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UBE2D2 . R[IJHK[ELND[JA.RDPP.AQCSAGP . . . .. .. ... V G D DMF H[W]Q A T[T|M[G P|N D[S|P[Y]QIG GV F]
consensus .RI|LK[E[LKE|L|R . KDPP .PGFTAYP . ... ..... VDDEN|L|LE[WT G T|I|V|GP|P G|T[P|Y|[E[GGVF
lcl|Glyma.04G089600_33-128 JLKEEYKALIT . ... .. AYTOMNK. ... ...o... SNDN|DW[FR I S|AAINP[E G|T|RWT|GKC W
lcl|Glyma.06G091400_33-128 JLKEEYKALIT. ... ... AYTOMNK. ......... SNDN|DW[FR I S|AAINP[E G|T|RWT|GKC W
lcl|Glyma.02G199700_17-143 J|LLEELERGEKGIGDGTVSYGMDD . . . .. ... GDDIYMRS[WTGT|I|I|GPHN|T[VHEGRTY
lcl|Glyma.10G077600_17-143 J|LLEELERGEKGIGDGTVSYGMDD . . . .. ... GDDIYMRS[WTGT|I|I|GPHN|T[VHEGRTY
lcl|Glyma.03G199900_17-146 J|LLEELEKGEKGIGDGTVSYGMDD . . . . . ... GDDIYMRS[WTGT|I|I|GP[YN|T[VHEGRTY
lcl|Glyma.19G197500_17-154 LLEELEKGEKGIGDGTVSYGMDD . . . . . ... GDD I YMR S|W|TGT|I|I|GP|YN|T|VHEGRT Y
lcl|Glyma.03G113100_5-108 LLKETIERGEKGIGDGTVNYGMDD . « « o ... . GDDIYMRSWT . .|.|T|GPHNRAVHEGRT Y
lcl|Glyma.15G189500_8-136 LLEELERGEKGIRDGTISYVMDD . . . . . ... GDDIYMRS|RITGT|I|I|GPION|T|TI|HEGKT Y
lcl|Glyma.05G235000_15-150 J|LLEELERGEKGIGDGTVSYGMDD . . . .. ... ADDTIYMQS|[WTGT|I|I|GP|PG|T|VHEGRIY
lcl|Glyma.08G042500_15-150 J|LLEELERGEKGIGDGTVSYGMDD . . . .. ... ADDTIYMQS[WTGT|I|I|GP|PGIGVHEGRT Y
1cl|Glyma.07G168100_15-150 J|LLEELERGEKGIGDGTVSYGMDD . . . ... .. ADDIYMQS[WTGT|I|I|GP|P S|TIVHEGRIY
lcl|Glyma.09G124800_15-150 LLOELERGEKGIGDGTVSYGMDD + « « v« .. ADDIYMQSWTGT|I|I|GPPGIT|VHEGRIH
lcl|Glyma.01G178200_33-167 . .|JL|HK]D|TSE[L[NLPKSCTMQFPNGK . . v o v v v v .. DD|L|MN|F|E V S|T|R|. PIDD|G|Y|Y|[LGGTF
lcl|Glyma.11G064000_33-167 . .|JL|HK]D|ISE[L[NLPKSCTMQFPNGK . . v o v v oo . DD|LMN|F|E V S|T|R|. PIDD|G|Y|Y|[LGGTF
lcl|Glyma.01G043600_7-145 .RLMRD[FKR|L|Q. LDP . PAGISGAPQ . « v v oo .... DN N|I|ML[W|N A V|I|F|GPDD|T[P[WD|GGTF
lcl|Glyma.02G020000_7-145 .RLMRD[FKR|LQ.LDP .PAGISGAPQ . v v v v v ... DN N|I[ML[W|N A V|I|F|GP[DD|T[P[WD|GGTF
lcl|Glyma.04G173300_7-145 .RLMRD[FKR|LQ.QDP .PAGISGAPQ . v v v v vn... DN N|I[ML[WN A V|I|F|GP[DD|T[P[WD|GGTF
lcl|Glyma.05G028800_7-145 . RILJMRD[FKR|L|Q . QDP .PAGISGAPQ. . ... ..... DNN|IML[WN A V|I|F|G P|D D|T[P[WDIGG T F
lcl|Glyma.17G098000_7-145 . RILJMRD[FKR|L|Q.QDP .PAGISGAPQ. ... ...... DNN|I|ML[WN A V|I|F|G P|D D|T[P[WDIGG T F
lcl|Glyma.08G297300_7-145 . RILJMR[D[FKR|L|Q.QDP .PAGISGAPQ. . ... ..... DNN|IML[WN A V|I|F|G P|D D|T|PWDIGG T F
lcl|Glyma.18G124600_7-111 .RLMRD[FKR|LQ.QDP . PAGISGAPQ . v v v v v ... DN N|I|ML[W|NAV|I|F|GP[DD|T[P[WD|GGTF
lcl|Glyma.10G212200_39-178 QR[LIQK[E[LMA|LM.MSGGDLGVSAFPD . v v v v v ... GES|I|F T[W|I G T|I|E|GGK G|T|QY[E[GL S Y
1cl|Glyma.20G178900_39-174 OR[LIQK[E[LMT|LM.MSGGDLGVSAFPD . v v v v v ... GES|I|F T[W|I G T|I|E|GGK G|T|L{Y[E[GLSY
1cl|Glyma.11G095700_39-155 . RL|QS|E[LMA|LM.MSG.DSGISAFPE . . . ... .... EDN|I|F F[W|K G T|I|T|G S|KD|T|VF|IE[GTE Y
lcl|Glyma.12G021800_39-176 . RL|QS|E[LMA|LM.MSG.DSGISAFPE . . . ... .... EDN|I|F F[W|K G T|T|T|G S|KD|T|VIF|IE[GTE Y
lcl|Glyma.05G091100_9-153 LITEERKSWR .KNH.PHGFVAKPETL. . ... PDGTVNIL|MV|W[HC T|I|P|GK|T G|T|DWE[GG Y F
lcl|Glyma.17G169700_9-153 |LTE[ERKSWR . KNH.PHGFVAKPETL. . . . . PDGTVN[LMV[WHC T|I|[P|GK|T G|TDWE|GGYF
lcl|Glyma.11G053300_8-150 |LAEERKSWR.KNH.PHGFVAKPETL. . . . . PDGTVN[LMV[WHC T|I|[P|GK|T G|TDWE|GGYF
lcl|Glyma.01G188900_8-150 . .LAEERKSWR.KNH.PHGFVAKPETL. . ... PDATVN[LMV[WHCT|I[P|GK[AG|TDWEGGYF
lcl|Glyma.01G169700_17-117 NR|LQK[EILVEWQ . VNP .PTGFKHK . . « o v v v ... VT DN|LIQRWV VE|V|T|GAIP G|T|L|YANE T Y
lcl|Glyma.04G199200_6-145 . VIOK[E|[LVE[C|S . KDAEGSGIKVCP . . . .. .... KSD . N|LIVLIL|I GT|I|P|GP[VG|T|P|Y|E|GG T F|
lcl|Glyma.06G166300_6-145 . .|VQK[E[LVE|C|S . KDAEGSGIKVSP . ... ..... KND . N|L|VLIL|I G T|I|P|G P[VG|T|P|Y|E|GG T F|
lcl|Glyma.06G230300_7-146 RR|I|IKETQR|LL.SEPA.PGISASP . ... ..... SEE . NMRY|[F|NVM|I|LIGP|T Q[S|P[YE[GGVE
lcl|Glyma.12G161200_7-146 RR|I|IKETQR|LL.SEPA.PGISASP . . ... .... SEE . NMRY[FNVM|T|LIGP|TQ[S|P[YE[GGVE
lcl|Glyma.13G270800_7-146 RR|I|IKETQR|LL.SEPA.PGISASP . . ... .... SED . NMR Y[F|NVM|I|LIGP|T QS|P[Y|E[GGVF
lcl|Glyma.12G228900_7-108 RR|I|IK[ETOR|L|L . SEPA.PGISASP . ... ..... SED . NMRY[FINVMI|LIGP|TQ|S[PIY[E[GGVE
lcl|Glyma.04G238800_3-142 KR|T|LK[ELKD|LJQ . KDPP . TSCSAGP . o . v v v . ... VAED|MF HWQA T|T[MG P|P D|S[P|YAIGGVF
lcl|Glyma.13G040500_3-143 KR|T|LK[E|LKD|LJQ . KDPP . TSCSAGPV . .. ...... VAEDMF HW|QA T|I[MG P|P D|S[P|YAIGGVF
lcl|Glyma.06G124900_3-142 KR|I|LKE[LKD|LQ . KDPP.TSCSAGP . .+ v v v v ... V AED|MF H[W|QA T|I|MG P|P D|S|P|Y|AIGG V|
lcl|Glyma.14G124300_3-142 KR|I|LKELKD|LJQ . KDPP.TSCSAGP . . . o v v v ... VHE D|MF H[W|QA T|T|M|G P|P D|S|P|Y|AIGGVF
lcl|Glyma.03G255400_3-142 KR|I|LKELKD|LQ . KDPP.TSCSAGP . . . . o\ . ... VAEDMF H[W|QA T|T|M|G P|P D|S|P|Y|AIGGVF
lcl|Glyma.19G253000_3-142 KR|T|LK[E[LKD|L|Q . KDPP . TSCSAGP . « o v v v . ... VAED|MF HW|QA T|I[MG P|P D|S[P|YAIGGVF
lcl|Glyma.02G236900_3-142 KR|T|LK[E[LKD|LJQ . KDPP.TSCSA. . . M|F H[W|Q A T|T|M|G P|AD|S|P|Y|A|GGV F|
lcl|Glyma.14G205700_3-142 KR|T|LK[E[LKD|LJQ . KDPP . TSCSA. . MIF H[W|Q A T|T|M|G P|AD|S|P|Y|A|GG V F|
lcl|Glyma.08G267400_3-142 KR|INK[E[LKD|L|Q . KDPP.TSCSA. . M|F H|W|Q A T|T|M|G P|AD|S|P|F|AIG GV F|
lcl|Glyma.16G103100_4-142 .R|INT[E[LKD|L/Q.KDPP.VSCSA. . M|F H[W|Q A T|T|M|G P|AN|S|P|F|AIGG V|
lcl|Glyma.11G199400_3-142 KR|IVKE[LKD|LJQ . KDPP.TSCSA M|F H[W|Q A T|T|M|G P|P D|S|P|Y|T|GG V|
lcl|Glyma.18G051400_3-142 KR|I|VK[E[LKD|L|Q . KDPP . TSCSA M|F H[W|Q A T|I|M|G P[P D|S|P|Y|T|GG V F|
lcl|Glyma.09G273100_3-142 KR|T|LK[E[LKD|LJQ . KDPP . TSCSA M|F H[W|Q A T|T|M|G P|AD|S|P|Y|A|GGV F|
lcl|Glyma.18G216000_3-152 KR|T|LK[E[LKD|LJQ . KDPP . TSCSAVCANTNVYFVGPVAEDMF HWQAT|I|MGP|AD|S|P|Y|AIGGVF
lcl|Glyma.11G107800_3-142 KR|I|LK[E[LKD|L|Q . RDPP . TSCSAGP M|F H[W|Q A T|I|I|G P|ND|S|P|Y|AIGG V|
lcl|Glyma.12G032800_3-142 KR|I|LK[E[LKD|L|Q . RDPP.TSCSAGP M|F H[W|Q A T|T|I|G P|ND|S|P|Y|AIGG V|
lcl|Glyma.10G096200_3-142 KR|I|TK[E[LKD|L/Q.QDPP .VSCSAGP M|F H[W|Q A T|T|M|G P|T D|S|P|Y|AIG GV F|
lcl|Glyma.08G113700_33-171 . R|T|QR[EMVE|LN . NDPP .PDCSAGP 1|y H[W|I AT|I|I|G TP E|T|P|Y[QGGIF
lcl|Glyma.03G004200_12-151 KQILJAK[EILKS|LD. .ESPPEGIKVVVN F|S T|I|F SD|T|E|G P|AG|T|P|Y[ENGVE
lcl|Glyma.19G121700_12-151 KQILAKEILKN|LD . .ESPPEGIKVVVN F|S T|I|F AD|T|E|G P|AG|T|P|Y[ENGVFE
lcl|Glyma.19G072800_12-151 KQLAKELKN|ID. .ESPPEGIKVVVN. . . ... ... DDDIF|S I|I|Y AD|I|E|GP|AG|T[P|YDNGVFE
lcl|Glyma.04G081200_7-148 . LFKEYKEVIQREKAVDLDIQLVCD « v v v v v n .. D SN|I|F K[W|T AL|I|K|GP|S E[T[P|Y[E|[GGVF
lcl|Glyma.06G082900_7-148 JLFKE[YKE[VQREKAVDPDIQLVCD v v v v v v an . D SN|I|F K[W|T AL|I|K|GP|S E[T[P|FE|GGVF
lcl|Glyma.05G035700_7-143 .REMD|VMK|[LMMSDYTVETINDG LN E|[F|NVEF|H|G P[KE|S|L|Y[E[GGVW
lcl|Glyma.17G091700_7-143 .REMD|VMK|[LMMSDYAVETINDG. . LINE[FINVE|F|H[G P|KE|S|LIY[E[cG VW
lcl|Glyma.05G209400_10-143 .DILMK|L[MMSDYKVETINDG MQEF|F VE[F|H|G P[KD|S|P|Y|Q/G GV
lcl|Glyma.08G016100_10-143 .|.]. .|pLMK|LMMSDYKVETVNDG M|Q E|F|F V E|F|H|G P|K D|S|P|Y|QIG GV
lcl|Glyma.07G069300_7-143 .REMD|LMK|LMMSDYKVEMINDG. . M|Q E|F|Y V H|F|H|G PN E|S|P|Y|H|G GV T
lcl|Glyma.16G035000_7-143 .REMD|LMK|LMMSDYKVEMINDG. . M|Q E[F|Y V H|F|H|G PN E|S|P|Y|H|G GV T
lcl|Glyma.09G257800_18-145 e .ll. . .].|-MSDYKVEMINDG. . MQE[F|Y VQIF|H|G PN D|S|P|Y|H|GG VW
lcl|Glyma.18G234800_7-143 . REMD|LMK|[LMMSDYKVEMINDG. . MQE[F|Y VQIF|H|G PN D|S|P|Y|H|G GV
lcl|Glyma.05G140200_172-318 . K|I|QE[EWKI|LEEN.LPETIFVRVC ME LILRAV|T|I|GPQG|T|P|Y|HD G LF|
lcl|Glyma.08G095600_194-340 .K|IQEEWKI|LEEN.LPETIFVRVS ME LIL[R A V|I|I|GP|QG|T|P|Y|HD G L F|
lcl|Glyma.12G153900_92-241 .R|I|QGEWKS|LEKD . LPDSIFVRVY ID LILRAV|T|T|GAKG|T|P|Y|HD G LF|
lcl|Glyma.12G154000_8-156 . .|I|QGEWKS|LEKD . LPDSIFVRVY IDLILRAV|I|I|GAEG|T|P|Y|HD G LF|
lcl|Glyma.06G243300_493-619 . R|I|QGEWKS|LJEKD . LPDSIFVRVY IIDLILRAV|I|IAAEG|T|P|Y|H[D G L F|
lcl|Glyma.12G224200_443-569 . K|I|QE[EWRI|LJEKD . LPASIFVRVF MD LILRAV|T|I|GA[E G|T|P|Y|H[D G L F|
lcl|Glyma.13G277400_462-588 . K|I|QE[EWRI|LEKD . LPASIFVRVY MD LIL[RAV|I|I|GAE G|T|P|Y|HD G LF|
lcl|Glyma.13G239100_672-825 KK[VIQQEWSI|LEKN.LPETIYVRVFEF M|D LMR A A|T|V|G A|S G|T|P|Y|H|D G L F|
lcl|Glyma.15G074200_677-830 KK[LJQQEMWSI|LEKN.LPETIYVRVFEF M|D LMR A A|T|V|S A|S G|T|P|Y|HD G L F|
lcl|Glyma.13G179600_679-832 KK[VIQQEMWSI|LEKN.LPETIYVRVF M|D LMR A A|T|V|G A|S G|T|P|Y|HD G L F|
1cl|Glyma.07G196500_680-833 KK[VIQQEWSI|LEKN.LPETIYVCAF MID LIMR A A|T|V|GA|S G|T|P|Y|HE G L F|
lcl|Glyma.10G282000_880-1030 .XK[VIQQDWSI|L/ONN.LPEEIYVRVY MID LIL[R AV|T|V|G P|Y G|T|P|Y|Q[D G L F|
lcl|Glyma.20G107300_876-1026 .KVIQODWSI|LONN.LPEEIYVRVY MID LIL[R A V|I|V|G P|Y G|T|P|Y|QID G L F|
lcl|Glyma.07G239100_38-188 RT|IMKEWKI|LEQN.LPESIYVRVY I[D LMRAV|I|[V|GAAG|T|P|Y|HD G LF|
lcl|Glyma.17G034200_47-149 RT|IMREWRI|LEHN.LPESIYVRVY I[D LMRAV|I|[V|GAAG|T|P|Y|HD G L F|
lcl|Glyma.17G034300_1-145 . KEWKI|LEQS.LPESIYVRVY I[D LMRAV|I|V|G TIAG|T|P|Y|HD G L F|
lcl|Glyma.17G034400_40-142 KR|IMMEWKI|LANNNLPESIYVRVY I|D LIL[RAV|I|V|GAAG|T|P|Y|H[D G L F|
lcl|Glyma.07G046200_7-157 KR|LQK[E|[YRA|L/C. . KEPVSHVVARPS . . ... ..... P SD|I|LE[WHY V|LEGS|EG|T]PFAlGGYY
lcl|Glyma.16G014400_7-157 KR|LQK[E|[YRA|L/C. . KEPVSHVVARPS . . ... ..... P SD|I|LE[WHY V|LEGS|EG|T]PFAlGGY Y
lcl|Glyma.07G240600_12-127 KR|I|LQEVKEMQ..SNPSDDYMSLPL . v v v v v ... EEN|I|FE[WQF A|I|[R|GP[RD|T[E[FE[GGTY
lcl|Glyma.17G032800_12-151 KR|I|LQELKEMQ..SNPSDDYLSLPL . v v v v v ... EEN|I|FE[WQF A|I|[R|GPRD|TE[FEGGTY
lcl|Glyma.15G141200_12-127 KR|I|LQEVKEMQ..SNPSDDFMSLPL . v v v v v n. .. EEN|I|FEWQF A[I[RGPRD|TE[FEGGTY
lcl|Glyma.09G036300_12-127 KR|I|LQEILKEMN . . SNPSDDFMSLPL . o v v v v ... EEN|I[FE[WQF A|I|R[GP|RD|TEFIEGGTY
1cl|Glyma.11G099100_34-153 ROHLVALTTAFPSLEPKTASFTHND . o v v v v n .. GRS|VNL|LJQAD|GIT|I PMTIFQGVIT YN T
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