGECLERWL | Cytoplasmic
GVHGSCPVC
TraesCS2B02G193500 H2 267 101 142 CAVCITELAAGETARVLPRCGHGFHVDCV | Plasma Membrane
DMWLKSHSTCPLC
TraesCS2B02G195000 H2 190 140 180 CPICLEEYDYENPKVLLQCNHDFHLGCIYE | Extracellular
WMERSQSCPVC
TraesCS2B02G250800 H2 565 515 558 CVICMTAIDLSQRTSEYMVAPCEHIFHSGCL | Plasma Membrane Zinc finger,
QRWMDIKMECPTC RING/FYVE/PHD-type
TraesCS2B02G251300 HC 734 682 720 CCICHEMQVDSLLYRCGHMCTCFNCADQL | Nuclear
KSSSGSCPIC
TraesCS2B02G255300 H2 558 329 370 CAICRGPMARAKKLPCNHLFHLPCLRSWL | Plasma Membrane
DQGLMEGYSCPTC
TraesCS2B02G274500 HC 846 593 632 CGICHELAEDVVVTSCDHVFCKTCLMEYS | Nuclear P-loop containing
ATLGNVSCPSC nucleoside triphosphate
hydrolase
TraesCS2B02G306600 HC 323 276 310 CRACGEGESCVLLLPCRHLCLCSACDAAYV | Nuclear Zinc finger,
DTCPLC RING/FYVE/PHD-type
TraesCS2B02G315400 H2 209 125 166 CTICLSDFEAGEHVKVLPKCNHGFHVRCID | Nuclear
RWLLARSTCPTC
TraesCS2B02G328600 H2 281 107 148 CAVCLAELSDGEAARFLPKCGHGFHAECV | Plasma Membrane
DLWLHSHPTCPLC
TraesCS2B02G336300 H2 380 134 175 CAVCLTAFEEADDLRLLPHCSHAFHPECIDP | Plasma Membrane

WLEARITCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end

TraesCS2B02G336400 H2 398 195 236 CSVCLGEFSDGELVRLLPKCGHAFHVPCID | Nuclear
TWLRAHVNCPLC

TraesCS2B02G370700 H2 220 114 166 CAVCLSELVGAAEFSGDSEPSAVPVRVLPG | Plasma Membrane
CGHWFHDECIGRWLLLRPECPLC

TraesCS2B02G377900 H2 646 10 53 CAICLGGMGAGGEQAIFTAECSHTFHFHCIS | Chloroplast von Willebrand factor A-
ASVEHGNLLCPLC like domain superfamily

TraesCS2B02G382300 H2 695 76 119 CAICFDSMRSGHGQALFTAECSHKFHFHCIS | Nuclear von Willebrand factor A-
SNVKHGNHVCPVC like domain superfamily

TraesCS2B02G389600 HC 260 43 93 CNICLDFAADPVVTLCGHLYCWPCIYEWLR | Plasma Membrane
PSVVSASGANSTSARQQCPVC

TraesCS2B02G402300 H2 722 676 716 CAVCLENPSFGDTIRTLPCFHKFHKECIDEW | Nuclear
LRRKKLCPVC

TraesCS2B02G413100 H2 180 112 156 CAICLAALDVGGQLVTELCNCSHAFHGACI | Extracellular
GYWIGSGEAGTCPLC

TraesCS2B02G413200 H2 173 110 152 CRVCLERLELTDEVRPLGNCSHAFHRGCID | Extracellular
RWIDIGEVTCPLC

TraesCS2B02G413800 H2 201 103 145 CAVCLSGIGGGDEVRRLSNCRHAFHRGCL | Extracellular
DRWMEHDQRTCPLC

TraesCS2B02G417700 H2 199 92 133 CSICLGEYTEKELLRIIPTCRHNFHRTCLDL | Extracellular Zinc finger,
WLQKQTTCPIC RING/FYVE/PHD-type

TraesCS2B02G418300 H2 253 206 246 CVICCMAYKNRDKLTTLPCQHQYHRTCVA | Nuclear

KWLKINKVCPVC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end

TraesCS2B02G419400 H2 374 318 358 CCICISAYDDGAELRELPCGHHFHCACIDK | Plasma Membrane
WLHINATCPLC

TraesCS2B02G456100 H2 373 325 365 CSICQEEYSGGEEVGNMACKHYYHIACIQH | Nuclear
WLRQKNWCPIC

TraesCS2B02G467200b | HC 553 407 436 CPHCGTGITRVSGCNHMLCKNCGKLFCYG | Nuclear
C

TraesCS2B02G469500 H2 397 163 204 CSVCLGEFDDGESLRLLPKCSHAFHQQCID | Nuclear
TWLKSHSNCPLC

TraesCS2B02G474500 H2 344 106 147 CAVCLSPFRPEAELRLLPACRHAFHAVCVD | Nuclear
AWLRTTPTCPLC

TraesCS2B02G477500 H2 184 103 144 CAICLAEFEDGEAMRVLPQCGHAFHAACYV | Extracellular
DKWLRGHSSCPSC

TraesCS2B02G499500 H2 178 106 147 CAVCLGAMQDGDAVRALPGCSHAFHAGC | Cytoplasmic
VDVWLGAHATCPVC

TraesCS2B02G529100 H2 197 111 154 CAVCLGAFDAAADELLRVLPKCRHAFHAD | Plasma Membrane
CVDTWLEAHSTCPVC

TraesCS2B02G542200 H2 669 622 662 CCICQEEYVDGDDLGTLHCGHDFHASCIRQ | Nuclear
WLVVKNLCPIC

TraesCS2B02G566600 H2 164 105 145 CAVCLKDFEVDDKVATMPCDHYFHQGCIS | Cytoplasmic
EWLKVSCACPLC

TraesCS2B02G566700 H2 168 109 149 CAVCLKDFEVDDKVTTMPCDHYFHQGCIS | Nuclear
EWLKVSCVCPLC

TraesCS2B02G576800a | HC 684 42 143 CAKCMSVVACACIRPGFSMCDHEFCSSCV | Extracellular Zinc finger,

AMKLPQNVARVKCTGESSTGSEKYHGLTIL
RPETVQLPSRIDPMFITEGNEGSLSEGKEGS
LSDSKRFYCAKC

RING/FYVE/PHD-type




Identifiers RING Pro_teln S1ze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS2B02G576800b | HC 684 234 275 CAKCMHVVPCACIRSNFTMCDHDFCSRCV | Extracellular Zinc finger,
TMKLRQNIDCVKC RING/FYVE/PHD-type
TraesCS2B02G576800c HC 684 328 426 CAKCMHVVPCACIRSNFTTCDHDFCSRCV Extracellular Zinc finger,
GLKLCQNVPRVKCTVDNSTAAERYHSMA RING/FYVE/PHD-type
MVRPETVSSRIGPKFVTGGNEDSPLVDSKDI
GDGKHFYCAEC
TraesCS2B02G577000a HC 601 274 322 CAKCMHVVPCACIRRSFTSCAHDFCSSCVS | Extracellular
RRLQARRGDGGKHFYCTKC
TraesCS2B02G586500 HC 4743 4697 4730 CRVCLNSEVNMTIVPCGHVLCNRCSSSVSR | Plasma Membrane Zinc finger,
CPFC RING/FYVE/PHD-type
TraesCS2B02G596600 HC 259 156 193 CGICMELNSRVVLPNCSHDMCIKCYHQWR | Extracellular Zinc finger,
TRSQSCPFC RING/FYVE/PHD-type
TraesCS2B02G625300 H2 527 240 281 CAICLEDYTVGEQIRVLPCRHKFHAACVDM | Plasma Membrane
WLTSWRSFCPVC
TraesCS2D02G005100 H2 224 176 217 CTICLODMVAGETARRLPNCSHAFHQPCV Extracellular
DKWLFTHGSCPVC
TraesCS2D02G022900 H2 701 654 694 CCICQEDYADGEDMGRVECGHYFHTACIK Nuclear
QWLVIKNTCPIC
TraesCS2D02G037600 \% 495 242 291 VCRICMVELSEGGGAMKLECSCRGELALA Plasma Membrane Zinc finger, RING-CH-
HTDCALKWFGIKGTRTCEVCK type
TraesCS2D02G063300 H2 111 33 74 CCVCLSRIRAGEATRRLPCEHAFHRDCVDR | Extracellular

WLALCKRTCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS2D02G071800 HC 1170 934 974 CPICLESTSDDPVITPCAHRMCRECLLSCWS | Nuclear SNF2-related, N-terminal
TPAGGACPIC domain
TraesCS2D02G079500 H2 192 140 183 CPICLQEFDAGGEREGRRLPACSHVFHLECI | Plasma Membrane
RSWLLRKPHCPMC
TraesCS2D02G092600 HC 867 447 488 CGICLSEEQRATIQGVLNCCSHYFCFACILE | Nuclear
WSKVESRCPLC
TraesCS2D02G098400 H2 233 151 192 CAVCLSGVAEGDEVRELRCRHVFHRACLD | Extracellular
RWLATPPATCPLC
TraesCS2D02G109100 H2 162 113 154 CAVCLSEFGEREAGRRLPGCGHGFHEACIA | Plasma Membrane
AWLRLSSTCPLC
TraesCS2D02G125100a | HC 400 119 168 CPMCMELVPINLKSSLGPCGHAFCSSCVTT | Extracellular Zinc finger,
YVAVKQREREDAARVKCPDC RING/FYVE/PHD-type
TraesCS2D02G129300 HC 242 146 183 CGICMEINNKVVLPTCSHAMCIKCYRDWRS | Nuclear Zinc finger,
RSQSCPFC RING/FYVE/PHD-type
TraesCS2D02G141100 HC 341 294 328 CVICLEQEYNAVFVPCGHMCCCMNCSSHV | Extracellular E3 Ubiquitin ligase,
TNCPLC GIDE-type
TraesCS2D02G148900 HC 824 575 613 CPICLSPPSTTVITSCTHIYCQPCILKILKSAS | Nuclear SNF2-related, N-terminal
SRCPIC domain
TraesCS2D02G161800 HC 233 75 119 CGVCMEPLEWVAIGPCGHREVCSDCAVRM | Extracellular
RVGSKPQHASRRCCIC
TraesCS2D02G162400 H2 176 120 161 CAVCLSLVKEGEVVRQLPACMHLFHVGCV | Plasma Membrane
DTWLHSHSTCPLC
TraesCS2D02G162600 H2 187 88 125 CAICLDAFGAGKEMPCGHRFHGECLERWL | Cytoplasmic
GVHGSCPVC
TraesCS2D02G174800 H2 267 101 142 CAVCITELAAGETARVLPRCGHGFHVDCYV | Plasma Membrane

DMWLKSHSTCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS2D02G176300 H2 174 124 164 CPICLEEYDYENPKILLQCNHDFHLGCIYA Extracellular
WMERSQSCPVC
TraesCS2D02G187100a | HC 349 142 186 CAICMETVPGVLKLSVGSCGHAFCSSCVVQ | Extracellular
YVAAKLGENVACVKC
TraesCS2D02G230600 HC 862 609 648 CGICHELAEDVVVTSCDHVFCKTCLMEYS | Nuclear P-loop containing
ATLGNVSCPSC nucleoside triphosphate
hydrolase
TraesCS2D02G232900 H2 565 515 558 CVICMTTIDLSQRTSEYMVAPCEHIFHSGCL | Plasma Membrane Zinc finger,
QRWMDIKMECPTC RING/FYVE/PHD-type
TraesCS2D02G233500 HC 757 705 743 CCICHEMQVDSLLYRCGHMCTCFNCADQL | Nuclear
KSSSGSCPIC
TraesCS2D02G235300 H2 543 329 370 CAICRGPMARAKKLPCNHLFHLPCLRSWL | Plasma Membrane
DQGLMEGYSCPTC
TraesCS2D02G250100 H2 360 30 70 CSICLEAFCDSDPSTVTSCKHDFHLQCILEW | Nuclear
CQRSSQCPMC
TraesCS2D02G288000 HC 323 276 310 CRACGEGESCVLLLPCRHLCLCSACDAAYV | Nuclear Zinc finger,
DTCPLC RING/FYVE/PHD-type
TraesCS2D02G296900 H2 198 114 155 CTICLSDFEAGEHVKVLPKCNHGFHVRCID | Nuclear
RWLLARSTCPTC
TraesCS2D02G310100 H2 276 107 148 CAVCLAELSDGEAARFLPKCGHGFHAECV | Chloroplast
DLWLHSHPTCPLC
TraesCS2D02G315800 H2 373 134 175 CAVCLTAFEEADDLRLLPHCSHAFHPECIDP | Plasma Membrane
WLEARITCPLC
TraesCS2D02G315900 H2 400 196 237 CSVCLGEFNDGELVRLLPKCGHAFHVPCID | Nuclear

TWLRAHVNCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end

TraesCS2D02G351200 H2 149 47 99 CAVCLSELVGAAGYSGDSEPSSALVRVLSG | Extracellular
CGHGFHDECIGRWLLLRPECPLC

TraesCS2D02G357400 H2 646 10 53 CAICLGGMGAGGGQAIFTAECSHTFHFHCI | Chloroplast von Willebrand factor A-
STSVEHGNLLCPLC like domain superfamily

TraesCS2D02G361900 H2 692 73 116 CAICFDSMRSGHGQALFTAECSHKFHFHCIS | Nuclear von Willebrand factor A-
SNVKHGNHVCPVC like domain superfamily

TraesCS2D02G368800 HC 263 46 96 CNICLDFAADPVVTLCGHLYCWPCIYEWLR | Plasma Membrane
PLVVSASGANSTSARQQCPVC

TraesCS2D02G382100 H2 722 676 716 CAVCLENPSFGDTIRTLPCFHKFHKECIDEW | Nuclear
LRRKKLCPVC

TraesCS2D02G392500 H2 175 112 154 CRVCLERLELTDEVRPLGNCSHAFHRGCID | Extracellular
RWIDVGEVTCPLC

TraesCS2D02G392600 H2 180 112 156 CAICLAALDVGGQLVTELCNCSHAFHAACI | Extracellular
DSWIGSGEAGTCPMC

TraesCS2D02G393400 H2 204 106 148 CAVCLSGIGGGDEVRRLSNCRHAFHRGCL | Extracellular
DRWMEHDQRTCPLC

TraesCS2D02G397200 H2 199 92 133 CSICLGEYTEKELLRIIPTCQHNFHRTCLDL | Extracellular Zinc finger,
WLQKQTTCPIC RING/FYVE/PHD-type

TraesCS2D02G397800 H2 257 210 250 CVICCMAYKNRDKLTTLPCQHQYHRTCVA | Nuclear
KWLKINKVCPVC

TraesCS2D02G398700 H2 377 321 361 CCICISAYDDGAELRELPCGHHFHCACIDK Plasma Membrane

WLHINATCPLC




. RING Protein size Domain Domain . . .
Identifiers type (amino acids) start end RING domain Localization Description
TraesCS2D02G432800 H2 372 324 364 CSICQEEYSGGEEVGNMACKHYYHITCIQH | Nuclear
WLRQKNWCPIC
TraesCS2D02G445000b | HC 497 351 380 CPHCGTGITRVSGCNHMLCKNCGKLFCYG | Nuclear
C
TraesCS2D02G447900 H2 398 162 203 CSVCLGEFHDGESLRLLPKCSHAFHQQCID | Nuclear
TWLKSHSNCPLC
TraesCS2D02G452800 H2 340 102 143 CAVCLSPFRPEAELRLLPACRHAFHAVCVD | Nuclear
AWLRTTPTCPLC
TraesCS2D02G455800 H2 189 106 147 CAICLAEFEDGEAMRVLPQCGHAFHAACYV | Extracellular
DKWLRGHSSCPSC
TraesCS2D02G475900 H2 166 104 145 CAVCLGAMQDGDAVRALPGCSHAFHAGC | Chloroplast
VDVWLGAHATCPVC
TraesCS2D02G479100 HC 1042 726 777 CMICAEQRKNYMDSRTGPKEPPENAVITTC | Nuclear SNF2-related, N-terminal
CHIFCYECAQESLSEEEVCPVC domain
TraesCS2D02G501500 H2 197 111 154 CAVCLGAFDAAADELLRVLPKCRHAFHAG | Plasma Membrane
CVDTWLEAHSTCPVC
TraesCS2D02G512500 H2 236 181 221 CAICLDGLEGEPAVELPACPHAFHRRCIST Cytoplasmic
WFSKKTTCPIC
TraesCS2D02G516000 H2 669 622 662 CCICQEEYVDGDDLGTLHCGHDFHASCIRQ | Nuclear
WLVVKNLCPIC
TraesCS2D02G522200 H2 167 106 146 CAVCLKDFKVDDKVTTMPCDHYFHQGCIY | Nuclear
EWLMVSCVCPLC
TraesCS2D02G537500 H2 134 75 115 CAVCLKDFEVDDKVTTMPCDHYFHQGCIS | Nuclear
EWLKVSCVCPLC
TraesCS2D02G547100a | HC 496 40 81 CAKCMHVVPCACMRYNFTMCDHDFCSRC | Extracellular Zinc finger,

VSMKLRQNIDCVKC

RING/FYVE/PHD-type




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS2D02G547100b | HC 496 140 238 CAKCMHVVPCACIRPNFTTCDHDFCSRCV | Extracellular Zinc finger,
GLKLCQONVPRVKCTVDNSTAAERYRSMAT RING/FYVE/PHD-type
VRPETVSSRIDPKFVTGGNEDSPLVDGNDIG
DGKHFYCAKC
TraesCS2D02G547300a HC 609 203 251 CPMCTTTAPIIHKSSFGSCGHAFCNSCVAKY | Extracellular Zinc finger,
IAVRQRENVALPVECPEC RING/FYVE/PHD-type
TraesCS2D02G547300b | HC 609 286 333 CAKCMHVVPCACIRRSFTSCAHDFCSNCVS | Extracellular Zinc finger,
RRLQGRRGDGKHFYCTKC RING/FYVE/PHD-type
TraesCS2D02G557400 HC 4749 4703 4736 CRVCLNNEVNMTIVPCGHVLCNRCSSSVSR | Plasma Membrane Zinc finger,
CPFC RING/FYVE/PHD-type
TraesCS2D02G574200 H2 527 240 281 CAICLEDYTVGEQIRVLPCRHKFHAACVDM | Plasma Membrane
WLTSWRSFCPVC
TraesCS2D02G599700 HC 259 156 193 CGICMELNSRVVLPNCSHDMCINCYRQWR | Extracellular Zinc finger,
SRSQSCPFC RING/FYVE/PHD-type
TraesCS3A02G001800 H2 119 53 108 CAICRNHIMDLCIECQANQASATSEECTVA | Nuclear
WGVCNHAFHFHCISRWLKTRQVCPLD
TraesCS3A02G022400 H2 286 98 139 CAVCLAGLEDGEEARFLPRCGHGFHTGCV | Plasma Membrane
DRWLASHTTCPLC
TraesCS3A02G025800 \Y; 276 55 102 ECRICQEEDWDTGMEAPCACRGSLKYAHR | Plasma Membrane Protein of unknown
KCIQRWCNEKGDTICEICL function DUF3675
TraesCS3A02G051000 H2 331 124 165 CAVCLTEFEDADDLRLLPHCSHAFHPDCID | Plasma Membrane

PWLQTRTTCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end

TraesCS3A02G087900 H2 234 134 175 CAVCLAEFERGEEARALPRCGHRFHVECID | Chloroplast
AWFRGNSTCPLC

TraesCS3A02G095400 HC 415 354 391 CAICQEKMHVPILLRCKHVFCEDCVSEWFE | Plasma Membrane
RERTCPLC

TraesCS3A02G103000 H2 519 474 514 CLVCLEEYKDNDLLGILKCRHDFHTDCIKK | Nuclear Zinc finger,
WLQVKNACPVC RING/FYVE/PHD-type

TraesCS3A02G120100 H2 410 335 375 CCICLSRFSNNEDLRELPCGHVFHMECIDK | Plasma Membrane
WLKINALCPLC

TraesCS3A02G131400 H2 136 90 131 CPVCLGAVEEGETMRALPVCRHAFHARCYV | Plasma Membrane
DAWLRLRPTCPVC

TraesCS3A02G131500 H2 178 96 137 CAVCLGQLEAGEKARRLPKCAHLFHAECV | Plasma Membrane
DAWLRAHCTCPMC

TraesCS3A02G139700 H2 211 100 141 CAVCLRVVDEGETVRQLPSCKHLFHQECV | Extracellular
DVWLLSNASCPVC

TraesCS3A02G140000 H2 218 120 161 CAVCLSELADGDAVRQLPNCGHVFHVECV | Plasma Membrane
DAWLRTRTTCPLC

TraesCS3A02G176600 H2 429 282 334 CKLCLKLLKERPAWNAQDLGVVAVLLCG Nuclear
HVYHADCLDSLTAEAEKYDPPCPVC

TraesCS3A02G179300 H2 400 292 329 CIICREEMTTAKKLLCGHLFHVHCLRSWLE | Plasma Membrane
RQHTCPTC

TraesCS3A02G182100 H2 193 105 146 CVFCLSRIDDGEEVRELRCRHVFHRECLDS | Plasma Membrane
WLLRPRATCPLC

TraesCS3A02G189200 H2 375 228 268 CAVCLEDYASGERARELPCRHRFHSQCIVP | Nuclear
WLDMHSSCPVC

TraesCS3A02G246900 H2 526 475 515 CIICQEEYEAEDCVGILDCGHRYHAVCLKQ | Nuclear

WLTVKNLCPIC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS3A02G254400 H2 305 260 300 CCICLAQYREKEEVRQLPCTHMFHLKCVD | Plasma Membrane Zinc finger,
RWLRIISSCPLC RING/FYVE/PHD-type
TraesCS3A02G259800 HC 273 225 262 CCVCMVRHKGAAFIPCGHTFCRLCSRELW | Nuclear
VSRGNCPLC
TraesCS3A02G260500 H2 345 298 338 CSICQEEFEANDEMGRLGCGHSYHVYCIKQ | Nuclear
WLSQKNVCPVC
TraesCS3A02G264000 \Y; 261 52 99 ECRICQEEGDQAYMETPCSCKGSLKYAHHI | Plasma Membrane Protein of unknown
CIQRWCNEKGDTICEICL function DUF3675
TraesCS3A02G271500 H2 418 373 413 CPICLDCPADGAPLRHLPCAHKFHKECIDR | Nuclear Zinc finger,
WLRMRTSCPVC RING/FYVE/PHD-type
TraesCS3A02G278900 H2 194 119 160 CSICLSEYMDGVMLRLMPECRHRFHVMCL | Plasma Membrane
DAWLRRSASCPVC
TraesCS3A02G281400 v 182 60 117 ACRICHLIPEGGDGPAAAPGSEVIRLGCCCK | Extracellular
EELGHAHRQCAEAWFRIKGDRRCEICG
TraesCS3A02G288900 H2 317 212 254 CPICFEYLFESRNDVSVLPCGHTIHEKCLKE | Extracellular RCHY1, zinc-ribbon
MKEHCQFACPLC
TraesCS3A02G293400 H2 243 116 157 CTICLGAMQEGEAVRVLPACAHVFHVPCV | Nuclear
DTWLASSSSCPVC
TraesCS3A02G293500 H2 243 116 157 CTICLGAMQEGEAVRVLPACAHVFHVPCV | Nuclear
DTWLASSSSCPVC
TraesCS3A02G309200 H2 121 32 73 CPICLGQEEAAATAWKETTCGHNFHGRCV | Extracellular
ERWLETKGTCPMC
TraesCS3A02G309400 H2 122 32 72 CPICLDQERVTTAWKETVCGHIFHEQCVER | Nuclear

WLETKGSCPMC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS3A02G309500 H2 123 32 72 CPICLDQEGATTAWKETVCGHIFHERCVER | Nuclear
WLQAKGSCPMC
TraesCS3A02G327900 HC 485 110 149 CPICLGIIRKTRTVMECLHRFCRDCIDKSMR | Nuclear
LGNNECPAC
TraesCS3A02G330900 H2 403 264 304 CPVCTERFEIGSEAREMPCKHLYHASCIIPW | Nuclear
LVQHNSCPVC
TraesCS3A02G339000 H2 214 164 204 CPICLEEYDYENPKIVLQCNHNFHLSCIYEW | Extracellular
MERSQSCAVC
TraesCS3A02G344600 H2 205 132 173 CAICLGEFEDGEKVRVLPRCGHEFHVRCVD | Chloroplast
TWLVSHDSCPTC
TraesCS3A02G345400 H2 126 68 110 CAICKGPLAAGGGRCRRLRACGHVYHAEC | Extracellular
VDLWLQRKPICPLC
TraesCS3A02G350000 HC 567 230 270 CNICFEMAGEPVVTSCGHLFCWPCLYQWL | Nuclear
NVYSNHKECPVC
TraesCS3A02G350500 H2 181 120 161 CPICLGEFADGERVKALPRCGHCFHPECVD | Plasma Membrane
AWLCSHPSCPLC
TraesCS3A02G365100 % 252 132 185 NCRICHLGLESAAAESGAGIVLGCSCKDDL | Extracellular Zinc finger, RING-CH-
SCAHKQCAETWFKIRGNKICEICG type
TraesCS3A02G377100 H2 208 138 179 CAICLADLKQGERVRVLPRCHHGFHVRCID | Extracellular
RWLSARQTCPTC
TraesCS3A02G391400 HC 251 155 192 CGICLETCTKMVLPNCNHAMCINCYRDWY | Extracellular Zinc finger,
TRSQSCPFC RING/FYVE/PHD-type
TraesCS3A02G399700 \Y; 205 27 74 ECRICQEEGDEAAMDSPCACTGTLKFAHRK | Plasma Membrane Protein of unknown

CIQRWCDKKGNITCEICN

function DUF3675




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end

TraesCS3A02G410600 H2 245 193 234 CSVCLQDLRPQQFVRALPQCQHIFHVRCID | Plasma Membrane Zinc finger,

DWLQRNASCPLC RING/FYVE/PHD-type
TraesCS3A02G410900 H2 208 154 195 CTICLGEVEKGDAVKRMPVYCLHMFHQQCYV | Plasma Membrane

DPWLHEHSTCPVC
TraesCS3A02G414400 HC 393 350 382 CPICLVNPKDMAFGCGHQTCCECGQTLESC | Extracellular Copine

PIC
TraesCS3A02G423800 HC 255 207 244 CCVCMVRHKGAAFIPCGHTFCRLCSRELRH | Nuclear

ARGNCPLC
TraesCS3A02G425600 HC 260 204 241 CPVCMNELVNASSTICGHIFCQKCIKASIQA | Nuclear Zinc finger,

QKKCPTC RING/FYVE/PHD-type
TraesCS3A02G425900 HC 240 184 221 CPFCFDELVDASSTICGHIFCHKCIKFSVQA | Nuclear Zinc finger,

QNRCPAC RING/FYVE/PHD-type
TraesCS3A02G426100 HC 282 227 264 CPVCINELVDASSTICGHIFCKKCIEASIRFQ | Nuclear Zinc finger,

KKCPTC RING/FYVE/PHD-type
TraesCS3A02G426200 HC 275 220 257 CPVCMNELVDASSTICGHIFCQKCIQASIQA | Nuclear Zinc finger,

QSKCPTC RING/FYVE/PHD-type
TraesCS3A02G426400 HC 287 232 269 CPVCWNELTDASSTICGHIFCQKCIEASIQA | Nuclear Zinc finger,

QKKCPTC RING/FYVE/PHD-type
TraesCS3A02G439700 H2 229 179 219 CPTCLEEYTPENPQITKCSHHFHLSCIYEW | Nuclear

MERSDTCPIC
TraesCS3A02G440000 H2 289 188 228 CPVCKDKFELGSEAREMPCKHLYHSDCILP | Nuclear

WLEQHNSCPVC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS3A02G459400 H2 143 88 131 CAICHLDLETGDEEIVRLPCFHAHAFHTPCI | Cytoplasmic
KQWFYQQSKCPIC
TraesCS3A02G459700 H2 342 122 163 CAVCLMEFGDDDCLRLLPACPHAFHPECIG | Nuclear
LWLAKHVTCPLC
TraesCS3A02G460600 H2 313 207 249 CAICMVDEDASWDEETVALPCSHAFHSGCI | Cytoplasmic
LRWFHRAPTCPTC
TraesCS3A02G464800 H2 180 82 123 CAVCLEDLVAGGRKLRKMDCSHCFHQRCI | Nuclear
FRWLHVSRLCPMC
TraesCS3A02G467300 HC 844 792 830 CGVCFDRPKEVVITKCFHLFCSTCIQRNLEL | Cytoplasmic
RHRKCPGC
TraesCS3A02G491300 HC 268 40 82 CAICLDRIPLQETALVKGCDHAYCVTCILR | Nuclear
WASYKQTPVCPQC
TraesCS3A02G503300 HC 478 415 447 CPICLRNPKDMAFQCGHLTCRECGPTLSTC | Nuclear Copine
PVC
TraesCS3A02G503400 HC 382 338 370 CPICLTNPKDMAFQCGHLTCKECGPTLSTC | Nuclear Copine
PLC
TraesCS3A02G521400 H2 262 182 224 CRICLDEFRDGGKSGPVNLPCSHAYHAHC | Cytoplasmic
MLTWLDRGAICPTC
TraesCS3B02G000800 H2 122 56 111 CAICRNHIMDLCIECQANQASATSEECTVA | Nuclear
WGVCNHAFHFHCISRWLKTRQVCPLD
TraesCS3B02G019200 Y 235 55 102 ECRICQEEDWDTGMEAPCACRGSLKYAHR | Plasma Membrane Protein of unknown
KCIQRWCNEKGDTVCEICL function DUF3675
TraesCS3B02G023000 H2 132 66 107 CAVCLAGLQDGEQARFLPRCGHGFHAGCV | Plasma Membrane
DTWLASRSTCPLC
TraesCS3B02G023300 H2 273 97 138 CAVCLAELENGEEARFLPRCGHGFHAGCV | Plasma Membrane

NRWLASHTTCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS3B02G060000 H2 233 132 173 CAVCLTEFEDDDDMRLLPHCSHAFHPECID | Nuclear
PWLESRTTCPLC
TraesCS3B02G103300 H2 212 130 171 CAVCLAEFERGEEARALPRCGHRFHVECID | Chloroplast
AWFRGNSTCPLC
TraesCS3B02G111000 HC 418 357 394 CAICQEKMHVPILLRCKHVFCEDCVSEWFE | Plasma Membrane
RERTCPLC
TraesCS3B02G120600 H2 498 453 493 CLVCLEEYKNNDLLGILKCRHDFHTDCIKK | Nuclear Zinc finger,
WLQVKNACPVC RING/FYVE/PHD-type
TraesCS3B02G139600 H2 410 335 375 CCICLSRFSNNEDLRELPCGHVFHMECIDK | Plasma Membrane
WLKINALCPLC
TraesCS3B02G152100 H2 127 32 73 CPICLGQEEATETTWMKTACGHIFHGRCVE | Cytoplasmic
RWLKMKGSCPVC
TraesCS3B02G152400 H2 125 32 73 CPICLGQEEAAATVWKETACGHSFHGRCV | Cytoplasmic
ERWLEMKGTCPMC
TraesCS3B02G164600 H2 238 120 161 CAVCLSELADGDTVRQLPNCGHVFHVECV | Extracellular Zinc finger,
DVWLRTRTTCPLC RING/FYVE/PHD-type
TraesCS3B02G164700 H2 219 114 155 CAVCLSELADGEKVRELPNCGHSFHVECV | Plasma Membrane
DAWLRSRTTCPLC
TraesCS3B02G164800 H2 209 98 139 CAVCLSAVDEGETVRQLPSCKHLFHQECV | Extracellular
DVWLLSNASCPVC
TraesCS3B02G164900 H2 210 128 169 CSICLCTMADGEVARQLPRCMHLFHRACYV | Extracellular
DMWLTAHTTCPVC
TraesCS3B02G165000 H2 136 90 131 CPVCLGAVEEGETVRALPVCRHAFHARCYV | Extracellular
DAWLRLRPTCPVC
TraesCS3B02G165100 H2 179 100 141 CAVCLGQLEAGEKARRLPKCAHLFHAECV | Plasma Membrane

DAWLRAHCTCPMC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS3B02G208200 H2 429 282 334 CKLCLKLLKERSAWNAQDLGVVAVLLCG | Nuclear
HVYHADCLDSLTAEAEKYDPPCPVC
TraesCS3B02G212200 H2 193 105 146 CVFCLSRIDDGEEVRELRCRHVFHRECLDS | Plasma Membrane
WLLRPRATCPLC
TraesCS3B02G218400 H2 372 226 266 CAVCLEDYASGERARELPCRHRFHSQCIVP | Nuclear
WLEMHSSCPVC
TraesCS3B02G272400 H2 526 474 514 CIICQEEYEAEDCVGILDCGHRYHAECLKQ | Nuclear
WLTVKNLCPIC
TraesCS3B02G286400 H2 305 260 300 CCICLAQYREKEEVRQLPCTHMFHLKCVD | Plasma Membrane Zinc finger,
RWLRIISSCPLC RING/FYVE/PHD-type
TraesCS3B02G293600 H2 343 296 336 CSICQEEFEANDELGRLGCGHSYHVYCIKQ | Nuclear
WLSQKNVCPVC
TraesCS3B02G297400 \Y; 261 52 99 ECRICQEEGDQAYMETPCSCKGSLKYAHHI | Plasma Membrane Protein of unknown
CIQRWCNEKGDTICEICL function DUF3675
TraesCS3B02G305200 H2 418 373 413 CPICLDCPADGASLRHLPCAHKFHKECINR | Nuclear Zinc finger,
WLRMRTSCPVC RING/FYVE/PHD-type
TraesCS3B02G313100 H2 184 119 160 CSICLSEYMDGEMLRLMPECRHRFHVMCL | Extracellular
DAWLRRSASCPVC
TraesCS3B02G315100 \Y; 180 58 115 ACRICHLSPEGGDGPAAAPGSEVIRLGCCC Extracellular Zinc finger,
KEELGHAHRQCAEAWFRIKGDRRCEICG RING/FYVE/PHD-type
TraesCS3B02G323600 H2 301 196 238 CPICFEYLFESRNDVSVLPCGHTIHEKCLRE | Extracellular RCHY1, zinc-ribbon
MKEHCQFACPLC
TraesCS3B02G328200 H2 243 116 157 CTICLGAMQEGEAVRVLPACAHVFHVPCV | Nuclear

DTWLASSSSCPVC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS3B02G336200 HC 221 27 67 CNICLELAQDPVVTLCGHLFCWPCLYEWL | Extracellular
HVHAHFPECPVC
TraesCS3B02G357400 HC 420 45 84 CPICLGIIRKTRTVMECLHRFCRDCIDKSMR | Nuclear
LGNNECPAC
TraesCS3B02G361000 H2 343 205 245 CPVCTDRFEVGSEAREMPCKHLYHASCIIP | Nuclear
WLVQHNSCPVC
TraesCS3B02G370700 H2 212 162 202 CPICLEEYDYENPKVVLQCNHNFHLSCIYE | Extracellular
WMERSQSCAVC
TraesCS3B02G376500 H2 208 130 171 CAICLGEFEDGEKVRVLPRCGHEFHVRCVD | Chloroplast
TWLVSHDSCPTC
TraesCS3B02G377500 H2 125 67 109 CAICKGPLAVGGGRCRRLRACGHVYHAEC | Extracellular
VDLWLQRKPICPLC
TraesCS3B02G382600 HC 563 227 267 CNICFDMAGEPVVTSCGHLFCWPCLYQWL | Nuclear
NVYSNHKECPVC
TraesCS3B02G383200 H2 181 120 161 CPICLGEFVEGERVKALPRCGHCFHPECVD | Plasma Membrane
AWLCSHPSCPLC
TraesCS3B02G394000 H2 215 84 124 CPICLDVLEPGASAAETPCQHVYHPACLAP | Chloroplast
WLEARGTCPVC
TraesCS3B02G397000 % 210 90 143 NCRICHLGLESAAAESGGGIVLGCSCKDDL | Extracellular Zinc finger, RING-CH-
SCAHKQCAETWFKIRGNKICEICG type
TraesCS3B02G409700 H2 206 136 177 CAICLADLKQGERVRVLPRCHHGFHVRCID | Extracellular
RWLSARQTCPTC
TraesCS3B02G423300 HC 251 155 192 CGICLEACTKMVLPNCNHAMCINCYRDWY | Extracellular Zinc finger,
TRSQSCPFC RING/FYVE/PHD-type
TraesCS3B02G432700 Y 214 27 74 ECRICQEEGEEAAMDSPCACTGTLKFAHRK | Plasma Membrane Protein of unknown

CIQRWCDKKGNITCEICN

function DUF3675




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS3B02G443900 H2 245 193 234 CSVCLQDFGSRQFVRALPQCQHIFHVRCID | Plasma Membrane Zinc finger,
DWLPRNSTCPLC RING/FYVE/PHD-type
TraesCS3B02G444100 H2 210 154 195 CTICLGKVEKGDAVKRMPACLHMFHQQCI | Plasma Membrane
DLWLHEHSTCPVC
TraesCS3B02G444200 H2 191 136 178 CTICLGEVEKGDMVKRMPACLHMFHQNM | Extracellular
CVDSWLHEHSTCPVC
TraesCS3B02G444300 H2 216 160 201 CVICLGKVKKGDAVKRMPACLHMFHQQCI | Plasma Membrane
DPWLHEHSTCPVC
TraesCS3B02G449200 HC 467 424 456 CPICLVNPKDMAFGCGHQTCCECGQTLESC | Nuclear Copine
PIC
TraesCS3B02G459700 HC 252 204 241 CCVCMARHKGAAFIPCGHTFCRLCSRELRH | Nuclear
TRGNCPLC
TraesCS3B02G461900 HC 260 204 241 CPVCMNELVNASSTICGHIFCQKCIKASIQA | Nuclear Zinc finger,
QKKCPTC RING/FYVE/PHD-type
TraesCS3B02G462000 HC 240 184 221 CPFCFDELVDPSSTMCGHIFCEKCIKASIQA | Nuclear Zinc finger,
QNRCPAC RING/FYVE/PHD-type
TraesCS3B02G462200 HC 208 153 190 CPVCMNELVDASSTICGHIFCQKCIEASIQA | Nuclear Zinc finger,
QSKCPTC RING/FYVE/PHD-type
TraesCS3B02G462300 HC 302 247 284 CPVCISELVDASSTICGHIFCKKCIEASIQFQ | Nuclear Zinc finger,
KKCPTC RING/FYVE/PHD-type
TraesCS3B02G462400 HC 306 251 288 CPVCKNELVDASSTICGHIFCQKCIEASIQA | Nuclear Zinc finger,

QKKCPTC

RING/FYVE/PHD-type




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS3B02G462500 HC 284 229 266 CPVCMNELVDASSTICGHIFCQKCIQASIQA | Nuclear Zinc finger,
QSKCPTC RING/FYVE/PHD-type
TraesCS3B02G462600 HC 287 232 269 CPVCRNELTDVSSTICGHIFCQKCIEASIQAQ | Nuclear Zinc finger,
KKCPTC RING/FYVE/PHD-type
TraesCS3B02G473700 H2 229 179 219 CPTCLEEYTPENPQITKCSHHFHLSCIYEW | Nuclear
MERSDTCPIC
TraesCS3B02G474100 H2 288 188 228 CPVCKDKFELESEAREMPCKHLYHSDCILP | Nuclear
WLEQHNSCPVC
TraesCS3B02G484400 H2 142 48 92 CPICMEELVPNSSRGFVTRLPGCLHSFHESC | Extracellular
IAQWFCRAATCPCC
TraesCS3B02G499500 H2 347 121 162 CAVCLLEFGDDDSLRLLPACPHAFHPECIGL | Nuclear
WLAKHVTCPLC
TraesCS3B02G501700 H2 319 211 253 CAICMVDEDASWDEETVALPCSHAFHTGCI | Cytoplasmic
LTWFHRAPTCPTC
TraesCS3B02G509100 H2 175 80 121 CAVCLEDLVAGGRKLRKMDCSHCFHQRCI | Nuclear
FRWLHVSRLCPMC
TraesCS3B02G511800 HC 844 792 830 CGVCFDRPKEVVITKCFHLFCSTCIQRNLEL | Cytoplasmic
RHRKCPGC
TraesCS3B02G552300 HC 280 43 85 CAICLDRIPLQETALVKGCDHAYCVTCILR | Nuclear
WASYKQTPVCPQC
TraesCS3B02G566700 HC 486 423 455 CPICLRNPRDMAFQCGHLTCRNCGPALSTC | Plasma Membrane
PVC
TraesCS3B02G566800 HC 379 335 367 CPICLTNPKDMAFQCGHLTCKECGPTLSTC | Nuclear Copine
PLC
TraesCS3B02G567600 HC 205 31 74 CAVCGGVDISVPHQANCSHWFCGHCIVGV | Plasma Membrane

WLQGSVLRPSNCPIC




e RING Protein size Domain Domain . L ..
Identifiers type (amino acids) start end RING domain Localization Description
TraesCS3B02G591100 H2 270 185 227 CRICFDEFRDGGKSGSVNLPCSHAYHAHC Nuclear
MLTWLDRGANCPTC
TraesCS3B02G595200 H2 399 201 241 CAVCKEAFELGDEAREMPCGHMYHQDCIL | Nuclear
PWLALRNSCPVC
TraesCS3D02G019900 \ 235 55 102 ECRICQEEDWDAGMEAPCACRGSLKYAHR | Plasma Membrane Protein of unknown
KCIQRWCSEKGDTVCEICL function DUF3675
TraesCS3D02G024200 H2 266 97 138 CAVCLAELEDGEEARFLPRCGHGFHAGCYVY | Plasma Membrane
DRWLAFHTTCPLC
TraesCS3D02G050600 H2 349 130 171 CAVCLTEFEDADDLRLLPHCSHAFHPDCID | Plasma Membrane
PWLETRTTCPLC
TraesCS3D02G079000 HC 374 84 118 CMVCQALLHDASKCKPCSHKFCKACISRFK | Nuclear Tetratricopeptide-like
DCPLC helical domain
superfamily
TraesCS3D02G088100 H2 215 130 171 CAVCLAEFERGEEARALPRCGHRFHVECID | Chloroplast
AWFRGNSTCPLC
TraesCS3D02G088200 H2 212 127 168 CAVCLAEFERGEEARALPRCGHRFHVECID | Nuclear
AWFRGNSTCPLC
TraesCS3D02G095600 HC 415 354 391 CAICQEKMHVPILLRCKHVFCEDCVSEWFE | Plasma Membrane
RERTCPLC
TraesCS3D02G105300 H2 518 473 513 CLVCLEEYKDNELLGILKCRHDFHTDCIKK | Nuclear Zinc finger,
WLQVKNACPVC RING/FYVE/PHD-type
TraesCS3D02G122200 H2 410 335 375 CCICLSRFSNNEDLRELPCGHVFHMECIDK Plasma Membrane
WLKINALCPLC
TraesCS3D02G135000 H2 121 32 73 CPICLGQEEAAATAWKETACGHSFHGRCV | Cytoplasmic
ERWLETKGTCPMC
TraesCS3D02G147100 H2 217 123 164 CAVCLSELADGDTVRQLPNCGHVFHVECYV | Plasma Membrane

DAWLRTRTTCPLC




. RING Protein size Domain Domain . . .
Identifiers type (amino acids) start end RING domain Localization Description
TraesCS3D02G147200 H2 219 114 155 CAVCLSELADGEKVRELPNCGHSFHVECV | Plasma Membrane
DAWLRSRTTCPLC
TraesCS3D02G147400 H2 204 98 139 CAVCLSAVDEGETVRQLPSCKHLFHQECV | Extracellular
DVWLLSNASCPVC
TraesCS3D02G147500 H2 203 103 144 CAVCLGALDERERVRQLPACNHLFHQGCV | Extracellular
DVWLMSNASCPVC
TraesCS3D02G147600 H2 210 128 169 CSICLCTMADGEVARQLPRCTHLFHRACVD | Extracellular
MWLTAHTTCPVC
TraesCS3D02G147700 H2 146 100 141 CPVCLGAVEEGETVRALPVCRHAFHARCYV | Extracellular
DAWLRLRPTCPVC
TraesCS3D02G147800 H2 180 99 140 CAVCLGQLEAGEKARRLPKCAHLFHAECV | Chloroplast
DAWLRAHCTCPMC
TraesCS3D02G183800 H2 428 281 333 CKLCLKPLKERSAWNAQDLGVVAVLLCGH | Nuclear Zinc finger,
VYHADCLDSLTAEAEKYDPPCPVC RING/FYVE/PHD-type
TraesCS3D02G184200 H2 505 292 329 CIICREEMTTAKKLLCGHLFHVHCLRSWLE | Plasma Membrane
RQHTCPTC
TraesCS3D02G186800 H2 180 92 133 CVFCLSRIDDGEEVRELRCRHIFHRECLDS Plasma Membrane
WLLCPRATCPLC
TraesCS3D02G192700 H2 368 223 263 CAVCLEDYACGERARELPCRHRFHSQCIVP | Nuclear
WLEMHSSCPVC
TraesCS3D02G244600 H2 528 476 516 CIICQEEYKAEDCVGILDCGHRYHAECLKQ | Nuclear
WLTVKNLCPIC
TraesCS3D02G255300 H2 305 260 300 CCICLAQYREKEEVRQLPCTHMFHLKCVD | Plasma Membrane Zinc finger,
RWLRIISSCPLC RING/FYVE/PHD-type
TraesCS3D02G259900 HC 271 223 260 CCVCMVRHKGAAFIPCGHTFCRLCSRELW | Nuclear

VSRGNCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS3D02G260700 H2 200 153 193 CSICQEEFEANDEMGRLGCGHSYHVYCIKQ | Nuclear
WLSQKNVCPVC
TraesCS3D02G264100 \ 280 71 118 ECRICQEEGDQAYMETPCSCKGSLKYAHHI | Plasma Membrane Protein of unknown
CIQRWCNEKGDTICEICL function DUF3675
TraesCS3D02G271100 H2 428 383 423 CPICLDCPADGASLRHLPCAHKFHKECIDR | Nuclear Zinc finger,
WLRMRTSCPVC RING/FYVE/PHD-type
TraesCS3D02G279200 H2 194 119 160 CSICLSEYMDGEMLRLMPECRHRFHVMCL | Plasma Membrane
DAWLRRSASCPVC
TraesCS3D02G281400 v 149 60 113 ACRICHLSPEGGDGPGSEVIRLACCCKEELG | Extracellular Zinc finger,
HAHRQCAEAWFRIKGDRRCEICG RING/FYVE/PHD-type
TraesCS3D02G288700 H2 327 222 264 CPICFEYLFESRNDVSVLPCGHTIHEKCLKE | Extracellular RCHY1, zinc-ribbon
MKEHCQFACPLC
TraesCS3D02G293200 H2 243 116 157 CTICLSAMQEGEAVRVLPACAHVFHVPCV | Nuclear
DTWLASSSSCPVC
TraesCS3D02G293300 H2 243 116 157 CTICLGAMQEGEAVRVLPACAHVFHVPCV | Nuclear
DTWLASSSSCPVC
TraesCS3D02G301500 HC 221 28 68 CNICLELAQDPVVTLCGHLFCWPCLYEWL | Extracellular
HVHAHFPECPVC
TraesCS3D02G321400 HC 481 106 145 CPICLGIIRKTRTVMECLHRFCRDCIDKSMR | Nuclear
LGNNECPAC
TraesCS3D02G324300 H2 342 203 243 CPVCTDRFEVGSEAREMPCKHLYHASCIIP | Nuclear
WLVQHNSCPVC
TraesCS3D02G332600 H2 215 165 205 CPICLEEYDYENPKIVLQCNHNFHLSCIYEW | Extracellular
MERSQSCAVC
TraesCS3D02G338100 H2 195 117 158 CAICLGEFEDGEKVRVLPRCGHEFHVRCVD | Plasma Membrane

TWLVSHDSCPTC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS3D02G339500 H2 127 69 111 CAICKGPLAAGGGRCRRLRACGHVYHAEC | Extracellular
VDLWLQRKPICPLC
TraesCS3D02G344000 HC 567 230 270 CNICFEMAGEPVVTSCGHLFCWPCLYQWL | Nuclear
NVYSNHKECPVC
TraesCS3D02G344500 H2 181 120 161 CPICLGEFADGERVKALPRCGHCFHPECVD | Extracellular
AWLCSHPSCPLC
TraesCS3D02G358300 % 250 130 183 NCRICHLGLESAAAESGAGIVLGCSCKDDL | Extracellular Zinc finger, RING-CH-
SCAHKQCAETWFKIRGNKICEICG type
TraesCS3D02G370200 H2 206 136 177 CAICLADLKQGERVRVLPRCHHGFHVRCID | Extracellular
RWLSARQTCPTC
TraesCS3D02G384200 HC 251 155 192 CGICLETCTKMVLPNCNHAMCINCYRDWY | Extracellular Zinc finger,
TRSQSCPFC RING/FYVE/PHD-type
TraesCS3D02G393800 \Y; 252 27 74 ECRICQEEGEEAAMDSPCACTGTLKFAHRK | Plasma Membrane Protein of unknown
CIQRWCDKKGNITCEICN function DUF3675
TraesCS3D02G400900 HC 281 24 72 CPICLEAIEDEAYLDACLHSFCYRCITQWVS | Nuclear
IVASKREEPLSTARCPLC
TraesCS3D02G405200 H2 246 194 235 CSVCLQDFGSRQFVRALPQCQHIFHVRCID | Plasma Membrane Zinc finger,
DWLQRNASCPLC RING/FYVE/PHD-type
TraesCS3D02G405400 H2 213 157 198 CTICLGEVEKGDAVKRMPVYCLHMFHRQCV | Plasma Membrane
DQWLHEHSTCPVC
TraesCS3D02G408900 HC 466 423 455 CPICLVNPKDMAFGCGHQTCCECGQTLESC | Nuclear Copine
PIC
TraesCS3D02G419000 HC 249 201 238 CCVCMVRHKGAAFIPCGHTFCRLCSRELRH | Nuclear

TRGNCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end

TraesCS3D02G420400 HC 264 208 245 CPVCMNELVNASSTICGHIFCQKCIKASIQA | Nuclear Zinc finger,

QKKCPTC RING/FYVE/PHD-type
TraesCS3D02G420500 HC 233 177 214 CPFCFEELVDAASTICGHIFCHKCIEFSIQAQ | Nuclear Zinc finger,

SRCPSC RING/FYVE/PHD-type
TraesCS3D02G420700 HC 208 153 190 CPVCMNELVDASSTICGHIFCQKCIEASIQA | Nuclear Zinc finger,

QSKCPTC RING/FYVE/PHD-type
TraesCS3D02G420800 HC 214 159 196 CPVCINELVDASSTICGHIFCKKCIEASIRFQ | Nuclear Zinc finger,

KKCPTC RING/FYVE/PHD-type
TraesCS3D02G420900 HC 286 231 268 CPVCINELVDASSTICGHIFCKKCIEASIRFQ | Nuclear

KKCPTC
TraesCS3D02G421000 HC 275 220 257 CPVCMNELVDASSTICGHIFCQKCIQASIQA | Nuclear Zinc finger,

QSKCPTC RING/FYVE/PHD-type
TraesCS3D02G421100 HC 272 217 254 CPVCMNELVDASSTICGHIFCOQNCIEASIQA | Nuclear Zinc finger,

QSKCPTC RING/FYVE/PHD-type
TraesCS3D02G421200 HC 287 232 269 CPVCWNELIDASSTICGHIFCQKCIEASIQAQ | Nuclear Zinc finger,

KKCPTC RING/FYVE/PHD-type
TraesCS3D02G432500 H2 229 179 219 CPTCLEEYTPENPQITKCSHHFHLSCIYEW Nuclear

MERSDTCPIC
TraesCS3D02G432800 H2 289 188 228 CPVCKDKFELGSEAREMPCKHLYHSDCILP | Nuclear

WLEQHNSCPVC




. RING Protein size Domain Domain . . .
Identifiers type (amino acids) start end RING domain Localization Description
TraesCS3D02G451600 H2 269 197 240 CVICLLDLESEEDDEEQVRLPCSHAFHTPCI | Cytoplasmic
ELWFDRASTCPTC
TraesCS3D02G452500 H2 346 121 162 CAVCLLEFGDDDSLRLLPACPHAFHPECISL | Nuclear
WLAKHVTCPLC
TraesCS3D02G453900 H2 247 189 230 CAICMSDEGTNDEETVRLPCSHVFHGRCIG | Cytoplasmic
PWFHRVSTCPTC
TraesCS3D02G454100 H2 355 205 247 CAICMVDEDASWDEETVALPCSHAFHSGCI | Cytoplasmic
LTWFHRAPTCPTC
TraesCS3D02G459900 H2 176 91 132 CAVCLEDLVAGGRKLRKMDCSHCFHQRCI | Nuclear
FRWLHVSRLCPMC
TraesCS3D02G462600 HC 830 778 816 CGVCFDRPKEVVITKCFHLFCSTCIQRNLEL | Cytoplasmic
RHRKCPGC
TraesCS3D02G465000 HC 165 113 151 CGVCFDRPKEVVIAKCFHLFCSTCIQRNLEL | Nuclear Zinc finger,
RHRKCPGC RING/FYVE/PHD-type
TraesCS3D02G466100 HC 844 792 830 CGVCFDRPKEVVITKCFHLFCSTCIQRNLEL | Cytoplasmic
RHRKCPGC
TraesCS3D02G495500 H2 386 130 171 CAVCLSEFDDDETLRLLPKCSHVFHPDCIDT | Plasma Membrane
WLASHITCPVC
TraesCS3D02G497200 HC 270 42 84 CAICLDRIPLQETALVKGCDHAYCVTCILR Nuclear
WASYKQTPVCPQC
TraesCS3D02G509900 HC 477 415 447 CPICLRNPRDMAFQCGHLTCRECGPTLSTC | Cytoplasmic Copine
PVC
TraesCS3D02G510000 HC 344 300 332 CPICLTNPKDMAFQCGHLTCKECGPTLSTC | Nuclear Copine
PLC
TraesCS3D02G511300 HC 206 31 74 CAVCRGVDISVPHQANCSHWFCGHCIVGV | Plasma Membrane

WLQGSVLRPSNCPVC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS3D02G532300 H2 386 188 228 CAVCKEAFQLGDEAREMPCSHMYHQDCIL | Nuclear
PWLALRNSCPVC
TraesCS4A02G011000 HC 378 326 365 CVICLRKRRRAAFVPCGHLVCCCNCAKRYV | Plasma Membrane E3 Ubiquitin ligase,
ELMDEPLCPVC GIDE-type
TraesCS4A02G034600 H2 132 89 130 CAVCLTEYADGDDLRWLPRCRHAFHRSCV | Extracellular
DEWLRRRPSCPLC
TraesCS4A02G049500 H2 275 227 267 CSICLDGFYDRDELIRLRCGHRFHSTCLEPW | Nuclear
VRKCADCPYC
TraesCS4A02G053400 HC 260 46 100 CPICCESFNIVENVPYVLWCGHTMCKNCIL | Plasma Membrane
GLQWAVVKFPTLPIQLPLFVSCPWC
TraesCS4A02G082400 HC 326 262 299 CFICREPFVDPVVTKCKHYFCEHCALKHHS | Nuclear
KNKKCFVC
TraesCS4A02G083500 HC 405 327 365 CVICLSEPRDTTVLPCRHMCMCSECAKVLR | Nuclear
YQTTRCPIC
TraesCS4A02G089200 HC 339 293 327 CRVCKSSEACMLLLPCRHLCLCKECESKLS | Nuclear E3 ubiquitin-protein
FCPLC ligase BOI-like
TraesCS4A02G095800 H2 280 137 177 CAVCQEAFEPGAAAREMPCKHVYHQDCIL | Nuclear
PWLSLRNSCPIC
TraesCS4A02G101400b HC 304 214 255 CPSCKSNLTNTMSLVAISTCGHVFCKKCSD | Nuclear Nitric oxide synthase-
KFIATDKVCLMC interacting protein
TraesCS4A02G104900 H2 387 165 207 CAVCLAEFADDGEKLRLLPGCCHVFHAACI | Plasma Membrane Zinc finger,
DVWLAAHVTCPVC RING/FYVE/PHD-type
TraesCS4A02G112500 H2 425 138 179 CAVCLCEFADDDRLRLLPKCSHAFHVECID | Plasma Membrane

TWLLSHSTCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS4A02G112900 H2 250 198 238 CVICQMEYRRGDLQMALPCKHVYHASCVT | Nuclear Zinc finger,
KWLTINKVCPVC RING/FYVE/PHD-type
TraesCS4A02G117900 HC 871 525 566 CGICLSEDQRTTLQGVLNCCSHYFCFACIM | Nuclear
EWSKVESRCPLC
TraesCS4A02G118100 H2 84 23 76 CGICRMAFDGCCPDCKFPGDDCPIIWGACN | Extracellular
HAFHLHCILKWVNSQTSTPLCPMC
TraesCS4A02G128700 H2 167 83 125 CVICLGGMEEGDEARVLRCQHLFHRCCLD | Extracellular
WWLAARPGATCPLC
TraesCS4A02G129800 H2 324 217 257 CPVCLDEFAAGGEAKEMPCKHRFHDVCLL | Nuclear
PWLEANSSCPVC
TraesCS4A02G137300 H2 162 113 154 CAVCICELRDGDIGRRLPRCGHRFHSECVD | Chloroplast
RWFRSHATCPLC
TraesCS4A02G137800 H2 159 90 131 CAVCLAEMTDGERGRLLPRCGHRFHVECI | Extracellular
DRWFRSNSSCPLC
TraesCS4A02G156600 % 323 35 84 QCRICLETDGRDFIAPCKCKGTSKYVHRDC | Plasma Membrane Zinc finger,
LDHWRAVKEGFAFSHCTTCK RING/FYVE/PHD-type
TraesCS4A02G161100 H2 220 170 210 CPTCLEDYTSENPRIVMQCSHHFHLGCIYE Nuclear
WMERSEACPVC
TraesCS4A02G162000 HC 480 193 230 CTLCFKLLFKPVTTPCGHTFCRSCLHQAMD | Nuclear PUA-like superfamily
HGNKCPMC
TraesCS4A02G164100 % 271 50 97 ECRICQEEDSIKNLEKPCTCNGSLKYAHRA | Cytoplasmic Protein of unknown
CVQRWCNEKGDITCEICH function DUF3675
TraesCS4A02G165300 H2 364 33 73 CSICLEAFCESDPSALTGCKHEFHLQCILEW | Nuclear

CQRSSQCPMC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS4A02G174400 H2 173 98 140 CPVCLADFADGEAVRVLPECLHYFHADCID | Extracellular
TWLRAGNTSCPMC
TraesCS4A02G174500 H2 151 101 142 CPVCLSDFADGEAVSVLPACMHYFHAACV | Extracellular
GEWMRARATCPLC
TraesCS4A02G174600 H2 159 98 139 CPVCLSDFADGETVRVLPACMHYFHAACV | Extracellular
GEWLRRNTTCPVC
TraesCS4A02G183700 H2 255 105 146 CVVCLAEYEDDDVLRVLPYCGHDFHVACI | Extracellular
DIWLKQHSTCPVC
TraesCS4A02G185500 H2 153 82 124 CAVCLEDLEGGDDDKLRAMPCSHCFHQRC | Cytoplasmic
IFRWLRVSRVCPCC
TraesCS4A02G185700 H2 212 105 145 CVVCLESFKDGDDIRKLPCSHGFHNSCISD | Nuclear
WLRVSCLCPQC
TraesCS4A02G194200 H2 182 124 165 CAICLGEFADGEKVRVLPRCHHGFHVRCID | Plasma Membrane Zinc finger,
MWLATHTSCPNC RING/FYVE/PHD-type
TraesCS4A02G220900 H2 183 111 152 CAVCLSAMQDGDAVRALPGCRHAFHVGC | Chloroplast
VDVWLCAQATCPVC
TraesCS4A02G222800 HC 469 139 187 CSICLNLWHDVVTVAPCFHNFCNGCFSEW | Extracellular E3 ubiquitin-protein
LRRSSSKSRDKSQSAACPQC ligase CHFR, cysteine
rich domain with
multizinc binding
TraesCS4A02G237400 H2 264 207 248 CSICLEGCHGASGGLIQLRCKHIFHSACLEQ | Nuclear
WLQSRADCPYC
TraesCS4A02G249200 H2 261 150 192 CPICYEYLFDSLREASVLRCGHTMHLQCFH | Extracellular Zinc finger, CHY -type

EMLKHDKFTCPMC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS4A02G271200 HC 473 426 460 CRICYEGEICMVILPCRHRTLCKSCAEKCKR | Plasma Membrane Transmembrane Fragile-
CPIC X-F-associated protein
TraesCS4A02G290600 HC 237 25 65 CNICFELPQEPIVTLCGHLFCWPCLYRWLH | Extracellular
MHANTPECPVC
TraesCS4A02G311200 HC 715 663 701 CCVCCDTPIDSLLYRCGHMCTCSKCANELYV | Nuclear
RSGGKCPLC
TraesCS4A02G320900 H2 259 195 233 CRVCMEAKEDTMVRLPCSHSFHRGCILPCF | Mitochondrial
HKVATCPMC
TraesCS4A02G321200 H2 209 141 184 CCVCMEDFAAAIDGDTTVRLPCSHAFHRA | Extracellular
CILPWFYKASTCPKC
TraesCS4A02G322600 H2 1919 1869 1915 CPICYSILHTSNHGLPRLACKTCKHKFHGA | Plasma Membrane Listerin, zinc finger,
CLYKWFSTSNKSTCPLC RING-type
TraesCS4A02G338900 H2 312 103 144 CTVCLEEYEAKDVVRVLPYCGHAFHAACI | Extracellular Zinc finger,
DTWLRQHPTCPIC RING/FYVE/PHD-type
TraesCS4A02G352200 HC 196 21 63 CSVCHDRFRIPCQANCSHWFCGECIIRVWN | Plasma Membrane
HGAAVQPCKCPIC
TraesCS4A02G385800 H2 197 106 150 CPICMEEDADEDAATGAWKETPCGHRFHG | Cytoplasmic
RCVERWLHAKGSCPMC
TraesCS4A02G385900 H2 183 112 151 CPICLEDDDTAAWKETPCGHRFHGRCVQR | Cytoplasmic
WLQAKGSCPMC
TraesCS4A02G404600 H2 355 134 175 CAVCLTEFEDSDELRVLPACCHVFHPECIDP | Plasma Membrane
WLAGAVTCPLC
TraesCS4A02G415800 H2 260 105 146 CAVCLSEFAERERVRLLPGCSHAFHIDCIDT | Nuclear
WLQGSARCPFC
TraesCS4A02G415900 H2 281 114 155 CAVCLSEFAPGERLKMLPACSHAFHIDCIDT | Plasma Membrane

WLHHNVSCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS4A02G441400 H2 250 202 242 CTVCLSAFRNRENHTLPCKHNYHASCISSW | Nuclear
LKINKTCPVC
TraesCS4A02G463800 H2 151 95 137 CAVCLADFHGATRVRRPHGCGHVFHRACL | Extracellular
DRWAAYGHRTCPLC
TraesCS4A02G463900 H2 163 104 146 CAVCLGNFHGAAHVRRPRGCRHVFHRACL | Extracellular
DRWAAHGHSTCPLC
TraesCS4A02G464300 H2 174 108 150 CAVCLGDFHGAARVRRPRGCRHVFHRGCL | Extracellular
DRWAAHGHRTCPLC
TraesCS4A02G465400 H2 145 86 128 CVVCLSDFHGAARVRRPRGCQHVFHFGCL | Extracellular
DRWAAHGHRTCPLC
TraesCS4A02G468600 H2 145 86 128 CVVCLSDFHGTACVRRPRRCRHVFHFGCL | Extracellular
DRWAAHGHRTCPLC
TraesCS4A02G499200 H2 335 203 243 CAVCMDDFLLGAAAKQLPCNHVFHKDCIL | Nuclear
PWLDLHSSCPVC
TraesCS4B02G003100 HC 711 659 697 CCVCCDTPIDSLLYRCGHMCTCSKCANELYV | Nuclear
RSGGKCPLC
TraesCS4B02G023600 HC 235 25 65 CNICFELPQEPIVTLCGHLFCWPCLYRWLH | Extracellular
MHANTPECPVC
TraesCS4B02G042900 HC 473 426 460 CRICYEGEICMVILPCRHRTLCKSCAEKCKR | Plasma Membrane Transmembrane Fragile-
CPIC X-F-associated protein
TraesCS4B02G065500 H2 302 148 190 CPICYEYLFDSLREASVLRCGHTMHLQCFH | Extracellular Zinc finger, CHY -type
DMLKHDKFTCPMC
TraesCS4B02G077700 H2 262 202 243 CSICLEGCHGASDGLIQLRCKHIFHSACLEQ | Nuclear Zinc finger,
WLQSRADCPYC RING/FYVE/PHD-type
TraesCS4B02G091300 H2 219 159 200 CCICLSYLVEDQDAVRLPGCSHAFHRSCLT | Mitochondrial

PWLQRAKTCPMC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS4B02G093600 HC 310 139 187 CSICLNLWHDVVTVAPCFHNFCNGCFSEW | Extracellular Zinc finger,
LRRSSSKSRDKSQSAACPQC RING/FYVE/PHD-type
TraesCS4B02G099300 H2 183 111 152 CAVCLSAMQDGDAVRALPGCRHAFHVGC | Nuclear Zinc finger,
VDVWLCAHATCPVC RING/FYVE/PHD-type
TraesCS4B02G121100 H2 186 128 169 CAICLGEFADGEKVRVLPRCHHGFHVRCID | Plasma Membrane
MWLATHTSCPNC
TraesCS4B02G134900 H2 254 105 146 CVVCLAEYEDDDVLRVLPYCGHDFHVACT | Extracellular Zinc finger,
DIWLKQHSTCPVC RING/FYVE/PHD-type
TraesCS4B02G142800 H2 152 91 132 CPVCLSDFADGETVRVLPACMHYFHAACV | Extracellular
GEWLRRNTTCPVC
TraesCS4B02G143100 H2 173 98 140 CPVCLADFADGEAVRVLPECLHYFHADCID | Extracellular
TWLRARNTSCPMC
TraesCS4B02G149000 v 272 50 97 ECRICQEEDSIKNLEKPCTCNGSLKYAHRA | Nuclear Protein of unknown
CVQRWCNEKGDITCEICH function DUF3675
TraesCS4B02G151200 HC 480 193 230 CTLCFKLLFEPVTTPCGHTFCRSCLHQSMD | Nuclear PUA-like superfamily
HGNKCPMC
TraesCS4B02G162300 H2 190 124 165 CSICISALVAGDKVKALPPCGHCFHPECVD Extracellular
AWLRSQPSCPLC
TraesCS4B02G164000 v 323 35 84 QCRICLETDGRDFIAPCKCKGTSKYVHRDC | Plasma Membrane Zinc finger,
LDHWRAVKEGFAFSHCTTCK RING/FYVE/PHD-type
TraesCS4B02G167400 H2 159 90 131 CAVCLAEMTDGERGRLLPRCGHRFHVECI | Extracellular
DRWFRSNSTCPLC
TraesCS4B02G174800 H2 350 243 283 CPVCLDEFAAGGEAKEMPCKHRFHDVCILP | Nuclear

WLEAHSSCPVC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS4B02G176000 H2 154 68 110 CVICLGGMEEGDEVRVLRCHHLFHRCCLA | Extracellular
RWLAAWAGATCPLC
TraesCS4B02G176100 H2 154 68 110 CVICLGGMEEGDEVRVLRCHHLFHRCCLA | Extracellular
RWLAAWAGATCPLC
TraesCS4B02G186500 HC 868 522 563 CGICLSEDQRTTLQGVLNCCSHYFCFACIM | Nuclear
EWSKVESRCPLC
TraesCS4B02G191300 H2 262 198 238 CVICQMEYRRGDLQMALPCKHVYHASCVT | Nuclear Zinc finger,
KWLTINKVCPVC RING/FYVE/PHD-type
TraesCS4B02G191600 H2 425 138 179 CAVCLCEFADDDRLRLLPKCSHAFHVECID | Plasma Membrane
TWLLSHSTCPLC
TraesCS4B02G199100 H2 447 190 232 CAVCLAEFADDGEKLRLLPGCCHVFHAACI | Plasma Membrane
DVWLAAHVTCPVC
TraesCS4B02G203200b | HC 304 214 255 CPSCKSNLTNTMSLVAISTCGHVFCKKCSD | Nuclear Nitric oxide synthase-
KFIATDKVCLMC interacting protein
TraesCS4B02G208600 H2 280 220 260 CSVCLEQVVAGDLLRSLPCLHQFHVNCIDP | Extracellular
WLRQQGTCPIC
TraesCS4B02G209100 H2 280 137 177 CAVCQEAFEPGAAAREMPCKHVYHQDCIL | Nuclear
PWLSLRNSCPIC
TraesCS4B02G215100 HC 339 293 327 CRVCKSSEACMLLLPCRHLCLCKECESKLS | Nuclear E3 ubiquitin-protein
FCPLC ligase BOI-like
TraesCS4B02G220700 HC 405 327 365 CVICLSEPRDTTVLPCRHMCMCSECAKVLR | Nuclear
YQTTRCPIC
TraesCS4B02G221600 HC 325 261 298 CFICREPFVDPVVTKCKHYFCEHCALKHHS | Nuclear

KNKKCFVC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS4B02G251200 HC 259 46 100 CPICCESFNIVENVPYVLWCGHTMCKNCIL | Plasma Membrane
GLQWAVVKFPTLPIQLPLFVSCPWC
TraesCS4B02G255400 H2 276 227 267 CSICLDGFYDGDELIRLRCRHRFHSTCLEPW | Nuclear Zinc finger,
VRKCADCPYC RING/FYVE/PHD-type
TraesCS4B02G270600 H2 150 107 148 CSVCLAEYADGDELRWLPGCRHAFHRSCV | Extracellular
DEWLRRRPSCPLC
TraesCS4B02G293400 HC 378 326 365 CVICLRKRRRAAFVPCGHLVCCCNCAKRYV | Plasma Membrane E3 Ubiquitin ligase,
ELMDEPLCPVC GIDE-type
TraesCS4B02G304400 H2 355 134 175 CAVCLTEFEDSDELRVLPACCHVFHPDCID | Plasma Membrane
PWLAGAVTCPLC
TraesCS4B02G316600 H2 261 108 149 CAVCLSEFAERERVRLLPGCSHAFHIDCIDT | Nuclear
WLQGSARCPFC
TraesCS4B02G316700 H2 393 222 263 CAVCLSEFEPGERLKMLPACSHAFHIDCIDT | Plasma Membrane
WLHHNVSCPLC
TraesCS4B02G322200 H2 210 120 161 CAICLSEYAGKEEIRVLPQCGHGFHVACVD | Extracellular
AWLRAHSSCPSC
TraesCS4B02G344100 H2 707 80 123 CAICLGSMRTGHGQALFTAECSHKFHFHCI | Nuclear
TSNVRHGNHICPIC
TraesCS4B02G344200 H2 721 10 53 CAICLGGMAAGGGQATFTAECSHTFHFNCI | Nuclear
SASVAHGHLVCPLC
TraesCS4B02G361300a | H2 475 182 223 CPVCLEPLHGRTNIMAAHECAHVFHASCIE | Extracellular
PWLHNRGSCPVC
TraesCS4B02G361300b | H2 475 249 291 CPVCLEPLLLDCGDVRAAHACGHVFHSCCI | Extracellular
EPWLNQQGSCPVC
TraesCS4B02G361300c H2 475 327 369 CPVCLEPLRAGSGDIRAAHACGHVFHSRCI Extracellular

ERWVRRRGSCPVC




. RING Protein size Domain Domain . N -
Identifiers type (amino acids) start end RING domain Localization Description
TraesCS4B02G361300d | H2 475 423 465 CPVCLEPLSVGGGDMKAAHVCGHVFHSRC | Extracellular
IERWLRHRNSCPVC
TraesCS4B02G380900a | G 497 58 104 CPCCTEPWTSDGPHRMCCIPCGHVYGRSC | Cytoplasmic
METLLHRSGQNSAKCPQC
TraesCS4B02G381000a | G 557 58 104 CPCCTEPWTSDGPHRMCCIRCGHVYGRSC | Cytoplasmic
METLLRRSGQNSAKCPQC
TraesCS4B02G381000b | G 557 320 404 CSICMEPWTSTDEHHIWRLWVHDAADVAP | Cytoplasmic
YDHIVQEGSLCWTFHDHLPSPTCSCIPCGH
VYGRSCLIRWLRDQLSRNENLKCPQC
TraesCS4D02G003000 HC 674 622 660 CCVCCDTPIDSLLYRCGHMCTCSKCANELYV | Nuclear
RSGGKCPLC
TraesCS4D02G021200 HC 235 25 65 CNICFELPQEPIVTLCGHLFCWPCLYRWLH | Extracellular
MHANTPECPVC
TraesCS4D02G040200 HC 473 426 460 CRICYEGEICMVILPCRHRTLCKSCAEKCKR | Plasma Membrane Transmembrane Fragile-
CPIC X-F-associated protein
TraesCS4D02G064500 H2 249 148 190 CPICYEYLFDSLRESSVLRCGHTMHLQCFH | Extracellular Zinc finger, CHY -type
EMLKHDKFTCPMC
TraesCS4D02G076100 H2 263 206 247 CSICLEGCHGASDGLIQLRCKHIFHLACLEQ | Extracellular
WLQSRADCPYC
TraesCS4D02G090400 HC 468 139 187 CSICLNLWHDVVTVAPCFHNFCNGCFSEW | Extracellular E3 ubiquitin-protein
LRRSSSKSRDKSQSAACPQC ligase CHFR, cysteine
rich domain with
multizinc binding
TraesCS4D02G095800 H2 183 111 152 CAVCLSAMQDGDAVRALPGCRHAFHVGC | Nuclear

VDVWLCARATCPVC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS4D02G119100 H2 186 128 169 CAICLGEFADGEKVRVLPRCHHGFHVRCID | Plasma Membrane
MWLATHTSCPNC
TraesCS4D02G127900 H2 191 86 126 CVVCLESFKEGDDIRKLPCSHGFHNSCISD Nuclear
WLRVSCLCPQC
TraesCS4D02G128100 H2 153 82 124 CAVCLEDFEGGGDDKLRAMPCSHCFHQRC | Cytoplasmic
IFRWLSVSRVCPCC
TraesCS4D02G129700 H2 255 105 146 CVVCLAEYEDDDVLRVLPYCGHDFHVACI | Extracellular
DIWLKQHSTCPVC
TraesCS4D02G141100 H2 152 91 132 CPVCLSDFADGETVRVLPACMHYFHAACV | Extracellular
GEWLRRNTTCPVC
TraesCS4D02G141200 H2 173 98 140 CPVCLADFADGEAVRVLPECLHYFHEDCID | Extracellular
TWLRAGNTSCPMC
TraesCS4D02G147800 v 275 50 97 ECRICQEEDSIKNLEKPCTCNGSLKYAHRA | Nuclear Protein of unknown
CVQRWCNEKGDITCEICH function DUF3675
TraesCS4D02G148400 H2 220 170 210 CPTCLEDYTSENPRIVMQCSHHFHLGCIYE | Nuclear
WMERSEACPVC
TraesCS4D02G152900 % 323 35 84 QCRICLETDGRDFIAPCKCKGTSKYVHRDC | Plasma Membrane Zinc finger,
LDHWRAVKEGFAFSHCTTCK RING/FYVE/PHD-type
TraesCS4D02G155700 HC 480 193 230 CTLCFKLLFEPVTTPCGHTFCRSCLHQAMD | Nuclear PUA-like superfamily
HGNKCPMC
TraesCS4D02G158400 H2 389 33 73 CSICLEAFCESDPSTLTGCKHEFHLQCILEW | Nuclear
CQRSSQCPMC
TraesCS4D02G169900 H2 159 90 131 CAVCLAEMTDGERGRLLPRCGHRFHVECI Extracellular
DRWFRSNSTCPLC
TraesCS4D02G170000 H2 159 110 151 CAVCICELRDGDTGRRLPRCGHRFHAECVD | Chloroplast

RWFRSHATCPLC




. RING Protein size Domain Domain . . .
Identifiers type (amino acids) start end RING domain Localization Description
TraesCS4D02G176700 H2 348 241 281 CPVCLDDFAAGGEAKEMPCKHRFHDVCLL | Nuclear
PWLEANSSCPVC
TraesCS4D02G177900 H2 169 83 125 CVICLGGMEEGDEVRVLRCQHLFHRCCPD | Extracellular
RWLAARPGATCPLC
TraesCS4D02G187600 H2 84 23 76 CGICRMAFDGCCPDCKFPGDDCPIIWGACN | Extracellular
HAFHLHCILKWVNSQTSIPLCPMC
TraesCS4D02G187800 HC 875 529 570 CGICLSEDQRTTLQGVLNCCSHYFCFACIM | Nuclear
EWSNVESRCPLC
TraesCS4D02G192500 H2 250 198 238 CVICQMEYRRGDLQMALPCKHVYHASCVT | Nuclear Zinc finger,
KWLTINKVCPVC RING/FYVE/PHD-type
TraesCS4D02G192800 H2 418 138 179 CAVCLCEFADDDRLRLLPKCSHAFHVECID | Plasma Membrane
TWLLSHSTCPLC
TraesCS4D02G200100 H2 414 165 207 CAVCLAEFADDGEKLRLLPGCRHVFHAACI | Plasma Membrane
DVWLAAHVTCPVC
TraesCS4D02G204100b | HC 304 214 255 CPSCKSNLTNTMSLVAISTCGHVFCKKCSD | Extracellular Nitric oxide synthase-
KFVATDKVCLMC interacting protein
TraesCS4D02G209300 H2 282 221 261 CSVCLEQVVAGDLLRSLPCLHRFHVNCIDP | Extracellular
WLRQQGTCPIC
TraesCS4D02G209500 H2 280 137 177 CAVCQEAFEPGAAAREMPCKHVYHQDCIL | Nuclear
PWLSLRNSCPIC
TraesCS4D02G215600 HC 339 293 327 CRVCKSSEACMLLLPCRHLCLCKECESKLS | Nuclear E3 ubiquitin-protein
FCPLC ligase BOI-like
TraesCS4D02G221000 HC 405 327 365 CVICLSEPRDTTVLPCRHMCMCSECAKVLR | Nuclear

YQTTRCPIC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end

TraesCS4D02G222000 HC 326 262 299 CFICREPFVDPVVTKCKHYFCEHCALKHHS | Nuclear
KNKKCFVC

TraesCS4D02G251200 HC 260 46 100 CPICCESFNIVENVPYVLWCGHTMCKNCIL | Plasma Membrane
GLQWAVVKFPTLPIQLPLFVSCPWC

TraesCS4D02G255100 H2 276 227 267 CSICLDGFYDGDELIRLRCGHRFHSTCLEPW | Nuclear
VRKCADCPYC

TraesCS4D02G292000 HC 378 326 365 CVICLRKRRRAAFVPCGHLVCCCNCAKRYV | Plasma Membrane E3 Ubiquitin ligase,
ELMDEPLCPVC GIDE-type

TraesCS4D02G302600 H2 355 134 175 CAVCLTEFEDCDELRVLPACCHVFHPECID | Plasma Membrane
PWLAGAVTCPLC

TraesCS4D02G313200 H2 263 109 150 CAVCLSDFAERERVRLLPGCSHAFHIDCIDT | Nuclear
WLQGSARCPFC

TraesCS4D02G313300 H2 284 114 155 CAVCLSEFAPGERLKMLPACSHAFHIDCIDT | Plasma Membrane
WLHHNVSCPLC

TraesCS4D02G318800 H2 208 117 158 CAICLSEFAGKEEIRVLPQCGHGFHVACVD | Extracellular
AWLRAHSSCPSC

TraesCS4D02G339200 H2 707 80 123 CAICLGSMRTGHGQALFTAECSHKFHFHCI | Nuclear
TSNVRHGNHICPIC

TraesCS4D02G339300 H2 749 24 67 CAICLGGMAAGGGQATFTAECSHTFHFNCI | Nuclear
SASVAHGHLVCPLC

TraesCS4D02G354300 HC 709 657 695 CCICCDSQIDSLLYRCGHMCTCSKCARELL | Nuclear
RGAGKCPLC

TraesCS4D02G362000 H2 91 31 71 CAVCLEDFQDGDELRTMPCSHSFHRCCIFR | Nuclear
WLEISRVCPYC

TraesCS5A02G010000 HC 236 25 65 CNICFELPQEPIVTLCGHLFCWPCLYKWLHI | Extracellular

HSHSPECPVC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS5A02G027500 H2 143 85 126 CAVCLGEYDRGDVLRVLPDCAHSFHRPCV | Chloroplast
DQWLRLRPSCPVC
TraesCS5A02G028000 H2 152 99 140 CAVCLAEYADGDELRRLPGCRHAFHRRCV | Extracellular
DEWLRRRPSCPLC
TraesCS5A02G028200 H2 139 94 135 CAVCLAEYADGDELRVLPGCAHAFHRRCV | Extracellular
DQWLRQRPSCPLC
TraesCS5A02G028300 H2 163 103 144 CAVCLAQYADGDELRWLPGCRHAFHRPCV | Extracellular
DEWLRRRPSCPLC
TraesCS5A02G028400 H2 149 106 147 CAVCLAQYADGDELRWLPGCRHTFHRLCYV | Extracellular
DEWLRRRPSCPLC
TraesCS5A02G028500 H2 160 102 143 CAVCLAEYADGDELRRLPGCKHAFHRLCV | Extracellular
DEWLRRRPSCPLC
TraesCS5A02G028600 H2 155 91 132 CAVCLAEYADGDELRVLPGCAHAFHRRCV | Extracellular
DQWLRRRPSCPLC
TraesCS5A02G028700 H2 151 98 139 CAVCLAEYADGDELRRLPGCRHAFHRRCYV | Extracellular
DEWLRRRPSCPLC
TraesCS5A02G029200 H2 137 86 127 CAVCLADYADGDELRRLPGCRHVFHQRCV | Extracellular
DDWLRQRTSCPLC
TraesCS5A02G045900 H2 162 103 143 CSVCMEAFEEEDILRRLHCSHAFHEECISV Nuclear
WLGVSHLCPLC
TraesCS5A02G049400 HC 228 37 84 CSICLETASEPVVTLCGHLYCWPCIFRWLTT | Plasma Membrane
SSRSKSRASSSARCPVC
TraesCS5A02G058000 HC 472 85 125 CQLCHRLLRNAATISECLHTFCRKCIYKKL | Nuclear Zinc finger,
NDEECDHCPVC RING/FYVE/PHD-type
TraesCS5A02G062400 H2 417 182 223 CAVCLLEFADGDELRALPLCAHAFHADCID | Nuclear

VWLRAHASCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS5A02G072600 H2 253 208 248 CSICLERCGEADGLMQLRCKHVFHSACLER | Nuclear
WLRSHGDCPYC
TraesCS5A02G095000 H2 210 86 128 CPICYEYLFDSLKGTRVLNCGHTMHMDCF | Extracellular RCHY1, zinc-ribbon
AEMVDHNKYTCPIC
TraesCS5A02G097000 H2 169 87 128 CGVCLEDFLEGGKKLRRMPCYHSFHQRCIF | Nuclear
DWLRFNRRCPVC
TraesCS5A02G129900 H2 247 110 151 CVVCLAEYEDKDVLRTLPYCGHNFHMVCI | Plasma Membrane
DAWLKQHSTCPVC
TraesCS5A02G135100 HC 738 239 285 CPICLESPLCPQITSCGHIYCFPCILHYLLMG | Nuclear
KEDYRGECWKKCPLC
TraesCS5A02G136900 H2 178 119 160 CAICLGEFDGAATLRRGSRCAHCFHAGCAE | Extracellular
RWLRVSATCPVC
TraesCS5A02G145800 H2 510 335 375 CPVCKDPMPLRTRAKQLPCMHLYHSSCILP | Nuclear
WLSSRNTCPVC
TraesCS5A02G147800 H2 209 150 192 CVICMEPYEAGGDRCRVLPACGHMFHRRC | Nuclear
LRTWLRTSSTCPLC
TraesCS5A02G147900 H2 147 85 127 CVICLAQYEGGERCSVLPGCGHVFHRGCV | Extracellular
ATWLHTTHNTCPLC
TraesCS5A02G167100 H2 162 70 110 CAVCTEEIAVADPVVRLPCAHWYHAGCIA | Plasma Membrane
PWLGIRSTCPMC
TraesCS5A02G183200 H2 413 337 377 CCICLTKYGDDDELRELPCNHLFHVQCVDK | Plasma Membrane
WLKINAVCPLC
TraesCS5A02G189000 HC 659 604 643 ClIICKREEACVMLLQCAHQVLCVGCNKQH | Nuclear Zinc finger,
EEKGAVRCPSC RING/FYVE/PHD-type
TraesCS5A02G198500 H2 360 137 178 CAVCLSEFAADDRLRLLPLCGHAFHVACID | Extracellular

TWLRSSSTCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS5A02G207100 HC 455 397 431 CRICFERYICIVLLPCRHHVLCEPCSDKCQS | Plasma Membrane Transmembrane Fragile-
CPIC X-F-associated protein
TraesCS5A02G216000 H2 323 243 283 CAVCRENLVVDDKMQELPCKHLFHPPCLK | Nuclear Zinc finger,
PWLDENNSCPIC RING/FYVE/PHD-type
TraesCS5A02G228400 Y 278 62 109 ECRICQEEDDIKNLESPCACTGSVKYAHRA | Plasma Membrane Protein of unknown
CVQRWCNEKGDVTCEICH function DUF3675
TraesCS5A02G232200 H2 448 330 370 CVVCTDPLPPSAPALRLPCGHLYHSHCIVR | Nuclear
WLSEQNSCPIC
TraesCS5A02G248100 H2 397 128 169 CAVCISEFDDDETLRLLPKCSHVFHPDCIDT | Plasma Membrane
WLASHVTCPVC
TraesCS5A02G248300 H2 356 157 198 CAVCLGEFSDGELVRLLPRCSHPFHAPCIDT | Plasma Membrane
WLRAHVSCPIC
TraesCS5A02G253700a | H2 164 96 137 CRVCLVRFEADAVVNRLPCGHLFHRACLE | Plasma Membrane
TWLDYDHATCPLC
TraesCS5A02G253700b | H2 164 95 138 DCRVCLVRFEADAVVNRLPCGHLFHRACL | Plasma Membrane
ETWLDYDHATCPLCR
TraesCS5A02G271600 H2 235 128 169 CSVCLEDLRAGELVRRLPACRHVFHVECID | Chloroplast
MWLHSHRSCPLC
TraesCS5A02G282300 HC 211 155 192 CPVCWNKLDEPATTMCGHIFCTNCIKQAIQ | Nuclear Zinc finger,
YQKKCPTC RING/FYVE/PHD-type
TraesCS5A02G283800 HC 190 142 179 CCVCMARRKGAAFVPCGHTFCRACAREVR | Nuclear
AGRGRCPLC
TraesCS5A02G308200 H2 185 120 161 CAICLSEFVDGEKVRVLPQCAHGFHVRCVD | Plasma Membrane

AWLVSNGSCPTC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS5A02G308300 H2 177 112 153 CAICLSEFVDGKKVRVLPLCGHGFHVRCVN | Chloroplast
AWLVSHGSCTTC
TraesCS5A02G312800 H2 171 125 165 CVICKSSYKSLQKLIRLPCSHCYHANCITRW | Extracellular
LKINKACPVC
TraesCS5A02G325400 H2 337 285 325 CVICRVEFEEGESLVALPCNHSYHPDCINQ | Nuclear Zinc finger,
WLQINKVCPMC RING/FYVE/PHD-type
TraesCS5A02G326800 H2 215 135 177 CAVCLAEYAAGDEVRVLPACRHGFHRECYV | Cytoplasmic
DRWLLTRAPTCPVC
TraesCS5A02G326900 H2 181 97 139 CAVCLAEYAAGDEVRVLPACRHGFHRECYV | Cytoplasmic
DRWLLTRAPTCPVC
TraesCS5A02G336400 H2 209 163 204 CPICLHEFQPGESARRLPACGHVFHLACIDS | Plasma Membrane Zinc finger,
WLLWKPHCPMC RING/FYVE/PHD-type
TraesCS5A02G354500 H2 190 110 151 CAICLAEFAGGDEARVLPTCGHGFHAACV | Extracellular
DVWLLSNSTCPSC
TraesCS5A02G354600 H2 199 111 152 CAICLAEFAPGDEVRVLPTCGHGFHAACVD | Extracellular
VWLLSSSTCPSC
TraesCS5A02G354700 H2 204 109 150 CAICLAEFTRGDEVRVLPHCGHGFHAACYV | Extracellular
DVWLLSSSTCPSC
TraesCS5A02G354800 H2 192 111 152 CAICLAELARGDEVRVLPHCGHGFHAACV | Extracellular
DVWLLSSSTCPSC
TraesCS5A02G372500 H2 157 83 128 CAICLSEYGEGEAGELVRVVPACGHFYHAS | Extracellular
CEIDGWLRKRRTCPLC
TraesCS5A02G372600 H2 152 78 123 CAICQWEYGEGDAGELVRVVPACGHFYHA | Extracellular
SCDVDRWLRKRHTCPLC
TraesCS5A02G378600 HC 508 101 141 CPLCNRLLRDATTVSECLHTFCRKCIYKKF | Nuclear

NDEEVESCPVC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS5A02G381800 HC 375 21 61 CPLCDGYFREASAFTECGHTFCRECIMKKI | Nuclear Zinc finger,
DEEEIEACPVC RING/FYVE/PHD-type
TraesCS5A02G396000 H2 247 88 129 CAVCITELAAGEAARLLPRCGHSFHVECVD | Plasma Membrane
MWLRSHSTCPVC
TraesCS5A02G426200 H2 202 135 176 CSVCLDNYGDGDVLRMLPDCGHLFHRECV | Nuclear
DPWLRKHPTCPVC
TraesCS5A02G443000 HC 403 41 81 CPLCRRLLRDAATITECLHTFCRKCISKEFID | Nuclear Zinc finger,
KEICYCPTC RING/FYVE/PHD-type
TraesCS5A02G460200 HC 287 34 82 CPICLEGFEDEAYLDTCLHSFCYECITQWVS | Nuclear
IVASKHEDPLSSVKCPLC
TraesCS5A02G467700 H2 404 280 320 CTVCLEEFEMGTEAKEMPCQHKFHSNCILP | Nuclear
WLELHSSCPIC
TraesCS5A02G470400 H2 209 108 149 CAVCLAELADGDEARELPNCGHLFHLECV | Plasma Membrane
DAWLRTRTTCPLC
TraesCS5A02G476600 H2 84 23 76 CGICRMAFDGCCPDCKFPGDECPIIWGACN | Extracellular
HAFHLHCILKWVNSQTSTALCPMC
TraesCS5A02G494500 H2 209 117 158 CAICLSEFAEKEEIRVLPQCGHAFHVACVD Extracellular
AWLRAHSSCPSC
TraesCS5A02G512800 H2 670 80 123 CAICLGSMRTGHGQALFTAECSHKFHFHCI | Nuclear von Willebrand factor A-
TSNVRHGNHICPIC like domain superfamily
TraesCS5A02G513000 H2 740 10 53 CAICLGGMAAGGGQATFTAECSHTFHFNCI | Nuclear
SASVAHGHLVCPLC
TraesCS5A02G529500 HC 718 666 704 CCICCDSQIDSLLYRCGHMCTCSKCARELL | Nuclear

RGAGKCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS5A02G547400a | G 477 57 103 CPACTEPWSSDGPHRMCCIPCGHVYGRSC | Cytoplasmic
METLLGRSGQNSAKCPQC
TraesCS5A02G547800 G 593 102 148 CPVCMEPWTSEGEHRISCIPCGHVYGRSCL | Nuclear
ERWLTQRGNASATCPQC
TraesCS5B02G007600 HC 234 25 65 CNICFELPQEPIVTLCGHLFCWPCLYKWLHI | Extracellular
HSHSPECPVC
TraesCS5B02G026700 H2 139 86 127 CAVCLGEYDRGDVLRVLPDCAHSFHRPCV | Chloroplast
DQWLRLRPSCPVC
TraesCS5B02G049900 H2 155 96 136 CSVCMEAFEEGEALRRMHCSHAFHEDCIS Nuclear
MWLSVSHLCPLC
TraesCS5B02G054600 HC 256 67 114 CSICLETATEPVVTLCGHLYCWPCIFRWLTT | Plasma Membrane
SSKSKSRASSSARCPVC
TraesCS5B02G065600 HC 472 85 125 CQLCHRLLRNATTISECLHTFCRKCIYKKLN | Nuclear Zinc finger,
DEECDHCPVC RING/FYVE/PHD-type
TraesCS5B02G069700 H2 412 177 218 CAVCLLEFADGDELRALPLCAHAFHADCID | Nuclear
VWLRAHASCPLC
TraesCS5B02G078400 H2 274 224 264 CSICLERCGEADGLMQLRCKHVFHSACLER | Nuclear Zinc finger,
WLRSHGDCPYC RING/FYVE/PHD-type
TraesCS5B02G090000 H2 151 86 127 CAVCLEEFIDGGKKLRMMPCYHSFHQRCIF | Cytoplasmic
DWLRLNRICPVC
TraesCS5B02G090100 H2 169 87 128 CAVCLEDFVEGGKKLRRMPCYHSFHQRCIF | Nuclear
DWLRFNRRCPVC
TraesCS5B02G101200 H2 288 164 206 CPICYEYLFDSLKGTRVLNCGHTMHMDCF | Extracellular RCHY1, zinc-ribbon
AEMVDHNKYTCPIC
TraesCS5B02G111900 HC 241 198 230 CPVCLAKPRDMAFGCGHQTCSGCGPQVAD | Extracellular Copine

CPIC




. RING Protein size Domain Domain . . .
Identifiers type (amino acids) start end RING domain Localization Description
TraesCS5B02G129800 H2 275 140 181 CVVCLAEYEDKDVLRTLPYCGHNFHMVCI | Plasma Membrane
DAWLKQHSTCPVC
TraesCS5B02G133900 HC 710 210 256 CPICLESPLCPQITSCGHIYCFPCILHYLLMG | Nuclear
KEDYRGECWKKCPLC
TraesCS5B02G135600 H2 182 123 164 CAICLGEFHGVAALRRGSRCAHCFHAGCA | Extracellular
ERWLRVSATCPVC
TraesCS5B02G144700 H2 510 335 375 CPVCKDPMPIRTRAKQLPCMHLYHSSCILP | Nuclear
WLSSRNTCPVC
TraesCS5B02G164100 H2 238 147 187 CAVCTEEIAVADPVVRLPCAHWYHAGCIA | Plasma Membrane
PWLGIRSTCPMC
TraesCS5B02G181400 H2 415 339 379 CCICLTKYGDDDELRELPCNHLFHVQCVDK | Plasma Membrane
WLKINAVCPLC
TraesCS5B02G194700 HC 659 604 643 CIICKREEACVMLLQCAHQVLCVGCNKQH | Nuclear Zinc finger,
EEKGAVRCPSC RING/FYVE/PHD-type
TraesCS5B02G197200 H2 362 137 178 CAVCLSEFSPDDRLRLLPLCGHAFHVACID Extracellular
TWLRSSSTCPLC
TraesCS5B02G205500 HC 455 397 431 CRICFERDICIVLLPCRHHVLCEPCSDKCQS | Plasma Membrane Transmembrane Fragile-
CPIC X-F-associated protein
TraesCS5B02G223400b | HC 392 346 388 CPKCKIYVERVDGCTFIACRCGHCFCYLCG | Nuclear
ATMARTNHYCAKC
TraesCS5B02G227200 \Y; 278 62 109 ECRICQEEDDIKNLESPCACTGSVKYAHRA | Plasma Membrane Protein of unknown
CVQRWCNEKGDVTCEICH function DUF3675
TraesCS5B02G230500 H2 482 369 409 CVVCTDPLPPSAPARRLPCGHLYHSHCIVT | Nuclear
WLSEHNSCPIC
TraesCS5B02G245800 H2 396 128 169 CAVCISEFDDDETLRLLPKCSHVFHPDCIDT | Plasma Membrane

WLASHVTCPVC




. RING Protein size Domain Domain . . .
Identifiers type (amino acids) start end RING domain Localization Description
TraesCS5B02G246000 H2 354 155 196 CAVCLGEFSDGELVRLLPRCSHPFHAPCIDT | Plasma Membrane
WLRAHVSCPIC
TraesCS5B02G252600 H2 161 94 135 CRVCLVRFEADAVVNRLPCGHLFHRACLE | Plasma Membrane
TWLDYDHATCPLC
TraesCS5B02G271900 H2 235 129 170 CSVCLEDLRAGETVRRLPACMHVFHVECID | Plasma Membrane
MWLHSHRSCPLC
TraesCS5B02G281700 HC 335 279 316 CPVCWNKLDEPATTMCGHIFCTNCIKQAIQ | Nuclear Zinc finger,
FQKKCPTC RING/FYVE/PHD-type
TraesCS5B02G282300 HC 196 148 185 CCVCMARRKGAAFVPCGHTFCRACAREVR | Nuclear
AGRGRCPLC
TraesCS5B02G308500 H2 182 118 159 CAICLSEFVDGEKVRVLPLCGHGFHVRCVD | Plasma Membrane
AWLVSHGSCPTC
TraesCS5B02G308600 H2 177 112 153 CAICLSEFVDGEKVRVLPLCGHGFHVRCVD | Plasma Membrane
AWLVSHGSCPTC
TraesCS5B02G308700 H2 182 110 151 CAICLSEFVDGEKVRVLPLCGHGFHVRCVD | Extracellular
AWLVSHGSCPTC
TraesCS5B02G313800 H2 171 125 165 CVICKSNYKSLQKLIRLPCSHCYHAGCITR Extracellular
WLKINKACPVC
TraesCS5B02G325800 H2 378 326 366 CVICRVEFEEGESLVALPCNHSYHPDCINQ Nuclear Zinc finger,
WLQINKVCPMC RING/FYVE/PHD-type
TraesCS5B02G335400 H2 209 163 204 CPICLHEFQAGESARRLPACGHVFHLACIDS | Plasma Membrane Zinc finger,
WLLWKPHCPMC RING/FYVE/PHD-type
TraesCS5B02G356800 H2 195 113 154 CAICLAEFAPGNEVRVLPTCGHDFHAACVD | Extracellular

VWLLSNSTCPSC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS5B02G356900 H2 200 112 153 CAICLVEFARGDEVRVLPTCGHGFHAACV | Extracellular
DVWLLSSSTCPSC
TraesCS5B02G357000 H2 189 113 154 CAICLAAFARGDEVRVLPRCGHGFHAACYV | Extracellular Zinc finger,
DVWLLSSSTCPSC RING/FYVE/PHD-type
TraesCS5B02G373000 HC 377 273 321 CPICLDTLFNPYALSCGHLFCKGCACGAAS | Nuclear
VYIFQGVRSAPPEAKCPVC
TraesCS5B02G374600 H2 152 80 125 CAICLSEYGEGEAGELVRVVPACGHFYHAS | Extracellular
CDVDRWLRKRRTCPLC
TraesCS5B02G374700 H2 155 82 127 CAICLSEYGEGEAGELVRVVPACGHFYHAS | Extracellular
CDVDRWLRKRRTCPLC
TraesCS5B02G382100 HC 516 108 148 CPLCNRLLRDATTVSECLHTFCRKCIYKKF | Nuclear
NDEEVESCPVC
TraesCS5B02G385300 HC 400 21 61 CPLCDGYFREASAFTECGHTFCRECIMNKI | Nuclear Zinc finger,
DEEEIEACPVC RING/FYVE/PHD-type
TraesCS5B02G400800 H2 255 96 137 CAVCITELAAGEAARLLPRCGHSFHVECVD | Plasma Membrane
MWLRSHSTCPLC
TraesCS5B02G428100 H2 202 135 176 CSVCLDNYGDGDVLRMLPDCGHLFHRECV | Nuclear
DPWLRKHPTCPVC
TraesCS5B02G442500 H2 339 122 163 CAVCLLEFDDDDSLRLLPTCPHAFHPQCIGL | Nuclear
WLEKHVTCPLC
TraesCS5B02G447600 HC 391 39 79 CPLCRRLLRDAATITECLHTFCRKCISKEFID | Nuclear Zinc finger,
KEICYCPTC RING/FYVE/PHD-type
TraesCS5B02G469800 HC 312 59 107 CPICLEGFEDEAYLDTCLHSFCYECITQWYVS | Nuclear

IVASKHEEPLSNVKCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS5B02G480100 H2 402 278 318 CTVCLEEFEMGTEAKEMPCQHKFHSNCILP | Nuclear
WLELHSSCPIC
TraesCS5B02G483000 H2 209 108 149 CAVCLAELADGDQARELPNCGHLFHLECV | Plasma Membrane
DAWLRTRTTCPLC
TraesCS5B02G489500 H2 84 23 76 CGICRMAFDGCCPDCKFPGDECPIIWGACN | Extracellular
HAFHLHCILKWVNSQTSTPLCPMC
TraesCS5B02G519400 HC 197 22 64 CSVCHDRFRIPCQANCSHWFCGECIIRVWN | Plasma Membrane Zinc finger,
HGAAVQPCKCPIC RING/FYVE/PHD-type
TraesCS5B02G522800 H2 199 83 123 CPICLDELEPGAHAAETPCQHVYHPACLAT | Extracellular
WLGARGTCPVC
TraesCS5B02G548200 H2 311 103 144 CTVCLEEYEAKDVVRVLPYCGHAFHAACI | Nuclear Zinc finger,
DTWLRQHPTCPIC RING/FYVE/PHD-type
TraesCS5B02G555800 H2 1919 1869 1915 CPICYSILHTSNHGLPRLACKTCKHKFHGA | Plasma Membrane Listerin, zinc finger,
CLYKWFSTSNKSTCPLC RING-type
TraesCS5B02G557600 H2 166 90 140 CPICMEDFVRDDSDTNDDSDTTVRVRLPCS | Extracellular
HSFHCDCILPWFYKVAKCPKC
TraesCS5B02G558000 H2 260 196 234 CRVCVEAKEDTMARLPCSHSFHRGCILPWF | Mitochondrial
DKVATCPMC
TraesCS5D02G014800 HC 237 26 66 CNICFELPQEPIVTLCGHLFCWPCLYKWLHI | Extracellular
HSHSPECPVC
TraesCS5D02G035300 H2 144 86 127 CAVCLGEYDRGDVLRVLPDCAHSFHRPCV | Plasma Membrane
DQWLRLRPSCPVC
TraesCS5D02G035700 H2 153 100 141 CSVCLAEYADGDELRRLPGCRHAFHRRCV | Extracellular

DEWLRRRPSCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS5D02G035800 H2 121 69 110 CAVCLAEYADGDELRVLPGCAHVFHRRCV | Extracellular Zinc finger,
DQWLRRRPSCPLC RING/FYVE/PHD-type
TraesCS5D02G035900 H2 154 95 136 CAVCLAEYADGDELRRLPGCKHAFHRLCYV | Extracellular
DEWLRRRPSCPLC
TraesCS5D02G036200 H2 135 83 124 CAVCLAEYADGDELRVLPGCAHAFHRRCV | Extracellular
DQWLRQRSSCPLC
TraesCS5D02G036300 H2 165 106 147 CAVCLAEYADGDELRWLPGCKHAFHRLCYV | Extracellular
DEWLRRRPSCPLC
TraesCS5D02G036400 H2 158 94 135 CAVCLAEYADGDELRVMPGCAHTFHRRCYV | Extracellular
DQWLRRRPSCPLC
TraesCS5D02G036500 H2 152 99 140 CSVCLGEYANGDELRRLPGCRHAFHRRCV | Extracellular
DEWLRRRPSCPLC
TraesCS5D02G055800 H2 156 97 137 CSVCMEAFEEGEMLRGLECSHAFHEDCISV | Mitochondrial
WLSVSHLCPLC
TraesCS5D02G060200 HC 228 37 84 CSICLEVASEPVVTLCGHLYCWPCIFRWLT | Plasma Membrane
TSSKSKSRASPSARCPVC
TraesCS5D02G069800 HC 472 85 125 CQLCHRLLRNATTISECLHTFCRKCIYKKLN | Nuclear Zinc finger,
DEECDHCPVC RING/FYVE/PHD-type
TraesCS5D02G073600 H2 417 182 223 CAVCLLEFADGDELRALPLCAHAFHADCID | Nuclear
VWLRAHASCPLC
TraesCS5D02G085300 H2 275 225 265 CSICLERCGEADGLMQLRCKHVFHSACLER | Nuclear Zinc finger,
WLRSHGDCPYC RING/FYVE/PHD-type
TraesCS5D02G096000 H2 150 86 127 CAVCLEEFVDGGKKLRMMPCYHSFHQRCI | Cytoplasmic

FDWLRLNRICPVC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS5D02G096500 H2 170 87 129 CAVCLEDFVEGGKKLRRMPCCYHSFHQRC | Nuclear
IFDWLRFNRRCPVC
TraesCS5D02G096600 H2 169 87 128 CAVCLEDFVEGGKKLRRMPCYHSFHQRCIF | Nuclear
DWLRFNRRCPVC
TraesCS5D02G107600 H2 288 164 206 CPICYEYLFDSLKGTRVLNCGHTMHMDCF | Extracellular RCHY1, zinc-ribbon
AEMVDHNKYTCPIC
TraesCS5D02G122000 HC 537 494 526 CPVCLAKPRDMAFGCGHQTCSGCGPQVVD | Nuclear Copine
CPIC
TraesCS5D02G137400 H2 245 110 151 CVVCLAEYEDKDVLRTLPYCGHNFHMVCI | Plasma Membrane
DAWLKQHSTCPVC
TraesCS5D02G139400 HC 708 208 254 CPICLESPLCPQITSCGHIYCFPCILHYLLMG | Nuclear
KEDYRGECWKKCPLC
TraesCS5D02G144900 H2 150 88 130 CVICLAQYEGGERCSVLPGCGHVFHRGCV | Extracellular
ATWLHTTHNTCPLC
TraesCS5D02G146400 H2 508 333 373 CPVCKDPMPIRTRAKQLPCMHLYHLSCILP | Nuclear
WLSSRNTCPVC
TraesCS5D02G171400 H2 162 70 110 CAVCTEEIAVADPVVRLPCAHWYHAGCIA | Plasma Membrane
PWLGIRSTCPMC
TraesCS5D02G188300 H2 413 337 377 CCICLTKYGDDDELRELPCNHLFHVQCVDK | Plasma Membrane
WLKINAVCPLC
TraesCS5D02G202000 HC 659 604 643 CIICKREEACVMLLQCAHQVLCVGCNKQH | Nuclear Zinc finger,
EEKGAVRCPSC RING/FYVE/PHD-type
TraesCS5D02G204500 H2 358 137 178 CAVCLNEFAADDRLRLLPLCGHAFHVACID | Extracellular
TWLRSSSTCPLC
TraesCS5D02G213300 HC 373 315 349 CRICFERDICIVLLPCRHHVLCEPCSDKCQS | Plasma Membrane Transmembrane Fragile-

CPIC

X-F-associated protein




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS5D02G223800 H2 323 243 283 CAVCRENLVVDDKMQELPCKHLFHPPCLK | Nuclear Zinc finger,
PWLDENNSCPIC RING/FYVE/PHD-type
TraesCS5D02G235800 H2 487 371 411 CVVCTDPLPPSAPVRRLPCGHLYHSHCIVR | Nuclear
WLSEQNSCPIC
TraesCS5D02G239200 \Y; 278 62 109 ECRICQEEDDIKNLESPCACTGSVKYAHRA | Plasma Membrane Protein of unknown
CVQRWCNEKGDVTCEICH function DUF3675
TraesCS5D02G254900 H2 392 126 167 CAVCLSEFDDDETLRLLPKCSHVFHPDCIDT | Plasma Membrane
WLASHVTCPVC
TraesCS5D02G255200 H2 355 156 197 CAVCLGEFSDGELVRLLPRCSHPFHAPCIDT | Plasma Membrane
WLRAHVSCPIC
TraesCS5D02G279300 H2 308 204 245 CSVCLEDLRAGELVRRLPACRHVFHVECID | Nuclear
MWLHSHRSCPLC
TraesCS5D02G289400 HC 202 146 183 CPVCWNKLDEPATTMCGHIFCTNCIKQAIQ | Nuclear Zinc finger,
FQKKCPTC RING/FYVE/PHD-type
TraesCS5D02G291000 HC 200 152 189 CCVCMARRKGAAFVPCGHTFCRACAREVR | Nuclear
AGRGRCPLC
TraesCS5D02G315200 H2 182 118 159 CAICLSEFVDGEKVRVLPLCGHGFHVRCVD | Plasma Membrane
TWLVSHGSCPTC
TraesCS5D02G315300 H2 189 118 159 CAICLSEFVDGEKVRVLPLCRHGFHVRCVD | Plasma Membrane
AWLVSHGSCPTC
TraesCS5D02G319600 H2 171 125 165 CVICKSNYKSLQKLIRLPCSHCYHAGCITR Extracellular
WLKINKACPVC
TraesCS5D02G331600 H2 340 288 328 CVICRVEFEEGESLVALPCNHSYHPDCINQ | Nuclear Zinc finger,

WLQINKVCPMC

RING/FYVE/PHD-type




. RING Protein size Domain Domain . . .
Identifiers type (amino acids) start end RING domain Localization Description
TraesCS5D02G333100 H2 214 134 176 CAVCLAEYAAGDEVRVLPACRHGFHRECV | Cytoplasmic
DRWLLTRAPTCPVC
TraesCS5D02G333200 H2 211 127 169 CAVCLAEYAAGDEVRVLPACRHGFHRECYV | Extracellular
DRWLLTRAPTCPVC
TraesCS5D02G341100 H2 209 163 204 CPICLHEFQAGESSRRLPACGHVFHLACIDS | Plasma Membrane Zinc finger,
WLLWKPHCPMC RING/FYVE/PHD-type
TraesCS5D02G361800 H2 193 113 154 CAICLAEFAPGDEVRVLPTCGHGFHAACVD | Extracellular
VWLLSNSTCPSC
TraesCS5D02G361900 H2 200 112 153 CAICLAEFAGGDEVRVLPTCGHGFHAACYV | Extracellular
DVWLLSSSTCPSC
TraesCS5D02G362000 H2 207 108 149 CAICLAEFTRGDEVRVLPTCGHGFHAACVD | Extracellular
VWLLSSSTCPSC
TraesCS5D02G362100 H2 187 111 152 CAICLAEFARGDEVRVLPHCGHGFHAACYV | Extracellular
DVWLLSSSTCPSC
TraesCS5D02G380200 HC 340 236 284 CPICLDTLFNPYALSCGHLFCKGCACGAAS | Nuclear
VYIFQGVRSAPPEAKCPVC
TraesCS5D02G382000 H2 149 78 123 CAICLSEYGEGEAGELVRVVPACGHFYHAS | Extracellular
CDVDKWLRKRRTCPLC
TraesCS5D02G382100 H2 159 89 134 CALCLSDYGEGDAGELVRVVPACGHFYHA | Extracellular
SCGVDKWLRKHRTCPLC
TraesCS5D02G382200 H2 213 146 190 CAFCQSEYAKAPEEVVRVVPACGHFFHAA | Mitochondrial
CDADRWIRARRTCPLC
TraesCS5D02G388500 HC 520 112 152 CPLCNRLLRDATTVSECLHTFCRKCIYKKF Nuclear
NDEEVESCPVC
TraesCS5D02G391100 HC 375 21 61 CPLCDGYFREASAFTECGHTFCRECIMKKI Nuclear Zinc finger,

DEEEIEACPVC

RING/FYVE/PHD-type




. RING Protein size Domain Domain . . .
Identifiers type (amino acids) start end RING domain Localization Description
TraesCS5D02G405300 H2 255 95 136 CAVCITELAAGDAARLLPRCGHSFHVECVD | Plasma Membrane
MWLRSHSTCPLC
TraesCS5D02G434200 H2 202 135 176 CSVCLDNYGDGDVLRMLPDCGHLFHRECV | Nuclear
DPWLRKHPTCPVC
TraesCS5D02G446700 H2 338 122 163 CAVCLLEFDDDDSLRLLPTCPHAFHPQCIGL | Nuclear
WLEKHVTCPLC
TraesCS5D02G450400 HC 399 43 83 CPLCRRLLRDAATITECLHTFCRKCISKEFID | Nuclear Zinc finger,
KEICYCPTC RING/FYVE/PHD-type
TraesCS5D02G471300 HC 285 32 80 CPICLEGFEDEAYLDTCLHSFCYECITQWVS | Nuclear
IVASKHEDPLSSVKCPLC
TraesCS5D02G472700 H2 600 9 45 CAVCHGDMGRGHATFTAECSHSFHLRCVH | Chloroplast
HQIACPLC
TraesCS5D02G480800 H2 404 280 320 CTVCLEEFEMGTEAKEMPCQHKFHSNCILP | Nuclear
WLELHSSCPIC
TraesCS5D02G483100 H2 208 108 149 CAVCLAELADGDEARELPNCGHLFHLECV | Plasma Membrane
DAWLRTRTTCPLC
TraesCS5D02G489900 H2 84 23 76 CGICRMAFDGCCPDCKFPGDECPIIWGACN | Extracellular
HAFHLHCILKWVNSQTSTPLCPMC
TraesCS5D02G518700 HC 166 22 64 CSVCHDRFRIPCQANCSHWFCGECIIRVWN | Extracellular Zinc finger,
HGAAVQPCKCPIC RING/FYVE/PHD-type
TraesCS5D02G521500 H2 217 83 123 CPICLDELEPGAHAAETPCQHVYHPACLAT | Cytoplasmic
WLGARGTCPVC
TraesCS5D02G535300 H2 313 103 144 CTVCLEEYEAKDVVRVLPYCGHAFHAACI Nuclear Zinc finger,

DTWLRQHPTCPIC

RING/FYVE/PHD-type




- RING Protein size Domain Domain . . .
Identifiers type (amino acids) start end RING domain Localization Description
TraesCS5D02G551700 H2 256 187 230 CCVCMEDFVAPRDSDTTVRLPCSHAFHRA | Mitochondrial
CILPWLYKASTCPKC
TraesCS5D02G553700 H2 1760 1710 1756 CPICYSILHTSNHGLPRLACKTCKHKFHGA Plasma Membrane Listerin, zinc finger,
CLYKWFSTSNKSTCPLC RING-type
TraesCS5D02G564400 H2 253 189 227 CRVCVEAKEDAMVRLPCSHSFHRGCILPWF | Mitochondrial
DKVATCPMC
TraesCS6A02G001000 \; 440 194 252 VCRICMVALLEEEEEEEGGAGDGVLKLECR | Plasma Membrane Zinc finger,
CKGELALAHRRCALKWFGIKGNPNCDVCG RING/FYVE/PHD-type
TraesCS6A02G023700 H2 162 111 158 CAICLAEFADGDAVRAMPACGHGFHACCI | Nuclear
ERWLAVPASAARRPSCPTC
TraesCS6A02G050800 H2 372 195 236 CAVCLAEFRGGETLRLLPRCAHAFHRGCID | Nuclear
TWLRAHVNCPLC
TraesCS6A02G055100 H2 224 125 166 CAVCLAGLERGEEARALPRCGHRFHVGCID | Plasma Membrane
AWFRGNSTCPLC
TraesCS6A02G084400 HC 351 304 338 CKWCGAKEAAVLVMPCRHLCLCADCDRYV | Nuclear E3 ubiquitin-protein
TDACPVC ligase BOI-like
TraesCS6A02G095500 H2 220 151 192 CSLCLEDLEDGEMVRQLPSCKHIFHVDCID | Plasma Membrane
MWLHSHTTCIIC
TraesCS6A02G095600 H2 183 118 159 CSVCLEDIGDGEMVRQLPTCKHLFHVGCID | Extracellular
MWLHSHTTCPLC
TraesCS6A02G096200 \Y; 174 84 133 QCRICLDNEGDDLIAPCNCKGTQKYVHRSC | Extracellular
LDNWRSTKEGFAFSHCTECR
TraesCS6A02G117900 HC 1029 794 833 CPICLEAFEDAVLTPCAHRLCRECILSSWQS | Nuclear SNF2-related, N-terminal
PAAGLCPVC domain
TraesCS6A02G120700 HC 263 216 250 CKGCGENAPVVVLLPCRHLSICGPCAEVAS | Extracellular E3 ubiquitin-protein

GCPSC

ligase BOI-like




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS6A02G121400 H2 582 533 573 CSICQEEFVKGEEVGRLRCEHQYHVCCIRQ | Nuclear
WLLQKNWCPVC
TraesCS6A02G122800 H2 406 138 179 CAVCLSEFDDDDTLRLLPKCSHAFHADCID | Plasma Membrane
AWLASHVTCPVC
TraesCS6A02G145300 H2 327 175 214 CPVCLERLDQDPGGILTTICNHSFHCSCISK | Extracellular BRCA1l-associated 2
WTDSSCPVC
TraesCS6A02G172100 H2 201 140 181 CAVCLGEVEKGEAVRRMPVCLHVFHTECI | Extracellular
DRWLRSHATCPIC
TraesCS6A02G202400 H2 156 56 93 CIICCEETTTAKKLLCGHLFHVHCLRSWRE | Extracellular
RQNTCPTC
TraesCS6A02G226100a | HC 451 97 136 CCVCLELLYKPVVIACGHMSCFWCVHKAM | Nuclear
HYARESHCAIC
TraesCS6A02G226100b | HC 451 236 273 CPICKELLYQPAVLNCGHVYCISCLPSVGDE | Nuclear
ALKCQVC
TraesCS6A02G227300 H2 711 83 126 CAICFDSMKPGHGQALFTAECSHMFHFHCI | Nuclear
SSSVKHGNYVCPVC
TraesCS6A02G236100 HC 242 32 79 CNICLDFAVEPVVTLCGHLYCWPCIYEWLR | Plasma Membrane
RDAAGGTISAAGRPCPVC
TraesCS6A02G239000 H2 181 128 169 CAICLSELADGERVRVLPACGHGFHGACYV | Nuclear
DGWLAARASCPTC
TraesCS6A02G255700 H2 373 317 357 CCICLSVYDDGAELRELPCGHHFHCACIDK | Plasma Membrane
WLHINATCPLC
TraesCS6A02G256500 H2 208 104 145 CSICLGEYDEKEILRIMPTCRHNFHLSCIDIW | Plasma Membrane Zinc finger,
LEKQTTCPIC RING/FYVE/PHD-type
TraesCS6A02G258800 H2 207 114 156 CAVCLCGIGGCHEVRRLPNCRHVFHRGCID | Plasma Membrane

RWMGHGQRTCPLC




. RING Protein size Domain Domain . . .
Identifiers type (amino acids) start end RING domain Localization Description
TraesCS6A02G259200 H2 153 89 131 CIVCLERLRAADEVRRLGNCAHAFHRGCID | Extracellular
GWIDLGRTTCPLC
TraesCS6A02G261400 H2 170 94 135 CAICLAEFEDGQHMRVLPQCSHAFHAACYV | Extracellular
DAWLRSHSSCPSC
TraesCS6A02G262500 H2 364 140 181 CAVCLSPFVPDAELRLLPACRHAFHAACVD | Nuclear
AWLRNTPSCPLC
TraesCS6A02G264300 H2 391 168 209 CSVCLGEFRDGESLRLLPKCSHAFHLLCIDT | Nuclear
WLKSHSNCPLC
TraesCS6A02G274400 H2 116 50 105 CAICRNHIMDLCIECQANQASATSEECTVA | Extracellular
WGVCNHAFHFHCISRWLKTRQVCPLD
TraesCS6A02G288800 H2 307 231 271 CAVCKDGIEAGEGARRLPCAHLYHDACILP | Chloroplast
WLAIRNTCPLC
TraesCS6A02G290900 H2 156 81 122 CAVCLEAFQGGDRCRVLPGCHHGFHAQCV | Extracellular
DSWLRQSRRCPVC
TraesCS6A02G291000 H2 127 67 108 CAVCLEAFMAGDRCMVLPRCEHGFHAECYV | Extracellular
SSWLRKSRLCPIC
TraesCS6A02G298300 H2 363 313 353 CCICLSSYEDGVELSALPCNHHFHSTCITKW | Plasma Membrane
LRMHANCPLC
TraesCS6A02G304300 HC 395 159 197 CAICLDVCFQPSTTPCGHSFCMQCLKHAAS | Nuclear
KCGKRCPKC
TraesCS6A02G308200 H2 226 181 222 CAICLQDMVGGETARRLPNCSHAFHQLCV | Extracellular Zinc finger,
DKWLTSHGSCPVC RING/FYVE/PHD-type
TraesCS6A02G315600 H2 405 140 181 CAVCLSEFEDEDRLRLLPKCSHAFHPDCIGE | Nuclear

WLASHVTCPVC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS6A02G326100 HC 700 77 114 CPICMALIKDAFLTACGHSFCYMCIVTHLN | Nuclear WDA4/YVTN repeat-like-
HKSDCPCC containing domain
superfamily
TraesCS6A02G330700 H2 326 202 242 CPVCKEEFELGEAARQLPCKHVYHSDCIVP | Nuclear
WLRLHNSCPVC
TraesCS6A02G346000 H2 401 330 370 CCICLAKYAHNEELRELPCTHCFHKECVDK | Plasma Membrane
WLKINALCPLC
TraesCS6A02G349700 HC 252 196 233 CPVCLNKLVEPSTTKCGHIFCAECIKQAIQF | Nuclear Zinc finger,
QKKCPTC RING/FYVE/PHD-type
TraesCS6A02G352200 H2 449 116 157 CAVCLCEFAPDDQLRLLPKCSHAFHLECID | Nuclear
TWLLSHSTCPLC
TraesCS6A02G361600 H2 203 151 191 CAVCLEEFRAGDVLAHLPCAHRFHWACAYV | Nuclear
PWVQAASRCPFC
TraesCS6A02G362000 H2 530 478 519 CHICLTEYEDGDQIRSLPCKHEFHLQCVDK | Nuclear
WLKEIHRVCPLC
TraesCS6A02G375500 H2 735 96 139 CAICLTIMKPGQGHALFTAECSHTFHFHCIS | Nuclear von Willebrand factor A-
ANVKHGSNNCPVC like domain superfamily
TraesCS6A02G397900 H2 285 169 210 CAVCLGEFQEGERVRLLPGCLHVFHAECID | Extracellular
TWLHDCANCPLC
TraesCS6A02G399600 H2 171 120 160 CPICLEEYDEENPRSITKCEHHFHLCCILEWI | Nuclear
ERSETCPVC
TraesCS6A02G405400 HC 766 714 752 CCVCCDTQIDSLLYRCGHMCTCSKCANEL | Nuclear
VRSGGKCPLC
TraesCS6A02G420200 H2 174 81 122 CAICLADLAAGEELRVLPRCGHSFHVACVD | Extracellular

AWLRAHATCPSC




. RING Protein size Domain Domain . . .
Identifiers type (amino acids) start end RING domain Localization Description
TraesCS6B02G005200 v 456 211 266 VCRICMVALLEEEEEGAGDGVLKLECRCK | Nuclear Zinc finger, RING-CH-
GELALAHRRCALKWFGIKGDPNCDVCG type
TraesCS6B02G032400 H2 174 117 166 CAICLAEFADGDAVRAMPSCGHGFHARCIE | Nuclear
RWLAVPAPAAGSRRPSCPTC
TraesCS6B02G067200 H2 371 195 236 CAVCLAEFRGGETLRLLPRCGHAFHRGCID | Nuclear
TWLRAHVNCPLC
TraesCS6B02G118100 HC 349 302 336 CRWCGAKEAAVLVMPCRHLCLCADCDRYV | Nuclear E3 ubiquitin-protein
ADACPVC ligase BOI-like
TraesCS6B02G123500 H2 187 118 159 CSVCLEDLEDGEMVRELPSCKHIFHVECID | Extracellular
MWLHSHTTCPIC
TraesCS6B02G123700 H2 183 118 159 CSVCLEDLGDGEMVRQLPTCKHLFHVRCID | Extracellular
MWLHSHTTCPLC
TraesCS6B02G124600 v 174 84 133 QCRICLDNEGDDLIAPCNCKGTQKYVHRSC | Extracellular
LDNWRSTKEGFAFSHCTECR
TraesCS6B02G146100 HC 1027 792 831 CPICLEAFEDAVLTPCAHRLCRECILSSWQS | Nuclear SNF2-related, N-terminal
PAAGLCPVC domain
TraesCS6B02G149100 HC 263 216 250 CKACGENAPVVVLLPCRHLSVCGPCAEAA | Nuclear E3 ubiquitin-protein
SGCPSC ligase BOI-like
TraesCS6B02G149700 H2 563 514 554 CSICQEEFVKSEEVGRLPCEHQYHVCCIRQ Nuclear
WLLQKNWCPVC
TraesCS6B02G151000 H2 404 137 178 CAVCLSEFDDDDTLRLLPKCSHAFHADCID | Plasma Membrane
AWLASHVTCPVC
TraesCS6B02G164200 H2 123 71 111 CHVCHDDFEEGDKLRAMPCAHSFHQRCIF Nuclear

RALSVNRLCPVC




. RING Protein size Domain Domain . . .
Identifiers type (amino acids) start end RING domain Localization Description
TraesCS6B02G173500 H2 322 170 209 CPVCLERLDQDPGGILTTICNHSFHCSCISK | Extracellular BRCA1-associated 2
WTDSSCPVC
TraesCS6B02G178500 H2 181 131 172 CPVCLDAARAGERWRALPACGHAFHAAC | Plasma Membrane
VDRWLLLSPGCPVC
TraesCS6B02G198800 H2 401 264 304 CAVCKDVFASGQRVVFLPCKHYFHGDCILP | Nuclear
WLAMRSTCPVC
TraesCS6B02G254400 H2 710 82 125 CAICFDSMKPGHGQALFTAECSHMFHFHCI | Nuclear
SSSVKHGNYVCPVC
TraesCS6B02G255500a | HC 392 38 77 CCVCLELLYKPVVIACGHMSCFWCVHKAM | Nuclear
HYARESHCAIC
TraesCS6B02G255500b | HC 392 177 214 CPICKELLYQPAVLNCGHVYCISCLPSVGDE | Nuclear
ALKCQVC
TraesCS6B02G264500 HC 241 31 78 CNICLDFAVEPVVTLCGHLYCWPCIYEWLR | Plasma Membrane
RDAAGGTISTAGRPCPVC
TraesCS6B02G266600 H2 203 110 152 CAVCLCGIGGGDEVRRLSNCRHVFHRGCID | Extracellular
RWMGHQQRTCPLC
TraesCS6B02G268900 H2 208 104 145 CSICLGEYDEKEILRIMPTCRHNFHLSCIDIW | Plasma Membrane Zinc finger,
LEKQTTCPIC RING/FYVE/PHD-type
TraesCS6B02G269900 H2 373 317 357 CCICLSVYDDGAELRELPCGHHFHCACIDK | Plasma Membrane
WLHINATCPLC
TraesCS6B02G274100 HC 869 817 855 CGVCRDRQKEVVITKCYHLFCNDCIQKLLR | Nuclear
NRQRRCPSC
TraesCS6B02G286500 H2 154 90 132 CIVCLERLWATDEVRRLGNCAHAFHRGCID | Extracellular
GWIDLGRTTCPLC
TraesCS6B02G288700 H2 169 93 134 CAICLAEFEDGQDMRVLPQCSHAFHTACV | Extracellular

DAWLRSHSSCPSC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS6B02G289700 H2 364 143 184 CAVCLSPFVPDAELRLLPACRHAFHAACVD | Nuclear
AWLRNTPSCPLC
TraesCS6B02G291300 H2 390 169 210 CSVCLGEFQDGESLRLLPKCSHAFHLPCIDT | Extracellular
WLKSHSNCPLC
TraesCS6B02G296000 HC 325 261 298 CFICREPFVDPVVTKCKHYFCEHCALKHHS | Nuclear
KNKKCFVC
TraesCS6B02G301900 H2 116 50 105 CAICRNHIMDLCIECQANQASATSEECTVA | Extracellular
WGVCNHAFHFHCISRWLKTRQVCPLD
TraesCS6B02G310500 HC 368 206 263 CSVCLDRVLSKPTAAEKRFGLLPECDHAFC | Extracellular
ITCIRKWRSSSLTSSMDIDSTVKACPIC
TraesCS6B02G318600 H2 307 228 268 CAVCKDGIEDGEGARRLPCAHLYHDACILP | Chloroplast
WLAIRNTCPLC
TraesCS6B02G321500 H2 154 80 121 CAVCLEAFQGGDRCRVLPGCHHGFHAQCV | Extracellular
DSWLRQSRWCPVC
TraesCS6B02G327800 H2 367 317 357 CCICLSSYEDGVELSALPCNHHFHSTCITKW | Plasma Membrane
LRMHANCPLC
TraesCS6B02G332400 HC 393 155 193 CAICLDICYQPSTTPCGHSFCMQCLKHAAS | Nuclear Zinc finger,
KCGKRCPKC RING/FYVE/PHD-type
TraesCS6B02G336900 H2 228 183 224 CAICLQDMVAGETARRLPTCSHAFHQLCV | Extracellular Zinc finger,
DKWLISHGSCPVC RING/FYVE/PHD-type
TraesCS6B02G346000 H2 402 140 181 CAVCLSEFEDEDRLRLLPKCSHAFHPECIGV | Nuclear

WLASHVTCPVC




Identifiers RING Pro_teln S1z€ Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS6B02G356400 HC 693 70 107 CPICMGLIKDAFLTACGHSFCYMCIVTHLN | Nuclear WDA4/YVTN repeat-like-
HKSDCPCC containing domain
superfamily
TraesCS6B02G361600 H2 337 199 239 CPVCKEEFELGEAARQLPCKHVYHSDCIVP | Nuclear
WLCLHNSCPVC
TraesCS6B02G378600 H2 402 334 374 CCICLAKYAHNEELRELPCTHCFHKECVDK | Plasma Membrane
WLKINALCPLC
TraesCS6B02G379400 H2 402 334 374 CCICLAKYAHNEELRELPCTHCFHKECVDK | Plasma Membrane
WLKINALCPLC
TraesCS6B02G382800 HC 252 196 233 CPVCLNKLVEPSTTKCGHIFCAECIKQAIQF | Nuclear Zinc finger,
QKKCPTC RING/FYVE/PHD-type
TraesCS6B02G385100 H2 451 119 160 CAVCLCEFAPDDQLRLLPKCSHAFHLECID | Nuclear
TWLLSHSTCPLC
TraesCS6B02G395000 H2 203 151 191 CAVCLEEFRGGDVLAHLPCAHRFHWACAYV | Nuclear
PWVQAASRCPFC
TraesCS6B02G413100 H2 739 100 143 CAICLTIMKPGQGHALFTAECSHTFHFHCIS | Nuclear von Willebrand factor A-
ANVKHGSNNCPVC like domain superfamily
TraesCS6B02G437700 H2 282 171 212 CAVCLGEFQEGERVRLLPGCLHVFHAECID | Extracellular
TWLHGCASCPLC
TraesCS6B02G439800 H2 171 120 160 CPICLEEYDEENPRSITKCEHHFHLCCILEW | Nuclear
MERSETCPVC
TraesCS6B02G449700 H2 199 115 163 CAVCLTELQLRESVKAIPACGHVFHPPCIDR | Nuclear
WLQSLAAAGAGHASCPLC
TraesCS6B02G449800 HC 767 715 753 CCVCCDTQIDSLLYRCGHMCTCSKCANEL | Nuclear

VRSGGKCPLC




. RING Protein size Domain Domain . . .
Identifiers type (amino acids) start end RING domain Localization Description

TraesCS6B02G467800 H2 204 109 150 CAICLADLVAGEELRVLPRCGHSFHVACVD | Plasma Membrane
AWLRTCATCPSC

TraesCS6D02G005100 \ 467 227 287 VCRICMVALLEEEEEEGGAAGAGDGVLKL | Plasma Membrane Zinc finger,
ECRCKGELALAHRRCALKWFGIKGNPNCD RING/FYVE/PHD-type
VCG

TraesCS6D02G027000 H2 174 118 167 CAICLAEFAEGDAVRAMPACGHGFHARCIE | Nuclear
RWLAVPTSAAGSRRPSCPTC

TraesCS6D02G039100 H2 358 151 194 CCICAQEFAPTDMILALPACLHKFHERCIIP | Plasma Membrane
WIRGHAPYCCPFC

TraesCS6D02G086300 H2 184 119 160 CSVCLEDLGDGEMVRQLPTCKHLFHVGCI | Extracellular
DMWLHSHTTCPLC

TraesCS6D02G087300 % 272 84 133 QCRICLDNEGDDLIAPCNCKGTQKYVHRSC | Plasma Membrane
LDNWRSTKEGFAFSHCTECR

TraesCS6D02G107900 HC 1027 792 831 CPICLEAFEDAVLTPCAHRLCRECILSSWQS | Nuclear SNF2-related, N-terminal
PSAGLCPVC domain

TraesCS6D02G110700 HC 263 216 250 CKGCGENTPVAVLLPCRHLSVCGTCAEALS | Extracellular E3 ubiquitin-protein
GCPSC ligase BOI-like

TraesCS6D02G111500 H2 581 532 572 CSICQEEFVKGEEVGRLRCEHQYHVCCIRQ | Nuclear
WLLQKNWCPVC

TraesCS6D02G113000 H2 401 133 174 CAVCLSEFDDDDTLRLLPKCSHAFHVDCID | Plasma Membrane
AWLASHVTCPVC

TraesCS6D02G134300 H2 489 172 211 CPVCLERLDQDPGGILTTICNHSFHCSCISK Nuclear BRCA1-associated 2
WTDSSCPVC

TraesCS6D02G140100 H2 183 133 174 CPVCLDAARAGERWRALPACGHAFHAAC Plasma Membrane

VDRWLLLSPGCPVC




. RING Protein size Domain Domain . . .
Identifiers type (amino acids) start end RING domain Localization Description
TraesCS6D02G160300 H2 348 265 305 CAVCKDVFASGQRVVFLPCKHYFHGDCILP | Nuclear
WLAMRSTCPVC
TraesCS6D02G207700 H2 632 4 47 CAICFDSMKPGHGQALFTAECSHMFHFHCI | Nuclear
SSSVKHGNYVCPVC
TraesCS6D02G209000a | HC 391 38 77 CCVCLELLYKPVVIACGHMSCFWCVHKAM | Nuclear
HYARESHCAIC
TraesCS6D02G209000b | HC 391 176 213 CPICKELLYQPTVLNCGHVYCISCLPSVGDE | Nuclear
ALKCQVC
TraesCS6D02G218600 HC 241 31 78 CNICLDFAVEPVVTLCGHLYCWPCIYEWLR | Plasma Membrane
RDAGGGTISTAGRPCPVC
TraesCS6D02G221300 H2 188 135 176 CAICLSELADGERVRVLPACGHGFHGACV | Nuclear
DGWLAARASCPTC
TraesCS6D02G236900 H2 373 317 357 CCICLSVYDDGAELRELPCGHHFHCACIDK | Plasma Membrane
WLHINATCPLC
TraesCS6D02G237700 H2 208 104 145 CSICLGEYDEKEILRIMPTCRHNFHLSCIDIW | Plasma Membrane Zinc finger,
LEKQTTCPIC RING/FYVE/PHD-type
TraesCS6D02G240000 H2 205 112 154 CAVCLCSIGGGDEVRRLPNCRHVFHRGCID | Extracellular
RWMGHGQRTCPLC
TraesCS6D02G240300 H2 154 90 132 CIVCLERLRAADEVRRLGNCAHAFHRGCID | Extracellular
GWIDLGRTTCPLC
TraesCS6D02G242100 H2 170 94 135 CAICLAEFEDGQHMRVLPQCSHAFHAACYV | Extracellular
DAWLRSHSSCPSC
TraesCS6D02G243200 H2 366 145 186 CAVCLSPFVPDAELRLLPACRHAFHAACVD | Nuclear
AWLRNTPSCPLC
TraesCS6D02G250600 H2 386 168 209 CSVCLGEFRDGESLRLLPKCSHAFHLPCIDT | Nuclear
WLKSHSNCPLC




Identifiers RING Pro_teln S1z€ Domain Domain RING domain Localization Description
type (amino acids) start end

TraesCS6D02G254700 H2 116 50 105 CAICRNHIMDLCIECQANQASATSEECTVA | Extracellular
WGVCNHAFHFHCISRWLKTRQVCPLD

TraesCS6D02G262500 HC 376 204 261 CSVCLDRVLSKPTAAEKRFGLLPECDHAFC | Nuclear
ITCIRKWRSSSLTSSMDIDSTVKACPIC

TraesCS6D02G272200 H2 155 81 122 CAVCLEAFQGGDRCRVLPGCHHGFHAQCV | Extracellular
DSWLRQSRRCPVC

TraesCS6D02G272300 H2 126 66 107 CAVCLEAFNAGERCMVLPRCEHGFHAECV | Extracellular
GSWLRKSRLCPIC

TraesCS6D02G278100 H2 367 317 357 CCICLSSYEDGVELSALPCNHHFHSTCITKW | Plasma Membrane
LRMHANCPLC

TraesCS6D02G283700 HC 460 158 196 CAICLDICYQPSTTPCGHSFCMQCLKHAAS | Nuclear Zinc finger,
KCGKRCPKC RING/FYVE/PHD-type

TraesCS6D02G287400 H2 226 181 222 CAICLQDMVAGEMARRLPTCSHAFHQLCV | Extracellular Zinc finger,
DKWLISHGSCPVC RING/FYVE/PHD-type

TraesCS6D02G294800 H2 405 141 182 CAVCLSEFEDEDRLRLLPKCSHAFHPDCIGE | Nuclear
WLASHVTCPVC

TraesCS6D02G305800 HC 699 76 113 CPICMALIKDAFLTACGHSFCYMCIVTHLN | Nuclear WDA4/YVTN repeat-like-
HKSDCPCC containing domain

superfamily

TraesCS6D02G309800 H2 318 188 228 CPVCKEEFELGEAARQLPCKHVYHSDCIVP | Nuclear
WLRLHNSCPVC

TraesCS6D02G328700 H2 402 334 374 CCICLAKYAHNEELRELPCTHCFHKECVDK | Plasma Membrane

WLKINALCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS6D02G332200 HC 272 196 233 CPVCLNKLVEPSTTKCGHIFCAECIKQAIQF | Nuclear Zinc finger,
QKKCPTC RING/FYVE/PHD-type
TraesCS6D02G334900 H2 443 115 156 CAVCLCEFAPDDQLRLLPKCSHAFHLECID | Nuclear
TWLLSHSTCPLC
TraesCS6D02G344900 H2 203 151 191 CAVCLEEFRAGDVLAHLPCAHRFHWACAYV | Nuclear
PWVQAASRCPFC
TraesCS6D02G345700 H2 530 478 519 CHICLTEYEDGDQIRSLPCKHEFHLQCVDK | Nuclear
WLKEIHRVCPLC
TraesCS6D02G360000 H2 738 99 142 CAICLTIMKPGQGHALFTAECSHTFHFHCIS | Nuclear von Willebrand factor A-
ANVKHGSNNCPVC like domain superfamily
TraesCS6D02G382100 H2 250 137 178 CAVCLGEFQEGESVRLLPGCLHVFHAECIG | Extracellular Zinc finger,
TWLQGCANCPLC RING/FYVE/PHD-type
TraesCS6D02G382200 H2 279 163 204 CAVCLGEFQEGERVRLLPGCLHVFHAECID | Nuclear
TWLHGCASCPLC
TraesCS6D02G383800 H2 171 120 160 CPICLEEYDEENPRSITKCEHHFHLCCILEW | Nuclear
MERSETCPVC
TraesCS6D02G389000 H2 199 117 165 CAVCLTELQLQESVKAIPACGHVFHPPCIDR | Nuclear
WLQSLAASGAGHASCPLC
TraesCS6D02G389100 HC 766 714 752 CCVCCDTQIDSLLYRCGHMCTCSKCANEL | Nuclear
VRSGGKCPLC
TraesCS6D02G405300 H2 209 114 155 CAICLADLATGEELRVLPRCGHSFHVACVD | Nuclear

AWLRTCATCPTC




Identifiers RING Pro_teln S1z€ Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS7A02G005100 H2 1198 1152 1192 CAICKSNFKSQQKLIRLPCSHSYHADCITRW | Nuclear P-loop containing
LKINKSCPVC nucleoside triphosphate
hydrolase
TraesCS7A02G023300 H2 168 94 135 CAVCLGQVEAGEKLRRLPKCAHLFHADCYV | Extracellular
HAWLQAHSTCPMC
TraesCS7A02G024600 H2 171 105 147 CAVCLGDFHGAARVRRPRGCRHVFHRGCL | Extracellular
DRWAAHGHRTCPLC
TraesCS7A02G025100 H2 163 104 146 CAVCLGDFHGAARVRRPRGCRHVLHRACL | Extracellular
DRWAAHGHSTCPLC
TraesCS7A02G025200 H2 163 101 143 CAVCLGDFHAAACVRRPRGCRHVFHRACL | Extracellular
DRWAAHGHSTCPLC
TraesCS7A02G129900 H2 362 141 182 CAVCLCEFAGDDRLRLLPLCGHAFHIDCID | Extracellular
TWLLSNSTCPLC
TraesCS7A02G144900 H2 153 97 141 CAVCLEEFAAGDVLAHLPCGHRFHWGCAL | Nuclear
PWLEGAAAASHSCPFC
TraesCS7A02G152600 H2 428 124 165 CAVCLCEFAMDDALRLLPTCGHAFHVPCID | Plasma Membrane
AWLLSHSTCPLC
TraesCS7A02G156900 H2 320 120 161 CAVCLSEVADGEKVRTLPKCGHRFHVDCI | Plasma Membrane
DMWFHSHDTCPLC
TraesCS7A02G169600 H2 319 183 223 CPVCKDEFELGETARELPCKHAYHSDCIVP | Nuclear
WLQLHNSCPVC
TraesCS7A02G176700 H2 415 152 193 CAVCLSEFEDGDQLRLLPKCSHAFHPDCIG | Nuclear
EWLAGHVTCPVC
TraesCS7A02G189900 H2 230 185 226 CPICLQDIMTGEMARRLPKCCHTFHQPCVD | Extracellular
KWLIGHGSCPVC
TraesCS7A02G190800 H2 408 167 208 CAVCLCEFDAEDRLRLLPLCGHAFHLNCID | Nuclear

TWLLSNSTCPLC




. RING Protein size Domain Domain . . .
Identifiers type (amino acids) start end RING domain Localization Description
TraesCS7A02G205000 H2 167 108 149 CAICLEEFQQGQPCSEVPACRHVFHRYCID | Extracellular
VWMKSKATCPLC
TraesCS7A02G210400 H2 215 117 158 CAVCLEAFESGDRCRRLPRCEHSFHAPCVD | Chloroplast
SWLKKSQCCPVC
TraesCS7A02G211800 H2 298 162 202 CAICKDDLPLAVAARRLPCGHLYHSVCIVQ | Nuclear
WLEMHNSCPVC
TraesCS7A02G212900 HC 946 38 78 CGICFTDSRRAIRGELDCCAHHFCFVCIMA | Nuclear
WARVESRCPFC
TraesCS7A02G220000 H2 491 292 329 CIICREEMTTAKKLLCGHLFHVHCLRSWLQ | Plasma Membrane
RQHTCPTC
TraesCS7A02G228200 HC 384 232 289 CSVCLDRVLSKPTAAERKFGLLSECDHPFCI | Nuclear
SCIRNWRGNSPTSGMDVNSALRACPIC
TraesCS7A02G247700 H2 269 207 247 CSVCKDGVVAGERVKMMPCSHRYHEDCIL | Chloroplast
PWLEVRNSCPLC
TraesCS7A02G253700 H2 301 104 145 CAVCLSEFQEGERLRLLPPCLHLFHIDCIDA | Extracellular
WLHATANCPLC
TraesCS7A02G256500 HC 200 142 179 CPVCLNKMELPSATSCGHVFCEKCIKAAIK | Nuclear Zinc finger,
AQKKCPTC RING/FYVE/PHD-type
TraesCS7A02G257600 HC 265 217 254 CCVCMARAKGAAFIPCGHTFCRACARELL | Nuclear
AGRGRCPLC
TraesCS7A02G268500 H2 428 21 66 CSICLDPVTGRAGGRSIAKLQCGHEFHLDCI | Nuclear
GSAFNAKGAMQCPNC
TraesCS7A02G271500 H2 288 236 276 CVICRVEFEEGESLVALPCKHSYHSDCIKQ | Nuclear Zinc finger,

WLQLNKVCPMC

RING/FYVE/PHD-type




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end

TraesCS7A02G273000 H2 234 189 230 CSVCLQEFEAGEAARSLPECRHTFHMSCID | Chloroplast Zinc finger,
GWLCRHASCPLC RING/FYVE/PHD-type

TraesCS7A02G296500 HC 456 261 301 CNICLEAAKEPVVTPCGHLFCWPCLYQWL | Nuclear
HGHSAHSECPVC

TraesCS7A02G300000 H2 172 111 153 CAVCLGALEARHRVRELGNCAHAFHKACI | Extracellular
DKWVDKGQATCPLC

TraesCS7A02G308900 HC 401 356 388 CPICLTNAKDLAFGCGHMCCRECGENLDR | Chloroplast Copine
CPIC

TraesCS7A02G325800 H2 515 238 279 CAICLEDYSVGEKIRVLPCRHKFHAACVDL | Plasma Membrane
WLTSWRTFCPVC

TraesCS7A02G340400 Vv 903 25 73 QCRICRFPAEADRPLRRPCACSGSIRFVHDD | Plasma Membrane
CLLRWLATSRQSRCEVCS

TraesCS7A02G346400 H2 149 89 130 CAVCLGAIRVGAMAKLLPACAHVYHVECI | Extracellular
DLWLAAHSTCPLC

TraesCS7A02G346500 H2 174 124 165 CSVCLGALQVGETVRLLPACLHLYHAECID | Nuclear
PWLDAHSTCPLC

TraesCS7A02G346700 H2 155 98 139 CSVCLGALQLGDTVRLLPACLHVYHAECID | Extracellular
PWLGAHSTCPIC

TraesCS7A02G346800 H2 152 95 136 CSVCLGAFQLGETVRLLPACLHLYHVECID | Extracellular
PWLDAHSTCPIC

TraesCS7A02G346900 H2 152 95 136 CSVCLGVFQLGETVRLLPACMHLYHVECID | Mitochondrial
PWLDAHSTCPIC

TraesCS7A02G347000 H2 176 119 160 CSVCLGVFQLGETVRLLPACLHLYHVECID | Extracellular
PWLDAHSTCPIC

TraesCS7A02G347100 H2 185 128 169 CSVCLGAFLLGETVRLLPVCLHLYHVGCID | Plasma Membrane

PWLDAHSTCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end

TraesCS7A02G347200 H2 159 95 136 CSVCLGTVQAGEMVRLLPLCKHLYHVECI | Extracellular
DMWLASHDTCPLC

TraesCS7A02G347700 H2 163 100 141 CAVCLAEVRPKEVVKQLPACTHLFHDRCID | Plasma Membrane Zinc finger,
EWLWSHRTCPVC RING/FYVE/PHD-type

TraesCS7A02G347800 H2 239 175 217 CCVCLAGMREEQALRDLPRCGHRFHEKCI Plasma Membrane
GKWLKTGHPTCPVC

TraesCS7A02G347900 H2 176 111 152 CAVCLEALSGGEKARRLPVCAHTFHVGCID | Plasma Membrane
MWFHSHATCPVC

TraesCS7A02G348000 H2 182 117 158 CAVCLEALSGREKARRLPVCAHMFHVGCI | Plasma Membrane
DMWFHSHVTCSVC

TraesCS7A02G348100 H2 200 135 176 CAVCLEDVQGGEMVRQLPPCRHLFHVDCI | Plasma Membrane
DMWLHTHRTCPLC

TraesCS7A02G348200 H2 324 122 163 CVVCLQELEDGDVVRVLPACRHFFHGSCID | Nuclear
TWLRAHSSCPVC

TraesCS7A02G352100 H2 296 114 155 CAVCLTELEDGEEARFLPRCGHGFHTECVD | Plasma Membrane
MWLASHTSCPLC

TraesCS7A02G372900 H2 216 143 184 CPVCLEDIHGGEMVRQLPACRHLFHVECID | Plasma Membrane
MWLDSHRTCPMC

TraesCS7A02G373200 H2 217 145 186 CPVCLEDIHGGEMVRQLPACRHLFHVECID | Plasma Membrane
MWLDSHRTCPMC

TraesCS7A02G381200 HC 441 398 430 CAICMDKSKDLAFGCGHQTCYDCGGKLVR | Nuclear Copine
CPMC

TraesCS7A02G381300 HC 457 414 446 CAICMDKSKDLAFGCGHQTCYDCGKNLVR | Nuclear Copine
CPMC

TraesCS7A02G391700 H2 331 257 297 CAVCKDGIVQGELATWLPCAHFYHGACIG | Cytoplasmic

PWLAIRNSCPVC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS7A02G420500 HC 324 220 268 CSICLDTVFDAVSLSCGHIFCYLCCSAAASYV | Extracellular Zinc finger,
TVVDGLESADPGSKCPIC RING/FYVE/PHD-type
TraesCS7A02G423300 H2 592 10 51 CAICLGGMVRGQASYTAECSHAFHLICISAS | Chloroplast
VAHGNHTCPLC
TraesCS7A02G428300 H2 580 523 563 CSICQEEYIEDEEVGRMKCEHQYHVCCIQE | Nuclear
WLRQKNWCPIC
TraesCS7A02G441900 HC 316 269 303 CKGCREDAAVVLLLPCRHLCVCAPCAAAA | Extracellular E3 ubiquitin-protein
QACPAC ligase BOI-like
TraesCS7A02G442100 HC 314 267 301 CKACREGAAVVLLLPCRHLCVCAPCAAAA | Extracellular Zinc finger,
LACPAC RING/FYVE/PHD-type
TraesCS7A02G442300 HC 317 270 304 CKGCREGAAVVLLLPCRHLCVCAPCAAVA | Extracellular E3 ubiquitin-protein
QACPVC ligase BOI-like
TraesCS7A02G458100 H2 135 61 102 CAVCLGQVEAGEKLRRLPKCAHLFHADCYV | Nuclear
HAWLQAHSTCPMC
TraesCS7A02G463200 % 485 236 285 VCRICFVELNEGGETLKMECSCKGELALAH | Nuclear Zinc finger, RING-CH-
QDCAVKWFSIKGNKICDVCR type
TraesCS7A02G478200 H2 173 106 147 CAICLSDFADGETIRVLPVCGHRFHVLCVD | Extracellular
RWLTSRCSCPTC
TraesCS7A02G486700 HC 303 242 280 CVVCLTEPRDTTVLPCRHMCLCRECAQTLR | Nuclear
FQTNKCPMC
TraesCS7A02G503800 H2 178 112 153 CAVCLERYADSDVVRVLPDCGHLFHRGCV | Plasma Membrane
DAWLRRRPTCPVC
TraesCS7A02G524600 v 1097 47 95 VCRICRNRGDDEHPLRYPCACSGSIKFVHQ | Plasma Membrane

DCLLQWLDHSNSRQCEVCK




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS7A02G526000 H2 250 197 238 CSVCLQDFASRQYVRALPQCRHIFHVPCID | Extracellular Zinc finger,
NWLQRNASCPLC RING/FYVE/PHD-type
TraesCS7A02G534800 H2 242 197 238 CSVCLQDFQIGEKVRSLPDCLHVFHVPCID Plasma Membrane
GWLIKHGSCPLC
TraesCS7A02G551400 H2 244 123 164 CPVCLAAFEEGDNLRLLPHCSHVFHPECVD | Chloroplast
PWLQARATCPLC
TraesCS7A02G555800 H2 215 127 168 CAICLAEFTDGESVRVLPRCGHNFHMTCVD | Nuclear
AWLRTCATCPSC
TraesCS7A02G556000 H2 198 114 155 CAICLAEFTVGESMRVLPRCGHAFHVLCID | Extracellular
TWLRTCTSCPFC
TraesCS7A02G556100 H2 154 70 111 CAICLAEFVEGEVVRVLPRCGHTFHVLCIH | Extracellular
AWLRTCATCPSC
TraesCS7A02G556200 H2 207 118 159 CAICLADFTEGEGLRVLPRCGHHFHVGCVD | Extracellular
AWLRTCATCPSC
TraesCS7A02G556400 H2 208 121 162 CAICLAEYMEGEALRVLPRCGHGFHVACV | Extracellular
DAWLRTCATCPSC
TraesCS7A02G556500 H2 207 120 161 CAICLAEFTEGEALRVLPRCGHGFHVACVD | Extracellular
AWLRTCATCPSC
TraesCS7A02G556600 H2 161 87 128 CGICLAEFMEGEGLRVLPQCGHGFHVACYV | Extracellular
DAWLRTCATCPSC
TraesCS7A02G556700 H2 211 117 158 CAICLAEFADGEAVRVLPGCGHGFHAACYV | Plasma Membrane
DAWLRTRATCPSC
TraesCS7A02G563700 H2 162 99 140 CAVCLAEVRPKEVVKQLPACTHLFHDRCID | Plasma Membrane Zinc finger,
EWLWSHRTCPVC RING/FYVE/PHD-type
TraesCS7B02G029900 H2 364 142 183 CAVCLCEFAGDDRLRLLPLCGHAFHIDCID | Nuclear

TWLLSNSTCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end

TraesCS7B02G047200 H2 213 157 199 CAVCLDEFAAGDVLAHLPCGHRFHWGCAL | Nuclear
PWLEGAASHSCPFC

TraesCS7B02G056400 H2 435 131 172 CAVCLCEFAMDDALRLLPTCGHAFHVPCID | Nuclear
AWLLSHSTCPLC

TraesCS7B02G061100 H2 320 119 160 CAVCLSEVADGEKVRTLPKCGHRFHVDCI | Plasma Membrane
DMWFHSHDTCPLC

TraesCS7B02G074800 H2 322 184 224 CPVCKDEFEIGETARELPCKHAYHSDCIVP | Nuclear
WLRLHNSCPVC

TraesCS7B02G081700 H2 414 152 193 CAVCLSEFEDGDQLRLLPKCSHAFHPDCIG | Chloroplast
EWLAGHVTCPVC

TraesCS7B02G094900 H2 230 185 226 CPICLQDIVTGEMARRLPKCCHTFHQPCVD | Extracellular
KWLIGHGSCPVC

TraesCS7B02G095700 H2 410 169 210 CAVCLCEFDAEDRLRLLPLCGHAFHLNCID | Nuclear
TWLLSNSTCPLC

TraesCS7B02G112200 H2 164 105 146 CAICLEELQQGQACSEVPVCRHVFHRDCID | Extracellular
AWMKSQTTCPLC

TraesCS7B02G112300 H2 226 167 208 CAICQDEFLQGQMCSEVPACRHLFHRDCIE | Extracellular
VWRKSKTTCPLC

TraesCS7B02G117100 H2 180 82 123 CAVCLEAFESGDRCRRLPRCEHSFHAPCVD | Extracellular
SWLKKSQCCPVC

TraesCS7B02G118700 H2 298 162 202 CAICKDDLPLAVAARRLPCGHLYHSVCIVQ | Nuclear
WLEMHNSCPVC

TraesCS7B02G127400 H2 491 292 329 CIICREEMTTAKKLLCGHLFHVHCLRSWLQ | Plasma Membrane
RQHTCPTC

TraesCS7B02G134400 HC 399 356 388 CPICWSEAKNLAFGCGHQTCADCGKDLKY | Nuclear Copine
CPLC

TraesCS7B02G144100 H2 269 207 247 CSVCKDGVVAGERVKMMPCSHRYHEDCIL | Chloroplast

PWLEVRNSCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS7B02G150000 H2 295 104 145 CAVCLSEFREGERLRLLPPCLHLFHIDCIDA | Plasma Membrane
WLHATANCPLC
TraesCS7B02G154000 HC 199 141 178 CPVCLNKMELPSATSCGHVFCEKCIKAAIK | Nuclear Zinc finger,
AQKKCPTC RING/FYVE/PHD-type
TraesCS7B02G154600 HC 263 215 252 CCVCMARAKGAAFIPCGHTFCRACARELL | Nuclear
AGRGRCPLC
TraesCS7B02G163800 H2 430 21 66 CSICLDPVAGRAGGRSIAKLQCGHEFHLDCI | Nuclear
GSAFNAKGAMQCPNC
TraesCS7B02G171000 H2 271 226 267 CSVCLQEFEAGEAARSLPECRHTFHMSCID | Plasma Membrane Zinc finger,
GWLCRHASCPLC RING/FYVE/PHD-type
TraesCS7B02G176700 % 311 54 106 CCRICLEAESEIGDELISPCMCKGTQQFVHR | Plasma Membrane
SCLDHWRSVKEGFAFSHCTTCK
TraesCS7B02G188200 H2 172 111 153 CAVCLGALEARHRVRELGNCAHAFHKACI | Extracellular
DKWVDKGQATCPLC
TraesCS7B02G189000 HC 461 266 306 CNICLEAAKEPVVTPCGHLFCWPCLYQWL Nuclear
HGHSAHSECPVC
TraesCS7B02G191500 HC 384 232 289 CSVCLDRVLSKSTAAERKFGLLSECDHPFCI | Nuclear
SCIRNWRGNSPTSGMDVNSALRACPIC
TraesCS7B02G226400 H2 505 228 269 CAICLEDYSVGEKIRVLPCRHKFHAACVDL | Nuclear
WLTSWRTFCPVC
TraesCS7B02G234500 H2 323 123 164 CVVCLQELEDGDVVRVLPACRHFFHGSCID | Nuclear
TWLRAHSSCPVC
TraesCS7B02G234600 H2 263 127 168 CAVCLEELREGALVRMLPSCKHYFHATCV | Nuclear

DVWLLSHATCPVC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end

TraesCS7B02G235200 H2 200 130 171 CAVCLEDVQGGEMVRQLPPCRHLFHVDCI | Plasma Membrane
DMWLHTHRTCPLC

TraesCS7B02G235300 H2 176 111 152 CAVCLEALSGGEKARRLPVCAHTFHVGCID | Plasma Membrane
MWFHSHATCPVC

TraesCS7B02G235400 H2 243 179 221 CCVCLAGMREEQALRDLPRCGHRFHEKCI | Plasma Membrane
GKWLKTGHPTCPVC

TraesCS7B02G235500 H2 182 130 171 CVVCLGEVGKGEETRRLPVCRHVFHRQCV | Plasma Membrane
ERWLMERSTCPVC

TraesCS7B02G235600 H2 171 108 149 CAVCLAEIKPKEVVKQLPACTHLFHDRCID | Extracellular
EWLWSHRTCPVC

TraesCS7B02G236000 H2 159 95 136 CSVCLGTVQAGEMVRLLPLCKHLYHVECI | Extracellular
DMWLASHDTCPLC

TraesCS7B02G236100 H2 197 140 181 CSVCLGVFQLGETVRLLPACMHLYHVECID | Nuclear
PWLDAHSTCPIC

TraesCS7B02G236200 H2 193 136 177 CSVCLGVFQLGEAVRLLPACMHLYHVECI | Nuclear
DPWLDAHSTCPLC

TraesCS7B02G236600 H2 186 136 177 CSVCLGAMQVGETVRLLPACLHLYHAECI | Nuclear
DPWLDAHSTCPLC

TraesCS7B02G236700 H2 149 89 130 CAVCLGAIRVGAMAKLLPACAHVYHVECI | Extracellular
DLWLASHSTCPLC

TraesCS7B02G252000 v 904 26 74 QCRICRFPAEADRPLRRPCACSGSIRFVHDD | Plasma Membrane
CLLRWLATSRQSRCEVCS

TraesCS7B02G253800 H2 217 145 186 CPVCLEDIHGGEMVRQLPACRHLFHVECID | Plasma Membrane
MWLDSHRTCPMC

TraesCS7B02G254300 H2 218 145 186 CPVCLEDIHGGEMVRQLPACRHLFHVECID | Plasma Membrane
MWLDSHRTCPMC

TraesCS7B02G255400 H2 218 145 186 CPVCLEDTHGGEMVRQLPACRHLFHVECID | Plasma Membrane

MWLDSHRTCPMC




. RING Protein size Domain Domain . N -
Identifiers type (amino acids) start end RING domain Localization Description
TraesCS7B02G276000 H2 293 111 152 CAVCLTELEDGEEARFLPRCGHGFHTECVD | Plasma Membrane
MWLASHTSCPLC
TraesCS7B02G283100 HC 443 400 432 CAICTDKSKDLAFGCGHQTCYDCGQNLVR | Nuclear Copine
CPMC
TraesCS7B02G283200 HC 456 413 445 CAICMDKSKDLAFGCGHQTCYDCGKNLVR | Nuclear Copine
CPMC
TraesCS7B02G293600 H2 330 256 296 CAVCKDGIVQGGLATRLPCAHFYHGACIGP | Cytoplasmic
WLAIRNSCPVC
TraesCS7B02G327800 H2 402 114 155 CAVCLGRFEPTEALRLLPKCRHGFHVECVD | Nuclear
TWLDAHSTCPLC
TraesCS7B02G328500 H2 578 523 563 CSICQEEYIEDEEVGRMKCEHQYHVCCIQE | Nuclear
WLRQKNWCPIC
TraesCS7B02G340500 HC 315 268 302 CKGCREGAAVVLLLPCRHLCVCASCAAAA | Extracellular Zinc finger,
QACPAC RING/FYVE/PHD-type
TraesCS7B02G340600 HC 312 265 299 CKACHDGAAVVLLLPCRHLSVCAPCAAAA | Extracellular E3 ubiquitin-protein
QACPAC ligase BOI-like
TraesCS7B02G340700 HC 312 265 299 CKGCREGAAVVLLLPCRHLCVCAPCAAAA | Extracellular E3 ubiquitin-protein
QVCPVC ligase BOI-like
TraesCS7B02G343400 H2 322 270 312 CPVCLQLLEGNDLAAWSGCDKPHVFHGSC | Cytoplasmic
LERVLVESKTCPMC
TraesCS7B02G343500 H2 388 336 378 CPICLOMLEGDDLATWPECGKPHVFHGAC | Cytoplasmic
LERVLVESKTCPMC
TraesCS7B02G363900 v 483 235 284 VCRICFVELNEGGETLKMECSCKGELALAH | Nuclear Zinc finger, RING-CH-
QDCAVKWFSIKGNKICDVCR type
TraesCS7B02G371200 H2 322 146 187 CSVCLGEFLDGELLRLLPKCGHAFHVPCIG Nuclear

TWLRAHVNCPLC




. RING Protein size Domain Domain . . .
Identifiers type (amino acids) start end RING domain Localization Description
TraesCS7B02G380600 H2 228 162 203 CAICLSDFADGETIRVLPVCGHRFHVPCVD | Extracellular Zinc finger,
RWLASRCSCPTC RING/FYVE/PHD-type
TraesCS7B02G390000 HC 276 214 252 CVVCLTEPRDTTVLPCRHMCLCRECAQTLR | Extracellular
FQTNKCPMC
TraesCS7B02G442100 \Y; 1099 47 95 VCRICRNRGDDEHPLRYPCACSGSIKFVHQ | Plasma Membrane
DCLLQWLDHSNSRQCEVCK
TraesCS7B02G443600 H2 265 212 253 CSVCLQDFGSRQFVRALPQCGHIFHVPCID | Plasma Membrane Zinc finger,
NWLQRNASCPLC RING/FYVE/PHD-type
TraesCS7B02G452400 H2 243 198 239 CSVCLQDFQIGEKVRSLPDCLHVFHVPCID | Plasma Membrane
GWLIKHGSCPLC
TraesCS7B02G475300 H2 192 97 138 CPVCLTAFVEGDSLRLLPHCSHVFHPVCIDP | Plasma Membrane
WLHQRATCPLC
TraesCS7B02G480500 H2 198 110 151 CAICLTEFTDGESVRVLPRCGHNFHVACVD | Extracellular
AWLRTCATCPSC
TraesCS7B02G480600 H2 181 97 138 CAICLAEFADGESMRVLPRCGHAFHVLCID | Plasma Membrane
AWLRTCATCPSC
TraesCS7B02G480700 H2 207 119 160 CAICLADFTEGEGLRVLPRCGHHFHVGCVD | Extracellular
AWLRTCATCPSC
TraesCS7B02G480900 H2 207 120 161 CAICLAEFTEGEALRVLPRCGHGFHVACVD | Extracellular
AWLRTCATCPSC
TraesCS7B02G481000 H2 203 115 156 CAICLAEFTEGEGLRVLPQCGHGFHVACVD | Extracellular
AWLRSCATCPSC
TraesCS7B02G481100 H2 197 104 145 CAICLAEFADGEPVRVLPGCGHGFHVACVY Plasma Membrane

DAWLRTRATCPSC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end

TraesCS7D02G000400 H2 330 202 242 CAVCMDDFLLGAAAKQLPCNHVFHKDCIL | Nuclear
PWLDLHSSCPVC

TraesCS7D02G020500 H2 173 98 139 CAVCLGQVEAGEKLRRLPKCAHLFHADCV | Nuclear
HAWLRAHSTCPMC

TraesCS7D02G021000 H2 170 95 136 CAVCLGQVEAGEKLRRLPKCAHLFHADCYV | Extracellular
HAWLQAHSTCPMC

TraesCS7D02G022600 H2 297 231 273 CAVCLGDFHGAARVRRPRGCRHVFHRGCL | Plasma Membrane
DRWASHGHHTCPLC

TraesCS7D02G023000 H2 161 101 143 CAVCFGEFHGAARVRRPRGCRHVFHRGCL | Extracellular
DRWAAHGRRTCPLC

TraesCS7D02G023100 H2 154 95 137 CAVCLGDFHGAAHVRRPRGCWHIFHRACL | Extracellular
DRWAAYGHRTCPLC

TraesCS7D02G043400 H2 159 104 146 CAVCLGDFHCAACVRRPRGCRHVFHRACL | Extracellular
DRWAAHGHSTCPLC

TraesCS7D02G049800 H2 251 203 243 CTVCLSAFRNRENIITLPCKHNYHASCISSW | Nuclear
LKINRTCPVC

TraesCS7D02G082700 H2 242 177 216 CPICMDDDEVAWKETKPCGHRFHGRCVEP | Nuclear
WLKAKGSCPMC

TraesCS7D02G125200 H2 202 111 155 CPICMEDDDDDNAATGAWKETPCGHRFHG | Cytoplasmic
RCVERWLRVKGSCPMC

TraesCS7D02G129000 H2 370 147 188 CAVCLCEFAGDDRLRLLPLCGHAFHIDCID | Nuclear
TWLLSNSTCPLC

TraesCS7D02G141500 H2 185 126 167 CVICLGLVQVGEMVRQLPACKHMFHVDCYV | Plasma Membrane
DVWLRSHSTCPIC

TraesCS7D02G146300 H2 216 158 202 CAVCLDEFAAGDVLAHLPCGHRFHWGCAL | Nuclear
PWLEGAAAASHSCPFC

TraesCS7D02G154300 H2 432 127 168 CAVCLCEFAMDDALRLLPTCGHAFHVPCID | Nuclear

AWLLSHSTCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end

TraesCS7D02G157300 H2 323 119 160 CAVCLSEVADGEKVRTLPKCDHRFHVDCI | Plasma Membrane
DMWFHSHDTCPLC

TraesCS7D02G170800 H2 320 184 224 CPVCKDEFELGETARELPCKHAYHSDCIVP | Extracellular
WLRLHNSCPVC

TraesCS7D02G178000 H2 408 145 186 CAVCLSEFEDGDQLRLLPKCSHAFHPDCIG | Chloroplast
EWLAGHVTCPVC

TraesCS7D02G191100 H2 230 185 226 CPICLQDIVTGEMARRLPKCCHTFHQPCVD | Extracellular
KWLIGHGSCPVC

TraesCS7D02G191800 H2 410 169 210 CAVCLCEFDAEDRLRLLPLCGHAFHLNCID | Nuclear
TWLLSNSTCPLC

TraesCS7D02G212200 H2 180 82 123 CAVCLEAFESGDRCRRLPRCEHSFHAPCVD | Extracellular
SWLKKSQCCPVC

TraesCS7D02G213400 H2 298 162 202 CAICKDDLPLAVAARRLPCGHLYHSVCIVQ | Nuclear
WLEMHNSCPVC

TraesCS7D02G214800 HC 944 36 76 CGICFTDSRRAIRGELDCCAHHFCFVCIMA | Nuclear
WARVESRCPFC

TraesCS7D02G222100 H2 491 292 329 CIICREEMTTAKKLLCGHLFHVHCLRSWLQ | Plasma Membrane
RQHTCPTC

TraesCS7D02G226400 HC 384 232 289 CSVCLDRVLSKPTAAERKFGLLSECDHPFCI | Nuclear
SCIRNWRGNSPTSGMDVNSALRACPIC

TraesCS7D02G246300 H2 269 207 247 CSVCKDGVVAGERVKMMPCSHRYHEECIL | Chloroplast
PWLEVRNSCPLC

TraesCS7D02G252300 H2 296 105 146 CAVCLSEFQEGERLRLLPPCLHLFHIDCIDA | Plasma Membrane
WLHATANCPLC

TraesCS7D02G257900 HC 201 143 180 CPVCLNKMELPSATSCGHVFCEKCIKAAIK | Nuclear Zinc finger,

AQKKCPTC

RING/FYVE/PHD-type




. RING Protein size Domain Domain . . .
Identifiers type (amino acids) start end RING domain Localization Description
TraesCS7D02G258600 HC 265 217 254 CCVCMARAKGAAFIPCGHTFCRACARELF | Nuclear
AGRGRCPLC
TraesCS7D02G266300 H2 430 21 66 CSICLDPVAGRAGGRSIAKLQCGHEFHLDCI | Nuclear
GSAFNAKGAMQCPNC
TraesCS7D02G271800 H2 288 236 276 CVICRVEFEEGESLVALPCKHSYHSDCINQ | Nuclear Zinc finger,
WLQLNKVCPMC RING/FYVE/PHD-type
TraesCS7D02G273100 H2 234 189 230 CSVCLQEFEAGEAARSLPECRHTFHMSCID | Chloroplast Zinc finger,
GWLCRHASCPLC RING/FYVE/PHD-type
TraesCS7D02G282300 % 311 54 106 CCRICLEAESEIGDELISPCMCKGTQQFVHR | Plasma Membrane
SCLDHWRSVKEGFAFSHCTTCK
TraesCS7D02G293200 HC 461 266 306 CNICLEAAKEPVVTPCGHLFCWPCLYQWL | Nuclear
HGHSAHSECPVC
TraesCS7D02G295800 H2 172 111 153 CAVCLGALEARHRVRELGNCAHAFHKACI | Extracellular
DKWVDKGQATCPLC
TraesCS7D02G305600 HC 406 361 393 CPICLTNAKDLAFGCGHMCCRECGENLDR | Chloroplast Copine
CPIC
TraesCS7D02G322500 H2 515 238 279 CAICLEDYSVGEKIRVLPCRHKFHAACVDL | Nuclear
WLTSWRTFCPVC
TraesCS7D02G330600 H2 230 94 135 CAVCLEELRGGALVRMLPSCKHYFHATCV | Nuclear
DVWLLSHATCPVC
TraesCS7D02G330800 H2 323 123 164 CVVCLQELEDGDVVRVLPACRHFFHGSCID | Nuclear
TWLRAHSSCPVC
TraesCS7D02G330900 H2 205 135 176 CAVCLEDVQGGEMVRQLPPCRHLFHVDCI Plasma Membrane

DMWLHTHRTCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end

TraesCS7D02G331000 H2 179 114 155 CAVCLEALSGGEKARRLPVCTHTFHVGCID | Plasma Membrane
MWFHSHATCPVC

TraesCS7D02G331100 H2 180 115 156 CAVCLEALSGGEKVRRLPVCAHTFHVGCID | Plasma Membrane
MWFHSHATCPVC

TraesCS7D02G331200 H2 243 179 221 CCVCLAGMREEQALRDLPRCGHRFHEKCI | Plasma Membrane
GKWLKTGHPTCPVC

TraesCS7D02G331300 H2 171 108 149 CAVCLAEIKPKEVVKQLPACTHLFHDRCID | Plasma Membrane
EWLWSHRTCPVC

TraesCS7D02G331800 H2 159 95 136 CSVCLGTVQAGEMVRLLPLCKHLYHVECI | Extracellular
DMWLASHDTCPLC

TraesCS7D02G331900 H2 186 129 170 CSVCLGAFLLGETVRLLPVCLHLYHVGCID | Plasma Membrane
PWLDAHSTCPLC

TraesCS7D02G332000 H2 155 99 140 CSVCLGAFQLGETVRLLPACLHLYHVECID | Extracellular
PWLDAHSTCPLC

TraesCS7D02G332200 H2 155 98 139 CSVCLGALQLGDTVRLLPACLHVYHAECID | Extracellular
PWLGAHSTCPIC

TraesCS7D02G332500 H2 195 136 177 CSVCLGAMQVGEMVRLLPACLHLYHTECI | Extracellular
DPWLAAHSTCPVC

TraesCS7D02G332600 H2 187 130 171 CSVCLGVLQLGETVRLLPACLHLYHAECID | Plasma Membrane
PWLEAHSTCPIC

TraesCS7D02G332700 H2 148 88 129 CAVCLAAIRVGAMAKLLPACAHVYHVECI | Extracellular
DLWLASHSTCPLC

TraesCS7D02G349700 H2 217 145 186 CPVCLEDIHGGEMVRQLPACRHLFHVECID | Plasma Membrane
MWLDSHRTCPMC

TraesCS7D02G350200 H2 210 137 178 CPVCLEDIHGGEMVRQLPACRHLFHVECID | Plasma Membrane
MWLDSHRTCPMC

TraesCS7D02G370800 H2 294 112 153 CAVCLTELEDGEEARFLPRCGHGFHTECVD | Plasma Membrane

MWLASHTSCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS7D02G377500 HC 454 411 443 CAICMDKSKDLAFGCGHQTCYDCGEKLVR | Nuclear Copine
CPMC
TraesCS7D02G377600 HC 457 414 446 CAICMDKSKDLAFGCGHQTCYDCGKNLVR | Nuclear Copine
CPMC
TraesCS7D02G387300 H2 326 252 292 CAVCKDGIVQGELATRLPCAHFYHGACIGP | Cytoplasmic
WLAIRNSCPVC
TraesCS7D02G413200 HC 322 218 266 CSICLDTVFDAVSLSCGHIFCYPCCSAAASV | Extracellular Zinc finger,
TVVDGLESADPGSKCPIC RING/FYVE/PHD-type
TraesCS7D02G415800a | HC 452 34 82 CPMCTTTAPIIHKSSFGSCGHAFCNSCVATY | Extracellular Zinc finger,
IAVRQRENAALPVECPDC RING/FYVE/PHD-type
TraesCS7D02G415800b | HC 452 122 169 CAKCMHVVPCACIRRSFTSCAHDFCSSCVS | Extracellular Zinc finger,
RRLRGRRGDGKHFYCTKC RING/FYVE/PHD-type
TraesCS7D02G420000 H2 401 114 155 CAVCLGRFEPTEALRLLPKCRHGFHVECVD | Chloroplast
TWLDAHSTCPLC
TraesCS7D02G420400 H2 573 518 558 CSICQEEYIEDEEVGRMKCEHQYHVCCIQE | Nuclear
WLRQKNWCPIC
TraesCS7D02G431100 HC 314 267 301 CKGCREGAAVVLLLPCRHLCVCAPCAAAA | Extracellular Zinc finger,
QACPAC RING/FYVE/PHD-type
TraesCS7D02G431200 HC 308 261 295 CKGCREDAAVVLLLPCRHLCVCAPCAAAA | Extracellular Zinc finger,
QACPAC RING/FYVE/PHD-type
TraesCS7D02G431300 HC 313 266 300 CKGCREGAAVVLLLPCRHLCVCAPCAAAA | Extracellular E3 ubiquitin-protein

QACPVC

ligase BOI-like




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCS7D02G433200 H2 384 332 374 CPICLQQLKGDDLAAWPGCGKPHVFHGAC | Cytoplasmic
LERVHVENKTCPMC
TraesCS7D02G433400 H2 452 397 441 CPVCLQLLEVEGDDLAAWPGCSKPHVFHS | Nuclear
ACLERALVESVRCPMC
TraesCS7D02G451000 v 485 236 285 VCRICFVELNEGGETLKMECSCKGELALAH | Nuclear Zinc finger, RING-CH-
QDCAVKWFSIKGNKICDVCR type
TraesCS7D02G457000 H2 324 143 184 CSVCLGEFLDGELLRLLPKCGHAFHVPCIG | Nuclear
TWLRAHVSCPLC
TraesCS7D02G465600 H2 167 101 142 CAICLSDFKDGETIRVLPVCGHRFHVPCVD | Extracellular
RWLTSRCSCPTC
TraesCS7D02G473200 HC 303 241 279 CVVCLTEPRDTTVLPCRHMCLCRECAQTLR | Nuclear
FQTNKCPMC
TraesCS7D02G513500 Vv 1094 44 92 VCRICRNRGDDEHPLRYPCACSGSIKFVHQ | Plasma Membrane
DCLLQWLDHSNSRQCEVCK
TraesCS7D02G514900 H2 251 198 239 CSVCLQDFGSCQFVRVLPQCQHIFHVPCID | Extracellular Zinc finger,
NWLQRNASCPLC RING/FYVE/PHD-type
TraesCS7D02G522000 H2 243 198 239 CSVCLQDFQIGEKVRSLPDCLHVFHVPCID Plasma Membrane
GWLIKHGSCPLC
TraesCS7D02G537300 H2 213 118 159 CPVCLTAFEEGDSLRLLPHCSHVFHPECIDP | Plasma Membrane
WLQRRATCPLC
TraesCS7D02G538000 H2 256 125 166 CPVCLAVFEEGDNLRLLPHCSHVFHPECIDP | Chloroplast
WLQARATCPLC
TraesCS7D02G547300 H2 170 107 148 CAVCLAEVRPKEVVKQLPACTHLFHDRCID | Plasma Membrane

EWLWSHRTCPVC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end

TraesCS7D02G554000 H2 198 105 146 CAICLAEFADGEAVRVLPGCGHGFHIACVD | Plasma Membrane
AWLRTRASCPSC

TraesCS7D02G554100 H2 199 116 157 CAICLAEFMEGEGLRVLPRCGHGFHVACYV | Plasma Membrane
DAWLRTCATCPSC

TraesCS7D02G554200 H2 206 119 160 CAICLAEFAEGDGLRVLPLCSHRFHVACVD | Extracellular
AWLRTCATCPSC

TraesCS7D02G554300 H2 207 120 161 CAICLAEYTEGEALRVLPRCGHRFHVACVD | Extracellular
AWLRTCATCPSC

TraesCS7D02G554400 H2 205 116 157 CAICLAEFTEGEGLRVLPRCGHRFHVACVD | Extracellular
AWLRTCATCPSC

TraesCS7D02G554500 H2 199 115 156 CAICLAEFAEGEGVRVLPRCCHTFHVVCVD | Nuclear
AWLRTCATCPSC

TraesCS7D02G554600 H2 199 115 156 CAICLAEFAEGEGVRVLPRCCHTFHVVCVD | Plasma Membrane
AWLRTCATCPSC

TraesCS7D02G554700 H2 216 128 169 CAICLTEFTDGESVRVLPLCGHNFHVACVD | Extracellular
GWLRTCATCPSC

TraesCSU02G011000 H2 222 174 215 CIICLQDMVAGETARRLPNCSHTFHQPCVD | Extracellular Zinc finger,
KWLFTHGSCPVC RING/FYVE/PHD-type

TraesCSU02G056200 H2 119 53 108 CAICRNHIMDLCIECQANQASATSEECTVA | Nuclear
WGVCNHAFHFHCISRWLKTRQVCPLD

TraesCSU02G068200 H2 220 170 210 CPTCLEDYTSENPRIVMQCSHHFHLGCIYE | Nuclear
WMERSEACPVC

TraesCSU02G068700 H2 389 33 73 CSICLEAFCESDPSTLTGCKHEFHLQCILEW | Nuclear
CQRSSQCPMC

TraesCSU02G093700 H2 398 114 155 CAVCLGRFEPTEALRLLPKCRHGFHVECVD | Chloroplast

TWLDAHSTCPLC




Identifiers RING Pro_teln sze Domain Domain RING domain Localization Description
type (amino acids) start end
TraesCSU02G109900 H2 367 191 232 CAVCLAEFRGGETLRLLPRCAHAFHRGCID | Nuclear
TWLRAHVNCPLC
TraesCSU02G113400 HC 351 304 338 CRLCGAKEAAVLVMPCRHLCLCADCDRYV | Nuclear E3 ubiquitin-protein
ADACPVC ligase BOI-like
TraesCSU02G121400 H2 223 125 166 CAVCLAGLERGEEARALPRCGHRFHVGCID | Plasma Membrane
AWFRGNSTCPLC
TraesCSU02G152200 H2 170 99 138 CPICIEDDDSAAWKETPCEHRFHGRCLERW | Extracellular
LQAKGSCPMC
TraesCSU02G152300 H2 170 99 138 CPICIEDDDSAAWKETPCEHRFHGRCLERW | Extracellular
LQAKGSCPMC
TraesCSU02G176500 H2 135 83 124 CAVCLAEYADGDELRVLPGCAHAFHRRCV | Extracellular
DQWLRHRPSCPLC
TraesCSU02G176600 H2 135 83 124 CAVCLAEYADGDELRVLPGCAHAFHRRCV | Extracellular
DQWLRHRPSCPLC
TraesCSU02G195400 H2 149 96 137 CAVCLAEYADGDELRRLPGCRHSFHRRCV | Extracellular
HDWLRRRPSCPLC
TraesCSU02G200100 H2 156 103 144 CAVCLAEYADADELRRLPGCKHVFHRLCYV | Extracellular
DEWLRRRPSCPLC
TraesCSU02G211400 H2 152 99 140 CAVCLAEYADGDELRRLPGCQHAFHRRCV | Extracellular
DEWLRRRPSCPLC
TraesCSU02G220900 H2 149 96 137 CAVCLAEYADGDELRRLPGCRHSFHRRCV | Extracellular
HDWLRRRPSCPLC
TraesCSU02G230000 H2 158 105 146 CVVCLAEYADGDELRRLPGCKHAFHRLCYV | Extracellular

DEWLRRRPSCPLC




Supplemental Table S2. The 117 incomplete RING domains (not classified in any of the four groups) due the absence or substitution of any of the eight metal ligand residues.

Protein
RING | size (amino | Domai | Domai

Identifiers type acids) nstart | nend Incomplete RING domain
TraesCS1A02G005700a ND 792 12 57 CMVCRAAAPPEVELLRCATCATPWHSPCLSKPPALADAAAWACPDC
TraesCS1A02G011700 ND 169 105 146 CAVCLERYADSDMVRVLPDCGHLFRRGCVDPWLRQRPTCPVC
TraesCS1B02G159800 ND 182 139 176 CGICLEVNAKIVLPDCTHSLCLRCFEEWNAKSKSCPFA
TraesCS1D02G002400a ND 506 12 57 CMVCRAAAPPEVELLRCATCATPWHSPCLSRPPALADAAAWACPDC
TraesCS2A02G178500a ND 351 144 191 CAICMETVPGTLKFSVGSCGHAFCSGCVAQYVAAKLGENVARVKCPDP
TraesCS2A02G178500b ND 351 307 349 CPKCRMYVEKSEGCNYIKCRCGSSFCYRCASKVSALTHYCNKC
TraesCS2A02G336300 ND 347 277 318 CPICYEDLDPTDSSFLPCPCGFHLCLFCHKRILEADARCPGC
TraesCS2A02G479900 ND 1037 724 764 MDSRTGPKEPPENAVITTCCHIFCYECAQESLSEEEVCPVC
TraesCS2A02G526800b ND 526 232 295 CAKCMHVVPCACIRPSFTSCAHDLCSSCVSQQLQGRRRQAGKLPRHQPADLLPKPKGNGDLPVD
TraesCS2A02G526800c ND 526 303 350 CAICMELVPGTLRFRVNSCAHAFCSSCVAQYIAAKLDDMVARIECPHP
TraesCS2A02G545900b ND 681 230 266 CAKCMHVVPCACTRYNFTMCDHNFCSRCVAMKLCQNV
TraesCS2A02G545900d ND 681 474 521 CNICMEMVARTLKFSVNSCGHVFCSSCITQYVAAKLDNNVARVECPDP
TraesCS2A02G545900e ND 681 637 679 CPKCQMYVEKSEGCNYIKCRCGYSFCYRCASKLSALNHFCNKC
TraesCS2A02G546000c ND 644 374 429 CACIRPSFTSCAHDFCSSCVSRQLQGLRRRAGKMPQHQPPVDMVLFTEGNGDSPVD
TraesCS2A02G546000d ND 644 437 480 CAICMETVPGALKFIINSCGHAFCSSCVAQYVAAKLDDNVCPIE
TraesCS2A02G546000e ND 644 600 642 CPECQMFVEKSEGCNYIKCRCGYSFCYRCASELSAQNHHCNNC
TraesCS2A02G559700 ND 372 124 171 TDIESGHFRPQDAIVNLGCSCKNELALAHYACALKWFISHGSTVCEIC
TraesCS2A02G559800 ND 416 123 165 HLQRQDDIVNLGCSCKNELALAHYACALKWFISHGSTVCEICG
TraesCS2B02G144500b ND 394 189 236 CAICMETVPGTLKFSVSSCGHPFCRSCVAQYVAAKLDDKVARVECPHP
TraesCS2B02G144500c ND 394 350 392 CPKCRMFVEKSEGCNYMKCRCGNSFCYRCASKLSAQNHYCKKC
TraesCS2B02G203600a ND 390 183 230 CPICMETVPGILKFSVASCSHAFCSNCVAQYVAAKLSENVARVKCPDP
TraesCS2B02G203600b ND 390 346 388 CPQCKMYVEKSEGCNYIKCRCGCSFCYRCASKVSAQTHYCGMC
TraesCS2B02G205500a ND 351 144 191 CAICMETVPGTLKFSVGSCGHAFCSGCVVRYVAAKLGENVARVKCPDP
TraesCS2B02G205500b ND 351 307 349 CPKCRMYVEKSEGCNYIKCRCGNSFCYRCASKVSALTHYCKEC
TraesCS2B02G268800 ND 360 31 71 SICLEAFCDSDPSTVTSCKHDFHLQCILEWCQRSSQCPMCW
TraesCS2B02G345600 ND 348 277 318 CPICYEDLDPTDSSFLPCPCGFHLCLFCHKRILEADARCPGC




Protein
RING | size (amino | Domai | Domai

Identifiers type acids) nstart | nend Incomplete RING domain
TraesCS2B02G467200a ND 553 236 283 CMICFSEYKGIDFIKLPCRHYFCRNCMETYSQMHVKEGSVMKIVCPDD
TraesCS2B02G504600 ND 1041 718 758 MDSRTGPKEPPENAVITTCCHIFCYECAQESLSEEEVCPVC
TraesCS2B02G576800d ND 684 477 524 CNICMEMVARTLKFSINSCDHVFCSSCITQYVAAKLDNNVARVECPDP
TraesCS2B02G576800e ND 684 640 682 CPKCQMYVEKSEGCNYIKCRCGYSFCYRCASKLSALNHFCSKC
TraesCS2B02G577000b ND 601 328 386 CACIRPSFTSCAHDFCSSCVARPTSQAQGLRRRAGKMPQHQPPVDMLLLTEGNGDSPVD
TraesCS2B02G577000c ND 601 394 437 CAICMETVPGALKFIINSCGHAFCSSCLAQYVAAKLDDNVCPIE
TraesCS2B02G577000d ND 601 557 599 CPKCQMFVEKSEGCNYIKCRCGYSFCYRCASELSAQNHYCNKC
TraesCS2B02G619900 ND 406 130 172 HLQRQDDVVNLGCSCKNELALAHYACALKWFISHGSTVCEICG
TraesCS2B02G620000 ND 528 286 328 HLHPQDDIVNLGCSCKNELALAHYACALKWFISHGSTVCEICG
TraesCS2D02G125100b ND 400 194 241 CAICMETVPGALKFSVSPCGHPFCRSCVARYVAAKLDDKVAGVACPHP
TraesCS2D02G125100c ND 400 356 398 CPKCRMFVEKSEGCNYMKCRCGNSFCYRCASKLSAENHYCKKC
TraesCS2D02G184500a ND 377 170 217 CAICMETVPGVRKFSVSSCGHAFCSGCVVRYVAAKLGENVPRVKCPDP
TraesCS2D02G184500b ND 377 333 375 CPKCKMYVEKSEGCNYIKCRCGYSFCYRCAFKVSARTHFCNKC
TraesCS2D02G184700a ND 374 192 239 CAICMETVPGVRKFSVGSCGHAFCSGCVAQYVAAKLGENVARVKCPDP
TraesCS2D02G184700b ND 374 330 372 CPQCKMYVEKSEGCNYIKCRCGCSFCYRCASKVSAQTHYCGMC
TraesCS2D02G187100b ND 349 305 347 CPKCRMYVEKSEGCNYIKCRCGNSFCYRCASKVSALTHYCNKC
TraesCS2D02G326600 ND 347 277 318 CPICYEDLDPTDSSFLPCPCGFHLCLFCHKRILEADARCPGC
TraesCS2D02G445000a ND 497 180 227 CVICFSEYKGIDFIKLPCRHYFCRNCMETYSQMHVKEGSVMKIVCPDD
TraesCS2D02G547100c ND 496 289 336 CNICMEMVARTLKFSVNSCGHVFCSSCITQYIATKLDNNVARVECPDP
TraesCS2D02G547100d ND 496 452 494 CPKCQMYVEKSEGCNYIKCRCGYSFCYRCTTKLSALNHFCNKC
TraesCS2D02G547300c ND 609 402 445 CAICMETVPGTLKFIINSCGHAFCSSCVAQYVAAKLDDNVCPIE
TraesCS2D02G547300d ND 609 565 607 CPECQMFVEKSEGCNYIKCRCGYSFCYRCASELSAQNHYCNKC
TraesCS2D02G570300 ND 458 118 162 ESGHLQRQDDVVNLGCSCKNELALAHYACALKWFISHGSTVCEIC
TraesCS2D02G570400 ND 371 127 171 ESGPLHPQDDIVTLGCSCKNELALAHYACALKWFISHGSTVCEIC
TraesCS3A02G133600 ND 956 9 61 CPLCMETMDLTDKQLKPCKCGYEICLWCWHHIMEMDQKDECGGRCPGCRSIYN
TraesCS3A02G139900 ND 218 114 155 CAVCLSELADGEKVRELPNCGHSFHVECVDAWLRSRTTYPLC
TraesCS3A02G309300 ND 120 32 72 CPICFGQEGGTIAWKETVCGHIFHGRGVEKWLEMKGSCPMC
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TraesCS3A02G353800 ND 388 331 374 CPVLREQSSEDNPPMLMPCGHAVSKQSIMKLSKSSSRPFKCPYC
TraesCS3B02G023100 ND 236 45 111 TGVALSGRRRRARVRSARTAGPPARGVDPELLRSLPVTARFLPGCGHGFHAGCVDRWLAAHTTCPLC
TraesCS3B02G139400 ND 272 195 242 CCICQDQDIAAAEGGGDDEGTVRLPCSHTFHVRWLARWFEAVTTCPLC
TraesCS3B02G152500 ND 123 32 72 CPICLDQEGATAVWKETVWGHIFHGRCVERWLQTKGSCPMC
TraesCS3B02G165900 ND 959 9 61 CPLCMETMDLTDKQLKPCKCGYEICLWCWHHIMEMDQKDECGGRCPGCRSIYN
TraesCS3B02G386500 ND 386 329 372 CPVLREQSSEDNPPMLMPCGHAVSKQSIMKLSKSSSRPFKCPYC
TraesCS3D02G149900 ND 958 9 61 CPLCMETMDLTDKQLKPCKCGYEICLWCWHHIMEMDQKDECGGRCPGCRSIYN
TraesCS3D02G313600 ND 1166 873 911 CALCNDAPEDAVVTTCGHVFCNQCILEQLTGDDSICPVS
TraesCS3D02G347800 ND 386 329 372 CPVLREQSSEDNPPMLMPCGHAVSKQSIMKLSKSSSRPFKCPYC
TraesCS3D02G406200 ND 182 157 182 KCAVCLGEVEKGDTVKRLPVCLHMFH
TraesCS4A02G101400a ND 304 43 73 CCLCLKPLIDPLACPKGHTFCKECILECLLA
TraesCS4A02G185800 ND 147 95 135 CAVCKESFEVGDKIRKMPCSRGYHESCIFRWLRISRACPLC
TraesCS4B02G203200a ND 304 43 73 CCLCLKPLIDPLACPKGHTFCKECILECLLA
TraesCS4B02G380900b ND 497 320 368 CSIYVEPWTSTDEHHICCIPCGHVYGRSCLRRWLRDQLSRNENLKCPQC
TraesCS4B02G381100a ND 441 58 119 CPCCTEPWTSDGPHRMCCIPCGHVYGRSCMETLLRRSGQNSAKEINAFYEHIFVAVRATCID
TraesCS4B02G381100b ND 441 279 330 CSICLEPWTSTGKHHICCIPCGHVYGRSCLTRWLMDQLSRNENMKEVHEYYD
TraesCS4D02G070400 ND 534 126 177 CMVCFDEFSVGAVSIMECGHYFCNDCWTEHFKASVDSGKKQIRCMGVKCPVV
TraesCS4D02G204100a ND 304 43 73 CCLCLKPLIDPLACPKGHTFCKECILECLLA
TraesCS4D02G357700 ND 488 1 44 MEPWTSEGEHRISCIPCGHVYGRSCLERWLTQRGNASATCPQCG
TraesCS5A02G028100 ND 154 101 142 CAVCLAEYADGDELRRLPGCKHAFPRLCVDEWLRRRPSCPLC
TraesCS5A02G141300 ND 331 201 244 CEVCNEAGIKASTCSKEGCNVRIHIY CLKKKFPQRKASRACPQC
TraesCS5A02G215600a ND 654 364 411 CGICMDTLPVFDLFHGLPCKHKFCATCMTTYVEGRIRASELPIPCPDA
TraesCS5A02G215600b ND 654 460 527 CGVILETSGGAEPAMAPCPACKHQLCATCGMEWSPDGAAGEHDCAKGPDAALVRRLAQERQWKQCPSC
TraesCS5A02G547400b ND 477 319 386 CSICMEPWTSTDEHHICCIPCGHVYGWSCLIRWLRDQLSRNENLKEVHEYYETKLAEFEASREECMIF
TraesCS5B02G027400 ND 134 70 111 ATVCLAEYADGDELRVLPGCAHAFHRRCVDQWLWRRPSCPLC
TraesCS5B02G139600 ND 331 201 244 CEVCNEAGIKASTCSKEGCNVRIHIYCLKKKFPQRKASRACPHC
TraesCS5B02G214100a ND 664 367 414 CGICMDTLPILDLFHGLPCKHKFCATCMTIYVEGRIRASELPIPCPDA




Protein

RING | size (amino | Domai | Domai

Identifiers type acids) nstart | nend Incomplete RING domain
TraesCS5B02G214100b ND 664 463 530 CGVILETSGQAEPAMAPCPACKHLLCATCGMEWSPDGAAGEHDCAKGPDAALVRSLAQERRWKQCPSC
TraesCS5B02G214500 ND 284 243 277 CAVCRENLVVDDKMQELPCKHLFHPPCLKPWLLTD
TraesCS5B02G223400a ND 392 180 227 CTICMETVPGVERFRISGCRHAFCASCVRQYIAARVEENLLAIGCPEP
TraesCS5B02G279200 ND 122 84 117 CVICCMGFEEGESLVALPCKHSYHPDCINQSNKS
TraesCS5D02G151100 ND 331 201 244 CEVCNEAGIKASTCSKEGCNVRIHIYCLKKKFPQRKASRACPQC
TraesCS5D02G161900 ND 1068 12 59 CPLCAEEMDITDQQLKPCKCGYEICVWCWHHIIDMAEKEDTEGRCPAC
TraesCS5D02G223400a ND 668 370 417 CGICMDTLPVFDLFHGLPCKHKFCATCMTTYVEGRIRASELPIPCPDA
TraesCS5D02G223400b ND 668 466 533 CGVILETSGQAEPAMAPCPACKHLLCATCGMEWSPDGAAGEHDCAKGPDAALVRRLAQERQWKQCPSC
TraesCS5D02G286700 ND 118 84 118 EQCVICRVGFEEGESLVALPCKHSYHPDCINQSHK
TraesCS6A02G244500 ND 149 86 127 CPICLYAMEPGRAVRVLPGCNRAFHQDCVDRWLAISPRCPVC
TraesCS6A02G248600 ND 221 12 60 CSICMEPMAPSDAHRGGSGCAHAFCRACLAGHVRAKVEAGAAVVRCPGV
TraesCS6A02G251500 ND 151 86 127 CPICLDAMEPGRAVRVLPGCNRAFHQDCVDRWLAISPRCPVC
TraesCS6A02G252500 ND 386 329 370 CPVLREQGSDDNPPMLLPCGHVLSKQSTVKLSKSSSRSFKCP
TraesCS6B02G220900 ND 293 3 41 CNACWRELEGQAITTTCGHLLCTEDAKKILSNDGACPIC
TraesCS6B02G272500 ND 423 329 370 CPVLREQGSDDNPPMLLPCGHVLSKQSTAKLSKSSSRSFKCP
TraesCS6B02G273800 ND 151 86 127 CPICLDAMEPGRAVRVLPGCNRAFHQDCVDRWLAISPRCPVC
TraesCS6B02G279800 ND 149 86 127 CPICLDAMEPGRAVRVLPGCNRAFHQDCVDRWLAISPRCPVC
TraesCS6D02G182400 ND 294 3 41 CNACWRELEGQAITTTCGHVLCTEDAKKILSNDGACPIC
TraesCS6D02G233300 ND 150 85 126 CPICLDAMEPGRAVRVLPGCNRAFHQDCVDRWLAISPRCPVC
TraesCS6D02G234000 ND 423 329 370 CPVLREQGSDDNPPMLLPCGHVLSKQSTVKLSKSSSRSFKCP
TraesCS7A02G054700 ND 242 200 234 HDENRENIITLPCKHNYHASCISNWLKINRTCPVC
TraesCS7A02G274800 ND 134 76 113 CIICREETTTAKKLLCGHLFHVHCLRSWRERQHTFPTC
TraesCS7A02G367600 ND 386 329 372 CPVLREQSSDENPPMLMPCGHAVSKQSIMKLSKSSSRPFKCPYC
TraesCS7A02G444400 ND 313 256 302 KDCPICLQLLEGDDDLAAWPGCGKPHVFHGAWLESVLVDSKTCPICR
TraesCS7A02G555900 ND 160 76 117 CAICLAEFAEGESMHVLPRCGHAFHVLCIDAWLRTYASFPSC
TraesCS7B02G170500 ND 299 235 275 CVICRVEFEEGESLVALPCKHSYHSDCINQWLQLNKPLPCC
TraesCS7B02G260900 ND 396 339 382 CPVLREQSSDENPPMLMPCGHAVSKQSITKLSKSSSRPFKCPYC
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TraesCS7D02G355200 ND 396 339 382 CPVLREQSSDENPPMLMPCGHAVSKQSIMKLSKSSSRPFKCPYC
TraesCS7D02G415800c ND 452 175 223 CACIRPSFTSCAHDFCSSCVARPTSQRQGLRRRAGKMPQHQPADLVPVD
TraesCS7D02G415800d ND 452 245 292 CAICMETVPGTLKFSVNSCGHAFCSSCVTQYVVLKLDDKVALIECPHP
TraesCS7D02G415800e ND 452 408 450 CPKCQMFVEKSEGCNYIKCRCGYSFCYRCASELSAQNHYCNKC
TraesCSU02G012700 ND 206 164 199 DMVAGETARRLPNCSHAFHQPCVDKWLFTHGSCPMC
TraesCSU02G080300 ND 293 3 41 CNACWRELEGQAITTTCGHLLCTEDAKKILSNDGACPIC
TraesCSU02G131500 ND 318 160 227 CSICMEPWTSTDEHHICCIPCGHVYGWSCLIRWLRDQLSRNENLKEVHEYYEAKLAEFEASREECMLF
TraesCSU02G147000 ND 137 85 125 CAVCLEEFRGGDVLAHLPCAHRFHWARAVPWVQAASRCPFC
TraesCSU02G177900 ND 161 110 151 CAVCLAEFADGDELRWLPRCRHAFHRPCVDEWLRRQPSCPLY
TraesCSU02G203500 ND 154 103 144 CAACLAEYADGDELRWLPGCRHAFHRPCLDEWLRRRSSCRTS




Supplemental Table 4. 1,238 RING protein genes with their respective chromosomal location

along with detail of gene duplication types.

Identifiers Chromosomal location Gene duplication type
TraesCS1A02G002000 1A: 1,163,485-1,167,878 WGD/segmental
TraesCS1A02G005700 1A: 3,377,838-3,383,699 WGD/segmental
TraesCS1A02G025700 | 1A:12,312,969-12,318,272 WGD/segmental
TraesCS1A02G029800 | 1A:13,861,191-13,862,962 WGD/segmental
TraesCS1A02G084200 | 1A: 69,390,436-69,394,941 WGD/segmental
TraesCS1A02G088100 | 1A: 76,485,956-76,492,268 WGD/segmental
TraesCS1A02G090900 | 1A: 82,125,103-82,125,636 WGD/segmental
TraesCS1A02G107600 | 1A: 105,903,502-105,906,285 WGD/segmental
TraesCS1A02G112600 | 1A: 114,547,942-114,552,217 WGD/segmental
TraesCS1A02G118800 | 1A: 127,756,737-127,761,052 WGD/segmental
TraesCS1A02G126200 | 1A: 151,351,630-151,352,346 WGD/segmental
TraesCS1A02G133300 | 1A: 186,717,495-186,718,766 WGD/segmental
TraesCS1A02G137400 | 1A: 222,347,195-222,369,765 WGD/segmental
TraesCS1A02G141900 | 1A: 241,677,702-241,679,636 WGD/segmental
TraesCS1A02G143300 | 1A: 246,689,896-246,693,276 WGD/segmental
TraesCS1A02G146700 | 1A: 253,014,195-253,016,999 Dispersed
TraesCS1A02G158400 | 1A: 281,887,394-281,895,008 WGD/segmental
TraesCS1A02G162400 | 1A: 291,561,115-291,565,971 WGD/segmental
TraesCS1A02G169300 | 1A: 301,895,909-301,899,325 Proximal
TraesCS1A02G177600 | 1A: 320,479,860-320,494,972 WGD/segmental
TraesCS1A02G192600 | 1A: 347,922,420-347,923,294 Dispersed
TraesCS1A02G198000 | 1A: 355,720,785-355,722,734 WGD/segmental
TraesCS1A02G201700 | 1A: 363,006,018-363,007,340 WGD/segmental
TraesCS1A02G205100 | 1A: 367,381,194-367,383,318 WGD/segmental
TraesCS1A02G206100 | 1A: 368,711,528-368,714,085 WGD/segmental
TraesCS1A02G207000 | 1A: 369,083,037-369,085,306 WGD/segmental
TraesCS1A02G215100 | 1A: 380,261,964-380,264,364 WGD/segmental
TraesCS1A02G215300 | 1A: 380,889,644-380,890,816 WGD/segmental
TraesCS1A02G225700 | 1A: 396,105,135-396,108,083 WGD/segmental
TraesCS1A02G228500 | 1A: 399,825,242-399,826,597 WGD/segmental
TraesCS1A02G231700 | 1A: 405,092,099-405,092,734 Tandem
TraesCS1A02G243200 | 1A: 431,431,127-431,435,660 WGD/segmental
TraesCS1A02G255600 | 1A: 447,747,680-447,749,014 WGD/segmental
TraesCS1A02G263800 | 1A: 459,269,857-459,275,619 WGD/segmental
TraesCS1A02G274500 | 1A: 468,684,277-468,685,156 WGD/segmental
TraesCS1A02G280300 | 1A: 477,730,922-477,734,715 WGD/segmental
TraesCS1A02G295900 | 1A: 490,893,557-490,894,966 WGD/segmental
TraesCS1A02G296100 | 1A: 491,128,110-491,130,587 WGD/segmental
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TraesCS1A02G300400 | 1A: 495,306,563-495,307,141 WGD/segmental
TraesCS1A02G300500 | 1A: 495,320,214-495,320,807 WGD/segmental
TraesCS1A02G300600 | 1A: 495,332,457-495,333,044 WGD/segmental
TraesCS1A02G311600 | 1A: 503,325,400-503,326,050 WGD/segmental
TraesCS1A02G315400 | 1A: 506,998,391-507,003,396 WGD/segmental
TraesCS1A02G321800 | 1A: 512,652,346-512,653,512 WGD/segmental
TraesCS1A02G322000 | 1A: 512,665,554-512,666,522 Tandem

TraesCS1A02G328300 | 1A: 517,408,815-517,413,636 WGD/segmental
TraesCS1A02G329600 | 1A: 518,662,080-518,667,158 WGD/segmental
TraesCS1A02G341400 | 1A: 531,047,359-531,049,493 WGD/segmental
TraesCS1A02G346900 | 1A: 533,162,380-533,163,003 WGD/segmental
TraesCS1A02G373200 | 1A: 549,418,214-549,421,078 WGD/segmental
TraesCS1A02G374800 | 1A: 549,837,796-549,847,148 WGD/segmental
TraesCS1A02G378100 | 1A: 551,049,064-551,050,825 WGD/segmental
TraesCS1A02G398300 | 1A: 563,678,782-563,684,009 WGD/segmental
TraesCS1A02G422300 | 1A: 577,886,407-577,886,871 WGD/segmental
TraesCS1A02G430800 | 1A: 583,301,530-583,305,437 WGD/segmental
TraesCS1A02G444900 | 1A: 592,829,982-592,831,432 WGD/segmental
TraesCS1B02G000900 1B: 1,208,687-1,213,090 WGD/segmental
TraesCS1B02G007900 1B: 4,340,022-4,343,180 WGD/segmental
TraesCS1B02G032600 | 1B: 15,869,836-15,875,064 WGD/segmental
TraesCS1B02G036900 | 1B: 17,622,750-17,624,788 WGD/segmental
TraesCS1B02G074500 | 1B:57,771,611-57,775,063 Dispersed

TraesCS1B02G101700 | 1B: 111,367,935-111,372,368 WGD/segmental
TraesCS1B02G107100 | 1B: 119,099,065-119,104,244 WGD/segmental
TraesCS1B02G118700 | 1B: 139,478,753-139,479,289 WGD/segmental
TraesCS1B02G118800 | 1B: 139,479,746-139,481,799 WGD/segmental
TraesCS1B02G123100 | 1B: 148,471,521-148,478,280 WGD/segmental
TraesCS1B02G128900 | 1B: 158,532,587-158,533,444 WGD/segmental
TraesCS1B02G129600 | 1B: 159,914,450-159,924,182 WGD/segmental
TraesCS1B02G132800 | 1B: 167,715,268-167,719,229 WGD/segmental
TraesCS1B02G138300 | 1B: 178,510,837-178,515,016 WGD/segmental
TraesCS1B02G144400 | 1B: 196,144,519-196,148,000 WGD/segmental
TraesCS1B02G145400 | 1B: 198,759,282-198,759,992 WGD/segmental
TraesCS1B02G152000 | 1B: 240,485,424-240,504,891 WGD/segmental
TraesCS1B02G156500 | 1B: 264,342,104-264,342,421 WGD/segmental
TraesCS1B02G164800 | 1B: 287,840,829-287,843,235 WGD/segmental
TraesCS1B02G174400 | 1B: 313,080,958-313,101,223 Proximal

TraesCS1B02G179000 | 1B: 324,601,074-324,606,078 WGD/segmental
TraesCS1B02G187600 | 1B: 335,972,502-335,975,942 WGD/segmental
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TraesCS1B02G202600 | 1B: 364,116,115-364,131,523 WGD/segmental
TraesCS1B02G212700 | 1B: 386,197,303-386,199,115 WGD/segmental
TraesCS1B02G216000 | 1B: 391,961,114-391,961,860 WGD/segmental
TraesCS1B02G218700 | 1B: 396,116,888-396,118,916 WGD/segmental
TraesCS1B02G219500 | 1B: 396,597,678-396,605,441 WGD/segmental
TraesCS1B02G219700 | 1B: 396,817,609-396,820,173 WGD/segmental
TraesCS1B02G220800 | 1B: 397,813,703-397,815,919 WGD/segmental
TraesCS1B02G228600 | 1B: 409,836,678-409,838,495 WGD/segmental
TraesCS1B02G228800 | 1B: 410,666,971-410,668,781 WGD/segmental
TraesCS1B02G238900 | 1B: 427,208,267-427,211,226 WGD/segmental
TraesCS1B02G242700 | 1B: 430,617,097-430,618,340 WGD/segmental
TraesCS1B02G242800 | 1B: 431,032,971-431,034,101 WGD/segmental
TraesCS1B02G254700 | 1B: 449,130,167-449,135,097 WGD/segmental
TraesCS1B02G258900 | 1B: 456,259,382-456,261,621 Dispersed

TraesCS1B02G266300 | 1B: 468,257,376-468,258,545 WGD/segmental
TraesCS1B02G274400 | 1B: 481,706,707-481,712,978 WGD/segmental
TraesCS1B02G284000 | 1B: 492,865,334-492,866,254 WGD/segmental
TraesCS1B02G289200 | 1B: 504,088,438-504,092,237 WGD/segmental
TraesCS1B02G304900 | 1B: 527,647,033-527,649,438 WGD/segmental
TraesCS1B02G310500 | 1B: 533,747,852-533,748,439 WGD/segmental
TraesCS1B02G310700 | 1B: 533,815,221-533,816,991 WGD/segmental
TraesCS1B02G316300 | 1B: 540,728,727-540,731,048 WGD/segmental
TraesCS1B02G323200 | 1B: 548,278,673-548,279,818 WGD/segmental
TraesCS1B02G323300 | 1B: 548,300,584-548,301,252 WGD/segmental
TraesCS1B02G327300 | 1B: 553,553,685-553,558,738 WGD/segmental
TraesCS1B02G327600 | 1B: 553,654,026-553,654,528 Singleton

TraesCS1B02G334400 | 1B: 561,551,803-561,552,693 WGD/segmental
TraesCS1B02G342100 | 1B: 570,270,312-570,275,099 WGD/segmental
TraesCS1B02G343100 | 1B: 571,436,630-571,441,697 WGD/segmental
TraesCS1B02G354100 | 1B: 584,102,740-584,105,121 WGD/segmental
TraesCS1B02G361000 | 1B: 589,488,275-589,489,188 WGD/segmental
TraesCS1B02G393400 | 1B: 626,224,507-626,227,842 WGD/segmental
TraesCS1B02G395000 | 1B: 626,704,741-626,714,325 WGD/segmental
TraesCS1B02G398900 | 1B: 630,060,487-630,062,606 WGD/segmental
TraesCS1B02G456800 | 1B: 671,225,018-671,227,057 WGD/segmental
TraesCS1B02G465300 | 1B: 676,147,398-676,161,697 WGD/segmental
TraesCS1B02G465500 | 1B: 676,200,366-676,204,120 Tandem

TraesCS1B02G465700 | 1B: 676,262,254-676,267,497 WGD/segmental
TraesCS1B02G479700 | 1B: 687,403,981-687,406,890 WGD/segmental
TraesCS1D02G002400 1D: 568,769-574,727 WGD/segmental
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TraesCS1D02G004000 1D: 2,081,281-2,084,780 WGD/segmental
TraesCS1D02G010300 1D: 5,443,299-5,444,210 WGD/segmental
TraesCS1D02G026100 | 1D: 10,666,322-10,671,961 WGD/segmental
TraesCS1D02G030300 | 1D: 11,780,392-11,783,116 WGD/segmental
TraesCS1D02G085400 | 1D: 69,785,402-69,790,319 WGD/segmental
TraesCS1D02G089400 | 1D: 75,655,364-75,660,584 WGD/segmental
TraesCS1D02G099500 | 1D: 86,783,377-86,783,823 WGD/segmental
TraesCS1D02G101400 | 1D: 89,229,322-89,230,716 Dispersed

TraesCS1D02G103800 | 1D: 93,123,774-93,130,484 WGD/segmental
TraesCS1D02G111500 | 1D: 106,955,155-106,959,281 WGD/segmental
TraesCS1D02G112400 | 1D: 108,110,745-108,111,361 WGD/segmental
TraesCS1D02G114200 | 1D: 110,337,115-110,341,205 WGD/segmental
TraesCS1D02G119700 | 1D: 116,547,500-116,549,720 WGD/segmental
TraesCS1D02G127300 | 1D: 139,904,743-139,905,819 WGD/segmental
TraesCS1D02G128900 | 1D: 141,945,071-141,947,462 WGD/segmental
TraesCS1D02G133300 | 1D: 162,050,654-162,065,815 WGD/segmental
TraesCS1D02G138900 | 1D: 190,763,503-190,763,832 WGD/segmental
TraesCS1D02G141000 | 1D: 194,221,690-194,223,620 WGD/segmental
TraesCS1D02G142100 | 1D: 196,608,699-196,611,746 WGD/segmental
TraesCS1D02G144900 | 1D: 200,093,088-200,095,416 WGD/segmental
TraesCS1D02G155700 | 1D: 218,974,878-218,981,716 WGD/segmental
TraesCS1D02G159200 | 1D: 224,570,023-224,575,323 WGD/segmental
TraesCS1D02G167300 | 1D: 238,329,446-238,332,693 Proximal

TraesCS1D02G176100 | 1D: 250,416,019-250,430,868 WGD/segmental
TraesCS1D02G201500 | 1D: 284,245,274-284,247,084 WGD/segmental
TraesCS1D02G205300 | 1D: 290,705,084-290,706,415 WGD/segmental
TraesCS1D02G208400 | 1D: 294,405,087-294,407,320 WGD/segmental
TraesCS1D02G209200 | 1D: 295,274,493-295,280,663 WGD/segmental
TraesCS1D02G209400 | 1D: 295,402,549-295,405,325 WGD/segmental
TraesCS1D02G210300 | 1D: 296,359,185-296,364,567 WGD/segmental
TraesCS1D02G217700 | 1D: 302,925,500-302,927,112 WGD/segmental
TraesCS1D02G217800 | 1D: 303,292,768-303,294,471 WGD/segmental
TraesCS1D02G226900 | 1D: 315,541,113-315,544,056 Proximal

TraesCS1D02G230300 | 1D: 318,497,114-318,498,351 WGD/segmental
TraesCS1D02G230600 | 1D: 318,722,183-318,723,435 WGD/segmental
TraesCS1D02G243200 | 1D: 333,487,057-333,491,871 WGD/segmental
TraesCS1D02G254900 | 1D: 347,300,592-347,301,735 WGD/segmental
TraesCS1D02G263900 | 1D: 359,720,546-359,725,663 WGD/segmental
TraesCS1D02G274500 | 1D: 370,129,921-370,130,526 WGD/segmental
TraesCS1D02G279400 | 1D: 377,187,516-377,190,904 WGD/segmental




Identifiers

Chromosomal location

Gene duplication type

TraesCS1D02G296100 | 1D: 394,277,936-394,279,732 WGD/segmental
TraesCS1D02G296300 | 1D: 394,408,370-394,409,737 WGD/segmental
TraesCS1D02G296400 | 1D: 394,451,608-394,452,186 WGD/segmental
TraesCS1D02G296800 | 1D: 394,894,904-394,895,551 WGD/segmental
TraesCS1D02G299800 | 1D: 398,093,791-398,096,850 WGD/segmental
TraesCS1D02G299900 | 1D: 398,121,569-398,122,144 WGD/segmental
TraesCS1D02G300000 | 1D: 398,379,698-398,381,500 WGD/segmental
TraesCS1D02G305300 | 1D: 402,832,365-402,835,491 WGD/segmental
TraesCS1D02G311600 | 1D: 407,695,879-407,696,526 WGD/segmental
TraesCS1D02G311700 | 1D: 407,807,908-407,808,570 Tandem

TraesCS1D02G311900 | 1D: 407,823,302-407,824,296 Tandem

TraesCS1D02G315600 | 1D: 410,738,774-410,743,828 WGD/segmental
TraesCS1D02G322200 | 1D: 415,299,482-415,300,384 WGD/segmental
TraesCS1D02G330800 | 1D: 421,031,358-421,035,935 WGD/segmental
TraesCS1D02G331700 | 1D: 422,679,247-422,684,168 WGD/segmental
TraesCS1D02G343700 | 1D: 432,702,081-432,704,434 WGD/segmental
TraesCS1D02G380000 | 1D: 455,782,623-455,785,126 WGD/segmental
TraesCS1D02G382000 | 1D: 457,143,495-457,152,610 WGD/segmental
TraesCS1D02G405800 | 1D: 470,069,856-470,074,840 WGD/segmental
TraesCS1D02G430400 | 1D: 481,397,743-481,398,201 WGD/segmental
TraesCS1D02G430500 | 1D: 481,407,728-481,408,189 Tandem

TraesCS1D02G433500 | 1D: 482,896,065-482,897,873 WGD/segmental
TraesCS1D02G439900 | 1D: 485,714,192-485,718,393 WGD/segmental
TraesCS1D02G453000 | 1D: 494,140,669-494,142,864 WGD/segmental
TraesCS2A02G022100 | 2A: 10,596,264-10,602,559 WGD/segmental
TraesCS2A02G039300 | 2A: 16,418,247-16,421,651 WGD/segmental
TraesCS2A02G065200 | 2A: 29,593,791-29,594,126 WGD/segmental
TraesCS2A02G072700 | 2A: 32,266,421-32,272,626 WGD/segmental
TraesCS2A02G081500 | 2A: 36,880,311-36,881,178 WGD/segmental
TraesCS2A02G094000 | 2A: 47,905,745-47,911,177 WGD/segmental
TraesCS2A02G099300 | 2A:52,132,592-52,133,693 WGD/segmental
TraesCS2A02G109000 | 2A: 61,290,402-61,290,893 WGD/segmental
TraesCS2A02G112800 | 2A: 63,794,863-63,798,396 WGD/segmental
TraesCS2A02G126800 | 2A: 74,873,687-74,878,327 WGD/segmental
TraesCS2A02G145200 | 2A:90,219,319-90,224,636 WGD/segmental
TraesCS2A02G156000 | 2A: 103,097,590-103,098,291 WGD/segmental
TraesCS2A02G156600 | 2A: 103,225,423-103,226,293 WGD/segmental
TraesCS2A02G156800 | 2A: 103,354,531-103,355,459 WGD/segmental
TraesCS2A02G167300 | 2A: 120,098,452-120,102,342 WGD/segmental
TraesCS2A02G168700 | 2A: 122,133,159-122,135,251 WGD/segmental




Identifiers

Chromosomal location

Gene duplication type

TraesCS2A02G224300 | 2A: 223,715,437-223,723,691 WGD/segmental
TraesCS2A02G227400 | 2A: 240,458,425-240,484,695 WGD/segmental
TraesCS2A02G229600 | 2A: 261,172,024-261,184,591 WGD/segmental
TraesCS2A02G232200 | 2A: 275,928,473-275,935,089 WGD/segmental
TraesCS2A02G248400 | 2A: 371,044,432-371,047,204 WGD/segmental
TraesCS2A02G290100 | 2A: 499,578,683-499,580,316 WGD/segmental
TraesCS2A02G299000 | 2A: 514,773,850-514,774,787 WGD/segmental
TraesCS2A02G311800 | 2A: 535,701,410-535,702,544 WGD/segmental
TraesCS2A02G318200 | 2A: 543,307,998-543,309,602 WGD/segmental
TraesCS2A02G318300 | 2A: 543,347,568-543,349,124 WGD/segmental
TraesCS2A02G352900 | 2A: 593,487,294-593,488,146 WGD/segmental
TraesCS2A02G358400 | 2A: 602,650,886-602,653,428 WGD/segmental
TraesCS2A02G364100 | 2A: 607,995,741-608,000,800 WGD/segmental
TraesCS2A02G372600 | 2A: 615,343,674-615,345,303 WGD/segmental
TraesCS2A02G385400 | 2A: 631,657,145-631,662,953 WGD/segmental
TraesCS2A02G395100 | 2A: 646,844,854-646,845,959 WGD/segmental
TraesCS2A02G399700 | 2A: 652,770,741-652,776,523 WGD/segmental
TraesCS2A02G400200 | 2A: 653,391,710-653,396,506 WGD/segmental
TraesCS2A02G401400 | 2A: 655,030,200-655,033,484 WGD/segmental
TraesCS2A02G437200 | 2A: 688,971,773-688,974,901 WGD/segmental
TraesCS2A02G446100 | 2A: 695,347,720-695,352,300 WGD/segmental
TraesCS2A02G448700 | 2A: 698,092,579-698,093,772 WGD/segmental
TraesCS2A02G453200 | 2A: 702,782,530-702,783,946 WGD/segmental
TraesCS2A02G455400 | 2A: 704,004,768-704,005,867 WGD/segmental
TraesCS2A02G475800 | 2A: 716,172,503-716,173,470 WGD/segmental
TraesCS2A02G501100 | 2A: 729,580,854-729,581,447 WGD/segmental
TraesCS2A02G511100 | 2A: 735,821,591-735,822,304 WGD/segmental
TraesCS2A02G514400 | 2A: 738,985,582-738,991,665 WGD/segmental
TraesCS2A02G526800 | 2A: 746,839,499-746,841,895 Proximal

TraesCS2A02G545900 | 2A: 754,708,672-754,712,774 WGD/segmental
TraesCS2A02G546000 | 2A: 755,058,248-755,061,833 Tandem

TraesCS2A02G556200 | 2A: 760,564,199-760,584,162 WGD/segmental
TraesCS2A02G564000 | 2A: 764,321,659-764,326,432 WGD/segmental
TraesCS2A02G586800 | 2A: 777,254,258-777,256,719 WGD/segmental
TraesCS2B02G019500 2B: 9,016,257-9,034,173 WGD/segmental
TraesCS2B02G030700 | 2B: 14,045,642-14,051,486 WGD/segmental
TraesCS2B02G051700 | 2B: 25,256,679-25,260,416 WGD/segmental
TraesCS2B02G077400 | 2B: 42,957,075-42,957,482 WGD/segmental
TraesCS2B02G086700 | 2B: 48,797,042-48,803,165 WGD/segmental
TraesCS2B02G108800 | 2B: 69,409,739-69,415,222 WGD/segmental




Identifiers

Chromosomal location
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TraesCS2B02G115500 | 2B: 78,830,147-78,831,053 WGD/segmental
TraesCS2B02G126700 | 2B: 94,936,565-94,937,044 WGD/segmental
TraesCS2B02G131600 | 2B: 98,303,727-98,307,080 WGD/segmental
TraesCS2B02G144500 | 2B: 110,519,549-110,521,380 WGD/segmental
TraesCS2B02G148700 | 2B: 114,761,658-114,763,874 WGD/segmental
TraesCS2B02G162000 | 2B: 134,998,354-135,004,030 WGD/segmental
TraesCS2B02G170200 | 2B: 143,135,998-143,140,322 WGD/segmental
TraesCS2B02G181500 | 2B: 156,589,558-156,590,268 WGD/segmental
TraesCS2B02G182100 | 2B: 157,243,309-157,243,839 WGD/segmental
TraesCS2B02G182300 | 2B: 157,283,950-157,284,893 WGD/segmental
TraesCS2B02G193500 | 2B: 169,864,360-169,865,163 WGD/segmental
TraesCS2B02G195000 | 2B: 172,175,263-172,175,835 WGD/segmental
TraesCS2B02G250800 | 2B: 260,753,164-260,759,290 WGD/segmental
TraesCS2B02G251300 | 2B: 262,899,486-262,906,338 WGD/segmental
TraesCS2B02G255300 | 2B: 291,583,780-291,619,899 WGD/segmental
TraesCS2B02G274500 | 2B: 377,783,748-377,790,915 WGD/segmental
TraesCS2B02G306600 | 2B: 438,458,570-438,460,258 WGD/segmental
TraesCS2B02G315400 | 2B: 450,764,928-450,765,557 WGD/segmental
TraesCS2B02G328600 | 2B: 471,218,015-471,219,309 WGD/segmental
TraesCS2B02G336300 | 2B: 480,412,023-480,413,357 WGD/segmental
TraesCS2B02G336400 | 2B: 480,807,946-480,809,658 WGD/segmental
TraesCS2B02G370700 | 2B: 528,967,262-528,968,159 WGD/segmental
TraesCS2B02G377900 | 2B: 540,806,348-540,808,920 WGD/segmental
TraesCS2B02G382300 | 2B: 546,201,659-546,207,198 WGD/segmental
TraesCS2B02G389600 | 2B: 553,610,630-553,614,305 WGD/segmental
TraesCS2B02G402300 | 2B: 571,140,809-571,146,566 WGD/segmental
TraesCS2B02G413100 | 2B: 588,887,494-588,888,314 Dispersed

TraesCS2B02G413200 | 2B: 588,928,147-588,929,511 WGD/segmental
TraesCS2B02G413800 | 2B: 590,918,735-590,920,136 WGD/segmental
TraesCS2B02G417700 | 2B: 597,545,202-597,550,951 WGD/segmental
TraesCS2B02G418300 | 2B: 598,970,343-598,975,131 WGD/segmental
TraesCS2B02G419400 | 2B: 601,175,355-601,179,411 WGD/segmental
TraesCS2B02G456100 | 2B: 650,789,377-650,791,283 WGD/segmental
TraesCS2B02G467200 | 2B: 662,793,846-662,798,312 WGD/segmental
TraesCS2B02G469500 | 2B: 665,857,902-665,860,311 WGD/segmental
TraesCS2B02G474500 | 2B: 671,592,280-671,593,835 WGD/segmental
TraesCS2B02G477500 | 2B: 674,722,350-674,723,350 WGD/segmental
TraesCS2B02G499500 | 2B: 695,517,441-695,517,977 WGD/segmental
TraesCS2B02G529100 | 2B: 723,446,610-723,447,203 WGD/segmental
TraesCS2B02G542200 | 2B: 738,679,498-738,687,119 WGD/segmental
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TraesCS2B02G566600 | 2B: 757,899,827-757,900,321 WGD/segmental
TraesCS2B02G566700 | 2B: 757,925,773-757,926,279 Tandem

TraesCS2B02G576800 | 2B: 765,486,579-765,490,186 WGD/segmental
TraesCS2B02G577000 | 2B: 765,557,784-765,563,206 WGD/segmental
TraesCS2B02G586500 | 2B: 773,140,689-773,160,344 WGD/segmental
TraesCS2B02G596600 | 2B: 779,861,522-779,864,156 WGD/segmental
TraesCS2B02G625300 | 2B: 798,134,799-798,139,436 WGD/segmental
TraesCS2D02G005100 2D: 2,750,445-2,760,123 WGD/segmental
TraesCS2D02G022900 | 2D: 10,331,769-10,337,663 WGD/segmental
TraesCS2D02G037600 | 2D: 13,893,110-13,898,406 WGD/segmental
TraesCS2D02G063300 | 2D: 27,267,217-27,267,552 WGD/segmental
TraesCS2D02G071800 | 2D: 30,335,673-30,341,769 WGD/segmental
TraesCS2D02G079500 | 2D: 33,947,469-33,948,577 WGD/segmental
TraesCS2D02G092600 | 2D: 44,075,060-44,080,596 WGD/segmental
TraesCS2D02G098400 | 2D: 50,473,225-50,474,167 WGD/segmental
TraesCS2D02G109100 | 2D: 60,756,652-60,757,140 WGD/segmental
TraesCS2D02G125100 | 2D: 73,111,169-73,112,484 WGD/segmental
TraesCS2D02G129300 | 2D: 75,092,826-75,097,462 WGD/segmental
TraesCS2D02G141100 | 2D: 83,131,581-83,137,110 WGD/segmental
TraesCS2D02G148900 | 2D: 90,360,947-90,365,410 WGD/segmental
TraesCS2D02G161800 | 2D: 106,624,658-106,625,359 WGD/segmental
TraesCS2D02G162400 | 2D: 106,951,415-106,952,265 WGD/segmental
TraesCS2D02G162600 | 2D: 106,970,663-106,971,515 WGD/segmental
TraesCS2D02G174800 | 2D: 118,245,131-118,246,410 WGD/segmental
TraesCS2D02G176300 | 2D: 119,821,246-119,822,024 WGD/segmental
TraesCS2D02G187100 | 2D: 131,162,935-131,164,210 Dispersed

TraesCS2D02G230600 | 2D: 201,439,620-201,447,121 WGD/segmental
TraesCS2D02G232900 | 2D: 206,679,915-206,686,396 WGD/segmental
TraesCS2D02G233500 | 2D: 208,537,083-208,542,903 WGD/segmental
TraesCS2D02G235300 | 2D: 220,957,592-220,978,655 WGD/segmental
TraesCS2D02G250100 | 2D: 297,598,058-297,600,946 WGD/segmental
TraesCS2D02G288000 | 2D: 368,935,025-368,936,692 WGD/segmental
TraesCS2D02G296900 | 2D: 379,726,314-379,726,910 WGD/segmental
TraesCS2D02G310100 | 2D: 398,415,690-398,416,774 WGD/segmental
TraesCS2D02G315800 | 2D: 405,275,467-405,276,946 WGD/segmental
TraesCS2D02G315900 | 2D: 405,399,410-405,401,093 WGD/segmental
TraesCS2D02G351200 | 2D: 449,524,843-449,525,682 WGD/segmental
TraesCS2D02G357400 | 2D: 459,333,039-459,335,606 WGD/segmental
TraesCS2D02G361900 | 2D: 467,240,638-467,245,912 WGD/segmental
TraesCS2D02G368800 | 2D: 473,273,420-473,276,935 WGD/segmental
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TraesCS2D02G382100 | 2D: 486,244,713-486,250,602 WGD/segmental
TraesCS2D02G392500 | 2D: 500,402,213-500,403,498 WGD/segmental
TraesCS2D02G392600 | 2D: 500,488,663-500,489,484 Dispersed

TraesCS2D02G393400 | 2D: 502,929,848-502,930,462 WGD/segmental
TraesCS2D02G397200 | 2D: 508,238,555-508,243,110 WGD/segmental
TraesCS2D02G397800 | 2D: 509,751,970-509,756,659 WGD/segmental
TraesCS2D02G398700 | 2D: 511,916,194-511,920,417 WGD/segmental
TraesCS2D02G432800 | 2D: 544,779,770-544,782,794 WGD/segmental
TraesCS2D02G445000 | 2D: 555,929,747-555,933,247 WGD/segmental
TraesCS2D02G447900 | 2D: 557,683,838-557,685,674 WGD/segmental
TraesCS2D02G452800 | 2D: 562,080,998-562,082,419 WGD/segmental
TraesCS2D02G455800 | 2D: 563,958,429-563,959,578 WGD/segmental
TraesCS2D02G475900 | 2D: 578,582,590-578,583,090 WGD/segmental
TraesCS2D02G479100 | 2D: 580,010,478-580,017,296 WGD/segmental
TraesCS2D02G501500 | 2D: 595,556,938-595,557,531 WGD/segmental
TraesCS2D02G512500 | 2D: 603,659,542-603,660,479 WGD/segmental
TraesCS2D02G516000 | 2D: 607,418,412-607,425,112 WGD/segmental
TraesCS2D02G522200 | 2D: 610,863,536-610,864,643 WGD/segmental
TraesCS2D02G537500 | 2D: 619,338,442-619,339,411 Tandem

TraesCS2D02G547100 | 2D: 623,496,884-623,499,791 WGD/segmental
TraesCS2D02G547300 | 2D: 623,787,597-623,792,222 WGD/segmental
TraesCS2D02G557400 | 2D: 630,388,082-630,407,572 WGD/segmental
TraesCS2D02G574200 | 2D: 638,810,379-638,815,170 WGD/segmental
TraesCS2D02G599700 | 2D: 650,869,233-650,871,862 WGD/segmental
TraesCS3A02G001800 3A:1,313,066-1,315,898 WGD/segmental
TraesCS3A02G022400 | 3A: 12,744,053-12,744,913 WGD/segmental
TraesCS3A02G025800 | 3A: 13,517,881-13,521,368 WGD/segmental
TraesCS3A02G051000 | 3A: 27,543,553-27,544,548 WGD/segmental
TraesCS3A02G087900 | 3A: 56,734,766-56,735,470 WGD/segmental
TraesCS3A02G095400 | 3A: 60,682,662-60,686,567 WGD/segmental
TraesCS3A02G103000 | 3A: 66,507,059-66,511,102 WGD/segmental
TraesCS3A02G120100 | 3A: 93,894,059-93,897,884 WGD/segmental
TraesCS3A02G131400 | 3A: 107,863,262-107,863,672 WGD/segmental
TraesCS3A02G131500 | 3A: 107,975,081-107,977,380 WGD/segmental
TraesCS3A02G139700 | 3A: 118,546,170-118,546,805 Dispersed

TraesCS3A02G140000 | 3A: 118,587,495-118,588,381 Dispersed

TraesCS3A02G176600 | 3A: 197,860,295-197,865,187 WGD/segmental
TraesCS3A02G179300 | 3A: 207,241,844-207,246,036 WGD/segmental
TraesCS3A02G182100 | 3A: 211,188,157-211,188,997 WGD/segmental
TraesCS3A02G189200 | 3A: 231,669,384-231,671,185 WGD/segmental
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TraesCS3A02G246900 | 3A: 464,904,434-464,913,424 WGD/segmental
TraesCS3A02G254400 | 3A: 476,087,134-476,089,068 WGD/segmental
TraesCS3A02G259800 | 3A: 482,092,614-482,093,752 WGD/segmental
TraesCS3A02G260500 | 3A: 483,449,498-483,452,912 WGD/segmental
TraesCS3A02G264000 | 3A: 487,857,253-487,859,848 WGD/segmental
TraesCS3A02G271500 | 3A: 500,969,258-500,973,693 WGD/segmental
TraesCS3A02G278900 | 3A: 508,216,111-508,217,471 WGD/segmental
TraesCS3A02G281400 | 3A: 510,180,508-510,182,295 WGD/segmental
TraesCS3A02G288900 | 3A: 517,074,705-517,080,156 WGD/segmental
TraesCS3A02G293400 | 3A: 525,297,363-525,298,746 WGD/segmental
TraesCS3A02G293500 | 3A: 525,628,498-525,629,229 WGD/segmental
TraesCS3A02G309200 | 3A: 547,329,720-547,330,085 Tandem

TraesCS3A02G309400 | 3A: 547,406,056-547,406,424 Tandem

TraesCS3A02G309500 | 3A: 547,414,326-547,414,880 Tandem

TraesCS3A02G327900 | 3A: 572,730,217-572,736,984 WGD/segmental
TraesCS3A02G330900 | 3A: 575,491,090-575,494,300 WGD/segmental
TraesCS3A02G339000 | 3A: 585,604,056-585,606,516 WGD/segmental
TraesCS3A02G344600 | 3A: 594,300,691-594,301,850 WGD/segmental
TraesCS3A02G345400 | 3A: 594,798,538-594,799,283 WGD/segmental
TraesCS3A02G350000 | 3A: 598,564,216-598,566,627 WGD/segmental
TraesCS3A02G350500 | 3A: 598,988,605-598,989,150 WGD/segmental
TraesCS3A02G365100 | 3A: 614,538,621-614,541,682 WGD/segmental
TraesCS3A02G377100 | 3A: 626,073,340-626,074,336 WGD/segmental
TraesCS3A02G391400 | 3A: 639,243,730-639,247,135 WGD/segmental
TraesCS3A02G399700 | 3A: 646,670,825-646,673,348 WGD/segmental
TraesCS3A02G410600 | 3A: 654,588,767-654,591,516 WGD/segmental
TraesCS3A02G410900 | 3A: 655,080,254-655,080,880 WGD/segmental
TraesCS3A02G414400 | 3A: 657,945,937-657,949,641 WGD/segmental
TraesCS3A02G423800 | 3A: 666,221,765-666,222,799 WGD/segmental
TraesCS3A02G425600 | 3A: 667,947,729-667,951,658 WGD/segmental
TraesCS3A02G425900 | 3A: 668,550,872-668,554,412 WGD/segmental
TraesCS3A02G426100 | 3A: 668,867,329-668,869,608 WGD/segmental
TraesCS3A02G426200 | 3A: 669,523,725-669,526,262 Proximal

TraesCS3A02G426400 | 3A: 669,565,785-669,568,156 WGD/segmental
TraesCS3A02G439700 | 3A: 682,972,239-682,975,088 WGD/segmental
TraesCS3A02G440000 | 3A: 683,070,489-683,071,959 WGD/segmental
TraesCS3A02G459400 | 3A: 696,050,635-696,051,066 WGD/segmental
TraesCS3A02G459700 | 3A: 696,280,295-696,281,350 WGD/segmental
TraesCS3A02G460600 | 3A: 696,641,387-696,642,646 WGD/segmental
TraesCS3A02G464800 | 3A: 699,521,090-699,523,037 WGD/segmental




Identifiers

Chromosomal location

Gene duplication type

TraesCS3A02G467300 | 3A: 700,726,173-700,737,354 WGD/segmental
TraesCS3A02G491300 | 3A: 718,399,151-718,401,813 WGD/segmental
TraesCS3A02G503300 | 3A: 726,103,263-726,108,141 WGD/segmental
TraesCS3A02G503400 | 3A: 726,114,798-726,119,028 Tandem

TraesCS3A02G521400 | 3A: 737,994,803-737,995,873 WGD/segmental
TraesCS3B02G000800 3B: 987,268-990,056 WGD/segmental
TraesCS3B02G019200 3B: 8,129,928-8,133,466 WGD/segmental
TraesCS3B02G023000 3B:9,922,993-9,923,391 WGD/segmental
TraesCS3B02G023300 | 3B: 10,013,879-10,014,906 Tandem

TraesCS3B02G060000 | 3B: 31,799,085-31,799,805 WGD/segmental
TraesCS3B02G103300 | 3B: 70,092,982-70,093,620 WGD/segmental
TraesCS3B02G111000 | 3B: 77,003,310-77,007,424 WGD/segmental
TraesCS3B02G120600 | 3B: 90,470,053-90,473,802 WGD/segmental
TraesCS3B02G139600 | 3B: 126,000,424-126,004,003 WGD/segmental
TraesCS3B02G152100 | 3B: 143,639,849-143,640,232 WGD/segmental
TraesCS3B02G152400 | 3B: 144,238,848-144,239,225 Tandem

TraesCS3B02G164600 | 3B: 162,521,427-162,522,702 WGD/segmental
TraesCS3B02G164700 | 3B: 162,622,876-162,623,869 Tandem

TraesCS3B02G164800 | 3B: 162,639,215-162,639,844 WGD/segmental
TraesCS3B02G164900 | 3B: 162,711,952-162,712,584 WGD/segmental
TraesCS3B02G165000 | 3B: 162,859,432-162,859,842 WGD/segmental
TraesCS3B02G165100 | 3B: 163,153,434-163,154,375 WGD/segmental
TraesCS3B02G208200 | 3B: 244,233,190-244,238,542 WGD/segmental
TraesCS3B02G212200 | 3B: 251,782,184-251,782,765 WGD/segmental
TraesCS3B02G218400 | 3B: 261,785,782-261,787,806 WGD/segmental
TraesCS3B02G272400 | 3B: 438,539,032-438,549,067 WGD/segmental
TraesCS3B02G286400 | 3B: 458,169,718-458,171,863 WGD/segmental
TraesCS3B02G293600 | 3B: 472,854,362-472,857,774 WGD/segmental
TraesCS3B02G297400 | 3B: 476,948,704-476,951,562 WGD/segmental
TraesCS3B02G305200 | 3B: 490,590,831-490,594,699 WGD/segmental
TraesCS3B02G313100 | 3B: 503,030,628-503,031,212 WGD/segmental
TraesCS3B02G315100 | 3B: 506,964,655-506,966,304 WGD/segmental
TraesCS3B02G323600 | 3B: 523,558,221-523,563,735 WGD/segmental
TraesCS3B02G328200 | 3B: 529,796,955-529,798,032 WGD/segmental
TraesCS3B02G336200 | 3B: 542,545,417-542,546,508 WGD/segmental
TraesCS3B02G357400 | 3B: 567,258,816-567,265,661 WGD/segmental
TraesCS3B02G361000 | 3B: 572,744,096-572,745,258 WGD/segmental
TraesCS3B02G370700 | 3B: 582,789,662-582,792,582 WGD/segmental
TraesCS3B02G376500 | 3B: 592,824,443-592,825,069 WGD/segmental
TraesCS3B02G377500 | 3B: 594,442,026-594,442,403 WGD/segmental




Identifiers

Chromosomal location

Gene duplication type

TraesCS3B02G382600 | 3B: 602,364,158-602,367,037 WGD/segmental
TraesCS3B02G383200 | 3B: 603,374,483-603,375,028 WGD/segmental
TraesCS3B02G394000 | 3B: 620,823,462-620,824,109 Dispersed

TraesCS3B02G397000 | 3B: 627,211,213-627,214,210 WGD/segmental
TraesCS3B02G409700 | 3B: 646,287,974-646,288,742 WGD/segmental
TraesCS3B02G423300 | 3B: 660,702,688-660,707,046 WGD/segmental
TraesCS3B02G432700 | 3B: 671,835,516-671,838,058 WGD/segmental
TraesCS3B02G443900 | 3B: 684,255,024-684,257,818 WGD/segmental
TraesCS3B02G444100 | 3B: 684,268,262-684,268,394 WGD/segmental
TraesCS3B02G444200 | 3B: 684,322,145-684,328,134 Tandem

TraesCS3B02G444300 | 3B: 684,411,009-684,413,212 Tandem

TraesCS3B02G449200 | 3B: 689,685,718-689,690,284 WGD/segmental
TraesCS3B02G459700 | 3B: 703,296,035-703,297,327 WGD/segmental
TraesCS3B02G461900 | 3B: 705,002,395-705,006,306 WGD/segmental
TraesCS3B02G462000 | 3B: 705,135,930-705,140,149 WGD/segmental
TraesCS3B02G462200 | 3B: 705,153,774-705,154,953 WGD/segmental
TraesCS3B02G462300 | 3B: 705,184,728-705,187,057 WGD/segmental
TraesCS3B02G462400 | 3B: 705,453,157-705,455,060 WGD/segmental
TraesCS3B02G462500 | 3B: 705,546,009-705,548,565 Tandem

TraesCS3B02G462600 | 3B: 705,566,012-705,568,494 WGD/segmental
TraesCS3B02G473700 | 3B: 723,028,055-723,031,193 WGD/segmental
TraesCS3B02G474100 | 3B: 723,275,343-723,277,695 WGD/segmental
TraesCS3B02G484400 | 3B: 730,856,852-730,860,633 WGD/segmental
TraesCS3B02G499500 | 3B: 744,310,559-744,311,881 WGD/segmental
TraesCS3B02G501700 | 3B: 745,544,703-745,545,662 WGD/segmental
TraesCS3B02G509100 | 3B: 753,172,433-753,174,558 WGD/segmental
TraesCS3B02G511800 | 3B: 755,313,307-755,324,469 WGD/segmental
TraesCS3B02G552300 | 3B: 786,854,303-786,856,956 WGD/segmental
TraesCS3B02G566700 | 3B: 798,493,084-798,498,246 WGD/segmental
TraesCS3B02G566800 | 3B: 798,503,308-798,507,673 Tandem

TraesCS3B02G567600 | 3B: 799,283,130-799,286,404 WGD/segmental
TraesCS3B02G591100 | 3B: 815,882,719-815,883,531 WGD/segmental
TraesCS3B02G595200 | 3B: 818,275,834-818,277,509 WGD/segmental
TraesCS3D02G019900 3D: 6,726,405-6,730,004 WGD/segmental
TraesCS3D02G024200 3D: 7,695,031-7,696,076 WGD/segmental
TraesCS3D02G050600 | 3D: 19,880,521-19,881,887 WGD/segmental
TraesCS3D02G079000 | 3D: 39,335,597-39,339,838 Singleton

TraesCS3D02G088100 | 3D: 44,966,972-44,967,619 WGD/segmental
TraesCS3D02G088200 | 3D: 45,011,792-45,012,430 Tandem

TraesCS3D02G095600 | 3D: 48,448,172-48,452,581 WGD/segmental
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TraesCS3D02G105300 | 3D: 57,504,916-57,509,084 WGD/segmental
TraesCS3D02G122200 | 3D: 79,629,742-79,633,642 WGD/segmental
TraesCS3D02G135000 | 3D: 94,035,701-94,036,066 WGD/segmental
TraesCS3D02G147100 | 3D: 111,898,862-111,900,010 WGD/segmental
TraesCS3D02G147200 | 3D: 111,925,047-111,929,721 Tandem

TraesCS3D02G147400 | 3D: 111,956,107-111,956,721 WGD/segmental
TraesCS3D02G147500 | 3D: 111,963,783-111,964,419 Tandem

TraesCS3D02G147600 | 3D: 111,977,041-111,977,673 WGD/segmental
TraesCS3D02G147700 | 3D: 112,321,411-112,321,851 WGD/segmental
TraesCS3D02G147800 | 3D: 112,332,792-112,333,799 WGD/segmental
TraesCS3D02G183800 | 3D: 169,423,380-169,428,670 WGD/segmental
TraesCS3D02G184200 | 3D: 169,882,776-169,889,380 WGD/segmental
TraesCS3D02G186800 | 3D: 173,394,529-173,395,461 WGD/segmental
TraesCS3D02G192700 | 3D: 182,593,882-182,595,749 WGD/segmental
TraesCS3D02G244600 | 3D: 339,848,034-339,857,172 WGD/segmental
TraesCS3D02G255300 | 3D: 356,955,007-356,956,796 WGD/segmental
TraesCS3D02G259900 | 3D: 361,776,499-361,777,314 WGD/segmental
TraesCS3D02G260700 | 3D: 363,051,065-363,054,397 WGD/segmental
TraesCS3D02G264100 | 3D: 365,909,405-365,911,365 WGD/segmental
TraesCS3D02G271100 | 3D: 376,157,685-376,162,066 WGD/segmental
TraesCS3D02G279200 | 3D: 386,776,533-386,777,117 WGD/segmental
TraesCS3D02G281400 | 3D: 389,211,717-389,213,101 WGD/segmental
TraesCS3D02G288700 | 3D: 397,777,708-397,783,443 WGD/segmental
TraesCS3D02G293200 | 3D: 403,352,586-403,353,317 WGD/segmental
TraesCS3D02G293300 | 3D: 403,692,642-403,694,635 Tandem

TraesCS3D02G301500 | 3D: 415,716,345-415,717,539 WGD/segmental
TraesCS3D02G321400 | 3D: 434,046,484-434,052,990 WGD/segmental
TraesCS3D02G324300 | 3D: 437,487,153-437,488,552 WGD/segmental
TraesCS3D02G332600 | 3D: 444,795,393-444,797,825 WGD/segmental
TraesCS3D02G338100 | 3D: 451,161,967-451,162,581 WGD/segmental
TraesCS3D02G339500 | 3D: 452,485,808-452,486,191 WGD/segmental
TraesCS3D02G344000 | 3D: 455,880,552-455,882,255 WGD/segmental
TraesCS3D02G344500 | 3D: 456,317,643-456,318,671 WGD/segmental
TraesCS3D02G358300 | 3D: 471,772,795-471,776,467 WGD/segmental
TraesCS3D02G370200 | 3D: 483,352,008-483,352,968 WGD/segmental
TraesCS3D02G384200 | 3D: 499,848,349-499,851,294 WGD/segmental
TraesCS3D02G393800 | 3D: 508,604,916-508,607,915 WGD/segmental
TraesCS3D02G400900 | 3D: 515,704,990-515,705,835 Dispersed

TraesCS3D02G405200 | 3D: 519,667,512-519,670,124 WGD/segmental
TraesCS3D02G405400 | 3D: 519,713,367-519,714,008 WGD/segmental
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TraesCS3D02G408900 | 3D: 523,171,127-523,175,712 WGD/segmental
TraesCS3D02G419000 | 3D: 531,679,581-531,680,736 WGD/segmental
TraesCS3D02G420400 | 3D: 532,774,096-532,777,673 WGD/segmental
TraesCS3D02G420500 | 3D: 532,855,081-532,857,500 WGD/segmental
TraesCS3D02G420700 | 3D: 532,955,970-532,957,164 WGD/segmental
TraesCS3D02G420800 | 3D: 532,992,190-532,993,532 WGD/segmental
TraesCS3D02G420900 | 3D: 533,392,721-533,394,779 Tandem

TraesCS3D02G421000 | 3D: 533,668,357-533,670,774 WGD/segmental
TraesCS3D02G421100 | 3D: 533,672,905-533,675,482 WGD/segmental
TraesCS3D02G421200 | 3D: 533,675,918-533,678,372 Tandem

TraesCS3D02G432500 | 3D: 546,246,197-546,247,634 WGD/segmental
TraesCS3D02G432800 | 3D: 546,320,621-546,323,078 WGD/segmental
TraesCS3D02G451600 | 3D: 559,168,083-559,168,892 WGD/segmental
TraesCS3D02G452500 | 3D: 560,117,391-560,118,560 WGD/segmental
TraesCS3D02G453900 | 3D: 560,791,883-560,792,878 Tandem

TraesCS3D02G454100 | 3D: 560,854,586-560,855,653 Tandem

TraesCS3D02G459900 | 3D: 565,037,624-565,038,154 WGD/segmental
TraesCS3D02G462600 | 3D: 567,066,110-567,076,170 WGD/segmental
TraesCS3D02G465000 | 3D: 568,836,712-568,837,491 Tandem

TraesCS3D02G466100 | 3D: 569,781,286-569,790,562 Tandem

TraesCS3D02G495500 | 3D: 587,608,156-587,609,671 Dispersed

TraesCS3D02G497200 | 3D: 588,393,624-588,396,164 WGD/segmental
TraesCS3D02G509900 | 3D: 595,062,529-595,067,402 WGD/segmental
TraesCS3D02G510000 | 3D: 595,070,008-595,074,414 Tandem

TraesCS3D02G511300 | 3D: 596,056,968-596,061,325 WGD/segmental
TraesCS3D02G532300 | 3D: 608,400,960-608,402,494 WGD/segmental
TraesCS4A02G011000 4A: 6,035,206-6,038,960 WGD/segmental
TraesCS4A02G034600 | 4A: 26,547,130-26,547,528 WGD/segmental
TraesCS4A02G049500 | 4A: 40,281,761-40,285,123 WGD/segmental
TraesCS4A02G053400 | 4A: 45,132,071-45,135,423 WGD/segmental
TraesCS4A02G082400 | 4A: 85,590,082-85,592,543 WGD/segmental
TraesCS4A02G083500 | 4A: 87,411,847-87,415,616 WGD/segmental
TraesCS4A02G089200 | 4A: 95,183,338-95,188,733 WGD/segmental
TraesCS4A02G095800 | 4A: 103,767,064-103,768,348 WGD/segmental
TraesCS4A02G101400 | 4A: 113,850,637-113,852,575 WGD/segmental
TraesCS4A02G104900 | 4A: 118,957,247-118,958,742 WGD/segmental
TraesCS4A02G112500 | 4A: 137,164,112-137,166,651 WGD/segmental
TraesCS4A02G112900 | 4A: 137,182,501-137,188,337 WGD/segmental
TraesCS4A02G117900 | 4A: 144,360,330-144,365,128 WGD/segmental
TraesCS4A02G118100 | 4A: 144,626,448-144,626,702 WGD/segmental
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TraesCS4A02G128700 | 4A: 165,712,374-165,712,877 WGD/segmental
TraesCS4A02G129800 | 4A: 170,156,688-170,158,391 WGD/segmental
TraesCS4A02G137300 | 4A: 196,614,143-196,614,700 WGD/segmental
TraesCS4A02G137800 | 4A: 198,183,963-198,184,442 Dispersed

TraesCS4A02G156600 | 4A: 312,879,555-312,883,445 WGD/segmental
TraesCS4A02G161100 | 4A: 349,295,917-349,310,580 WGD/segmental
TraesCS4A02G162000 | 4A: 352,479,696-352,513,698 WGD/segmental
TraesCS4A02G164100 | 4A: 376,716,802-376,728,979 WGD/segmental
TraesCS4A02G165300 | 4A: 389,232,569-389,251,601 WGD/segmental
TraesCS4A02G174400 | 4A: 444,864,195-444,864,716 WGD/segmental
TraesCS4A02G174500 | 4A: 445,073,127-445,073,582 Tandem

TraesCS4A02G174600 | 4A: 445,074,297-445,074,930 Tandem

TraesCS4A02G183700 | 4A: 462,201,506-462,203,307 WGD/segmental
TraesCS4A02G185500 | 4A: 464,989,108-464,989,569 WGD/segmental
TraesCS4A02G185700 | 4A: 465,006,166-465,006,874 WGD/segmental
TraesCS4A02G194200 | 4A: 476,065,837-476,066,397 WGD/segmental
TraesCS4A02G220900 | 4A: 525,110,014-525,111,081 WGD/segmental
TraesCS4A02G222800 | 4A: 530,172,937-530,179,589 WGD/segmental
TraesCS4A02G237400 | 4A: 546,256,193-546,258,841 WGD/segmental
TraesCS4A02G249200 | 4A: 560,316,953-560,319,838 WGD/segmental
TraesCS4A02G271200 | 4A: 582,524,004-582,534,805 WGD/segmental
TraesCS4A02G290600 | 4A: 594,283,028-594,285,283 WGD/segmental
TraesCS4A02G311200 | 4A: 603,451,110-603,455,621 WGD/segmental
TraesCS4A02G320900 | 4A: 609,132,923-609,133,711 Tandem

TraesCS4A02G321200 | 4A: 609,564,312-609,566,158 Tandem

TraesCS4A02G322600 | 4A: 610,618,336-610,629,297 Dispersed

TraesCS4A02G338900 | 4A: 620,778,743-620,780,555 Dispersed

TraesCS4A02G352200 | 4A: 627,813,928-627,816,836 Dispersed

TraesCS4A02G385800 | 4A: 662,960,203-662,960,796 WGD/segmental
TraesCS4A02G385900 | 4A: 663,202,975-663,203,526 Tandem

TraesCS4A02G404600 | 4A: 678,132,568-678,133,956 WGD/segmental
TraesCS4A02G415800 | 4A: 685,769,874-685,770,656 WGD/segmental
TraesCS4A02G415900 | 4A: 685,786,304-685,787,686 WGD/segmental
TraesCS4A02G441400 | 4A: 709,894,411-709,896,222 WGD/segmental
TraesCS4A02G463800 | 4A: 727,745,837-727,746,292 WGD/segmental
TraesCS4A02G463900 | 4A: 727,841,328-727,842,252 WGD/segmental
TraesCS4A02G464300 | 4A: 728,129,360-728,130,502 Tandem

TraesCS4A02G465400 | 4A: 728,941,731-728,942,431 Tandem

TraesCS4A02G468600 | 4A: 730,498,317-730,498,777 Tandem

TraesCS4A02G499200 | 4A: 744,274,734-744,276,074 WGD/segmental
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TraesCS4B02G003100 4B:1,780,942-1,785,316 WGD/segmental
TraesCS4B02G023600 | 4B: 17,060,305-17,062,621 WGD/segmental
TraesCS4B02G042900 | 4B: 30,724,599-30,734,116 WGD/segmental
TraesCS4B02G065500 | 4B: 58,249,079-58,251,794 WGD/segmental
TraesCS4B02G077700 | 4B: 74,668,204-74,672,287 WGD/segmental
TraesCS4B02G091300 | 4B: 94,185,365-94,186,102 Dispersed

TraesCS4B02G093600 | 4B: 96,186,482-96,193,135 WGD/segmental
TraesCS4B02G099300 | 4B: 104,740,766-104,741,547 WGD/segmental
TraesCS4B02G121100 | 4B: 142,697,623-142,699,398 WGD/segmental
TraesCS4B02G134900 | 4B: 175,563,045-175,564,693 WGD/segmental
TraesCS4B02G142800 | 4B: 189,081,691-189,082,149 WGD/segmental
TraesCS4B02G143100 | 4B: 189,151,312-189,151,833 Tandem

TraesCS4B02G149000 | 4B: 218,576,949-218,588,858 WGD/segmental
TraesCS4B02G151200 | 4B: 240,190,912-240,212,283 WGD/segmental
TraesCS4B02G162300 | 4B: 326,093,908-326,095,302 Dispersed

TraesCS4B02G164000 | 4B: 339,264,774-339,268,659 WGD/segmental
TraesCS4B02G167400 | 4B: 364,487,881-364,488,360 WGD/segmental
TraesCS4B02G174800 | 4B: 383,145,124-383,146,176 WGD/segmental
TraesCS4B02G176000 | 4B: 386,216,452-386,216,916 WGD/segmental
TraesCS4B02G176100 | 4B: 386,218,273-386,218,737 Tandem

TraesCS4B02G186500 | 4B: 406,457,919-406,461,341 WGD/segmental
TraesCS4B02G191300 | 4B: 413,829,480-413,834,394 WGD/segmental
TraesCS4B02G191600 | 4B: 413,874,314-413,876,393 WGD/segmental
TraesCS4B02G199100 | 4B: 427,742,579-427,744,076 WGD/segmental
TraesCS4B02G203200 | 4B: 434,470,727-434,472,874 WGD/segmental
TraesCS4B02G208600 | 4B: 445,842,921-445,845,979 WGD/segmental
TraesCS4B02G209100 | 4B: 446,342,814-446,344,246 WGD/segmental
TraesCS4B02G215100 | 4B: 454,695,599-454,700,622 WGD/segmental
TraesCS4B02G220700 | 4B: 464,156,491-464,161,145 WGD/segmental
TraesCS4B02G221600 | 4B: 465,777,826-465,780,475 WGD/segmental
TraesCS4B02G251200 | 4B: 517,491,609-517,494,849 WGD/segmental
TraesCS4B02G255400 | 4B: 520,239,492-520,242,190 WGD/segmental
TraesCS4B02G270600 | 4B: 546,733,304-546,733,756 WGD/segmental
TraesCS4B02G293400 | 4B: 579,097,605-579,101,980 WGD/segmental
TraesCS4B02G304400 | 4B: 592,672,777-592,674,053 WGD/segmental
TraesCS4B02G316600 | 4B: 606,181,272-606,182,758 WGD/segmental
TraesCS4B02G316700 | 4B: 606,552,922-606,555,581 WGD/segmental
TraesCS4B02G322200 | 4B: 612,876,650-612,877,884 WGD/segmental
TraesCS4B02G344100 | 4B: 637,623,712-637,628,173 WGD/segmental
TraesCS4B02G344200 | 4B: 637,722,285-637,725,028 WGD/segmental
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TraesCS4B02G361300 | 4B: 650,728,588-650,730,524 Singleton

TraesCS4B02G380900 | 4B: 660,874,169-660,880,469 Tandem

TraesCS4B02G381000 | 4B: 660,904,524-660,910,478 Tandem

TraesCS4D02G003000 4D: 1,369,971-1,374,666 WGD/segmental
TraesCS4D02G021200 4D: 9,182,832-9,185,291 WGD/segmental
TraesCS4D02G040200 | 4D: 18,688,931-18,698,103 WGD/segmental
TraesCS4D02G064500 | 4D: 39,979,402-39,981,960 WGD/segmental
TraesCS4D02G076100 | 4D: 50,757,723-50,758,993 WGD/segmental
TraesCS4D02G090400 | 4D: 65,531,283-65,539,548 WGD/segmental
TraesCS4D02G095800 | 4D: 71,531,706-71,532,257 WGD/segmental
TraesCS4D02G119100 | 4D: 100,483,088-100,483,648 WGD/segmental
TraesCS4D02G127900 | 4D: 112,159,715-112,160,397 WGD/segmental
TraesCS4D02G128100 | 4D: 112,196,942-112,197,403 WGD/segmental
TraesCS4D02G129700 | 4D: 115,123,648-115,125,532 WGD/segmental
TraesCS4D02G141100 | 4D: 125,095,276-125,095,754 WGD/segmental
TraesCS4D02G141200 | 4D: 125,230,533-125,231,054 Tandem

TraesCS4D02G147800 | 4D: 140,896,655-140,909,544 WGD/segmental
TraesCS4D02G148400 | 4D: 147,449,869-147,453,675 WGD/segmental
TraesCS4D02G152900 | 4D: 189,693,811-189,697,717 WGD/segmental
TraesCS4D02G155700 | 4D: 208,379,393-208,422,081 WGD/segmental
TraesCS4D02G158400 | 4D: 221,300,756-221,303,669 WGD/segmental
TraesCS4D02G169900 | 4D: 295,109,176-295,109,655 WGD/segmental
TraesCS4D02G170000 | 4D: 295,425,573-295,428,508 Tandem

TraesCS4D02G176700 | 4D: 307,236,975-307,238,021 WGD/segmental
TraesCS4D02G177900 | 4D: 309,508,684-309,509,193 WGD/segmental
TraesCS4D02G187600 | 4D: 326,383,306-326,383,560 WGD/segmental
TraesCS4D02G187800 | 4D: 326,973,519-326,977,800 WGD/segmental
TraesCS4D02G192500 | 4D: 335,773,803-335,778,034 WGD/segmental
TraesCS4D02G192800 | 4D: 335,897,401-335,899,273 WGD/segmental
TraesCS4D02G200100 | 4D: 346,748,548-346,750,046 WGD/segmental
TraesCS4D02G204100 | 4D: 351,468,049-351,470,103 WGD/segmental
TraesCS4D02G209300 | 4D: 360,762,344-360,765,435 WGD/segmental
TraesCS4D02G209500 | 4D: 360,941,923-360,943,064 WGD/segmental
TraesCS4D02G215600 | 4D: 369,257,922-369,263,038 WGD/segmental
TraesCS4D02G221000 | 4D: 378,259,122-378,263,413 WGD/segmental
TraesCS4D02G222000 | 4D: 379,159,671-379,162,491 WGD/segmental
TraesCS4D02G251200 | 4D: 419,419,370-419,422,690 WGD/segmental
TraesCS4D02G255100 | 4D: 423,945,425-423,947,758 WGD/segmental
TraesCS4D02G292000 | 4D: 463,396,748-463,401,083 WGD/segmental
TraesCS4D02G302600 | 4D: 470,261,238-470,262,642 WGD/segmental
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TraesCS4D02G313200 | 4D: 479,380,231-479,381,022 WGD/segmental
TraesCS4D02G313300 | 4D: 479,411,058-479,412,494 WGD/segmental
TraesCS4D02G318800 | 4D: 483,041,021-483,041,647 WGD/segmental
TraesCS4D02G339200 | 4D: 497,128,463-497,133,137 WGD/segmental
TraesCS4D02G339300 | 4D: 497,150,642-497,160,941 WGD/segmental
TraesCS4D02G354300 | 4D: 504,197,596-504,200,977 Dispersed

TraesCS4D02G362000 | 4D: 508,528,075-508,528,350 Dispersed

TraesCS5A02G010000 5A.: 6,665,804-6,668,336 WGD/segmental
TraesCS5A02G027500 | 5A: 22,985,789-22,986,220 WGD/segmental
TraesCS5A02G028000 | 5A: 23,915,121-23,915,579 WGD/segmental
TraesCS5A02G028200 | 5A: 24,149,348-24,149,767 WGD/segmental
TraesCS5A02G028300 | 5A: 24,161,340-24,161,831 WGD/segmental
TraesCS5A02G028400 | 5A: 24,177,123-24,177,572 Tandem

TraesCS5A02G028500 | 5A: 24,182,186-24,182,668 Tandem

TraesCS5A02G028600 | 5A: 24,185,029-24,185,496 WGD/segmental
TraesCS5A02G028700 | 5A: 24,188,766-24,189,449 WGD/segmental
TraesCS5A02G029200 | 5A: 25,075,651-25,076,064 WGD/segmental
TraesCS5A02G045900 | 5A: 41,393,401-41,393,889 WGD/segmental
TraesCS5A02G049400 | 5A: 45,282,199-45,283,228 WGD/segmental
TraesCS5A02G058000 | 5A: 55,654,680-55,660,812 WGD/segmental
TraesCS5A02G062400 | 5A: 67,327,050-67,328,303 WGD/segmental
TraesCS5A02G072600 | 5A: 83,929,944-83,932,346 WGD/segmental
TraesCS5A02G095000 | 5A: 132,095,090-132,099,793 WGD/segmental
TraesCS5A02G097000 | 5A: 136,642,847-136,644,661 WGD/segmental
TraesCS5A02G129900 | 5A: 291,592,580-291,596,195 WGD/segmental
TraesCS5A02G135100 | 5A: 305,087,269-305,096,499 WGD/segmental
TraesCS5A02G136900 | 5A: 308,539,962-308,540,498 WGD/segmental
TraesCS5A02G145800 | 5A: 321,925,696-321,928,311 WGD/segmental
TraesCS5A02G147800 | 5A: 325,804,575-325,805,204 WGD/segmental
TraesCS5A02G147900 | 5A: 325,808,545-325,809,180 WGD/segmental
TraesCS5A02G167100 | 5A: 356,104,622-356,105,110 WGD/segmental
TraesCS5A02G183200 | 5A: 382,764,008-382,769,194 WGD/segmental
TraesCS5A02G189000 | 5A: 391,516,937-391,521,446 WGD/segmental
TraesCS5A02G198500 | 5A: 403,028,388-403,029,470 WGD/segmental
TraesCS5A02G207100 | 5A: 417,896,963-417,904,903 WGD/segmental
TraesCS5A02G216000 | 5A: 432,228,410-432,232,121 WGD/segmental
TraesCS5A02G228400 | 5A: 444,559,501-444,564,556 WGD/segmental
TraesCS5A02G232200 | 5A: 447,540,496-447,542,279 WGD/segmental
TraesCS5A02G248100 | 5A: 461,937,407-461,939,134 WGD/segmental
TraesCS5A02G248300 | 5A: 462,149,658-462,156,402 WGD/segmental
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TraesCS5A02G253700 | 5A: 469,888,254-469,888,748 WGD/segmental
TraesCS5A02G271600 | 5A: 481,906,957-481,907,888 WGD/segmental
TraesCS5A02G282300 | 5A: 491,292,869-491,295,991 WGD/segmental
TraesCS5A02G283800 | 5A: 491,742,518-491,743,335 WGD/segmental
TraesCS5A02G308200 | 5A: 520,680,768-520,698,007 WGD/segmental
TraesCS5A02G308300 | 5A: 520,729,547-520,730,080 Dispersed

TraesCS5A02G312800 | 5A: 524,052,048-524,054,463 WGD/segmental
TraesCS5A02G325400 | 5A: 536,119,168-536,125,403 WGD/segmental
TraesCS5A02G326800 | 5A: 536,895,738-536,896,639 WGD/segmental
TraesCS5A02G326900 | 5A: 536,903,936-536,904,481 Tandem

TraesCS5A02G336400 | 5A: 545,129,131-545,130,038 WGD/segmental
TraesCS5A02G354500 | 5A: 557,076,709-557,077,548 WGD/segmental
TraesCS5A02G354600 | 5A: 557,081,716-557,083,099 Tandem

TraesCS5A02G354700 | 5A: 557,092,539-557,093,342 WGD/segmental
TraesCS5A02G354800 | 5A: 557,098,773-557,099,753 Proximal

TraesCS5A02G372500 | 5A: 570,788,586-570,789,059 WGD/segmental
TraesCS5A02G372600 | 5A: 570,791,269-570,791,939 Dispersed

TraesCS5A02G378600 | 5A: 575,687,703-575,693,006 WGD/segmental
TraesCS5A02G381800 | 5A: 579,435,595-579,441,101 WGD/segmental
TraesCS5A02G396000 | 5A: 591,081,866-591,082,624 WGD/segmental
TraesCS5A02G426200 | 5A: 611,542,039-611,543,335 WGD/segmental
TraesCS5A02G443000 | 5A: 623,207,477-623,213,471 WGD/segmental
TraesCS5A02G460200 | 5A: 640,681,652-640,683,873 WGD/segmental
TraesCS5A02G467700 | 5A: 645,466,719-645,470,140 WGD/segmental
TraesCS5A02G470400 | 5A: 647,168,222-647,169,122 WGD/segmental
TraesCS5A02G476600 | 5A: 651,437,025-651,437,279 WGD/segmental
TraesCS5A02G494500 | 5A: 663,189,438-663,190,648 Dispersed

TraesCS5A02G512800 | 5A: 676,889,751-676,894,261 Dispersed

TraesCS5A02G513000 | 5A: 676,949,097-676,951,841 Dispersed

TraesCS5A02G529500 | 5A: 688,859,604-688,863,043 Dispersed

TraesCS5A02G547400 | 5A: 701,298,387-701,304,757 Tandem

TraesCS5A02G547800 | 5A: 702,132,455-702,136,920 Tandem

TraesCS5B02G007600 5B: 8,875,269-8,877,667 WGD/segmental
TraesCS5B02G026700 | 5B: 25,667,853-25,668,646 WGD/segmental
TraesCS5B02G049900 | 5B: 55,343,656-55,344,123 WGD/segmental
TraesCS5B02G054600 | 5B: 59,791,457-59,792,519 WGD/segmental
TraesCS5B02G065600 | 5B: 73,828,030-73,833,637 WGD/segmental
TraesCS5B02G069700 | 5B: 79,766,085-79,767,831 WGD/segmental
TraesCS5B02G078400 | 5B: 94,258,854-94,261,879 WGD/segmental
TraesCS5B02G090000 | 5B: 115,654,500-115,655,326 WGD/segmental
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TraesCS5B02G090100 | 5B: 115,868,578-115,871,863 Tandem

TraesCS5B02G101200 | 5B: 134,128,878-134,133,174 WGD/segmental
TraesCS5B02G111900 | 5B: 170,583,165-170,619,236 WGD/segmental
TraesCS5B02G129800 | 5B: 241,166,521-241,169,379 WGD/segmental
TraesCS5B02G133900 | 5B: 250,596,193-250,611,251 WGD/segmental
TraesCS5B02G135600 | 5B: 255,337,327-255,337,875 WGD/segmental
TraesCS5B02G144700 | 5B: 271,950,733-271,952,774 WGD/segmental
TraesCS5B02G164100 | 5B: 304,125,075-304,126,125 WGD/segmental
TraesCS5B02G181400 | 5B: 331,214,226-331,219,451 WGD/segmental
TraesCS5B02G194700 | 5B: 351,481,468-351,485,888 WGD/segmental
TraesCS5B02G197200 | 5B: 355,234,216-355,236,212 WGD/segmental
TraesCS5B02G205500 | 5B: 373,683,757-373,690,913 WGD/segmental
TraesCS5B02G223400 | 5B: 398,058,622-398,060,284 Dispersed

TraesCS5B02G227200 | 5B: 403,779,812-403,784,620 WGD/segmental
TraesCS5B02G230500 | 5B: 407,235,240-407,237,185 WGD/segmental
TraesCS5B02G245800 | 5B: 426,993,279-426,995,057 WGD/segmental
TraesCS5B02G246000 | 5B: 427,247,852-427,249,456 WGD/segmental
TraesCS5B02G252600 | 5B: 435,597,303-435,598,318 WGD/segmental
TraesCS5B02G271900 | 5B: 457,339,081-457,339,788 WGD/segmental
TraesCS5B02G281700 | 5B: 466,778,012-466,781,710 WGD/segmental
TraesCS5B02G282300 | 5B: 467,137,871-467,138,461 WGD/segmental
TraesCS5B02G308500 | 5B: 491,245,957-491,246,505 WGD/segmental
TraesCS5B02G308600 | 5B: 491,272,713-491,273,246 Tandem

TraesCS5B02G308700 | 5B: 491,280,046-491,280,594 WGD/segmental
TraesCS5B02G313800 | 5B: 496,267,264-496,269,755 WGD/segmental
TraesCS5B02G325800 | 5B: 510,293,933-510,300,065 WGD/segmental
TraesCS5B02G335400 | 5B: 518,570,570-518,571,885 WGD/segmental
TraesCS5B02G356800 | 5B: 536,384,212-536,385,111 WGD/segmental
TraesCS5B02G356900 | 5B: 536,476,323-536,476,925 WGD/segmental
TraesCS5B02G357000 | 5B: 536,505,515-536,509,118 WGD/segmental
TraesCS5B02G373000 | 5B: 550,844,202-550,848,058 WGD/segmental
TraesCS5B02G374600 | 5B: 551,739,643-551,740,400 WGD/segmental
TraesCS5B02G374700 | 5B: 551,798,729-551,799,396 Tandem

TraesCS5B02G382100 | 5B: 560,391,754-560,397,339 WGD/segmental
TraesCS5B02G385300 | 5B: 564,988,305-564,994,038 WGD/segmental
TraesCS5B02G400800 | 5B: 577,659,498-577,660,923 WGD/segmental
TraesCS5B02G428100 | 5B: 603,984,864-603,985,472 WGD/segmental
TraesCS5B02G442500 | 5B: 615,711,684-615,712,703 WGD/segmental
TraesCS5B02G447600 | 5B: 618,470,171-618,474,409 WGD/segmental
TraesCS5B02G469800 | 5B: 643,305,754-643,308,063 WGD/segmental
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TraesCS5B02G480100 | 5B: 652,632,607-652,635,206 WGD/segmental
TraesCS5B02G483000 | 5B: 655,121,627-655,122,554 WGD/segmental
TraesCS5B02G489500 | 5B: 659,411,555-659,411,809 WGD/segmental
TraesCS5B02G519400 | 5B: 682,176,793-682,179,882 WGD/segmental
TraesCS5B02G522800 | 5B: 684,190,037-684,190,636 WGD/segmental
TraesCS5B02G548200 | 5B: 700,917,011-700,918,440 WGD/segmental
TraesCS5B02G555800 | 5B: 704,840,238-704,851,047 Dispersed

TraesCS5B02G557600 | 5B: 705,319,431-705,321,545 WGD/segmental
TraesCS5B02G558000 | 5B: 705,566,546-705,567,603 Tandem

TraesCS5D02G014800 5D: 8,492,429-8,495,051 WGD/segmental
TraesCS5D02G035300 | 5D: 34,445,628-34,446,364 WGD/segmental
TraesCS5D02G035700 | 5D: 35,223,135-35,223,596 WGD/segmental
TraesCS5D02G035800 | 5D: 35,285,941-35,286,348 WGD/segmental
TraesCS5D02G035900 | 5D: 35,294,300-35,305,719 WGD/segmental
TraesCS5D02G036200 | 5D: 35,499,405-35,499,812 Proximal

TraesCS5D02G036300 | 5D: 35,550,908-35,551,405 Proximal

TraesCS5D02G036400 | 5D: 35,553,672-35,554,148 Proximal

TraesCS5D02G036500 | 5D: 35,560,974-35,561,432 WGD/segmental
TraesCS5D02G055800 | 5D: 52,264,816-52,265,286 WGD/segmental
TraesCS5D02G060200 | 5D: 56,922,062-56,923,096 WGD/segmental
TraesCS5D02G069800 | 5D: 67,861,587-67,867,537 WGD/segmental
TraesCS5D02G073600 | 5D: 72,871,392-72,872,645 WGD/segmental
TraesCS5D02G085300 | 5D: 90,265,246-90,268,255 WGD/segmental
TraesCS5D02G096000 | 5D: 105,619,667-105,620,862 WGD/segmental
TraesCS5D02G096500 | 5D: 106,940,216-106,940,728 WGD/segmental
TraesCS5D02G096600 | 5D: 107,010,215-107,013,879 Tandem

TraesCS5D02G107600 | 5D: 121,076,624-121,086,264 WGD/segmental
TraesCS5D02G122000 | 5D: 175,775,498-175,788,129 WGD/segmental
TraesCS5D02G137400 | 5D: 218,557,426-218,561,076 WGD/segmental
TraesCS5D02G139400 | 5D: 222,419,558-222,429,880 WGD/segmental
TraesCS5D02G144900 | 5D: 231,569,235-231,569,687 WGD/segmental
TraesCS5D02G146400 | 5D: 233,035,135-233,038,207 WGD/segmental
TraesCS5D02G171400 | 5D: 268,517,194-268,518,048 WGD/segmental
TraesCS5D02G188300 | 5D: 290,386,100-290,391,792 WGD/segmental
TraesCS5D02G202000 | 5D: 306,198,113-306,203,043 WGD/segmental
TraesCS5D02G204500 | 5D: 309,694,008-309,697,133 WGD/segmental
TraesCS5D02G213300 | 5D: 322,382,978-322,390,523 WGD/segmental
TraesCS5D02G223800 | 5D: 331,572,260-331,575,937 WGD/segmental
TraesCS5D02G235800 | 5D: 344,539,254-344,540,957 WGD/segmental
TraesCS5D02G239200 | 5D: 347,361,848-347,366,354 Dispersed
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TraesCS5D02G254900 | 5D: 361,403,532-361,405,045 WGD/segmental
TraesCS5D02G255200 | 5D: 361,649,578-361,651,275 WGD/segmental
TraesCS5D02G279300 | 5D: 381,407,190-381,408,116 WGD/segmental
TraesCS5D02G289400 | 5D: 388,100,580-388,104,112 WGD/segmental
TraesCS5D02G291000 | 5D: 388,794,132-388,794,734 WGD/segmental
TraesCS5D02G315200 | 5D: 409,454,528-409,455,076 WGD/segmental
TraesCS5D02G315300 | 5D: 409,523,271-409,542,867 WGD/segmental
TraesCS5D02G319600 | 5D: 412,311,925-412,314,298 WGD/segmental
TraesCS5D02G331600 | 5D: 422,697,010-422,702,597 WGD/segmental
TraesCS5D02G333100 | 5D: 423,463,576-423,464,220 WGD/segmental
TraesCS5D02G333200 | 5D: 423,468,788-423,469,423 WGD/segmental
TraesCS5D02G341100 | 5D: 429,304,293-429,305,209 WGD/segmental
TraesCS5D02G361800 | 5D: 440,938,427-440,939,298 WGD/segmental
TraesCS5D02G361900 | 5D: 440,947,896-440,948,498 WGD/segmental
TraesCS5D02G362000 | 5D: 440,961,355-440,962,355 WGD/segmental
TraesCS5D02G362100 | 5D: 440,965,632-440,966,195 Proximal

TraesCS5D02G380200 | 5D: 450,683,865-450,688,789 WGD/segmental
TraesCS5D02G382000 | 5D: 451,954,962-451,955,610 WGD/segmental
TraesCS5D02G382100 | 5D: 451,970,069-451,970,697 Tandem

TraesCS5D02G382200 | 5D: 451,972,804-451,973,574 Tandem

TraesCS5D02G388500 | 5D: 457,992,308-457,997,552 WGD/segmental
TraesCS5D02G391100 | 5D: 459,862,603-459,867,935 WGD/segmental
TraesCS5D02G405300 | 5D: 470,376,887-470,378,075 WGD/segmental
TraesCS5D02G434200 | 5D: 489,806,683-489,807,550 WGD/segmental
TraesCS5D02G446700 | 5D: 496,951,145-496,952,161 WGD/segmental
TraesCS5D02G450400 | 5D: 498,769,869-498,776,200 WGD/segmental
TraesCS5D02G471300 | 5D: 512,303,138-512,305,330 WGD/segmental
TraesCS5D02G472700 | 5D: 513,314,645-513,316,781 Dispersed

TraesCS5D02G480800 | 5D: 518,919,635-518,922,993 WGD/segmental
TraesCS5D02G483100 | 5D: 520,114,239-520,115,074 WGD/segmental
TraesCS5D02G489900 | 5D: 524,917,361-524,917,615 WGD/segmental
TraesCS5D02G518700 | 5D: 539,969,460-539,972,258 WGD/segmental
TraesCS5D02G521500 | 5D: 542,529,978-542,530,631 WGD/segmental
TraesCS5D02G535300 | 5D: 549,308,379-549,309,601 WGD/segmental
TraesCS5D02G551700 | 5D: 557,504,352-557,505,688 WGD/segmental
TraesCS5D02G553700 | 5D: 558,284,186-558,295,311 Dispersed

TraesCS5D02G564400 | 5D: 563,339,892-563,340,719 Proximal

TraesCS6A02G001000 6A: 637,025-639,371 WGD/segmental
TraesCS6A02G023700 | 6A: 11,790,646-11,791,549 WGD/segmental
TraesCS6A02G050800 | 6A: 26,529,406-26,530,524 WGD/segmental
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TraesCS6A02G055100 | 6A: 28,643,671-28,644,597 WGD/segmental
TraesCS6A02G084400 | 6A: 53,071,982-53,075,458 WGD/segmental
TraesCS6A02G095500 | 6A: 62,130,061-62,130,723 WGD/segmental
TraesCS6A02G095600 | 6A: 62,717,290-62,717,841 WGD/segmental
TraesCS6A02G096200 | 6A: 63,584,630-63,599,250 WGD/segmental
TraesCS6A02G117900 | 6A: 88,763,573-88,774,341 WGD/segmental
TraesCS6A02G120700 | 6A: 92,575,958-92,577,116 WGD/segmental
TraesCS6A02G121400 | 6A: 93,797,131-93,801,770 WGD/segmental
TraesCS6A02G122800 | 6A: 96,451,483-96,453,055 WGD/segmental
TraesCS6A02G145300 | 6A: 123,455,701-123,460,492 WGD/segmental
TraesCS6A02G172100 | 6A: 183,218,385-183,218,990 Dispersed

TraesCS6A02G202400 | 6A: 338,191,609-338,194,281 Dispersed

TraesCS6A02G226100 | 6A: 425,741,848-425,746,917 Dispersed

TraesCS6A02G227300 | 6A: 428,067,382-428,074,157 WGD/segmental
TraesCS6A02G236100 | 6A: 445,581,013-445,582,254 WGD/segmental
TraesCS6A02G239000 | 6A: 448,650,675-448,651,220 WGD/segmental
TraesCS6A02G255700 | 6A: 473,742,844-473,747,560 WGD/segmental
TraesCS6A02G256500 | 6A: 477,130,508-477,134,778 WGD/segmental
TraesCS6A02G258800 | 6A: 481,082,445-481,083,068 WGD/segmental
TraesCS6A02G259200 | 6A: 482,079,152-482,080,476 WGD/segmental
TraesCS6A02G261400 | 6A: 484,848,038-484,848,550 WGD/segmental
TraesCS6A02G262500 | 6A: 485,752,114-485,753,486 WGD/segmental
TraesCS6A02G264300 | 6A: 487,770,179-487,771,354 WGD/segmental
TraesCS6A02G274400 | 6A: 501,181,099-501,183,684 WGD/segmental
TraesCS6A02G288800 | 6A: 520,845,844-520,847,190 WGD/segmental
TraesCS6A02G290900 | 6A: 522,456,856-522,457,326 WGD/segmental
TraesCS6A02G291000 | 6A: 522,481,346-522,481,729 Tandem

TraesCS6A02G298300 | 6A: 531,523,542-531,526,071 WGD/segmental
TraesCS6A02G304300 | 6A: 537,313,154-537,315,503 WGD/segmental
TraesCS6A02G308200 | 6A: 542,932,915-542,936,395 WGD/segmental
TraesCS6A02G315600 | 6A: 552,207,978-552,209,195 WGD/segmental
TraesCS6A02G326100 | 6A: 559,421,439-559,427,733 WGD/segmental
TraesCS6A02G330700 | 6A: 563,131,174-563,132,906 WGD/segmental
TraesCS6A02G346000 | 6A: 579,145,887-579,150,021 WGD/segmental
TraesCS6A02G349700 | 6A: 581,891,314-581,894,906 WGD/segmental
TraesCS6A02G352200 | 6A: 584,909,684-584,912,377 WGD/segmental
TraesCS6A02G361600 | 6A: 591,950,379-591,952,423 WGD/segmental
TraesCS6A02G362000 | 6A: 592,030,560-592,035,268 WGD/segmental
TraesCS6A02G375500 | 6A: 597,831,273-597,837,358 WGD/segmental
TraesCS6A02G397900 | 6A: 609,031,265-609,032,346 WGD/segmental




Identifiers

Chromosomal location

Gene duplication type

TraesCS6A02G399600 | 6A: 609,379,672-609,383,684 WGD/segmental
TraesCS6A02G405400 | 6A: 611,410,194-611,416,350 WGD/segmental
TraesCS6A02G420200 | 6A: 617,097,319-617,097,843 WGD/segmental
TraesCS6B02G005200 6B: 3,881,179-3,883,043 WGD/segmental
TraesCS6B02G032400 | 6B: 18,935,971-18,936,843 WGD/segmental
TraesCS6B02G067200 | 6B: 45,542,058-45,543,640 WGD/segmental
TraesCS6B02G118100 | 6B: 112,905,340-112,910,081 WGD/segmental
TraesCS6B02G123500 | 6B: 118,215,105-118,215,804 WGD/segmental
TraesCS6B02G123700 | 6B: 118,851,638-118,857,514 Tandem

TraesCS6B02G124600 | 6B: 119,818,964-119,823,596 WGD/segmental
TraesCS6B02G146100 | 6B: 146,635,998-146,648,143 WGD/segmental
TraesCS6B02G149100 | 6B: 149,876,709-149,877,914 WGD/segmental
TraesCS6B02G149700 | 6B: 150,832,055-150,836,496 WGD/segmental
TraesCS6B02G151000 | 6B: 152,107,612-152,109,117 WGD/segmental
TraesCS6B02G164200 | 6B: 171,477,774-171,478,641 Dispersed

TraesCS6B02G173500 | 6B: 187,838,991-187,843,501 WGD/segmental
TraesCS6B02G178500 | 6B: 198,448,229-198,449,275 WGD/segmental
TraesCS6B02G198800 | 6B: 237,731,594-237,734,398 WGD/segmental
TraesCS6B02G254400 | 6B: 457,419,257-457,425,431 WGD/segmental
TraesCS6B02G255500 | 6B: 459,560,720-459,565,834 WGD/segmental
TraesCS6B02G264500 | 6B: 476,110,186-476,111,002 WGD/segmental
TraesCS6B02G266600 | 6B: 479,299,609-479,300,813 WGD/segmental
TraesCS6B02G268900 | 6B: 483,603,346-483,608,665 WGD/segmental
TraesCS6B02G269900 | 6B: 485,869,283-485,874,164 WGD/segmental
TraesCS6B02G274100 | 6B: 495,424,584-495,438,618 Dispersed

TraesCS6B02G286500 | 6B: 516,475,910-516,476,825 WGD/segmental
TraesCS6B02G288700 | 6B: 519,813,378-519,814,290 WGD/segmental
TraesCS6B02G289700 | 6B: 521,060,464-521,061,558 WGD/segmental
TraesCS6B02G291300 | 6B: 523,879,963-523,883,188 WGD/segmental
TraesCS6B02G296000 | 6B: 531,790,670-531,797,176 Dispersed

TraesCS6B02G301900 | 6B: 541,151,729-541,154,548 WGD/segmental
TraesCS6B02G310500 | 6B: 555,855,343-555,859,616 WGD/segmental
TraesCS6B02G318600 | 6B: 566,342,435-566,343,733 WGD/segmental
TraesCS6B02G321500 | 6B: 569,387,415-569,387,879 WGD/segmental
TraesCS6B02G327800 | 6B: 577,365,017-577,367,692 WGD/segmental
TraesCS6B02G332400 | 6B: 583,626,562-583,629,091 WGD/segmental
TraesCS6B02G336900 | 6B: 593,263,071-593,265,921 WGD/segmental
TraesCS6B02G346000 | 6B: 609,854,033-609,855,241 WGD/segmental
TraesCS6B02G356400 | 6B: 624,795,560-624,801,969 WGD/segmental
TraesCS6B02G361600 | 6B: 632,966,867-632,968,058 WGD/segmental




Identifiers

Chromosomal location
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TraesCS6B02G378600 | 6B: 653,221,446-653,223,255 WGD/segmental
TraesCS6B02G379400 | 6B: 653,882,038-653,885,788 Tandem

TraesCS6B02G382800 | 6B: 657,943,744-657,947,679 WGD/segmental
TraesCS6B02G385100 | 6B: 659,934,623-659,936,852 WGD/segmental
TraesCS6B02G395000 | 6B: 670,286,165-670,288,165 WGD/segmental
TraesCS6B02G413100 | 6B: 686,415,259-686,422,572 WGD/segmental
TraesCS6B02G437700 | 6B: 704,449,077-704,449,925 WGD/segmental
TraesCS6B02G439800 | 6B: 705,158,813-705,162,881 WGD/segmental
TraesCS6B02G449700 | 6B: 708,779,732-708,780,594 WGD/segmental
TraesCS6B02G449800 | 6B: 708,780,939-708,787,235 WGD/segmental
TraesCS6B02G467800 | 6B: 717,596,249-717,597,136 WGD/segmental
TraesCS6D02G005100 6D: 2,272,280-2,274,449 WGD/segmental
TraesCS6D02G027000 | 6D: 10,332,063-10,332,587 WGD/segmental
TraesCS6D02G039100 | 6D: 16,185,579-16,188,885 Singleton

TraesCS6D02G086300 | 6D: 51,778,503-51,779,057 WGD/segmental
TraesCS6D02G087300 | 6D: 52,694,298-52,704,440 WGD/segmental
TraesCS6D02G107900 | 6D: 72,017,674-72,026,514 WGD/segmental
TraesCS6D02G110700 | 6D: 77,172,547-77,173,785 WGD/segmental
TraesCS6D02G111500 | 6D: 78,078,909-78,083,972 WGD/segmental
TraesCS6D02G113000 | 6D: 79,819,154-79,820,860 WGD/segmental
TraesCS6D02G134300 | 6D: 102,122,428-102,127,013 WGD/segmental
TraesCS6D02G140100 | 6D: 109,275,512-109,276,582 WGD/segmental
TraesCS6D02G160300 | 6D: 138,384,252-138,390,390 WGD/segmental
TraesCS6D02G207700 | 6D: 292,964,212-292,970,120 WGD/segmental
TraesCS6D02G209000 | 6D: 295,271,089-295,276,039 WGD/segmental
TraesCS6D02G218600 | 6D: 308,879,140-308,882,081 WGD/segmental
TraesCS6D02G221300 | 6D: 312,068,804-312,069,735 WGD/segmental
TraesCS6D02G236900 | 6D: 334,342,468-334,347,300 WGD/segmental
TraesCS6D02G237700 | 6D: 336,825,028-336,829,242 WGD/segmental
TraesCS6D02G240000 | 6D: 341,116,809-341,117,426 WGD/segmental
TraesCS6D02G240300 | 6D: 341,998,709-341,999,703 WGD/segmental
TraesCS6D02G242100 | 6D: 344,299,612-344,300,520 WGD/segmental
TraesCS6D02G243200 | 6D: 345,302,292-345,303,392 WGD/segmental
TraesCS6D02G250600 | 6D: 354,368,315-354,370,771 WGD/segmental
TraesCS6D02G254700 | 6D: 359,523,384-359,525,961 WGD/segmental
TraesCS6D02G262500 | 6D: 370,795,779-370,799,059 WGD/segmental
TraesCS6D02G272200 | 6D: 380,996,364-380,996,831 WGD/segmental
TraesCS6D02G272300 | 6D: 381,004,094-381,004,474 Tandem

TraesCS6D02G278100 | 6D: 386,441,391-386,444,062 WGD/segmental
TraesCS6D02G283700 | 6D: 390,833,433-390,836,180 WGD/segmental
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TraesCS6D02G287400 | 6D: 396,607,241-396,610,410 WGD/segmental
TraesCS6D02G294800 | 6D: 405,649,840-405,651,457 WGD/segmental
TraesCS6D02G305800 | 6D: 414,475,164-414,481,044 WGD/segmental
TraesCS6D02G309800 | 6D: 420,014,104-420,015,971 WGD/segmental
TraesCS6D02G328700 | 6D: 433,285,299-433,289,485 WGD/segmental
TraesCS6D02G332200 | 6D: 434,512,436-434,516,017 WGD/segmental
TraesCS6D02G334900 | 6D: 436,715,643-436,716,974 WGD/segmental
TraesCS6D02G344900 | 6D: 445,158,600-445,160,722 WGD/segmental
TraesCS6D02G345700 | 6D: 445,493,651-445,498,305 WGD/segmental
TraesCS6D02G360000 | 6D: 451,907,708-451,913,442 WGD/segmental
TraesCS6D02G382100 | 6D: 462,181,729-462,182,543 WGD/segmental
TraesCS6D02G382200 | 6D: 462,196,869-462,197,930 Tandem

TraesCS6D02G383800 | 6D: 462,536,412-462,540,932 WGD/segmental
TraesCS6D02G389000 | 6D: 464,830,244-464,831,016 WGD/segmental
TraesCS6D02G389100 | 6D: 464,832,615-464,838,474 WGD/segmental
TraesCS6D02G405300 | 6D: 472,568,340-472,568,969 WGD/segmental
TraesCS7A02G005100 7A: 2,693,834-2,700,660 Dispersed

TraesCS7A02G023300 7A: 9,318,501-9,319,158 WGD/segmental
TraesCS7A02G024600 7A:9,719,138-9,720,574 WGD/segmental
TraesCS7A02G025100 7A: 9,997,094-9,998,219 WGD/segmental
TraesCS7A02G025200 | 7A:10,016,989-10,017,809 Tandem

TraesCS7A02G129900 | 7A: 83,635,256-83,636,344 WGD/segmental
TraesCS7A02G144900 | 7A: 96,192,239-96,193,343 WGD/segmental
TraesCS7A02G152600 | 7A: 105,862,947-105,864,788 WGD/segmental
TraesCS7A02G156900 | 7A: 109,825,167-109,826,129 WGD/segmental
TraesCS7A02G169600 | 7A: 126,115,403-126,116,638 WGD/segmental
TraesCS7A02G176700 | 7A: 130,090,347-130,092,250 WGD/segmental
TraesCS7A02G189900 | 7A: 147,068,788-147,071,706 WGD/segmental
TraesCS7A02G190800 | 7A: 148,656,416-148,658,383 WGD/segmental
TraesCS7A02G205000 | 7A: 167,163,879-167,164,382 WGD/segmental
TraesCS7A02G210400 | 7A: 173,414,634-173,415,392 WGD/segmental
TraesCS7A02G211800 | 7A: 174,890,227-174,891,664 WGD/segmental
TraesCS7A02G212900 | 7A: 176,417,860-176,422,770 WGD/segmental
TraesCS7A02G220000 | 7A: 188,024,576-188,030,907 WGD/segmental
TraesCS7A02G228200 | 7A: 198,665,505-198,671,133 WGD/segmental
TraesCS7A02G247700 | 7A: 228,481,855-228,490,263 WGD/segmental
TraesCS7A02G253700 | 7A: 239,544,563-239,546,013 WGD/segmental
TraesCS7A02G256500 | 7A: 245,469,855-245,472,027 WGD/segmental
TraesCS7A02G257600 | 7A: 247,251,565-247,252,362 WGD/segmental
TraesCS7A02G268500 | 7A: 271,794,716-271,800,048 WGD/segmental
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TraesCS7A02G271500 | 7A: 284,759,088-284,762,032 WGD/segmental
TraesCS7A02G273000 | 7A: 286,818,014-286,819,605 WGD/segmental
TraesCS7A02G296500 | 7A: 394,834,135-394,836,695 WGD/segmental
TraesCS7A02G300000 | 7A: 414,184,204-414,185,460 WGD/segmental
TraesCS7A02G308900 | 7A: 436,891,632-436,893,799 WGD/segmental
TraesCS7A02G325800 | 7A: 473,909,825-473,913,688 WGD/segmental
TraesCS7A02G340400 | 7A: 498,938,748-498,945,314 WGD/segmental
TraesCS7A02G346400 | 7A: 509,463,143-509,463,592 WGD/segmental
TraesCS7A02G346500 | 7A: 509,468,569-509,469,359 WGD/segmental
TraesCS7A02G346700 | 7A: 509,526,319-509,526,786 WGD/segmental
TraesCS7A02G346800 | 7A: 509,650,793-509,651,251 WGD/segmental
TraesCS7A02G346900 | 7A: 509,759,955-509,760,413 Tandem

TraesCS7A02G347000 | 7A: 509,814,511-509,815,041 Tandem

TraesCS7A02G347100 | 7A: 509,954,978-509,955,535 WGD/segmental
TraesCS7A02G347200 | 7A: 510,146,429-510,148,819 WGD/segmental
TraesCS7A02G347700 | 7A: 510,468,942-510,469,457 WGD/segmental
TraesCS7A02G347800 | 7A: 510,495,076-510,496,415 WGD/segmental
TraesCS7A02G347900 | 7A: 510,551,967-510,552,973 WGD/segmental
TraesCS7A02G348000 | 7A: 510,732,532-510,733,080 Tandem

TraesCS7A02G348100 | 7A: 510,824,960-510,825,884 WGD/segmental
TraesCS7A02G348200 | 7A: 510,905,982-510,907,349 WGD/segmental
TraesCS7A02G352100 | 7A: 515,226,452-515,227,559 Dispersed

TraesCS7A02G372900 | 7A: 546,046,166-546,046,816 WGD/segmental
TraesCS7A02G373200 | 7A: 546,343,203-546,343,856 Tandem

TraesCS7A02G381200 | 7A: 556,161,901-556,168,895 WGD/segmental
TraesCS7A02G381300 | 7A: 556,170,579-556,175,576 WGD/segmental
TraesCS7A02G391700 | 7A: 567,587,282-567,588,737 WGD/segmental
TraesCS7A02G420500 | 7A: 611,837,718-611,841,545 WGD/segmental
TraesCS7A02G423300 | 7A: 615,374,562-615,376,407 Dispersed

TraesCS7A02G428300 | 7A: 621,582,917-621,586,740 WGD/segmental
TraesCS7A02G441900 | 7A: 635,860,205-635,861,765 WGD/segmental
TraesCS7A02G442100 | 7A: 636,126,771-636,128,118 WGD/segmental
TraesCS7A02G442300 | 7A: 636,628,901-636,630,345 Tandem

TraesCS7A02G458100 | 7A: 652,922,228-652,922,731 Dispersed

TraesCS7A02G463200 | 7A: 659,552,963-659,557,530 WGD/segmental
TraesCS7A02G478200 | 7A: 671,419,642-671,420,545 WGD/segmental
TraesCS7A02G486700 | 7A: 677,694,300-677,697,668 WGD/segmental
TraesCS7A02G503800 | 7A: 692,331,413-692,331,949 WGD/segmental
TraesCS7A02G524600 | 7A: 706,905,660-706,912,181 WGD/segmental
TraesCS7A02G526000 | 7A: 708,229,387-708,231,828 WGD/segmental
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TraesCS7A02G534800 | 7A: 712,769,538-712,771,848 WGD/segmental
TraesCS7A02G551400 | 7A: 725,033,817-725,034,863 WGD/segmental
TraesCS7A02G555800 | 7A: 727,532,471-727,533,330 WGD/segmental
TraesCS7A02G556000 | 7A: 727,583,730-727,584,326 WGD/segmental
TraesCS7A02G556100 | 7A: 727,710,478-727,710,942 Tandem

TraesCS7A02G556200 | 7A: 727,721,797-727,722,420 WGD/segmental
TraesCS7A02G556400 | 7A: 727,773,646-727,774,272 WGD/segmental
TraesCS7A02G556500 | 7A: 727,788,001-727,788,624 Tandem

TraesCS7A02G556600 | 7A: 727,800,887-727,801,372 Proximal

TraesCS7A02G556700 | 7A: 727,832,938-727,833,751 Dispersed

TraesCS7A02G563700 | 7A: 733,575,844-733,576,355 Dispersed

TraesCS7B02G029900 | 7B: 28,505,596-28,506,690 WGD/segmental
TraesCS7B02G047200 | 7B: 46,886,901-46,888,997 WGD/segmental
TraesCS7B02G056400 | 7B: 59,311,296-59,312,972 WGD/segmental
TraesCS7B02G061100 | 7B: 63,768,023-63,769,356 WGD/segmental
TraesCS7B02G074800 | 7B: 84,379,017-84,380,233 WGD/segmental
TraesCS7B02G081700 | 7B: 92,062,367-92,063,611 WGD/segmental
TraesCS7B02G094900 | 7B: 108,726,864-108,729,838 WGD/segmental
TraesCS7B02G095700 | 7B: 110,308,025-110,309,990 WGD/segmental
TraesCS7B02G112200 | 7B: 128,763,720-128,764,214 WGD/segmental
TraesCS7B02G112300 | 7B: 128,769,236-128,769,916 Tandem

TraesCS7B02G117100 | 7B: 136,616,034-136,616,576 WGD/segmental
TraesCS7B02G118700 | 7B: 138,154,545-138,156,001 WGD/segmental
TraesCS7B02G127400 | 7B: 152,048,035-152,054,566 WGD/segmental
TraesCS7B02G134400 | 7B: 164,100,668-164,103,745 WGD/segmental
TraesCS7B02G144100 | 7B: 185,297,565-185,300,169 WGD/segmental
TraesCS7B02G150000 | 7B: 199,262,006-199,263,314 WGD/segmental
TraesCS7B02G154000 | 7B: 204,896,297-204,897,840 WGD/segmental
TraesCS7B02G154600 | 7B: 206,336,634-206,337,986 WGD/segmental
TraesCS7B02G163800 | 7B: 226,326,629-226,332,064 WGD/segmental
TraesCS7B02G171000 | 7B: 243,869,170-243,870,569 WGD/segmental
TraesCS7B02G176700 | 7B: 251,125,433-251,155,215 WGD/segmental
TraesCS7B02G188200 | 7B: 318,840,602-318,841,871 WGD/segmental
TraesCS7B02G189000 | 7B: 322,474,987-322,478,178 WGD/segmental
TraesCS7B02G191500 | 7B: 329,357,979-329,362,885 WGD/segmental
TraesCS7B02G226400 | 7B: 426,880,963-426,885,371 WGD/segmental
TraesCS7B02G234500 | 7B: 438,879,663-438,881,056 WGD/segmental
TraesCS7B02G234600 | 7B: 438,947,586-438,948,432 Tandem

TraesCS7B02G235200 | 7B: 439,554,461-439,555,402 WGD/segmental
TraesCS7B02G235300 | 7B: 439,603,445-439,603,975 WGD/segmental




Identifiers

Chromosomal location

Gene duplication type

TraesCS7B02G235400 | 7B: 439,672,118-439,673,316 WGD/segmental
TraesCS7B02G235500 | 7B: 439,856,105-439,856,653 Dispersed

TraesCS7B02G235600 | 7B: 439,860,270-439,860,871 WGD/segmental
TraesCS7B02G236000 | 7B: 440,010,718-440,011,430 WGD/segmental
TraesCS7B02G236100 | 7B: 440,187,197-440,200,717 WGD/segmental
TraesCS7B02G236200 | 7B: 440,242,318-440,242,899 WGD/segmental
TraesCS7B02G236600 | 7B: 440,813,814-440,814,532 WGD/segmental
TraesCS7B02G236700 | 7B: 440,817,367-440,818,036 WGD/segmental
TraesCS7B02G252000 | 7B: 464,562,219-464,568,187 WGD/segmental
TraesCS7B02G253800 | 7B: 468,051,077-468,051,730 WGD/segmental
TraesCS7B02G254300 | 7B: 468,827,311-468,827,967 Tandem

TraesCS7B02G255400 | 7B: 472,783,936-472,784,592 Tandem

TraesCS7B02G276000 | 7B: 505,368,476-505,369,769 WGD/segmental
TraesCS7B02G283100 | 7B: 517,312,612-517,320,661 WGD/segmental
TraesCS7B02G283200 | 7B: 517,323,264-517,328,832 Tandem

TraesCS7B02G293600 | 7B: 530,383,315-530,384,738 WGD/segmental
TraesCS7B02G327800 | 7B: 582,279,282-582,280,490 WGD/segmental
TraesCS7B02G328500 | 7B: 583,475,392-583,479,204 WGD/segmental
TraesCS7B02G340500 | 7B: 595,007,303-595,008,880 WGD/segmental
TraesCS7B02G340600 | 7B: 595,080,502-595,081,773 WGD/segmental
TraesCS7B02G340700 | 7B: 595,307,293-595,308,551 WGD/segmental
TraesCS7B02G343400 | 7B: 599,393,042-599,394,409 WGD/segmental
TraesCS7B02G343500 | 7B: 599,417,148-599,418,314 Tandem

TraesCS7B02G363900 | 7B: 626,238,481-626,242,957 WGD/segmental
TraesCS7B02G371200 | 7B: 637,337,842-637,339,156 WGD/segmental
TraesCS7B02G380600 | 7B: 645,391,794-645,392,851 WGD/segmental
TraesCS7B02G390000 | 7B: 656,507,357-656,510,577 WGD/segmental
TraesCS7B02G442100 | 7B: 706,856,614-706,863,111 WGD/segmental
TraesCS7B02G443600 | 7B: 708,416,110-708,418,579 WGD/segmental
TraesCS7B02G452400 | 7B: 713,662,115-713,664,747 WGD/segmental
TraesCS7B02G475300 | 7B: 731,243,312-731,243,890 WGD/segmental
TraesCS7B02G480500 | 7B: 734,360,430-734,361,207 WGD/segmental
TraesCS7B02G480600 | 7B: 734,366,063-734,367,084 WGD/segmental
TraesCS7B02G480700 | 7B: 734,379,438-734,380,061 WGD/segmental
TraesCS7B02G480900 | 7B: 734,407,735-734,408,358 WGD/segmental
TraesCS7B02G481000 | 7B: 734,426,411-734,427,250 WGD/segmental
TraesCS7B02G481100 | 7B: 734,430,194-734,431,162 Dispersed

TraesCS7D02G000400 7D: 365,927-369,790 WGD/segmental
TraesCS7D02G020500 7D: 9,032,535-9,033,056 WGD/segmental
TraesCS7D02G021000 7D: 9,398,457-9,399,163 Tandem




Identifiers

Chromosomal location

Gene duplication type

TraesCS7D02G022600 | 7D: 10,593,989-10,595,471 WGD/segmental
TraesCS7D02G023000 | 7D: 10,804,405-10,805,408 WGD/segmental
TraesCS7D02G023100 | 7D: 10,810,346-10,811,875 WGD/segmental
TraesCS7D02G043400 | 7D: 22,475,480-22,477,656 Proximal

TraesCS7D02G049800 | 7D: 25,399,672-25,401,983 WGD/segmental
TraesCS7D02G082700 | 7D: 49,639,348-49,640,076 WGD/segmental
TraesCS7D02G125200 | 7D: 78,314,938-78,315,796 Tandem

TraesCS7D02G129000 | 7D: 80,978,567-80,980,281 WGD/segmental
TraesCS7D02G141500 | 7D: 90,548,668-90,549,225 Dispersed

TraesCS7D02G146300 | 7D: 93,683,718-93,685,989 WGD/segmental
TraesCS7D02G154300 | 7D: 101,806,488-101,808,173 WGD/segmental
TraesCS7D02G157300 | 7D: 105,210,303-105,211,274 WGD/segmental
TraesCS7D02G170800 | 7D: 123,162,648-123,163,855 WGD/segmental
TraesCS7D02G178000 | 7D: 131,268,738-131,269,964 WGD/segmental
TraesCS7D02G191100 | 7D: 146,387,900-146,390,718 WGD/segmental
TraesCS7D02G191800 | 7D: 147,410,977-147,412,844 WGD/segmental
TraesCS7D02G212200 | 7D: 170,582,607-170,583,149 WGD/segmental
TraesCS7D02G213400 | 7D: 171,835,705-171,837,236 WGD/segmental
TraesCS7D02G214800 | 7D: 174,407,629-174,412,960 WGD/segmental
TraesCS7D02G222100 | 7D: 183,318,022-183,324,728 WGD/segmental
TraesCS7D02G226400 | 7D: 186,410,985-186,416,209 WGD/segmental
TraesCS7D02G246300 | 7D: 215,226,251-215,227,329 WGD/segmental
TraesCS7D02G252300 | 7D: 227,543,903-227,545,067 WGD/segmental
TraesCS7D02G257900 | 7D: 233,648,929-233,651,179 WGD/segmental
TraesCS7D02G258600 | 7D: 234,347,652-234,349,027 WGD/segmental
TraesCS7D02G266300 | 7D: 249,368,711-249,373,796 WGD/segmental
TraesCS7D02G271800 | 7D: 261,865,093-261,868,004 WGD/segmental
TraesCS7D02G273100 | 7D: 263,831,865-263,833,593 WGD/segmental
TraesCS7D02G282300 | 7D: 285,674,867-285,692,862 WGD/segmental
TraesCS7D02G293200 | 7D: 363,038,783-363,041,009 WGD/segmental
TraesCS7D02G295800 | 7D: 371,268,062-371,268,580 WGD/segmental
TraesCS7D02G305600 | 7D: 386,906,817-386,908,952 WGD/segmental
TraesCS7D02G322500 | 7D: 412,672,331-412,676,428 WGD/segmental
TraesCS7D02G330600 | 7D: 422,155,647-422,156,339 WGD/segmental
TraesCS7D02G330800 | 7D: 422,210,179-422,211,562 Tandem

TraesCS7D02G330900 | 7D: 422,345,011-422,345,965 WGD/segmental
TraesCS7D02G331000 | 7D: 422,571,221-422,571,760 WGD/segmental
TraesCS7D02G331100 | 7D: 422,617,711-422,618,253 Tandem

TraesCS7D02G331200 | 7D: 422,673,072-422,674,509 WGD/segmental
TraesCS7D02G331300 | 7D: 422,718,401-422,718,916 WGD/segmental




Identifiers

Chromosomal location

Gene duplication type

TraesCS7D02G331800 | 7D: 422,952,386-422,953,079 WGD/segmental
TraesCS7D02G331900 | 7D: 423,326,226-423,326,786 WGD/segmental
TraesCS7D02G332000 | 7D: 423,551,439-423,551,906 WGD/segmental
TraesCS7D02G332200 | 7D: 423,642,005-423,642,472 WGD/segmental
TraesCS7D02G332500 | 7D: 423,709,245-423,709,832 Tandem

TraesCS7D02G332600 | 7D: 423,710,927-423,711,490 Tandem

TraesCS7D02G332700 | 7D: 423,712,801-423,713,247 WGD/segmental
TraesCS7D02G349700 | 7D: 449,548,060-449,548,713 WGD/segmental
TraesCS7D02G350200 | 7D: 451,040,506-451,041,162 WGD/segmental
TraesCS7D02G370800 | 7D: 479,597,566-479,598,806 WGD/segmental
TraesCS7D02G377500 | 7D: 488,784,279-488,790,738 WGD/segmental
TraesCS7D02G377600 | 7D: 488,792,548-488,796,973 Tandem

TraesCS7D02G387300 | 7D: 501,099,772-501,101,691 WGD/segmental
TraesCS7D02G413200 | 7D: 531,585,466-531,590,378 WGD/segmental
TraesCS7D02G415800 | 7D: 534,654,112-534,657,931 Dispersed

TraesCS7D02G420000 | 7D: 539,486,767-539,488,543 WGD/segmental
TraesCS7D02G420400 | 7D: 540,234,102-540,237,912 WGD/segmental
TraesCS7D02G431100 | 7D: 550,462,847-550,464,393 WGD/segmental
TraesCS7D02G431200 | 7D: 550,552,950-550,554,260 WGD/segmental
TraesCS7D02G431300 | 7D: 550,800,421-550,801,746 WGD/segmental
TraesCS7D02G433200 | 7D: 552,987,985-552,989,139 WGD/segmental
TraesCS7D02G433400 | 7D: 553,369,856-553,371,214 Tandem

TraesCS7D02G451000 | 7D: 570,662,870-570,668,229 WGD/segmental
TraesCS7D02G457000 | 7D: 575,535,921-575,537,188 WGD/segmental
TraesCS7D02G465600 | 7D: 579,756,244-579,757,036 WGD/segmental
TraesCS7D02G473200 | 7D: 586,484,621-586,488,990 WGD/segmental
TraesCS7D02G513500 | 7D: 614,538,679-614,545,375 WGD/segmental
TraesCS7D02G514900 | 7D: 615,597,931-615,600,441 WGD/segmental
TraesCS7D02G522000 | 7D: 619,040,369-619,043,668 WGD/segmental
TraesCS7D02G537300 | 7D: 628,986,543-628,987,668 WGD/segmental
TraesCS7D02G538000 | 7D: 629,247,782-629,248,694 Tandem

TraesCS7D02G547300 | 7D: 633,512,851-633,513,363 Dispersed

TraesCS7D02G554000 | 7D: 638,267,742-638,268,573 WGD/segmental
TraesCS7D02G554100 | 7D: 638,273,672-638,274,512 WGD/segmental
TraesCS7D02G554200 | 7D: 638,287,890-638,288,510 Tandem

TraesCS7D02G554300 | 7D: 638,296,335-638,296,958 Tandem

TraesCS7D02G554400 | 7D: 638,330,471-638,331,088 WGD/segmental
TraesCS7D02G554500 | 7D: 638,343,258-638,344,257 Tandem

TraesCS7D02G554600 | 7D: 638,354,010-638,354,609 Tandem

TraesCS7D02G554700 | 7D: 638,381,344-638,382,296 Proximal




Supplemental Table 5. The differential gene expression analysis of 698 RING protein genes
from in-house transcriptome data of 28 DAA seed stage among three genotypes (TAC 75, TAC 6
and C 306) differing in amylose content along with the p-value for all three biological replicates.

"TAC 75' vs. 'C 306" 'TAC 6' vs. 'C 306'
Identifiers Log, fold p-value Log, fold p-value
change change

TraesCS6A02G262500 -1.04 0.43 -0.61 0.67
TraesCS2D02G071800 -0.11 0.90 -1.20 0.26
TraesCS7B02G029900 0.50 0.65 0.11 0.93
TraesCS6B02G254400 -0.06 0.94 -0.72 0.39
TraesCS3B02G484400 - - - -

TraesCS6D02G218600 -0.68 0.38 -0.17 0.83
TraesCS1B02G219500 -0.60 0.58 -0.93 0.41
TraesCS3D02G332600 0.24 0.76 -0.16 0.86
TraesCS1B02G228600 0.27 0.80 0.11 0.93
TraesCS7B02G235400 -0.46 0.70 -1.63 0.23
TraesCS6B02G346000 2.06 0.08 -1.60 0.23
TraesCS6D02G107900 0.16 0.86 -0.21 0.82
TraesCS3B02G370700 0.22 0.78 0.47 0.58
TraesCS3D02G147800 0.82 0.41 -1.17 0.26
TraesCS3D02G459900 0.73 0.58 -1.27 0.45
TraesCS7B02G276000 -1.31 0.28 -0.91 0.45
TraesCS3B02G462300 - - - -

TraesCS2A02G437200 0.64 0.54 0.86 0.43
TraesCS2B02G467200 -1.21 0.21 -0.38 0.71
TraesCS7A02G300000 0.77 0.47 -0.23 0.85
TraesCS3D02G024200 1.15 0.49 -1.86 0.48
TraesCS4D02G313300 1.83 0.10 -0.45 0.69
TraesCS3A02G426100 -2.22 0.37 1.55 0.34
TraesCS4D02G192800 -0.18 0.88 -0.88 0.52
TraesCS3A02G339000 0.04 0.96 -0.49 0.61
TraesCS6A02G236100 -0.51 0.43 -0.43 0.54
TraesCS6B02G146100 -0.45 0.64 0.41 0.69
TraesCS2B02G019500 -2.22 0.37 1.32 0.43
TraesCS3B02G509100 2.19 0.13 1.18 0.39
TraesCS6A02G315600 2.23 0.12 -0.81 0.59
TraesCS6A02G050800 0.34 0.80 -0.31 0.83
TraesCS3B02G313100 -0.58 0.74 0.01 1.00
TraesCS3D02G293300 0.50 0.61 -1.04 0.33
TraesCS2D02G392600 0.69 0.43 0.84 0.30
TraesCS3D02G019900 0.50 0.62 0.17 0.87




'"TAC 75" vs. 'C 306'

'TAC 6' vs. 'C 306

Identifiers Log, fold p-value Log, fold p-value
change change

TraesCS3B02G567600 -0.70 0.59 -1.29 0.41
TraesCS6B02G067200 -0.02 0.98 -0.82 0.47
TraesCS1B02G228800 0.89 0.44 -0.12 0.92
TraesCS7A02G024600 1.62 0.59 1.89 0.48
TraesCS7B02G188200 0.17 0.84 0.26 0.78
TraesCS7A02G346400 1.62 0.59 - -

TraesCS1D02G217800 1.27 0.22 0.19 0.86
TraesCS7A02G273000 1.98 0.08 0.32 0.79
TraesCS6A02G096200 0.01 0.99 0.55 0.56
TraesCS6A02G117900 0.75 0.39 0.24 0.80
TraesCS5B02G197200 -0.95 0.39 -0.67 0.59
TraesCS2D02G479100 -1.00 0.21 -0.10 0.90
TraesCS2D02G392500 1.35 0.23 0.11 0.93
TraesCSU02G109900 0.24 0.83 -0.10 0.93
TraesCS3B02G165100 1.49 0.18 -2.04 0.24
TraesCS7A02G190800 0.14 0.84 -0.86 0.24
TraesCS4A02G112500 -1.68 0.09 -0.43 0.70
TraesCS2B02G413800 0.20 0.76 -0.30 0.66
TraesCS1B02G343100 1.19 0.20 0.55 0.61
TraesCS3A02G464800 0.91 0.32 -0.17 0.89
TraesCS6B02G264500 -0.41 0.61 -0.47 0.55
TraesCS2A02G446100 -0.29 0.75 -1.62 0.19
TraesCS2A02G448700 0.32 0.75 0.26 0.83
TraesCS1A02G215300 0.56 0.61 -1.27 0.31
TraesCS5B02G144700 -0.19 0.76 0.13 0.85
TraesCS2B02G576800 0.45 0.57 0.01 0.99
TraesCS3D02G421100 0.37 0.74 0.30 0.80
TraesCS3A02G293500 -0.11 0.93 -4.48 0.08
TraesCS5A02G494500 0.15 0.87 -1.50 0.19
TraesCS3A02G095400 -1.56 0.04 -0.56 0.48
TraesCS6B02G124600 -0.27 0.73 0.47 0.55
TraesCS5B02G069700 0.55 0.69 -1.86 0.28
TraesCS7D02G258600 1.70 0.17 1.47 0.20
TraesCS3A02G189200 0.59 0.63 0.95 0.52
TraesCS3B02G328200 0.95 0.32 -1.09 0.34
TraesCS5D02G391100 0.48 0.71 1.64 0.21
TraesCS6D02G207700 -0.45 0.55 -0.85 0.29
TraesCS6D02G237700 0.31 0.75 0.94 0.40




'"TAC 75" vs. 'C 306'

'TAC 6' vs. 'C 306

Identifiers Log, fold p-value Log, fold p-value
change change

TraesCS4B02G191600 0.20 0.86 -1.66 0.31
TraesCS4D02G129700 1.07 0.33 1.25 0.28
TraesCS7D02G178000 1.18 0.35 -0.62 0.65
TraesCS6B02G318600 0.72 0.59 0.01 1.00
TraesCS6A02G352200 0.53 0.60 -0.20 0.85
TraesCS7A02G005100 1.08 0.21 0.87 0.34
TraesCS6A02G308200 0.33 0.61 0.50 0.51
TraesCS7A02G156900 0.78 0.50 -1.72 0.20
TraesCS5A02G198500 -1.12 0.43 -0.24 0.86
TraesCS7B02G154600 0.29 0.82 -1.58 0.25
TraesCS6D02G287400 0.05 0.94 0.43 0.60
TraesCS6D02G087300 0.36 0.68 0.41 0.66
TraesCS6D02G242100 1.28 0.38 1.19 0.38
TraesCS6B02G149700 0.73 0.32 0.41 0.60
TraesCS6A02G202400 -1.54 0.14 -1.47 0.22
TraesCS7A02G308900 0.99 0.31 0.14 0.89
TraesCS3B02G218400 -0.07 0.96 1.03 0.43
TraesCS2A02G545900 0.42 0.58 -0.11 0.90
TraesCS5A02G381800 0.06 0.95 -0.15 0.88
TraesCS3A02G260500 -0.58 0.53 0.50 0.63
TraesCS6B02G289700 -0.45 0.75 -1.86 0.28
TraesCS2A02G556200 0.19 0.72 0.38 0.57
TraesCS6D02G111500 0.60 0.41 0.47 0.55
TraesCS2B02G586500 0.13 0.82 0.33 0.66
TraesCS7D02G305600 0.83 0.41 -0.48 0.67
TraesCS1D02G263900 -0.25 0.72 -0.26 0.73
TraesCS6B02G291300 0.11 0.89 -0.31 0.73
TraesCS7A02G176700 0.23 0.86 -1.71 0.25
TraesCS1A02G346900 3.30 0.26 - -

TraesCS1D02G296300 -1.25 0.11 -0.97 0.29
TraesCS6A02G304300 1.26 0.27 0.92 0.44
TraesCS3D02G511300 0.52 0.59 1.07 0.30
TraesCS6D02G250600 0.82 0.39 0.00 1.00
TraesCS3D02G421000 0.71 0.37 -1.06 0.30
TraesCS2A02G399700 0.26 0.82 0.40 0.73
TraesCS4D02G192500 0.70 0.45 -0.13 0.90
TraesCS1D02G243200 -0.58 0.48 -0.21 0.81
TraesCS3D02G192700 0.01 1.00 -1.13 0.35




'"TAC 75" vs. 'C 306'

'TAC 6' vs. 'C 306

Identifiers Log, fold p-value Log, fold p-value
change change
TraesCS1B02G395000 0.12 0.84 0.45 0.46
TraesCS6B02G288700 0.58 0.61 -0.67 0.60
TraesCS6B02G332400 1.95 0.20 2.77 0.07
TraesCS1B02G465700 0.41 0.59 0.29 0.72
TraesCS3D02G184200 0.50 0.58 0.11 0.91
TraesCS1D02G343700 -1.17 0.19 -0.61 0.50
TraesCS6D02G243200 0.36 0.80 -1.86 0.28
TraesCS3B02G139600 0.58 0.47 0.27 0.76
TraesCS1A02G374800 -0.01 0.99 0.18 0.80
TraesCS6A02G227300 0.75 0.36 0.53 0.50
TraesCS6B02G336900 -0.15 0.81 0.26 0.72
TraesCS7A02G253700 0.07 0.95 -1.12 0.34
TraesCS6B02G286500 2.93 0.04 -0.78 0.61
TraesCS1B02G254700 0.78 0.34 -0.04 0.97
TraesCS7D02G370800 0.92 0.52 -3.43 0.19
TraesCS6A02G375500 0.00 1.00 -0.83 0.26
TraesCS6D02G334900 0.51 0.65 -0.49 0.67
TraesCS3A02G327900 -0.10 0.88 -0.76 0.28
TraesCS1B02G354100 -0.29 0.76 -1.01 0.35
TraesCS1A02G341400 0.57 0.56 -0.75 0.52
TraesCS6D02G360000 0.82 0.26 -0.49 0.55
TraesCS1A02G243200 0.38 0.63 0.37 0.67
TraesCS4A02G112900 0.77 0.40 0.53 0.60
TraesCS7D02G273100 0.61 0.55 -1.17 0.23
TraesCS6B02G266600 1.20 0.35 -1.60 0.26
TraesCS3D02G122200 0.29 0.73 -0.34 0.71
TraesCS2B02G469500 -0.21 0.78 -0.07 0.93
TraesCS4B02G191300 0.75 0.39 -0.37 0.73
TraesCS7B02G061100 -0.42 0.72 -2.47 0.07
TraesCS3A02G120100 0.58 0.57 0.50 0.65
TraesCS3D02G321400 0.60 0.39 0.32 0.67
TraesCS1A02G295900 -0.57 0.51 -0.98 0.30
TraesCS1A02G280300 0.46 0.58 -0.36 0.74
TraesCS1B02G361000 0.48 0.71 -1.10 0.45
TraesCS5A02G512800 0.35 0.64 -0.49 0.55
TraesCS2D02G447900 0.27 0.75 -0.77 0.44
TraesCS1D02G279400 0.06 0.93 -0.08 0.91
TraesCS7D02G049800 0.81 0.35 0.94 0.32




'"TAC 75" vs. 'C 306'

'TAC 6' vs. 'C 306

Identifiers Log, fold p-value Log, fold p-value
change change

TraesCS7B02G150000 1.43 0.28 -2.17 0.17
TraesCS4D02G339200 0.47 0.55 0.26 0.76
TraesCS2B02G051700 -0.26 0.73 -0.47 0.57
TraesCS6D02G294800 2.12 0.11 -1.43 0.34
TraesCS1A02G205100 0.14 0.87 0.08 0.94
TraesCS7A02G442300 0.33 0.67 -0.45 0.56
TraesCS4B02G162300 -0.04 0.96 -0.52 0.56
TraesCS7D02G252300 1.25 0.36 -4.25 0.11
TraesCS4B02G344100 0.23 0.74 -0.11 0.88
TraesCS1A02G225700 -0.95 0.20 -0.62 0.43
TraesCS3B02G357400 0.51 0.43 0.42 0.54
TraesCS2B02G477500 -0.36 0.64 -0.29 0.71
TraesCS4D02G095800 1.95 0.18 -3.11 0.23
TraesCS4B02G164000 0.53 0.40 0.24 0.72
TraesCS1D02G226900 -0.23 0.71 -0.53 0.44
TraesCS7B02G171000 1.05 0.25 -1.51 0.08
TraesCS1D02G208400 0.79 0.32 -0.02 0.98
TraesCS1B02G036900 1.18 0.23 -1.34 0.15
TraesCS6A02G259200 1.72 0.07 -0.59 0.54
TraesCS7D02G377600 -0.32 0.56 0.29 0.65
TraesCS1B02G238900 0.20 0.75 -0.07 0.92
TraesCS1D02G030300 0.86 0.42 -0.78 0.42
TraesCS1A02G029800 0.88 0.36 -0.97 0.29
TraesCS7B02G134400 -0.45 0.39 -0.19 0.79
TraesCS3B02G462600 -0.38 0.49 0.20 0.77
TraesCS3B02G462000 -0.41 0.64 0.19 0.84
TraesCS3D02G421200 -0.35 0.52 -0.04 0.95
TraesCS3A02G425900 0.67 0.21 0.39 0.54
TraesCS3A02G426400 -0.20 0.74 0.02 0.98
TraesCS1A02G398300 0.12 0.85 0.06 0.94
TraesCS7D02G157300 0.68 0.58 -3.04 0.04
TraesCS5A02G207100 0.35 0.67 -0.08 0.93
TraesCS5A02G145800 -0.09 0.88 0.18 0.78
TraesCS5D02G036200 - - - -

TraesCS6D02G283700 0.68 0.50 1.42 0.18
TraesCS2A02G156800 1.34 0.04 -0.18 0.79
TraesCS5B02G164100 0.81 0.29 -0.54 0.51
TraesCS7B02G095700 0.79 0.21 -0.24 0.74




'"TAC 75" vs. 'C 306'

'TAC 6' vs. 'C 306

Identifiers Log, fold p-value Log, fold p-value
change change

TraesCS2D02G516000 0.55 0.34 0.24 0.73
TraesCS2D02G233500 -0.10 0.90 -0.34 0.65
TraesCS6D02G221300 0.17 0.91 0.14 0.93
TraesCS1A02G329600 0.00 1.00 -0.19 0.86
TraesCS6D02G240300 0.74 0.52 -2.47 0.05
TraesCS7D02G191800 0.26 0.72 -0.09 0.91
TraesCS1B02G242800 -0.58 0.74 0.01 1.00
TraesCS2D02G162600 2.09 0.00 1.04 0.23
TraesCS1A02G177600 -0.20 0.74 0.07 0.91
TraesCS1B02G218700 1.05 0.16 0.43 0.64
TraesCS5D02G036500 -0.58 0.74 -1.86 0.48
TraesCS3D02G260700 -0.05 0.95 -0.14 0.88
TraesCS5A02G326900 2.37 0.41 - -

TraesCS6B02G032400 0.83 0.44 -0.89 0.45
TraesCS4A02G441400 0.55 0.56 1.09 0.32
TraesCS5A02G248300 0.08 0.90 -0.32 0.63
TraesCS4B02G134900 0.19 0.89 0.51 0.72
TraesCS5B02G054600 -0.39 0.55 -1.09 0.14
TraesCS4D02G152900 0.09 0.87 0.41 0.52
TraesCS2B02G306600 0.01 0.99 -0.98 0.21
TraesCS6B02G413100 0.14 0.83 -0.41 0.55
TraesCS2D02G037600 0.36 0.62 -0.03 0.97
TraesCS7B02G189000 0.29 0.72 0.10 0.91
TraesCS4A02G129800 -0.04 0.97 0.00 1.00
TraesCS3A02G426200 0.22 0.78 0.43 0.63
TraesCS5D02G171400 0.60 0.49 -0.88 0.35
TraesCS2D02G557400 0.20 0.71 0.35 0.62
TraesCS1D02G142100 -0.16 0.82 0.37 0.63
TraesCS7B02G340500 0.36 0.73 -0.91 0.46
TraesCS5A02G547400 -0.28 0.73 -0.81 0.37
TraesCS3D02G338100 -0.82 0.52 -2.43 0.17
TraesCS5B02G400800 -0.26 0.78 -1.72 0.15
TraesCS2B02G182300 1.52 0.01 0.36 0.60
TraesCS6B02G164200 -0.16 0.84 0.55 0.48
TraesCS5D02G235800 0.65 0.60 -4.07 0.11
TraesCS5A02G167100 1.86 0.07 -1.76 0.13
TraesCS2B02G115500 -0.95 0.39 -1.63 0.22
TraesCS2D02G397200 -0.19 0.85 -0.39 0.71




'"TAC 75" vs. 'C 306'

'TAC 6' vs. 'C 306

Identifiers Log, fold p-value Log, fold p-value
change change
TraesCS4B02G093600 -0.31 0.62 0.09 0.90
TraesCS7A02G212900 -0.25 0.68 -0.24 0.71
TraesCS7A02G129900 1.92 0.23 0.01 1.00
TraesCS6B02G268900 -0.60 0.48 -0.29 0.76
TraesCS2D02G288000 0.43 0.55 -1.12 0.19
TraesCS7D02G214800 0.03 0.97 0.35 0.58
TraesCS7A02G347800 0.17 0.84 -1.88 0.07
TraesCS4B02G322200 1.15 0.27 -0.16 0.88
TraesCS6B02G385100 2.25 0.03 0.84 0.41
TraesCS1D02G382000 0.27 0.66 0.27 0.68
TraesCS7D02G293200 0.02 0.98 -0.30 0.72
TraesCS1D02G405800 0.09 0.89 -0.09 0.91
TraesCS4D02G155700 0.98 0.21 1.10 0.19
TraesCS4A02G220900 0.72 0.50 -0.92 0.49
TraesCS5D02G060200 -0.04 0.96 -1.35 0.08
TraesCS7D02G431100 0.77 0.35 0.42 0.63
TraesCS3A02G439700 -0.21 0.75 0.51 0.44
TraesCS2A02G145200 -1.28 0.30 -1.57 0.28
TraesCS5D02G405300 -0.20 0.82 -1.08 0.31
TraesCS3B02G376500 0.51 0.70 -1.29 0.42
TraesCS7B02G283200 -0.53 0.34 0.34 0.60
TraesCS1D02G176100 0.32 0.60 0.39 0.53
TraesCS5D02G146400 0.11 0.85 0.17 0.79
TraesCS5D02G333100 0.56 0.49 -0.86 0.30
TraesCS3A02G344600 -0.37 0.67 -1.08 0.28
TraesCS1B02G398900 0.41 0.68 0.97 0.31
TraesCS1D02G453000 -3.05 0.19 -2.65 0.29
TraesCS1B02G202600 0.07 0.90 0.22 0.72
TraesCS2A02G455400 -0.23 0.72 -0.22 0.73
TraesCS3D02G420500 0.07 0.89 -0.30 0.64
TraesCS2B02G336400 -0.14 0.89 -2.95 0.03
TraesCS2A02G318300 0.79 0.48 -2.31 0.12
TraesCS5B02G065600 0.12 0.89 0.07 0.94
TraesCS2A02G372600 0.09 0.88 -0.21 0.75
TraesCS2B02G336300 0.78 0.55 -1.08 0.48
TraesCS2B02G417700 -0.62 0.50 -0.11 0.92
TraesCS1B02G007900 0.14 0.83 -0.08 0.92
TraesCS1A02G133300 0.37 0.74 0.55 0.65




'"TAC 75" vs. 'C 306'

'TAC 6' vs. 'C 306

Identifiers Log, fold p-value Log, fold p-value
change change
TraesCS3B02G473700 0.17 0.77 0.53 0.39
TraesCS4A02G162000 -0.07 0.92 0.42 0.57
TraesCS2A02G514400 0.48 0.39 0.15 0.83
TraesCS2D02G315800 0.17 0.88 -0.79 0.54
TraesCS5A02G058000 0.61 0.40 0.67 0.35
TraesCS3B02G111000 -0.39 0.59 0.06 0.93
TraesCS2A02G229600 -0.49 0.55 -0.91 0.32
TraesCS3B02G293600 -0.25 0.78 -0.38 0.71
TraesCS1A02G002000 0.19 0.79 0.06 0.94
TraesCS5A02G129900 0.18 0.81 -0.49 0.53
TraesCS5D02G188300 -0.06 0.93 0.29 0.67
TraesCS6A02G145300 -0.29 0.71 0.46 0.56
TraesCS1D02G230300 -0.57 0.53 -0.78 0.44
TraesCS5A02G326800 0.44 0.51 -0.61 0.42
TraesCS5A02G183200 -0.20 0.76 0.29 0.66
TraesCS3D02G105300 -0.25 0.68 -0.23 0.72
TraesCS3A02G503400 -0.27 0.64 0.06 0.92
TraesCS3D02G432500 0.36 0.60 0.34 0.65
TraesCSU02G113400 0.53 0.44 0.66 0.35
TraesCS2A02G099300 -1.54 0.13 -3.52 0.03
TraesCS2B02G274500 0.14 0.84 0.23 0.75
TraesCS2A02G227400 -0.04 0.95 0.24 0.71
TraesCS7B02G340600 1.23 0.19 0.14 0.89
TraesCS5B02G469800 0.26 0.73 -0.38 0.65
TraesCS4D02G176700 0.15 0.87 -0.11 0.91
TraesCS5B02G129800 -0.06 0.94 -0.27 0.77
TraesCS5B02G382100 0.24 0.64 0.26 0.68
TraesCS2A02G395100 1.39 0.12 -0.35 0.75
TraesCS1A02G373200 -1.03 0.28 -0.44 0.67
TraesCS2A02G039300 0.02 0.98 -1.66 0.31
TraesCS4D02G187800 0.47 0.49 -0.59 0.36
TraesCS7D02G146300 -0.39 0.59 -0.42 0.57
TraesCS3B02G591100 0.02 0.99 -1.27 0.45
TraesCS5D02G388500 0.40 0.44 0.11 0.86
TraesCS5A02G378600 0.48 0.38 0.48 0.44
TraesCS4A02G183700 -0.49 0.67 -0.29 0.81
TraesCS2A02G224300 -0.21 0.76 -0.06 0.94
TraesCS7D02G129000 -0.25 0.79 -1.02 0.36




'"TAC 75" vs. 'C 306'

'TAC 6' vs. 'C 306

Identifiers Log, fold p-value Log, fold p-value
change change
TraesCS6B02G310500 -0.07 0.91 -0.09 0.90
TraesCS1B02G274400 0.13 0.84 0.07 0.92
TraesCS2D02G315900 0.80 0.42 -2.56 0.04
TraesCS4D02G003000 -0.01 0.98 0.16 0.81
TraesCS7A02G428300 -0.09 0.87 -0.11 0.87
TraesCS2D02G455800 -0.24 0.70 -0.52 0.44
TraesCS2B02G250800 0.54 0.39 0.79 0.21
TraesCS2D02G235300 -0.05 0.94 0.47 0.47
TraesCS4A02G161100 0.47 0.47 0.83 0.23
TraesCS5A02G049400 -0.47 0.47 -1.40 0.07
TraesCS4D02G064500 -0.68 0.44 -0.18 0.86
TraesCS5D02G254900 0.59 0.67 -3.11 0.23
TraesCS3B02G120600 0.28 0.66 -0.33 0.61
TraesCS2B02G255300 0.07 0.91 0.29 0.65
TraesCS3D02G095600 -0.29 0.69 -0.27 0.71
TraesCS1B02G289200 -0.31 0.69 -0.27 0.74
TraesCS7D02G387300 0.17 0.82 -0.57 0.49
TraesCS5B02G181400 -0.20 0.76 0.31 0.65
TraesCS5D02G069800 -0.18 0.80 0.04 0.96
TraesCS3B02G305200 -0.23 0.74 -0.62 0.42
TraesCS1D02G217700 -0.65 0.55 -1.17 0.30
TraesCS7A02G296500 -0.10 0.90 -0.53 0.55
TraesCS3B02G595200 1.11 0.19 -0.09 0.92
TraesCS1A02G201700 0.47 0.49 0.01 0.98
TraesCS6D02G345700 0.61 0.27 0.48 0.43
TraesCS6A02G121400 0.33 0.56 0.42 0.50
TraesCS3A02G103000 0.24 0.69 -0.07 0.91
TraesCS5D02G223800 0.57 0.30 0.15 0.81
TraesCS6B02G118100 0.23 0.72 -0.29 0.69
TraesCS5A02G547800 0.70 0.38 -0.10 0.92
TraesCS4A02G156600 0.48 0.39 0.16 0.80
TraesCS4B02G003100 -0.14 0.84 0.42 0.54
TraesCS3A02G414400 -0.02 0.97 0.26 0.67
TraesCS4A02G249200 -0.64 0.36 -0.18 0.80
TraesCS6D02G134300 0.16 0.80 0.22 0.75
TraesCS1D02G026100 0.41 0.50 -0.19 0.76
TraesCS5D02G137400 0.21 0.79 -0.15 0.86
TraesCS3A02G271500 0.25 0.74 0.11 0.89




'"TAC 75" vs. 'C 306'

'TAC 6' vs. 'C 306

Identifiers Log, fold p-value Log, fold p-value
change change
TraesCS6A02G326100 0.04 0.96 0.35 0.62
TraesCS3D02G532300 0.45 0.61 -0.86 0.36
TraesCS2D02G230600 -0.03 0.96 -0.13 0.85
TraesCS3D02G509900 0.47 0.38 0.39 0.55
TraesCS5A02G010000 0.36 0.55 0.33 0.62
TraesCS1B02G242700 -0.58 0.52 -0.86 0.40
TraesCS7A02G391700 0.76 0.32 -0.28 0.75
TraesCS5B02G385300 -0.39 0.67 0.37 0.70
TraesCS2A02G290100 0.28 0.67 -0.86 0.24
TraesCS7D02G420000 1.91 0.13 0.32 0.82
TraesCS3D02G384200 -0.17 0.80 -0.82 0.30
TraesCS2D02G098400 0.99 0.33 -0.49 0.63
TraesCS3B02G208200 0.32 0.57 0.50 0.40
TraesCS4B02G151200 -0.24 0.70 0.16 0.80
TraesCS1A02G296100 -0.16 0.81 -0.56 0.43
TraesCS7D02G271800 -0.63 0.37 -0.46 0.55
TraesCS3D02G183800 0.42 0.46 0.31 0.62
TraesCS4A02G117900 0.83 0.17 -0.09 0.89
TraesCS4D02G148400 -0.09 0.88 0.23 0.72
TraesCS6A02G405400 0.25 0.69 0.16 0.81
TraesCS2A02G318200 -0.15 0.89 -0.40 0.76
TraesCSU02G093700 0.31 0.74 -0.69 0.54
TraesCS1B02G118800 0.22 0.78 0.70 0.40
TraesCS3A02G399700 -1.01 0.25 -2.05 0.04
TraesCS1D02G296100 -0.02 0.97 -0.30 0.65
TraesCS5B02G230500 0.24 0.82 -1.81 0.18
TraesCS7B02G293600 -0.15 0.84 -0.34 0.66
TraesCS4A02G053400 0.22 0.77 0.23 0.77
TraesCS5B02G090000 -0.34 0.66 0.22 0.76
TraesCS3D02G405200 0.25 0.73 -0.26 0.74
TraesCS5B02G313800 0.04 0.95 -0.21 0.76
TraesCS1A02G141900 1.06 0.11 0.03 0.97
TraesCS3A02G440000 0.15 0.82 -0.04 0.95
TraesCS7A02G144900 -0.80 0.46 -1.00 0.38
TraesCS3B02G397000 0.69 0.47 0.48 0.66
TraesCS2D02G174800 -0.28 0.83 -0.24 0.85
TraesCS5A02G248100 0.13 0.91 -4.86 0.06
TraesCS7B02G327800 0.93 0.49 0.00 1.00




'"TAC 75" vs. 'C 306'

'TAC 6' vs. 'C 306

Identifiers Log, fold p-value Log, fold p-value
change change
TraesCS6D02G262500 0.44 0.54 0.67 0.37
TraesCS7B02G154000 0.36 0.75 -0.13 0.92
TraesCS7A02G486700 0.37 0.53 0.22 0.72
TraesCS7D02G322500 -0.12 0.83 -0.14 0.82
TraesCS2B02G251300 -0.54 0.54 -0.18 0.84
TraesCS3D02G271100 -0.17 0.81 -0.31 0.66
TraesCS3D02G358300 0.92 0.23 -0.28 0.73
TraesCS3D02G408900 0.35 0.53 0.13 0.83
TraesCS6A02G362000 0.14 0.81 0.48 0.44
TraesCS2A02G232200 -0.38 0.51 0.24 0.69
TraesCS6D02G140100 0.12 0.88 -1.51 0.11
TraesCS7A02G441900 0.37 0.66 0.00 1.00
TraesCS2B02G402300 0.16 0.79 0.70 0.26
TraesCS7A02G247700 0.35 0.57 0.35 0.60
TraesCS3B02G462500 -0.14 0.82 0.05 0.94
TraesCS1D02G201500 -0.63 0.41 0.08 0.92
TraesCS4B02G186500 1.00 0.15 -0.23 0.73
TraesCS2D02G232900 0.10 0.86 0.19 0.76
TraesCS6D02G305800 -0.45 0.48 -0.31 0.66
TraesCS5B02G245800 0.55 0.64 -1.09 0.40
TraesCS1D02G141000 0.94 0.10 -0.01 0.99
TraesCS2B02G542200 0.49 0.35 0.23 0.71
TraesCS7D02G349700 -0.71 0.58 -0.39 0.76
TraesCS4A02G311200 0.06 0.92 0.37 0.57
TraesCS6D02G389100 0.25 0.70 0.05 0.94
TraesCS6B02G356400 0.29 0.69 -0.15 0.84
TraesCS1A02G162400 0.21 0.79 -0.53 0.54
TraesCS6A02G084400 0.27 0.66 0.02 0.97
TraesCS3A02G176600 0.09 0.87 0.19 0.76
TraesCS1A02G228500 -0.70 0.40 -1.35 0.18
TraesCS3B02G474100 0.28 0.65 0.35 0.59
TraesCS4A02G095800 2.19 0.02 -0.76 0.44
TraesCS5A02G232200 1.05 0.37 -0.37 0.79
TraesCS6B02G173500 0.22 0.76 0.79 0.30
TraesCS3D02G432800 0.12 0.85 0.12 0.85
TraesCS2B02G418300 -0.62 0.47 -0.37 0.69
TraesCS3B02G443900 0.10 0.89 0.00 1.00
TraesCS6B02G274100 -0.05 0.92 -0.05 0.94




'"TAC 75" vs. 'C 306'

'TAC 6' vs. 'C 306

Identifiers Log, fold p-value Log, fold p-value
change change
TraesCS2A02G564000 -0.16 0.85 -0.09 0.92
TraesCS7D02G451000 0.17 0.77 0.34 0.58
TraesCS1D02G002400 0.33 0.56 -0.16 0.83
TraesCS3A02G467300 -0.10 0.86 0.08 0.89
TraesCS3B02G566800 -0.04 0.94 0.35 0.56
TraesCS1A02G143300 0.03 0.96 0.13 0.85
TraesCS6B02G379400 0.06 0.92 -0.32 0.63
TraesCS7B02G363900 -0.24 0.69 -0.10 0.87
TraesCS3A02G410600 -0.66 0.38 -0.31 0.70
TraesCS4A02G118100 2.37 0.41 2.68 0.29
TraesCS3D02G462600 0.21 0.68 0.37 0.55
TraesCS1D02G315600 0.18 0.79 -0.23 0.75
TraesCS5D02G139400 0.04 0.95 0.27 0.67
TraesCS7A02G381300 -0.23 0.65 0.27 0.66
TraesCS1B02G032600 0.57 0.44 0.23 0.78
TraesCS4D02G090400 -0.14 0.82 0.32 0.64
TraesCS1B02G179000 0.23 0.76 -0.50 0.55
TraesCS2D02G574200 -0.18 0.80 -0.82 0.25
TraesCS4B02G251200 0.42 0.61 0.32 0.72
TraesCS4B02G208600 -0.04 0.95 -0.27 0.71
TraesCS3B02G499500 -0.58 0.74 0.01 1.00
TraesCS4A02G011000 -0.50 0.55 -0.26 0.77
TraesCS1B02G107100 0.07 0.91 0.07 0.92
TraesCS4D02G209300 0.06 0.93 0.08 0.91
TraesCS1A02G215100 0.16 0.88 -1.06 0.42
TraesCS1A02G137400 -0.10 0.87 -0.02 0.97
TraesCS1A02G315400 0.02 0.97 -0.26 0.69
TraesCS3D02G510000 -0.14 0.80 -0.02 0.98
TraesCS5A02G216000 0.52 0.36 0.14 0.83
TraesCS7B02G176700 -0.13 0.83 -0.07 0.92
TraesCS7B02G328500 -0.11 0.85 -0.12 0.85
TraesCS4D02G076100 0.17 0.84 0.61 0.47
TraesCS7D02G282300 0.11 0.85 -0.13 0.83
TraesCS2A02G094000 0.15 0.80 0.41 0.52
TraesCS2B02G108800 0.25 0.68 0.13 0.84
TraesCS4D02G251200 0.11 0.87 0.04 0.96
TraesCS5D02G122000 -0.32 0.56 0.06 0.92
TraesCS6B02G449800 0.64 0.29 0.28 0.66




'"TAC 75" vs. 'C 306'

'TAC 6' vs. 'C 306

Identifiers Log, fold p-value Log, fold p-value
change change
TraesCS1A02G198000 -0.25 0.73 -0.15 0.83
TraesCS6B02G178500 -0.59 0.49 -1.55 0.11
TraesCS2B02G389600 0.06 0.91 -0.20 0.75
TraesCS1D02G155700 -0.24 0.73 0.00 1.00
TraesCS7A02G271500 -0.68 0.29 0.10 0.88
TraesCS1B02G304900 -0.10 0.87 -0.18 0.78
TraesCS4D02G292000 0.24 0.73 0.57 0.42
TraesCS5D02G107600 -0.71 0.31 -0.16 0.82
TraesCS5D02G202000 -0.08 0.90 -0.31 0.65
TraesCS3B02G423300 0.34 0.58 -0.45 0.53
TraesCS5A02G095000 -0.10 0.88 0.17 0.80
TraesCS3D02G466100 -0.07 0.89 0.24 0.70
TraesCSU02G068200 0.21 0.73 0.57 0.39
TraesCS5D02G450400 -0.15 0.84 -0.06 0.94
TraesCS4A02G237400 0.06 0.94 0.35 0.69
TraesCS5A02G135100 -0.09 0.87 0.34 0.59
TraesCS7D02G213400 0.05 0.94 0.14 0.85
TraesCS4B02G293400 -0.11 0.86 -0.11 0.87
TraesCS4D02G209500 1.31 0.16 -0.22 0.83
TraesCS3A02G246900 -0.35 0.53 0.19 0.75
TraesCS6A02G255700 -0.24 0.71 0.11 0.87
TraesCS6D02G328700 0.15 0.79 0.16 0.80
TraesCS7D02G222100 0.11 0.83 0.34 0.63
TraesCS1D02G205300 0.47 0.53 0.00 1.00
TraesCS6A02G298300 -0.29 0.67 -0.58 0.43
TraesCS1A02G005700 0.37 0.51 -0.49 0.46
TraesCS3B02G449200 0.33 0.56 0.20 0.76
TraesCS4B02G209100 1.76 0.03 -0.21 0.83
TraesCS2D02G250100 0.13 0.82 0.06 0.93
TraesCS5A02G460200 -0.08 0.91 -0.63 0.37
TraesCS1D02G099500 0.21 0.85 -0.67 0.60
TraesCS2D02G368800 -0.14 0.81 -0.62 0.34
TraesCS5D02G255200 0.79 0.32 -0.33 0.71
TraesCS5B02G101200 -0.22 0.72 0.21 0.74
TraesCS7A02G325800 -0.42 0.49 -0.27 0.67
TraesCS6D02G209000 0.18 0.75 0.07 0.92
TraesCS7A02G189900 -0.97 0.11 -0.65 0.34
TraesCS4A02G290600 0.50 0.32 0.58 0.39




'"TAC 75" vs. 'C 306'

'TAC 6' vs. 'C 306

Identifiers Log, fold p-value Log, fold p-value
change change
TraesCS2B02G625300 -0.03 0.96 -0.73 0.34
TraesCS7B02G226400 -0.03 0.97 0.09 0.90
TraesCS7B02G144100 -0.07 0.92 -0.41 0.60
TraesCS4A02G499200 0.33 0.81 -0.50 0.73
TraesCS1D02G085400 -0.17 0.77 -0.54 0.42
TraesCS5A02G443000 -0.19 0.77 -0.52 0.46
TraesCS1D02G159200 0.06 0.95 -0.20 0.84
TraesCS4B02G077700 -0.53 0.52 -0.84 0.39
TraesCS1D02G209400 -1.42 0.26 -0.13 0.91
TraesCS2A02G400200 0.30 0.73 0.14 0.88
TraesCS1B02G212700 0.09 0.90 0.34 0.68
TraesCS1D02G380000 0.40 0.70 -0.24 0.83
TraesCS2A02G248400 0.17 0.78 -0.13 0.84
TraesCS3D02G244600 -0.13 0.81 0.36 0.57
TraesCS1B02G101700 0.16 0.78 -0.33 0.62
TraesCS7A02G228200 0.17 0.76 0.09 0.89
TraesCS1A02G088100 -0.12 0.83 0.29 0.64
TraesCS1D02G133300 0.20 0.73 0.50 0.42
TraesCS5B02G133900 0.07 0.90 0.30 0.64
TraesCS1A02G158400 0.01 0.99 0.36 0.58
TraesCS1B02G393400 0.01 0.99 -0.25 0.79
TraesCS5D02G239200 0.04 0.93 0.10 0.87
TraesCS4A02G164100 0.29 0.61 0.23 0.70
TraesCS1B02G000900 0.17 0.80 -0.27 0.73
TraesCS5A02G228400 0.07 0.89 0.15 0.81
TraesCS3B02G432700 0.02 0.98 -0.72 0.29
TraesCS4B02G149000 0.04 0.94 0.17 0.78
TraesCS2A02G022100 -0.17 0.76 0.26 0.73
TraesCS5B02G227200 -0.08 0.88 0.10 0.88
TraesCS5B02G111900 -1.26 0.14 -0.33 0.69
TraesCS5D02G096000 -0.79 0.23 -0.24 0.73
TraesCS1B02G152000 0.26 0.64 0.40 0.52
TraesCS1A02G107600 0.01 0.99 0.33 0.60
TraesCS1D02G305300 -0.15 0.78 -0.10 0.87
TraesCS7A02G463200 -0.13 0.81 0.16 0.79
TraesCS6B02G269900 -0.48 0.39 -0.18 0.79
TraesCS2D02G022900 0.05 0.94 0.35 0.67
TraesCS1B02G327300 -0.06 0.92 -0.54 0.42




'"TAC 75" vs. 'C 306'

'TAC 6' vs. 'C 306

Identifiers Log, fold p-value Log, fold p-value
change change

TraesCS7D02G420400 0.55 0.31 0.36 0.58
TraesCS1A02G084200 0.07 0.90 -0.13 0.84
TraesCS5B02G555800 0.06 0.91 0.14 0.83
TraesCS6A02G346000 -0.17 0.77 -0.12 0.85
TraesCS2A02G385400 -0.12 0.83 0.27 0.67
TraesCS3B02G382600 0.36 0.55 0.02 0.97
TraesCS5B02G447600 -0.11 0.87 0.12 0.87
TraesCS1A02G025700 0.30 0.64 -0.47 0.50
TraesCS3A02G391400 0.20 0.75 -0.65 0.39
TraesCS5B02G246000 0.05 0.95 -0.35 0.64
TraesCS4B02G255400 0.01 0.99 0.06 0.93
TraesCS3A02G288900 0.20 0.76 0.35 0.70
TraesCS3B02G511800 -0.01 0.99 0.13 0.84
TraesCS7A02G211800 -0.08 0.90 -0.05 0.95
TraesCS7B02G191500 0.24 0.71 0.22 0.74
TraesCS4D02G204100 -0.04 0.95 0.02 0.98
TraesCS2B02G162000 -0.10 0.89 0.18 0.81
TraesCS5B02G519400 0.44 0.57 0.39 0.63
TraesCS4D02G255100 1.62 0.59 - -

TraesCS4A02G322600 0.16 0.77 0.21 0.76
TraesCS3A02G503300 0.84 0.11 0.27 0.69
TraesCS7D02G257900 -0.14 0.84 -0.93 0.26
TraesCS4D02G158400 0.15 0.80 0.16 0.81
TraesCS5A02G312800 -0.21 0.75 -0.18 0.79
TraesCS7B02G118700 0.04 0.95 -0.09 0.90
TraesCS7D02G246300 0.30 0.64 -0.17 0.81
TraesCS3D02G393800 -0.23 0.71 -0.57 0.41
TraesCS3B02G361000 0.57 0.36 -0.05 0.94
TraesCS5A02G189000 0.29 0.62 -0.27 0.69
TraesCS7B02G094900 -0.35 0.56 -0.13 0.84
TraesCS3B02G566700 0.34 0.52 0.22 0.72
TraesCS4A02G222800 -1.45 0.11 -0.73 0.46
TraesCS2D02G382100 -0.12 0.82 0.43 0.50
TraesCS4A02G101400 -0.27 0.70 -0.44 0.55
TraesCS7A02G256500 1.05 0.18 0.52 0.55
TraesCS7D02G191100 -0.34 0.58 -0.22 0.73
TraesCS7D02G473200 -0.05 0.93 0.08 0.91
TraesCS1B02G174400 0.94 0.27 0.22 0.82




'"TAC 75" vs. 'C 306'

'TAC 6' vs. 'C 306

Identifiers Log, fold p-value Log, fold p-value
change change

TraesCS5D02G471300 -0.55 0.44 -0.52 0.47
TraesCS4D02G147800 -0.11 0.86 0.19 0.76
TraesCS4D02G187600 0.12 0.91 -2.42 0.11
TraesCS5A02G467700 0.66 0.26 0.17 0.78
TraesCS7A02G220000 -0.21 0.70 0.12 0.84
TraesCS5D02G014800 0.41 0.48 -0.03 0.97
TraesCS4A02G049500 0.28 0.64 0.16 0.79
TraesCS1D02G089400 0.09 0.87 0.15 0.81
TraesCS6A02G349700 -0.22 0.70 -0.03 0.96
TraesCS1D02G004000 0.53 0.41 -0.03 0.96
TraesCS3D02G079000 0.13 0.82 -0.55 0.41
TraesCS5D02G331600 -0.24 0.78 -1.04 0.26
TraesCS7D02G226400 0.28 0.62 0.17 0.79
TraesCS3A02G365100 0.67 0.37 -0.65 0.40
TraesCS7B02G252000 -0.07 0.90 0.08 0.90
TraesCS1D02G111500 -0.24 0.68 -0.12 0.85
TraesCS5D02G480800 0.76 0.20 0.04 0.95
TraesCSU02G068700 0.15 0.78 -0.01 0.99
TraesCS2D02G141100 -0.17 0.77 -0.07 0.92
TraesCS2D02G092600 -0.35 0.60 0.13 0.84
TraesCS1D02G114200 0.13 0.83 0.00 1.00
TraesCS4A02G165300 0.14 0.80 0.23 0.72
TraesCS7D02G000400 0.01 0.99 -0.84 0.27
TraesCS7B02G163800 0.06 0.92 0.41 0.53
TraesCS1B02G327600 - - - -

TraesCS2D02G129300 0.04 0.96 -0.15 0.82
TraesCS6A02G226100 0.17 0.76 0.31 0.63
TraesCS5B02G373000 -0.15 0.87 -0.83 0.45
TraesCS7A02G534800 -0.04 0.95 -0.48 0.53
TraesCS4D02G021200 0.50 0.37 0.28 0.69
TraesCS5D02G085300 -0.28 0.66 -0.10 0.88
TraesCS4A02G271200 -0.06 0.92 0.30 0.63
TraesCS2B02G193500 -0.70 0.59 -1.29 0.42
TraesCS6B02G382800 -0.37 0.54 0.04 0.96
TraesCS3D02G288700 0.33 0.61 0.30 0.74
TraesCS3B02G272400 -0.19 0.73 0.12 0.84
TraesCS5B02G194700 0.11 0.85 -0.12 0.85
TraesCS4A02G089200 -0.12 0.84 -0.26 0.69




'"TAC 75" vs. 'C 306'

'TAC 6' vs. 'C 306

Identifiers Log, fold p-value Log, fold p-value
change change
TraesCS6B02G296000 -0.26 0.71 -0.79 0.30
TraesCS6D02G236900 -0.36 0.49 -0.14 0.83
TraesCS1A02G206100 -2.84 0.01 -1.07 0.28
TraesCS3D02G324300 0.69 0.24 -0.16 0.81
TraesCS1B02G258900 0.25 0.71 -0.52 0.48
TraesCS7A02G268500 -0.22 0.69 0.21 0.74
TraesCS5D02G518700 0.34 0.59 -0.56 0.44
TraesCS1A02G112600 -0.24 0.68 -0.24 0.69
TraesCS4D02G040200 0.01 0.99 0.47 0.47
TraesCS4B02G215100 -0.14 0.81 -0.17 0.78
TraesCS5B02G007600 0.54 0.47 -0.04 0.96
TraesCS1B02G219700 -1.78 0.08 -0.37 0.74
TraesCS6B02G327800 -0.15 0.83 -0.26 0.71
TraesCS1A02G118800 -0.20 0.76 -0.20 0.76
TraesCS3A02G350000 0.30 0.60 -0.68 0.29
TraesCS1B02G316300 -0.39 0.49 -0.50 0.44
TraesCS4B02G042900 0.20 0.70 0.32 0.63
TraesCS4D02G215600 0.02 0.97 -0.02 0.97
TraesCS4B02G203200 -0.23 0.71 0.10 0.88
TraesCS5A02G325400 0.41 0.50 -0.24 0.72
TraesCSU02G056200 0.03 0.96 0.34 0.60
TraesCS1B02G132800 0.12 0.82 0.10 0.87
TraesCS7A02G340400 -0.04 0.94 0.16 0.80
TraesCS6D02G278100 0.37 0.51 0.54 0.38
TraesCS7D02G522000 -0.49 0.39 -0.45 0.53
TraesCS3B02G552300 -0.02 0.97 -0.49 0.44
TraesCS1B02G138300 -0.22 0.73 -0.29 0.67
TraesCS7B02G127400 -0.16 0.76 0.20 0.77
TraesCS5B02G480100 0.37 0.52 -0.04 0.95
TraesCS1B02G129600 0.07 0.89 0.36 0.57
TraesCS5D02G380200 -0.30 0.73 0.55 0.57
TraesCS3D02G344000 -0.25 0.70 -0.48 0.46
TraesCS1D02G103800 0.10 0.85 -0.02 0.98
TraesCS2A02G364100 0.53 0.34 0.04 0.94
TraesCS2B02G382300 0.28 0.62 -0.07 0.91
TraesCS2B02G148700 -0.04 0.95 0.13 0.85
TraesCS2A02G126800 0.01 0.99 -0.47 0.50
TraesCS2B02G596600 -0.25 0.69 0.06 0.93




'"TAC 75" vs. 'C 306'

'TAC 6' vs. 'C 306

Identifiers Log, fold p-value Log, fold p-value
change change
TraesCS5B02G489500 -0.49 0.66 0.46 0.68
TraesCS4B02G023600 0.46 0.43 0.34 0.66
TraesCS4D02G221000 -0.10 0.87 -0.17 0.80
TraesCS1A02G169300 -0.36 0.55 0.05 0.93
TraesCS5A02G253700 0.82 0.45 -0.70 0.55
TraesCS4D02G222000 0.40 0.53 0.00 1.00
TraesCS1B02G187600 0.22 0.77 0.80 0.29
TraesCS4A02G352200 0.42 0.54 0.37 0.60
TraesCS6D02G332200 -0.51 0.36 -0.27 0.66
TraesCS7D02G513500 0.11 0.83 0.23 0.76
TraesCS6B02G255500 -0.05 0.93 0.04 0.94
TraesCS5B02G281700 -0.44 0.49 -0.11 0.87
TraesCS5D02G289400 -0.93 0.17 -0.03 0.97
TraesCS2D02G599700 -0.31 0.64 -0.10 0.88
TraesCS5D02G553700 0.16 0.78 0.39 0.60
TraesCS7D02G266300 0.02 0.97 0.26 0.67
TraesCS5B02G325800 0.19 0.75 -0.28 0.67
TraesCS7B02G452400 -0.44 0.55 -0.36 0.68
TraesCS1D02G119700 -0.18 0.80 0.11 0.87
TraesCS1B02G123100 -0.02 0.97 0.15 0.81
TraesCS2D02G361900 -0.12 0.83 -0.48 0.44
TraesCS7A02G524600 0.09 0.88 0.16 0.83
TraesCS5D02G489900 -1.00 0.24 -0.25 0.78
TraesCS3A02G001800 -0.22 0.70 0.15 0.81
TraesCS4A02G082400 -0.04 0.95 -0.36 0.56
TraesCS2A02G586800 -0.41 0.59 -0.76 0.38
TraesCS3B02G323600 0.11 0.88 0.15 0.87
TraesCS2B02G030700 -0.02 0.98 0.36 0.64
TraesCS3A02G425600 0.10 0.86 -0.07 0.92
TraesCS6A02G274400 -0.54 0.46 -0.05 0.95
TraesCS3A02G330900 0.23 0.68 -0.29 0.64
TraesCS4B02G220700 0.05 0.93 -0.16 0.81
TraesCS5D02G319600 0.05 0.94 0.12 0.86
TraesCS5A02G072600 -0.89 0.20 -0.06 0.93
TraesCS6B02G301900 -0.16 0.77 0.06 0.92
TraesCS5A02G282300 -0.62 0.36 -0.02 0.97
TraesCS1D02G167300 -0.04 0.95 -0.10 0.88
TraesCS5B02G252600 0.22 0.70 -0.29 0.66




'"TAC 75" vs. 'C 306'

'TAC 6' vs. 'C 306

Identifiers Log, fold p-value Log, fold p-value
change change

TraesCS7B02G442100 0.06 0.92 0.11 0.89
TraesCS2D02G397800 0.08 0.92 -0.45 0.64
TraesCS6D02G383800 -0.22 0.68 -0.34 0.62
TraesCS4A02G083500 0.15 0.79 -0.07 0.91
TraesCS3B02G461900 - - - -

TraesCS6B02G439800 -0.37 0.49 -0.33 0.64
TraesCS3D02G497200 -0.10 0.86 0.10 0.88
TraesCS2B02G419400 -0.58 0.31 -0.47 0.48
TraesCS5A02G476600 -1.46 0.13 -1.24 0.25
TraesCS6A02G399600 -0.47 0.42 -0.09 0.89
TraesCS5B02G078400 -0.61 0.38 -0.34 0.66
TraesCS6D02G254700 -0.13 0.83 -0.20 0.76
TraesCS3D02G420400 -0.25 0.68 -0.05 0.94
TraesCS2A02G401400 -0.30 0.59 -0.24 0.70
TraesCS2D02G398700 -0.20 0.71 -0.06 0.92
TraesCS3B02G000800 0.52 0.53 -0.52 0.55
TraesCS3A02G491300 -0.23 0.66 -0.36 0.59




Supplemental Table 7. List of primer sequences used for real-time quantitative gene expression
analysis (QRT-PCR) 0f36 RING protein genes.

Identifiers Forward/Reverse Primer sequences (5'-3") Tm (°C)
TraesCS2B02G182300 | Forward CTCCTTCCCTCCCTCCCA 62.52
Reverse CCGCTGAAGATGAAGTGGC 61.91
TraesCS1A02G206100 | Forward GTTGCGTCGTCCGAGTTTTAG 62.06
Reverse TTCTAGCGGACAACATCCACTC 61.56
TraesCS4A02G095800 | Forward TCCTGGAAGAACAAGCCC 58.72
Reverse TACAGAAGTGAGAACGCCG 57.56
TraesCS3B02G461900 | Forward TGAAACCAACAGCATACCG 58.11
Reverse AATGGAGGCCTTGATGCATTT 62.90
TraesCS3B02G323600 | Forward GGCTTCCTCCATATTTTGGACA 62.35
Reverse ACTCATCAGACTCGGAACCATTG 62.68
TraesCS4D02G339200 | Forward GCCAACCAACTCCCTCCC 62.83
Reverse TGCTAGCTCCTCCCGACG 62.64
TraesCS2A02G156800 | Forward CGCTCCCATGGACTCGAC 62.87
Reverse CGCCGAGGATGAAGTGAT 59.74
TraesCS3A02G399700 | Forward CCTCTCTCTCTCTTGTTCCTTGG 60.89
Reverse CATCCCTCTCTCTCTTCCCCTC 62.82
TraesCS5A02G049400 | Forward GCTGTGCAGAAAACGATGTAG 58.59
Reverse TTGAAACCGCGAGTAGATCACA 62.95
TraesCS2A02G099300 | Forward GCGTCGTTGTCCACGAGA 62.11
Reverse GCTCGCGATATGCCGATA 60.85
TraesCS4A02G322600 | Forward GCGGAGGCTTCCAAGGAT 62.62
Reverse CCATGCTCTAGTCAAGGACTCA 59.50
TraesCS7B02G150000 | Forward CCCTCTCACGCTTTTCAATTTTA 61.71
Reverse TTTGTTCGATTATCTTGTTCCTT 57.05
TraesCS5B02G078400 | Forward ACCACCACCACCACCACC 62.72
Reverse ATCCGACACACTGCGGTT 60.12
TraesCS6D02G254700 | Forward GGGCGAAGTTATTTCATGGTTA 60.20
Reverse AGTAGCTCCCAGGGACGATTT 61.34
TraesCS6B02G286500 | Forward GGTTTACATCATCTCAAAATTGG 57.56
Reverse GATCCACTAACCAAACGCTAGT 57.46
TraesCS6A02G274400 | Forward ATCGAGTGCCAGGCGAAC 62.40
Reverse GTCTTGAGCCAACGGCTGAT 62.68
TraesCS6B02G385100 | Forward TCGCCATTGTCCAACGAG 61.85
Reverse TGAGGGATCTGGTGGGTTTTT 62.85
TraesCS2D02G162600 | Forward GGAGAGGCCACAGCAGGT 61.43
Reverse CTCTCCTCTCCTCTTCAGCAACT 60.68
TraesCS6B02G301900 | Forward GCGAAGTTGCTTCATGGTTG 61.75
Reverse AGTACCCACCAAATTCACACTTC 59.31




Identifiers Forward/Reverse Primer sequences (5'-3") Tm (°C)
TraesCS7D02G257900 | Forward CTGCCTTTTCCAAGTATTGC 57.52
Reverse CAGAAGGGCATGCAAATTCA 62.08
TraesCS5A02G135100 | Forward GCAAGCAACGGTGAAGTTTCT 61.71
Reverse TGAACATCTGCCTGAACTGAGC 62.82

TraesCS2B02G336400 | Forward CAGCAAAGAAAAGACTGCGAT 59.65
Reverse TTTTTGAGCTTTGGAGTGACA 58.54
TraesCS4D02G147800 | Forward AAATCGCGTGTTGATTAGACGAC 62.54
Reverse AACAAATCGAACTCCTTGCC 59.17

TraesCS3B02G120600 | Forward GGGTTGCTGTAGCTGTGTTATG 59.70
Reverse AAGGGAATTACCAGAGCAAGTAG 58.07

TraesCS4B02G164000 | Forward AGTAGAGGTTAGGGAATGGACG 60.90
Reverse ATGTCGGCGGGATAAGCGA 59.50
TraesCS4A02G112900 | Forward CTCGATCGTGCATGCTTGT 61.01
Reverse GAATGCAAGCTCATAGTCACAA 58.05

TraesCS7B02G118700 | Forward GAATTGAACTGCTTAGTGGACTG 58.07
Reverse TTAGCTAACAAGTTGGTCCAAAG 57.72
TraesCS3A02G095400 | Forward GGCATGCAATATTTGTAATCCTA 58.12
Reverse CCTTGTTCAGGAAAAAGCGA 60.36
TraesCS6D02G278100 | Forward ACTGCCCGCTTTGCAAGT 61.95
Reverse AGACAGGAATCACAAGGCTTCTC 61.14

TraesCS3B02G000800 | Forward TGCGCAACTAATGCTATCGTA 59.52
Reverse ACCACCACACTCAACATATCTCT 57.59
TraesCS1A02G341400 | Forward GAGGAAGAAGGGTCGGGG 61.93
Reverse TTGACCTCGATCTGACTACCTTC 59.77

TraesCS4B02G255400 | Forward AGTAGGGGAACATTACGCAACA 60.77
Reverse GCCCTATGAAAATGCCCT 57.55
TraesCS2D02G315900 | Forward CCAATAATGTGTTACCCGATCA 59.59
Reverse TTCTCTATTCTTGTTCTGGGTTG 57.56

TraesCS1B02G327600 | Forward AACAACGCGACAGAGGTTCC 62.56
Reverse GCTTGTAGAACCTGAAGAATCGG 61.45
TraesCS5D02G188300 | Forward GTTAGGCTTGGTTCACCAAACG 62.10
Reverse AGCACACAACAGAATGCCCTCA 62.10

TraesCS4B02G209100 | Forward TTTCAATTGATGATAGTGGTGAA 57.18
Reverse ATTTCTGAATAGTTTGCTCATGG 57.48




Supplemental Table 8.The normalized expression values (ACt) of 36 RING protein genes from
gRT-PCR analysis at four developmental stages (7, 14, 21 and 28 days after anthesis (DAA)) in
three genotypes (TAC 75, TAC 6 and C 306). The average normalized expression values of three

each biological and technical replicates are given with mean + standard deviation.

Identifiers DAA ACt (3 biological replicates average)
'TAC 75' 'C 306' 'TAC6'

TraesCS2B02G182300 7 10.46 £ 0.18 13.81+0.21 10.54 £ 0.29
TraesCS2B02G182300 14 11.47 £0.22 16.03+£0.35 10.68 £ 0.15
TraesCS2B02G182300 21 9.12+0.7 13.22 +0.55 10.71+£0.54
TraesCS2B02G182300 28 11.71+£0.49 16.19+0.47 11.1+0.76
TraesCS1A02G206100 7 2.64+£0.36 5.23+0.21 4.05+0.27
TraesCS1A02G206100 14 3.21+1.29 4.89 £ 0.69 1.67£0.16
TraesCS1A02G206100 21 6.39+£0.66 6.99+£0.77 3.93+0.46
TraesCS1A02G206100 28 246 +0.16 2.67 £0.22 2.49+0.12
TraesCS4A02G095800 7 7.92 £ 0.66 7.59+1.01 8.32+0.47
TraesCS4A02G095800 14 5.41+0.47 5.73+0.55 5.13+0.54
TraesCS4A02G095800 21 6.17£0.41 8.39+0.46 5.51+0.25
TraesCS4A02G095800 28 7.72 £0.32 8.931+0.46 7.35+0.41
TraesCS3B02G461900 7 6.67 £0.29 7.07+£0.5 5.19+0.52
TraesCS3B02G461900 14 6.45+0.48 5.78£0.44 5.34+£0.56
TraesCS3B02G461900 21 8.91+0.41 5.36 £ 0.63 6.43+0.75
TraesCS3B02G461900 28 9.79+0.42 5.14 £ 0.57 4,67 £0.28
TraesCS3B02G323600 7 -3.38+0.4 -5.15+0.46 -2.26£0.26
TraesCS3B02G323600 14 -2.16+0.51 -4.6 £0.17 -3.81+0.46
TraesCS3B02G323600 21 -1.67+£0.48 -3.27+£0.48 -2.11+£0.28
TraesCS3B02G323600 28 -0.66 £ 0.42 -3.31+£0.28 -5.26 £ 0.52
TraesCS4D02G339200 7 9.79+0.54 11.01+£0.88 11.47 £0.36
TraesCS4D02G339200 14 5.67+0.24 9.3+0.46 5.78 £0.2

TraesCS4D02G339200 21 9.54 £ 0.88 12.73+0.55 9.55+0.47
TraesCS4D02G339200 28 6.39+£0.2 12.7£0.37 8.19+0.38
TraesCS2A02G156800 7 1048 +1.11 12.23+0.83 13.18 +0.85
TraesCS2A02G156800 14 5.44+0.5 9.19+0.42 6.02 £0.61
TraesCS2A02G156800 21 12.23+0.38 7.05+0.49 12.15+0.42
TraesCS2A02G156800 28 14.96 £ 0.61 12.05+0.71 13.74 £ 0.76
TraesCS3A02G399700 7 9.28 £ 0.58 11.02+£0.6 11.66 £ 0.49
TraesCS3A02G399700 14 6.57+0.2 7.13+£0.26 7.27 £0.33
TraesCS3A02G399700 21 10.85+0.47 6.89+0.3 10.63+£0.3
TraesCS3A02G399700 28 10.88 £ 0.26 8.81+0.24 10.37+0.42
TraesCS5A02G049400 7 12.28+0.43 10.15+0.46 10.17+£0.48
TraesCS5A02G049400 14 11.53+0.65 6.76 £ 0.3 7.24 £0.47
TraesCS5A02G049400 21 11.78 £ 0.48 3.15+£0.56 7.08 £0.32




ACt (3 biological replicates average)

Identifiers DAA
'TAC 75' 'C 306’ 'TAC6'

TraesCS5A02G049400 28 13.1+1.11 4.25+0.42 7.09 £ 0.58
TraesCS2A02G099300 7 10.85 £ 1.59 12.93+0.27 8.86 +0.49
TraesCS2A02G099300 14 7.1+0.48 9.78 £ 0.46 6.51+0.41
TraesCS2A02G099300 21 6.96 + 0.61 6.89£0.2 7.63+£0.22
TraesCS2A02G099300 28 10.02 + 1.07 10.91+0.83 9.48+0.41
TraesCS4A02G322600 7 8.66 £0.21 12.4+0.4 13.42 £0.29
TraesCS4A02G322600 14 8.78 £ 0.87 13.08 £ 0.36 8.6+0.4
TraesCS4A02G322600 21 11.67 £ 0.08 13.94+0.29 8.16 +0.21
TraesCS4A02G322600 28 8.63+0.2 10.4+0.2 7.46 £0.34
TraesCS7B02G150000 7 5.47 £0.13 5.33+0.16 6.56 £ 0.38
TraesCS7B02G150000 14 6.08 £ 0.44 9+0.31 7.82+£0.19
TraesCS7B02G150000 21 6.65+0.24 8.25+0.39 10.06 £ 0.58
TraesCS7B02G150000 28 6.44 +£0.21 14.08 £+ 0.38 8.78£0.25
TraesCS5B02G078400 7 7.56 £0.28 6.58+0.18 4.07 £0.33
TraesCS5B02G078400 14 4.13+0.54 3.19+0.35 -0.43+0.14
TraesCS5B02G078400 21 4.6+0.22 2.24+£0.22 4.4+0.23
TraesCS5B02G078400 28 4.13+0.37 2.17+£0.2 3.54+0.18
TraesCS6D02G254700 7 14.04 £1.13 6.43+0.98 5.69 £ 0.89
TraesCS6D02G254700 14 9.58 £ 0.37 4.89+0.09 4.73+0.21
TraesCS6D02G254700 21 10.32 £ 0.29 6.65+0.23 6+0.14
TraesCS6D02G254700 28 13.36 £ 0.86 247 +1.17 3.62+1.53
TraesCS6B02G286500 7 10.82 £1.53 9.69+1.79 9.72+1.03
TraesCS6B02G286500 14 8.56 £ 0.41 10.18 £ 0.33 14.47 £0.22
TraesCS6B02G286500 21 6.13+0.64 14.26 £ 0.69 15.25+1.16
TraesCS6B02G286500 28 5.51+1.73 13.47 £0.28 15.73+0.2
TraesCS6A02G274400 7 13.06 £ 0.35 9.12+£0.32 9.78+0.28
TraesCS6A02G274400 14 13.05+0.51 8.62£0.29 7.92 £0.25
TraesCS6A02G274400 21 7.71£0.53 6.59+0.48 7.74 £0.45
TraesCS6A02G274400 28 10.99 £ 0.39 8.09+0.5 8.63+0.42
TraesCS6B02G385100 7 12.57 £0.14 11.71+£0.17 12.1+0.2
TraesCS6B02G385100 14 14.25+£0.33 17.35+£0.6 12.85+0.21
TraesCS6B02G385100 21 9.05+0.16 12.64 £ 0.17 10.45+0.27
TraesCS6B02G385100 28 11.22 £0.27 12.29+0.2 10.18+0.43
TraesCS2D02G162600 7 11.93 +0.54 6.97 £+ 0.49 4.58+0.3
TraesCS2D02G162600 14 13.72+£0.22 9.19+0.84 5.05+0.15
TraesCS2D02G162600 21 13.62 £ 0.34 5.46 +0.51 5.16 £0.19
TraesCS2D02G162600 28 10.91+0.13 7.83+0.7 6.31+0.24
TraesCS6B02G301900 7 8.44 £ 1.06 8.36 £ 0.59 8.23+0.66
TraesCS6B02G301900 14 7.06 £ 0.67 6.94 + 0.54 6.17 £ 0.54




ACt (3 biological replicates average)

Identifiers DAA
'TAC 75' 'C 306’ 'TAC6'

TraesCS6B02G301900 21 13.93+0.98 10.31+1.22 9.85+0.81
TraesCS6B02G301900 28 11.66 £ 0.82 6.66 + 0.52 8.36 £ 0.62
TraesCS7D02G257900 7 9.83+1.18 10.07 £ 0.53 9.48 + 0.87
TraesCS7D02G257900 14 10.18 £ 0.26 10.27 £0.78 5.48 +0.41
TraesCS7D02G257900 21 6.28 + 0.35 5.78 + 0.95 6.51+0.28
TraesCS7D02G257900 28 10.9+0.6 9.25+0.27 7.13+0.51
TraesCS5A02G135100 7 14.43 £ 0.97 10.11+£0.23 13.55+0.65
TraesCS5A02G135100 14 12.23+0.39 11.03+£0.23 12.92 £0.22
TraesCS5A02G135100 21 11.22 £1.06 11.95+0.43 12.81+0.79
TraesCS5A02G135100 28 8.42 +0.37 8.43+0.24 8.45+0.43
TraesCS2B02G336400 7 7.28 £0.56 11.35+0.08 9.49+0.71
TraesCS2B02G336400 14 8.5+0.15 12.57 £ 0.08 9.67 £0.17
TraesCS2B02G336400 21 6.17+0.4 10.45 +0.55 9.08 £ 0.45
TraesCS2B02G336400 28 5.28+0.5 12.64£0.3 6.63+0.17
TraesCS4D02G147800 7 10.47+0.41 9.59+0.49 10.36£0.74
TraesCS4D02G147800 14 10.72 £ 0.48 10.27 £ 0.54 10.62 £ 0.5
TraesCS4D02G147800 21 10.58 £ 0.29 10.48 £ 0.53 7.79+£0.24
TraesCS4D02G147800 28 8.98 £ 0.47 5.83+0.57 6.44 £ 0.41
TraesCS3B02G120600 7 11.65+0.8 7.74 £0.59 13.25+0.67
TraesCS3B02G120600 14 12.53+0.28 9.38+0.44 13.94 +0.87
TraesCS3B02G120600 21 9.25+0.36 10.43+£0.22 54+0.16
TraesCS3B02G120600 28 11.45+0.48 10.01 £ 0.47 8.09+0.42
TraesCS4B02G164000 7 6.64 +0.4 9.95+0.18 9.72+£0.6
TraesCS4B02G164000 14 7.45+0.4 9.41+0.34 9.79+0.38
TraesCS4B02G164000 21 7.63+0.17 10.38 +0.41 8.79+0.14
TraesCS4B02G164000 28 5.23+0.3 11.07 £ 0.46 7.43+£0.26
TraesCS4A02G112900 7 7.56 £0.26 13.06 £ 0.78 14.52 + 0.48
TraesCS4A02G112900 14 9+0.38 13.22 £ 0.47 14.2 £0.52
TraesCS4A02G112900 21 9.52+0.27 13.8+0.33 14.52 +0.11
TraesCS4A02G112900 28 10.12 £ 0.68 13.91 £ 0.87 14.51+0.19
TraesCS7B02G118700 7 8.79 £0.55 11.82 £ 0.55 6.81+0.6
TraesCS7B02G118700 14 6.07+0.74 8.44+0.44 491 +0.52
TraesCS7B02G118700 21 13.82£0.61 7.97 £0.83 8.74 £ 0.66
TraesCS7B02G118700 28 12.78 £ 0.54 8.79+0.41 7.6+0.7
TraesCS3A02G095400 7 7971 8.15+0.63 10.5+0.41
TraesCS3A02G095400 14 4,55+ 0.27 6.72+0.42 5+0.08
TraesCS3A02G095400 21 6.06 + 0.49 8.75+0.41 6.23 £ 0.56
TraesCS3A02G095400 28 7.56 £0.25 10.38 £ 0.41 8.710.3
TraesCS6D02G278100 7 11.74 +£1.48 12.36 £1.15 9.14+1.03




ACt (3 biological replicates average)

Identifiers DAA
'TAC 75' 'C 306’ 'TAC6'

TraesCS6D02G278100 14 13.3+0.82 10.45+0.91 14.14+1.04
TraesCS6D02G278100 21 14.17 £ 0.66 4.05+0.79 10.97 £ 0.56
TraesCS6D02G278100 28 12.95+1.08 4.95+0.99 6.6 + 0.83

TraesCS3B02G000800 7 10.63£0.29 6.76 £ 0.2 5.26 £0.33
TraesCS3B02G000800 14 11.63+£0.23 9.09+0.25 7.57+£0.28
TraesCS3B02G000800 21 11.33+£0.45 8.95+0.3 7.16 £0.31
TraesCS3B02G000800 28 11.74 £ 0.37 8.14+0.24 6.89 £ 0.26
TraesCS1A02G341400 7 5.84 +0.57 11.8 £ 0.57 10.3+0.51
TraesCS1A02G341400 14 8.37£0.48 13.96 £ 0.24 10.42 £ 0.41
TraesCS1A02G341400 21 4,77 £0.31 10.73 £ 0.26 9.38 +£0.37
TraesCS1A02G341400 28 0.87£2.41 14.21 £ 0.44 12.79+0.33
TraesCS4B02G255400 7 15.03 £ 0.53 9.78 £ 0.62 10.98 £ 0.24
TraesCS4B02G255400 14 11.88 +£0.43 10.01 £ 0.26 11.8+0.43
TraesCS4B02G255400 21 11.66 £ 0.39 6.84 +0.43 9.12+0.39
TraesCS4B02G255400 28 13.62+0.26 5.59+0.44 8.54+0.29
TraesCS2D02G315900 7 4,76 £ 0.53 5.11+0.7 6.68 £ 0.41
TraesCS2D02G315900 14 10.99 £ 1.66 6.96 + 0.4 5.66 £ 0.39
TraesCS2D02G315900 21 9.95 +0.48 7 £0.08 9.39+0.86
TraesCS2D02G315900 28 10.71+£0.41 52+0.5 5.43+0.42
TraesCS1B02G327600 7 8.4+0.38 10.11+0.14 11.62 £0.33
TraesCS1B02G327600 14 12.04 £ 0.46 11.85+ 0.5 13.12+0.31
TraesCS1B02G327600 21 12.88 £0.13 11.54+ 0.3 12.76 £ 0.35
TraesCS1B02G327600 28 11.95+0.38 11.52 £0.32 13.21+0.24
TraesCS5D02G188300 7 6.92 +0.37 8.22+0.74 11.03 +0.38
TraesCS5D02G188300 14 10.87 £ 0.3 13.29+0.31 12.85+0.35
TraesCS5D02G188300 21 12.44 £ 0.3 10.64 £ 0.4 13.78 £ 0.42
TraesCS5D02G188300 28 12.12 £0.52 11.79+0.35 13.14 £+ 0.38
TraesCS4B02G209100 7 8.95+0.32 9.26 £ 0.49 8.19+0.17
TraesCS4B02G209100 14 3.01+0.3 9.51+0.39 5.8+0.13

TraesCS4B02G209100 21 8.69 £ 0.68 9.96 £ 0.94 9.84 +0.96
TraesCS4B02G209100 28 11.7+£0.31 12.94 £0.21 11.55+0.35
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