
gi|17864088|ref|NP_055947.1|                1 -----------------MLTEASLSIWGWGSLGIVLFLITFG------------------	 25--------------P----FVIFYLTFYILCFVGGGLVVTLLFGKTN
YML104C                                     1 --------------------MPKFPQFRLI--LVLFYLISMI------------------	 20--------------Q-----------WSVITFSLGFFLNVCIFAYFV
gi|164426626|ref|XP_957576.2                1 MVL--------QGRDIALAAIAAFISWGYA-----VHWFPAI------------------	 29--------------R-----------WANYAFAAGVLVTLVGLLALL
gi|17506801|ref|NP_492758.1|                1 ------------------------------------------------------------	 0------------------------------------------------
Osa:LOC_Os05g50660                          1 MATAGGPGRAHTVRDLAEEGKKRAVLLLVF-AFGLAFLMSLT------------------	 41----------------------SSSVWINLPFATALIVLFRYISLDY
Bra:Bra026152                               1 ---MSTQKQAATVRDLVEEAKKRIVILVVC-VVGLSYLLSLT------------------	 38----------------------SSSVLVNLPAAACLIILLRYFSLDV
Bra:Bra026776                               1 ---MSSQKQAVTVRDLVEEAKKRIVILVIC-VVGLSYLLSLT------------------	 38----------------------SSSVWVNLPAAACLIILLRYFSFDV
AT1G15240.                                  1 ---MSTQKQVVTIRDLVDEAKKRIVIVVIC-VVGLSYLMSLT------------------	 38----------------------SSSVLVNLTPAVLLIILFRYYTLDS
Cru:Carubv10008179m                         1 ---MSTQKQVVTLRDLVEEAKKRIVIVVIC-VVGLSYLMSLT------------------	 38----------------------SSSVWVNLPAAACLIILLRYFSFDI
Csa:Cucsa.359160.1                          1 ----MSSQNQVTPRDLLEEAKKRVLFLVIC-IVGLSYMMSLT------------------	 37----------------------SSSVWVNLPAAAFLIILIRYFSLDL
Mtr:Medtr4g012920                           1 --MSMPKPNQVAVRDLVEEAKKRIVILIVC-VVGLSYLMSLT------------------	 39----------------------SSSVWVNLPAAASLIIVFRYLSLDY
Gma:Glyma08g21950                           1 -MNMPPKPNQVAVRDLVEEAKKRIVILVIC-VVGLSYLMSLT------------------	 40----------------------SSSVWVNLPAAASLIIILRYLSLDF
Gma:Glyma07g00690                           1 -MNMPPKPNQVAVRDLVEEAKKRIVILVVC-VVGLSYLMSLT------------------	 40----------------------SSSVWVNLPAAASLIIILRYLSLDF
Egr:Eucgr.F03028                            1 ----MSSSRQVTARDLAEEAKKRIVFLAIC-VIGLSYLMSLT------------------	 37----------------------SSSVWVNLPAAATLIIALRYFSMDF
Vvi:GSVIVT01017080001                       1 ---MSAAKPAVPVRDLVEEAKKRFVFLAIC-VVGLSYLMSLT------------------	 38----------------------SSSVWFNLPAAASLIIIIRYLSLDF
Rco:30146.m003594|30146.m003594             1 ----MSSQRQVTVRDLVEEAKKRIVVLIIC-VIGLSYLMSLT------------------	 37----------------------SSSVWVNLPAAASLILLLRYFSLDY
Ptr:Potri.003G053200                        1 MNARMSTQRQVIVRDLVEEAKKRIVMLVIC-VVGLSYLMSLT------------------	 41----------------------SASVWVNLPAAASLIILLRYFSLDY
Ptr:Potri.001G183100synonym:POPTR_0001s1    1 ----MSTQRQVIVRDLMDEGKKRIVVLVIC-VVGLSYLMSLT------------------	 37----------------------SSSVWVNLPAAASLIILLRYFTMDY
Ppa:Pp1s67_32V6.1|                          1 ---------METLKDLLEEAKRRTILVAIL-VLIVAYVMSLT------------------	 32----------------------SSSVWINLPVSILVLAALRRLSFEV
Ppa:Pp1s7_51V6.1                            1 ---------MDTLKDLLEEAKRRTILVAIF-SLFLAYAMSLT------------------	 32----------------------SSSVWINLPVAILVLAALRRLSFEV
Ppa:Pp1s48_155V6.1                          1 ---------MEIWTALMVEARRRIIVVAVV-AISLVYMMSLT------------------	 32----------------------SNSVWINLPMTTLFLAALHHISFDI
Ppa:Pp1s68_34V6.1                           1 ---------MKTWMSLLEEAKRRAIMVVAV-AVTLAYMMSLT------------------	 32----------------------SSSVWINLPIAIIVLAALRRVSFDI
Smo:413327|413327                           1 MAKAAAAAAASTLEGLLEEAKRRAVLFVLF-VLTIAYCMSLT------------------	 41----------------------SNSVVVNIPIAIVLLAVTRRISLEL
Zma:GRMZM2G026442_T01                       1 -----MRKRMESVDDLIEEAKLRTVWWALC-IFAVSYFLTHT------------------	 36----------------------SKSMWTNVPMSILILAFLRYLSFKV
Osa:LOC_Os11g06040                          1 -----MRRAMMGVDDLIEEAKVRTVWWALC-VFAISYFLTHVGIGEEILIGCKVGRDKLL	 54LHTGDQLLTLLGILDLDDVYYTSKSMWTNVPMSILILAFLRYLSFKV
Egr:Eucgr.G01512                            1 ------------------------------------------------------------	 0------------------------------------------------
Gma:Glyma20g01140                           1 MGPLTPTPTMDIIYDLIEEAKLRFLWWALC-IFAISYFFTHT------------------	 41----------------------SKSMWMNLPMSILFVAALRILLNKV
Mtr:Medtr4g087210                           1 ----MKKKPMESVNDLIQEFKLRTLWWALS-IFAVSYFLTHT------------------	 37----------------------SKSMWMNVPMSILFVCALRIIVNNV
Gma:Glyma02g15445                           1 ---------MESVNDLIQEAKLRTLWWALC-IFAVSYFLTHT------------------	 32----------------------SKSMWMNVPMSILFVVGLRILFNRV
Gma:Glyma07g33040                           1 ---------MESVNDLIQEAKLRTLWWALC-IFVVSYFLTHT------------------	 32----------------------SKSMWMNVPMSILFVVGLRILFNRV
Bra:Bra015246                               1 ------MKAMETIQDLIEEAKIRTVWWALC-IFSVTYFLTHT------------------	 35----------------------SKSMWMNLPMAILILGALRILLNQI
Cru:Carubv10012892m                         1 ------MKAMECIQDLIEEAKVQTVWWGVC-IFSVTYFLTNT------------------	 35----------------------SKSMWMNLPMAIFILGVMRI-----
AT2G15900                                   1 ------MKAMETIQDLIEEAKVRAVWWCLC-IFSVTYFLTHT------------------	 35----------------------SIYWWLNLPIAILICGGARFFFNHF
Cru:Carubv10012885m                         1 ------MKAMETIQDLIEEAKVRTVWWGLC-IFSVTYLLTHT------------------	 35----------------------SKSMWMNLPMAILILGVMRVLLNQI
Csa:Cucsa.220190                            1 ------MKAMATLQDLIQEAKLRTVWWALC-IFAISYFLTHT------------------	 35----------------------SKSMWMNVPLAILLVSALRILFNEV
Vvi:GSVIVT01031845001                       1 ------MKAMETLQDLIEEAKLRTVWWALC-IFAISYFLSHT------------------	 35----------------------SKSMWMNIPISILLVSALRILSNEV
Rco:29851.m002502|29851.m002502             1 ------MKAMETIQDLIEEAKVRTVWWFLC-IFAVTYFLSHT------------------	 35----------------------SSSMWLNLPVSILLISALRILSNEV
Ptr:Potri.009G108300                        1 ------MKAMETIQDLIEEAKVRMVWWCLC-IFCVTYFLSHT------------------	 35----------------------SSSMWMNLPISILFVSLLRILCNEV
Ptr:Potri.004G146600                        1 ------MKAMETVHDLIEEAKLRTVWWCLC-IFSATYFLSHT------------------	 35----------------------SSSMWMNLPISILIVSALRILSNEV

gi|17864088|ref|NP_055947.1|               55 SEKYLEQCE----	 63------------HSFLPPTSPGVPKCLEEMKREARTIKIDRR--------LTGANIIDEP	 103LQQVIQFSLRDYV-QYWYYTLSDDES--FL
YML104C                                    43 FFKSLP-------	 48--------------DLPKPQPRFVDIVPESSNT---VDVDKELKSVEGLIQDGNAQIGKE	 91LESIVNLIIKDFV-QPWFTKIDKNSDAEFLK
gi|164426626|ref|XP_957576.2               52 MLTSRGSHH----	 60------------HRLRPPPRPHGAAFVAPGSWSKEVAALRARQTSTKAPLYPESPKVSAA	 108LDEVLGYVIRDFI-QVWYSSISKNPV--FT
gi|17506801|ref|NP_492758.1|                1 ------------	 0------------------------------------------------------------	 0----------------------------------
Osa:LOC_Os05g50660                         67 DFRRKSTTTTDND	 79ASRAL-----TKTKSIEPNKIPSIQKDGKSDWKS----------------KVNSPPVEAA	 118IEQFTRHLVTEWVTDLWYSRVTPDK--EGP
Bra:Bra026152                              64 EMKRKSAAYNNSK	 76P----------SLSLNKPP--ELLKAAPRSDWRS----------------KVNSQVVEDA	 108IDSFTRHLISEWVLDLWYSRITADK--QGP
Bra:Bra026776                              64 EMKRKAAAYNNKP	 76S-SLS------GPSLSKPP--ELPKAAPRSDWRS----------------KVNSQVVEDA	 111LDRFTRHLVSEWVLDLWYSRITPDK--QGP
AT1G15240.                                 64 EMKRKAAAYTNKP	 76SSSLN------APTLNKTP--ELPKAAPRSDWRS----------------KVNSQVVEDA	 112IDHFTRHLISEWVLDLWYSRITPDK--QGP
Cru:Carubv10008179m                        64 EMKRKAAAYNSKP	 76S-SLN------APALNKTP--ELPKAAPRSDWRS----------------KVNSQVVEDA	 111IDHFTRHLISEWVLDLWYSRLTPDK--QGP
Csa:Cucsa.359160.1                         63 EMRRKAASYIRRP	 75LPEH-------GISQEKPL--EFPKVVKKSEWRR----------------KVNSRVAEDA	 110IDHFSRHLISEWVTDLWYSRLTPDK--EGP
Mtr:Medtr4g012920                          65 EMKRKAAAYNNKS	 77GSTS-------NQSSKKPT--ENAKAVAKFQWRA----------------KVNSPVVEDA	 112IDHFTRHLISEWVTDLWYSRLTPDK--EAP
Gma:Glyma08g21950                          66 EMKRKAAAYNNKA	 78GSTN-------VQSSKKPV--ENHKVIAKFEWRT----------------KVNSPVVEDA	 113IDNFTRHLISEWVTDLWYSRLTPDK--EGP
Gma:Glyma07g00690                          66 EMKRKAAAYNNKA	 78GSTN-------VQSSKKPV--ENPKVIAKFEWRT----------------KVNSPVVEDA	 113IDNFTRHLISEWVTDLWYSRLTPDK--EGP
Egr:Eucgr.F03028                           63 DMRRKAAVYNSKN	 75PASTN-----AS---LKKP--VQTPKFTKSNWRR----------------KVDSPVVEDA	 109MDCFTRHLVSEWVADLWYSRLTPDR--EGP
Vvi:GSVIVT01017080001                      64 EMRRKAAAYNSKP	 76SSAN-------TVSQKKSP--EGPKIIEKFDWRR----------------KVNSSVVEDA	 111IDQFTRHLVSEWVTDLWYSRITPDK--EGP
Rco:30146.m003594|30146.m003594            63 EMRRKAATYNSKP	 75SSAN-------PVSQNNNP--EHTRAREKSDWRK----------------KVNSPVVEDA	 110IDHFARHLISEWVTDLWYSRLTPDR--EGP
Ptr:Potri.003G053200                       67 EMRKKAAVYNNKP	 79ASTTS-----STLSQNKSL--EFTRVVEKSDWRR----------------KVNSPAVEDA	 116IDHFTRRLVSEWVTDLWYSRLTPDK--EGP
Ptr:Potri.001G183100synonym:POPTR_0001s1   63 EMRKKAAAYNNKP	 75ASAKS-----STLPQNKSL--ELTRVVEKSDWRR----------------KVNSPVVEDA	 112IDHLTRHLVSEWVADLWYSRLTPDK--EGP
Ppa:Pp1s67_32V6.1|                         58 EFRWRPRINQSRP	 70QY-ALHQHRRQ-LTNYDPLLSGLPTHVAATRWRR----------------QIDSLVVEKA	 112VDELTRCVIDEFITSLWYSSITPDQ--EAP
Ppa:Pp1s7_51V6.1                           58 EIRWKLFESERST	 70TSN-----LHQ-LGIHDPLLSE-ASHAVVNRWRH----------------QFDSPVVEAA	 107VDDLTKGIIDEWVTNLWYSSVTPDR--EAP
Ppa:Pp1s48_155V6.1                         58 EIRWKPPPTQFSV	 70AP--PQLHRRQ-LSCHNPLLSE-AFHATVNK--------------------FDSASVEAA	 106VNELTRSLVDEWVTNLWYSSVTPDE--EAP
Ppa:Pp1s68_34V6.1                          58 EIRWRLPPTQTSA	 70VPQLPMLHRRQ-LSSHDPLLSE-ASHTAANRWRH----------------YFNSPAVEAA	 112VDEFTRSLIDEWVTNLWYSSVTSDE--EAP
Smo:413327|413327                          67 IIRWRPSSLETIP	 79----VIYQCKR-LAPNDPLISS--PSVPSTKWRS----------------QIDSPAVEAA	 116LEEFTHRIVAEFVTNLWYAMITPDR--ECP
Zma:GRMZM2G026442_T01                      62 EFRWREHP-VRKQ	 73TH-LSQASKRQ-LSANDHRLST---VPPVSRWRR----------------KVGSPSVEAA	 112FESFIEKILRDFVLDLWYSDITPDR--EAP
Osa:LOC_Os11g06040                        102 EFHWRGQP-VQKQ	 113TH-LSQLSKRQ-LSAHDHRLST---VAPVSRWRR----------------KVGSPSVEAA	 152FESFIENILRDFVVDLWYSSITPDR--EA
Egr:Eucgr.G01512                            1 ------------	 0------------------------------------------------------------	 0----------------------------------
Gma:Glyma20g01140                          67 EFHWKVQP-PRLQ	 78TY-LSHLEKNQ-LPLNDERLSS---SPPTPKWKK----------------KIDSPVVEAA	 117LNDFIDLILKDFVINMWYADITPDM--EFP
Mtr:Medtr4g087210                          63 EFRWKVKQ-PRSH	 74TY-LSHLEKKQ-LSLNDPRLSS---VPPPVKWKR----------------KIDSPVVEDA	 113MADFIDKILKDFVVDLWYSEITPDR--EFP
Gma:Glyma02g15445                          58 EFRWKLQQ-PRPQ	 69TY-LSHLEKKQ-LSLNDPCLTS---LPSPAKWKR----------------KIDSPAVEAA	 108MSDFIDKILKDFVVDLWYSEISPDK--EFP
Gma:Glyma07g33040                          58 EFRWKVPQ-PRLQ	 69TY-LSHLEKKQ-LSLNDPRLTS---LPPPAKWKR----------------KIDSPAVEAA	 108MSDFIDKILKDFVVDLWYSEITPDK--EFP
Bra:Bra015246                              61 EFRWKVMP-DPRQ	 72SR-LSYPDKKQ-LSLNDPRLST---TPPPPRWKK----------------KIDSPVVEAA	 111INDFIDKILNDFVINLWYSLITPDK--EAP
Cru:Carubv10012892m                        56 --LWKVVP-TPRQ	 65SQ-LSYLEKQQLLSVKDARLSG---TPPPPRWKK----------------KIDSPVVEAA	 105MNDFIDKILNDSVMNLWYSGITRDK--EAP
AT2G15900                                  61 EFRWKVPA-TPRQ	 72SQ-LSYLEKKQ-LSVNDPRLSG---IPPPPRWKK----------------KIDSPVVEAA	 111INDFIDKILNDFVVNLWYSLITPDK--EAP
Cru:Carubv10012885m                        61 EFKWKVVP-TPRQ	 72SQ-LSYPEKKQ-LSVKDARLSG---IPPPPRWKK----------------KIDSPVVEAA	 111INDFIDKILNDFVVNLWYSLITPDK--EAP
Csa:Cucsa.220190                           61 EFHRKIRP-IHQQ	 72TY-LSHLEKKQ-LSVNDSRLSS---ALPPPRWKR----------------KIDSPAVEAA	 111MKDFIDKILKDFVVDLWYSEITPDK--EFP
Vvi:GSVIVT01031845001                      61 EFRWRVRS-VPRL	 72TF-LSHLEKKQ-LSVNDSRLAT---SPPPPKWKR----------------KIDSPIVEAA	 111ISGFIDKILKDFVVDLWYSDITPDR--EAP
Rco:29851.m002502|29851.m002502            61 EISWKPRKLNRPQ	 73SY-LSHLEKKQ-LSVNDSRISS---APLPPKWKR----------------KIDSLIVEAA	 112INDLIDKVLKDFVVDLWYSEITPDK--EAP
Ptr:Potri.009G108300                       61 EFSWKVRRSVRRP	 73SY-LSHLEKKQ-LSLNDSRLSS---VPPPPKWKR----------------KIDSPVVEAA	 112ISDFIDKILKDFVVDLWYSEITPDR--EAP
Ptr:Potri.004G146600                       61 EFSWKARRSVHRQ	 73SY-LSHLEKKQ-LSKNDSRLSS---VPPAPKWKR----------------KIDSPVVEAA	 112IGGFIDKILKDFVVDLWYSEITPDR--EAP

gi|17864088|ref|NP_055947.1|              131 LEIRQTLQNALIQFATRSKEIDWQPYFT--	 158--------------------TRIVDDFGTHLRVFRKAQQKITEKDDQVKGTAEDLVDTFF	 198EVEVEMEKEVCR
YML104C                                   122 VIKWRLLQTLLVVKDKLMKNDSASLIV--	 148--------------------LKLLPIFNKHFSTFCDAREAVLSDL-TLERHKSANIDLQI	 187AVEFNKNYKIHKS
gi|164426626|ref|XP_957576.2              136 DEVDKAIRGAILTVRDRLAQLDLATILT--	 163--------------------TRLVPILTAHFRDVYEAEKSVRGRKLNRSVTETDELDLAI	 203ASKYRD-GKLHP
gi|17506801|ref|NP_492758.1|                1 --------------------------	 0------------------------------------------------------------	 0--------------------
Osa:LOC_Os05g50660                        147 EELINIVNNVLGEISVRARNVNLIALLT--	 174--------------------RDLIDLICKNLELYHLCQAKIGKEKFVNL--STERRDAEL	 212KLTLITENKLHP
Bra:Bra026152                             137 EELVFVINGVLGELSRRFRNVNLIDLLTRY	 166VLLVMIASPRNERTKLYDWFRDLIDIICRRVEIFRECQGKIERKQRRSL--SFEDRDSEL	 224RRVMAADDKLHP
Bra:Bra026776                             140 EELVFIINHVLGELSRRFRNVNLIDLFT--	 167--------------------RDIIDIICRHVELFRECQAKIERKRRRSL--SFEERDSEL	 205RRVMATNDKLHP
AT1G15240.                                141 EELVFIINDVLGELSRRFRNVNLIDLLT--	 168--------------------RDLIDIICRRVELFRECQAKIERQQRRSL--SFEDRDSEL	 206RRVMASEDKLHP
Cru:Carubv10008179m                       140 EELVFIINDVLGELSRRFRNVNLIDLLT--	 167--------------------RDLIDIICRRVELFRECQAKIERQQKRSL--SFEDRDSEL	 205RRVMATEDKLHP
Csa:Cucsa.359160.1                        139 EELINIVNGVLGEIAGRFRNINLIDLLM--	 166--------------------RDLINLICTHLENFRSTKLKIEKRQLGTI--TLEKLDTEL	 204RQHLAMENRLHP
Mtr:Medtr4g012920                         141 EELVQMINGVLGEISGRMRNINLIDFLI--	 168--------------------RDLVNLICAHLDLFRAAITKIEKQHTDSL--TIESRDTEI	 206KIVLAAEDKLHP
Gma:Glyma08g21950                         142 EELVQIINGVLGEISGRMRNINLIDFLI--	 169--------------------RDLINLICTHLELFRAAHSKIEKQHTGSL--TIESQDMEL	 207KIVLAAENKLHP
Gma:Glyma07g00690                         142 EELVHIINGVLGEISGRMRNINLIDFLI--	 169--------------------RDLINLICSHLELFRAAHSKIEKRHTGSL--TIESRDMEL	 207KNVLAAENKLHP
Egr:Eucgr.F03028                          138 EELVRIINDVLAEFSDRVRSINLIDLLT--	 165--------------------RDIVVLICTHLEIFRMTRAKIEKQQFEHL--TVQQLDGEL	 203RRILASENKLHP
Vvi:GSVIVT01017080001                     140 EELVQIMNGVLGEISSRARNVNLIDLLT--	 167--------------------RDLINLICTHLELFRAIQGKIVKKQLGSL--SIADRDKEL	 205KLVLAAENKLHP
Rco:30146.m003594|30146.m003594           139 EELIQIVNGVFGEFSSRMRNINLIDLLT--	 166--------------------RDLIHLICTHLELFRSSQAKIETHPSALL--SFEQRDKEL	 204RLVLAAENRLHP
Ptr:Potri.003G053200                      145 EELVQIMNGVLGEFSSRMRNVNLIDLLT--	 172--------------------RDFINLICTHLELFRAIQAKMEKRQSSVL--TIEQRDKEL	 210RHVLAAENKLHP
Ptr:Potri.001G183100synonym:POPTR_0001s1  141 EELVQLMNGVLGEFSSRMRNVNLIDLLT--	 168--------------------RDLINLICTHLELFRASQAKIEKQQSGLI--TIDQRDKEL	 206RLVLHAENKLHP
Ppa:Pp1s67_32V6.1|                        141 EELRILLNGVIAEVAHRAKRVDLVTLLS--	 168--------------------RDVVELVGTHFELYRQMKSKIGPDIIASL--SIEERDEKL	 206KFAMMTSRKLHP
Ppa:Pp1s7_51V6.1                          136 EELRILINGVVAEVAQRAKRVNLITLLS--	 163--------------------RDVVDLVGTQFALYRRMKASIGSDIIDSL--STEERDEKL	 201KQSMMASRELHP
Ppa:Pp1s48_155V6.1                        135 EELRIFMNGMIGEVAQRVKRVNLITLLS--	 162--------------------QNLVDLVGSQLELYRRMKAKIGPDIICSL--STEERDEKL	 200KHAMLSSRELHP
Ppa:Pp1s68_34V6.1                         141 EELRILINGMIGVVAQRVKRVNLITLLS--	 168--------------------RDVVDVVGSQFELYRRMKAKIGPDIIGSL--STEERDEKL	 206KYAMMSSRELHP
Smo:413327|413327                         145 QEIENIINGAIGEVSVKQR--------K--	 164--------------------KDIVDVIANHLEVYRELQASIGADYLGTL--STEERDEKI	 202KKSLASAKKLHP
Zma:GRMZM2G026442_T01                     141 ELIRGLVLHALGELSGRVKEMNLVDMLT--	 168--------------------RDMVDLIGNHLDIFRKNEILIGVDVMRTL--SSEEIDERL	 206KQHLIVSQELHP
Osa:LOC_Os11g06040                        180 PELIRGLILHALGEISGRVKEMNLVDLLT--	 208--------------------RDMADLIGHHLDIFRKNQSQIGVDVMGTL--SSEERDERL	 246KQHLIVSQELH
Egr:Eucgr.G01512                            1 --------------------------	 0------------------------------------------------------------	 0--------------------
Gma:Glyma20g01140                         146 ELVRDLIMDAIAEVSARVKEINLVDLLT--	 173--------------------RDIVDLIGDHIDLFRRNQDAIGVDVMLTL--SSEERDERL	 211KFHLLNSKELHP
Mtr:Medtr4g087210                         142 DQIRAIIMDVLAEISARVKEINLVDLLT--	 169--------------------RDLVDLVGDHLELFRRNQAAIGVDVMKTL--STEERDDRL	 207KFHLLNSKELHP
Gma:Glyma02g15445                         137 EQIRAIIMDVLAEISGRVKEINLVDLLT--	 164--------------------RDLVDLIGVHIELFRRNQAVIGVNIMKTL--SSEERNDRL	 202KFHLLNSKELHP
Gma:Glyma07g33040                         137 EQIRAIIMDVLAEISGRVKEINLVDLLT--	 164--------------------RDLVDLIGVHIELFRRNQATIGVDVMKTL--SSEERDDRL	 202KFHLLNSKELHP
Bra:Bra015246                             140 ELIRGVIMDALGEISVRVKEINIVDLLT--	 167--------------------RDIVDLIGDHLEIFRRNHAAIGTDVMKTL--SSEERDDRL	 205KYHLMASGELYP
Cru:Carubv10012892m                       134 KLIRAVLMDALGEISVRVKAINIVDLLT--	 161--------------------RDIVDLIGDHLESFRRNQAAIGIDVMKTI--SSEQRDERL	 199KFHLIDSGELYP
AT2G15900                                 140 ELIRAVIMDALGEISVRVKEINIVDLLT--	 167--------------------RDIVDLIGDHLESFRRNQAAIGTDVMKTL--SSEERDERL	 205KYHLMASGELYP
Cru:Carubv10012885m                       140 ELIRAVIMDALGEISVRVKEINIVDLLT--	 167--------------------RDIVDLIGDHLEMFRRNQAAIGIDVMKIL--SLEARDERL	 205KFHLMASGELYP
Csa:Cucsa.220190                          140 EQIHALIMDALGEIAVRVKEINLVDLLT--	 167--------------------RDVVDLVGDHLDLFRRNQAAIGVDVMGTL--SSEERDERL	 205KHHLMASKELHP
Vvi:GSVIVT01031845001                     140 ELIRAVIMDVLGEISRRVKEINLVDLLT--	 167--------------------RDIVDLIGNHLDLFRRNQAAIGVDVMGTL--SSEERDERL	 205KHHLMASKELHP
Rco:29851.m002502|29851.m002502           141 ELMRSVIMDAIGEISGRVKEINLVDLLT--	 168--------------------RDMVDLIGDHLDLFRRNQAAVGTDVMATL--STDERDERL	 206KHHLMASKELHP
Ptr:Potri.009G108300                      141 ELMRSVIMDALGEISGRAKEINLIDLLT--	 168--------------------KDIVDLIGDHLDLFRRNQVAIGADVMATL--STEERDERL	 206KHHLIASKELHP
Ptr:Potri.004G146600                      141 ELIRSVIMDALGEVSGRAKEINLIDLLT--	 168--------------------RDLVDLIGDHLDLFRRNQAAIGADVMATL--STEERDERL	 206KHHLMASKELHP



gi|17864088|ref|NP_055947.1|              211 DL---VCTSPK-------------------------------------	 218--DEEGFLRDLCEVLLYLLLPPGDFQNKIMRYFVREILARGILLPLINQLSDPDY---
YML104C                                   201 LSLKPNALQK-------------------------------------	 210--EIEKSIRKTVIGLLPHLFDNDELDSLLVFTLMTEVLTTCIISPLIFKFTDPDS----
gi|164426626|ref|XP_957576.2              215 AATLSFSDTKT-------------------------------------	 225--TQQDYLRKVMVRILPKILPKSMLASGAVSAIVREITACAVMFPIMRMLSDPDT---
gi|17506801|ref|NP_492758.1|                1 ----------------------------------------	 0------------------------------------------------------------	 0------
Osa:LOC_Os05g50660                        225 ALFSASAEHKI-------------------------------------	 235-------LQSLADGLISVTAKPQDLQCYFFRCTARELLACAVMRPVVNLANPRF----
Bra:Bra026152                             237 ALFSPESEHKV-------------------------------------	 247-------LQHIVERLITLTFRPADLHLVLKL-------------------FSRF----
Bra:Bra026776                             218 ALFSPESEHKV-------------------------------------	 228-------LQHIMDRLISLTFRPEDMHCAFFHYTVRELLACCVMRPVLNLANPRF----
AT1G15240.                                219 ALFSPESEHKV-------------------------------------	 229-------LQHIVNSLILVTFRPEDLHCAFFHYTVRELFACCVIRPVLNLANPRF----
Cru:Carubv10008179m                       218 ALFSPESEHKV-------------------------------------	 228-------LQHIMNSLISLTFRPEDLHCAFFHYTVRELLACCVIRPVLNLANPRF----
Csa:Cucsa.359160.1                        217 ALFSSEAQHKV-------------------------------------	 227-------LQHVMDGLILYTFKHENLQCLYFRYTARELLASAVMRPVLNLASPRF----
Mtr:Medtr4g012920                         219 ALFSSEAEHKVVSRSCSACIHGVLGNFVYSHGVKLLFLIFLILGYNDV	 266RIFIFQVLQHLMNGLISVTFKSEDLQCSFFRYTVRELLACCVMRPVLNLANPRF----
Gma:Glyma08g21950                         220 ALFSAEAEHKV-------------------------------------	 230-------LQHLMTGLMHVTFKSEDLQCSFFRYTVRELLACAVIRPVLNLANPRF----
Gma:Glyma07g00690                         220 ALFSAEAEHKV-------------------------------------	 230-------LQHLMTGLMHVTFKSEDLQCSFFRYTVRELLACAVIRPVLNLANPRF----
Egr:Eucgr.F03028                          216 ALFSIEAEHKV-------------------------------------	 226-------LQHLMDGLISFTFKPEDLQCSFFRCIVRELLACAVMRPVLNLANPRF----
Vvi:GSVIVT01017080001                     218 ALFSAEAEHKV-------------------------------------	 228-------LQHLMDGLIVFTFKPEDLQCSFFRYTVRELLACAVIRPVLNLANPRF----
Rco:30146.m003594|30146.m003594           217 ALFCAEAEHKV-------------------------------------	 227-------LQHVMDGLISFTFKPEDLQCSFFRFIVRELLACAVMRPVLNLASPRF----
Ptr:Potri.003G053200                      223 ALFSTEAEHKV-------------------------------------	 233-------LQHLMDGLISFTFKPADLQCSFFRYVVRELLACAVMRPVLNLASPRF----
Ptr:Potri.001G183100synonym:POPTR_0001s1  219 ALFSAEAEHKV-------------------------------------	 229-------LQHLMDGLISFTFKPADLQCSFFRYVVRELLACAVMRPVLNLASPRF----
Ppa:Pp1s67_32V6.1|                        219 ALVSDEAEYKV-------------------------------------	 229-------LKKLTGGIVALVLKRQDSHCRLLRTLARELLACAVLRPVLNFATPGY----
Ppa:Pp1s7_51V6.1                          214 ALISPEAEYQV-------------------------------------	 224-------LKRLTGGIVALVLKRQDARCRLLRIMARELLACVVLRPVINLASPAF----
Ppa:Pp1s48_155V6.1                        213 ALVSTEAEYKV-------------------------------------	 223-------LKRLTGGIVALVLKRQDAQCRLLRIMARELLVCVVLRPILNLASPEF----
Ppa:Pp1s68_34V6.1                         219 ALVSPEAEYKV-------------------------------------	 229-------LKKLTGGIVALVLKRQDAKCGLLRIMARELLACVVLRPVINLANPGF----
Smo:413327|413327                         215 AVSSVEMEIQV-------------------------------------	 225-------LQRLMGGVLAIVLGPEEANCKIVRCFSRELLACAVMRQVMNLACPRI----
Zma:GRMZM2G026442_T01                     219 ALLSSEHEYKV-------------------------------------	 229-------LQEIVGGIMALVLRPQDAQSPLVRCFSRELMTCLILQPVMNFASPVY----
Osa:LOC_Os11g06040                        258 PALLSSEHEYKV-------------------------------------	 269-------FQDIVGGIMALVLRPQDAQSPLVRCFSRELLTCLVLQPVMNFASPIY---
Egr:Eucgr.G01512                            1 ----------------------------------------	 0-----------MGGVITLVLKPREAQCPVVKSIARELVTCLVIQPVMNFASPAY------	 43-----
Gma:Glyma20g01140                         224 ALISPESEYKV-------------------------------------	 234-------LQRLMSGLLATVIRKREVQCPVIRSIAREIVTCLIVQPVMNLASPAY----
Mtr:Medtr4g087210                         220 ALRSPESEYKV-------------------------------------	 230-------LQRLMSALLATVLRQREAQCPVIRSISRELLTCLVMQPVMNLASPGQNMGR
Gma:Glyma02g15445                         215 ALISPESEYKV-------------------------------------	 225-------LQRLMSAVLATVLRQREAQCPVIRSISRELLTCLVMQPIMNLASPGY----
Gma:Glyma07g33040                         215 ALISPESECKV-------------------------------------	 225-------LQRLMSAVLATVLRQREAQCPVIRSISRELLTCLVMQPIMNLASPGY----
Bra:Bra015246                             218 ALISPESEYKV-------------------------------------	 228-------LQKIVAGILSVVLRPREAQCPLVRTIAREIVTCLVVQPLLNLAAPER----
Cru:Carubv10012892m                       212 ALVSPESEYKV-------------------------------------	 222-------LQKMVDGILSVLLRPQEAQCPLVRTIAREIVTCLVFQPLLDSACPER----
AT2G15900                                 218 ALVSPESEYKV-------------------------------------	 228-------LQKIVAGILSVVLRPREAQCPLVRTIAREIVTCLVIQPLLNLACPER----
Cru:Carubv10012885m                       218 ALVSPESEYKV-------------------------------------	 228-------LQKIVAGILSVVLRPREAQSPLVRTIAREIVTCLVIQPLLNLACPER----
Csa:Cucsa.220190                          218 ALVSPESEYKV-------------------------------------	 228-------LQRLMSGLLTSVLRPRETQCPVVRSIARELLTCLVVQPLMNFASPGC----
Vvi:GSVIVT01031845001                     218 ALISSECEYKV-------------------------------------	 228-------LQRLIGGLLAVVLRPREAQCPLVRCIAREIVTCLVMQPVMNLASPIY----
Rco:29851.m002502|29851.m002502           219 ALISPESEYKV-------------------------------------	 229-------LQRLIGGVLAVVLRPRESQCPLVRTIARELVTCLILQPVMNLASPVY----
Ptr:Potri.009G108300                      219 ALISPESEYKV-------------------------------------	 229-------LQQLIGGVLAIVLRPREAQCPLVWTIAREIVTCLVMQPLINLASPAY----
Ptr:Potri.004G146600                      219 ALISLESEYKV-------------------------------------	 229-------LQRLIGGVLAIVLRPREAQCPLVRTIAREIVTCLVMQPLMNLASPVY----

gi|17864088|ref|NP_055947.1|              272 --	 271-------------------------------INQYVIWMIRDSN----------------	 284----------------------------------------
YML104C                                   264 -	 263-------------------------------WNLRIVSLSQNYFEEKHKVH-KIRRMLSK	 291ELQDHRKVMNDVA---------NKDVGEPSSEKLELNAEYT
gi|164426626|ref|XP_957576.2              279 --	 278-------------------------------WNQLMENYGRSMLQDRSTVR-KLRAALDQ	 306HASPAPRVNKPVA--------------FPR-----MIPGD
gi|17506801|ref|NP_492758.1|                1 ------------------------------------------------------	 0------------------------------------------------------
Osa:LOC_Os05g50660                        283 --	 282------------------------------------------------------------	 282----------------------------------------
Bra:Bra026152                             276 --	 275------------------------------------------------------------	 275----------------------------------------
Bra:Bra026776                             276 --	 275------------------------------------------------------------	 275----------------------------------------
AT1G15240.                                277 --	 276------------------------------------------------------------	 276----------------------------------------
Cru:Carubv10008179m                       276 --	 275------------------------------------------------------------	 275----------------------------------------
Csa:Cucsa.359160.1                        275 --	 274------------------------------------------------------------	 274----------------------------------------
Mtr:Medtr4g012920                         321 --	 320------------------------------------------------------------	 320----------------------------------------
Gma:Glyma08g21950                         278 --	 277------------------------------------------------------------	 277----------------------------------------
Gma:Glyma07g00690                         278 --	 277------------------------------------------------------------	 277----------------------------------------
Egr:Eucgr.F03028                          274 --	 273------------------------------------------------------------	 273----------------------------------------
Vvi:GSVIVT01017080001                     276 --	 275------------------------------------------------------------	 275----------------------------------------
Rco:30146.m003594|30146.m003594           275 --	 274------------------------------------------------------------	 274----------------------------------------
Ptr:Potri.003G053200                      281 --	 280------------------------------------------------------------	 280----------------------------------------
Ptr:Potri.001G183100synonym:POPTR_0001s1  277 --	 276------------------------------------------------------------	 276----------------------------------------
Ppa:Pp1s67_32V6.1|                        277 --	 276------------------------------------------------------------	 276----------------------------------------
Ppa:Pp1s7_51V6.1                          272 --	 271------------------------------------------------------------	 271----------------------------------------
Ppa:Pp1s48_155V6.1                        271 --	 270------------------------------------------------------------	 270----------------------------------------
Ppa:Pp1s68_34V6.1                         277 --	 276------------------------------------------------------------	 276----------------------------------------
Smo:413327|413327                         273 --	 272------------------------------------------------------------	 272----------------------------------------
Zma:GRMZM2G026442_T01                     277 --	 276------------------------------------------------------------	 276----------------------------------------
Osa:LOC_Os11g06040                        317 ---	 316------------------------------------------------------------	 316---------------------------------------
Egr:Eucgr.G01512                           44 -------------------------------------------------------	 43------------------------------------------------INEV
Gma:Glyma20g01140                         282 --	 281------------------------------------------------------------	 281----------------------------------------
Mtr:Medtr4g087210                         282 YK	 283RGLNGNDIHRYGAERVSGCVGDRLYGWVPLVWSEETISMPGDNFKQQHIQAGTLQVVLHL	 343ESS-CSFTPSDVCKTMISFCLANSFVGKEE-KELETN---
Gma:Glyma02g15445                         273 --	 272------------------------------------------------------------	 272----------------------------------------
Gma:Glyma07g33040                         273 --	 272------------------------------------------------------------	 272----------------------------------------
Bra:Bra015246                             276 --	 275------------------------------------------------------------	 275----------------------------------------
Cru:Carubv10012892m                       270 --	 269------------------------------------------------------------	 269----------------------------------------
AT2G15900                                 276 --	 275------------------------------------------------------------	 275----------------------------------------
Cru:Carubv10012885m                       276 --	 275------------------------------------------------------------	 275----------------------------------------
Csa:Cucsa.220190                          276 --	 275------------------------------------------------------------	 275----------------------------------------
Vvi:GSVIVT01031845001                     276 --	 275------------------------------------------------------------	 275----------------------------------------
Rco:29851.m002502|29851.m002502           277 --	 276------------------------------------------------------------	 276----------------------------------------
Ptr:Potri.009G108300                      277 --	 276------------------------------------------------------------	 276----------------------------------------
Ptr:Potri.004G146600                      277 --	 276------------------------------------------------------------	 276----------------------------------------

gi|17864088|ref|NP_055947.1|              285 --CNYEAFMNIIKLSDNIGE	 302LEAVR--DKAAEELQYLRSLDTAGDDI-NTIKNQINSLLFVKKVCDSRIQRLQSGKEINT	 359-----------------VKLAA
YML104C                                   324 GKQFEHYLNQLDSLLDLSD	 342IKYVA--YSLALKIYQLK----ENEHLTKENLKYKKRLLLSLNLIESKLSFPGSEIDTAS	 396KKLAREANYPDLNMDNGIVLKEM
gi|164426626|ref|XP_957576.2              328 NERKFEKFIRAIRKTNNLSD	 347ARRFR--SEVAIQIKRDS----QQE---NVDQVYLRRLEMGKRLLDQKVHHLAAG-----	 393------GDRRALPPQTTALPTP
gi|17506801|ref|NP_492758.1|                1 ------	 0------------------------------------------------------------	 0----------------------------------------
Osa:LOC_Os05g50660                        283 --------INERIELLALSH	 294ANKAERGVAESLE--------------------------------------------HAT	 310MVKQREPP-MPTVDELAALIDP
Bra:Bra026152                             276 --------INERIEAAVISR	 287IKTTD-GSSAAKE---------------------------------------------TS	 301QSE--DLS-EVSHDPFARYLDP
Bra:Bra026776                             276 --------INERIEAAVMSR	 287TKTNG-GSSAAKE---------------------------------------------TS	 301QSE--DLS-EVSHDHFSRYMDP
AT1G15240.                                277 --------INERIEAAVMSR	 288IKTTI-RSSAAEE---------------------------------------------AS	 302QSE--DLS-NVSPDHFSRYMDP
Cru:Carubv10008179m                       276 --------INERIEAAVMSR	 287IKTSN-RSSTAEE---------------------------------------------AS	 301PSE--DLS-NVSPDHFSRYLDP
Csa:Cucsa.359160.1                        275 --------INERIESLVINM	 286KK-PK-TVESMHE---------------------------------------------NL	 299GSKTDGSP-SIPSDDLSKFLDP
Mtr:Medtr4g012920                         321 --------INERIEAVVINK	 332TKANK-EVDAAQE---------------------------------------------VS	 346HTKAD-EL-QTSSDHFSQCLDP
Gma:Glyma08g21950                         278 --------VNERIESVVVNK	 289TKVNK-GVPAAQE---------------------------------------------AS	 303HTKPD-EI-QISSDDFSKTSDP
Gma:Glyma07g00690                         278 --------INERIESVVVNK	 289TKVNK-GVAAAQE---------------------------------------------AS	 303HTKAD-EI-QISSDDFFKSSDP
Egr:Eucgr.F03028                          274 --------INERIESFVISK	 285TKANK-GAIAAHE---------------------------------------------AS	 299PSK--NGT-RVSSDHFSRFLDP
Vvi:GSVIVT01017080001                     276 --------INERIESLVISA	 287AKANK-GGTTAQE---------------------------------------------AS	 301QPKPNGSS-RISSDHFSRFLDP
Rco:30146.m003594|30146.m003594           275 --------INERIEILVLSK	 286--ANK-GVPAAQE---------------------------------------------AS	 298QSKSNGSS-KISSDQFSRILDP
Ptr:Potri.003G053200                      281 --------INERIESVVISK	 292--ANQ-RVAAAQE---------------------------------------------TS	 304HFKPNGSS-RISSNHFSRFLDP
Ptr:Potri.001G183100synonym:POPTR_0001s1  277 --------INERIENVIISK	 288--ANQ-RVAAAQE---------------------------------------------AS	 300HSKPNGSS-RISSDHFSRFLDP
Ppa:Pp1s67_32V6.1|                        277 --------INELIESLVIAS	 288TEKERQGSEKASG-----------------------------------------------	 301PTQQRVSD-P------TSQKRT
Ppa:Pp1s7_51V6.1                          272 --------INETIENFALAS	 283HEKARLAAEEAAE--------------------------------------------AAR	 299AAKQRLPD-R------VMQRKP
Ppa:Pp1s48_155V6.1                        271 --------INEIIENQALAS	 282TERARRAAEEAAE-----------------------------------------------	 295AAKQRLPD-R------ILQRKP
Ppa:Pp1s68_34V6.1                         277 --------INEMIENLALSS	 288KERARQAAEEAAE-----------------------------------------------	 301VAKQRIPE-R------ILQRKP
Smo:413327|413327                         273 --------INEVIDWLVVSQ	 284RSRLSKGIKAPAE--------------------------------------------IIR	 300ADSSQFTD-S------GMLPTD
Zma:GRMZM2G026442_T01                     277 --------INELVVYLLNAK	 288DTGS---AGGTNM-----------------------------------------------	 298-----ANT-G------TVT---
Osa:LOC_Os11g06040                        317 ---------MNELIIYLMNNK	 328NTNS---GGGNLD-----------------------------------------------	 338-----NSN-S------SVTVT
Egr:Eucgr.G01512                           48 IELIVLAL	 55KEDGSKVFGA-TQ-----------------------------------------------	 67-----ATN-V-------------ANRHDFSGTAQAK
Gma:Glyma20g01140                         282 --------INELIESLLVFL	 293NDECINWTGGGDH-----------------------------------------------	 306-----STN-T------------
Mtr:Medtr4g087210                         379 KGVLKKEFINELIETLLLLL	 398NDNDSKKWMGGDQ-----------------------------------------------	 411-----STN-V------------
Gma:Glyma02g15445                         273 --------INELIESLLLLF	 284ND-DGTEGMGSDQ-----------------------------------------------	 296-----STN-V------------
Gma:Glyma07g33040                         273 --------INELIESLLLLF	 284ND-DGTQGMGSDQ-----------------------------------------------	 296-----STN-V------------
Bra:Bra015246                             276 --------INEVLEIIINII	 287KEGNFEQFSGEEQ-----------------------------------------------	 300-----SVY-S------------
Cru:Carubv10012892m                       270 --------INVEIEKIINRI	 281KEGNCKQFTGEEQ-----------------------------------------------	 294-----NVN-S------------
AT2G15900                                 276 --------INEVFEIIINLI	 287KEGNFEQFTAEEQ-----------------------------------------------	 300-----NVN-S------------
Cru:Carubv10012885m                       276 --------INEVMEIIINLI	 287KEGNFEQFTGEEQ-----------------------------------------------	 300-----NVN-S------------
Csa:Cucsa.220190                          276 --------INELIECIVLAT	 287RAENDSVIGGQQQ-----------------------------------------------	 300-----TYS-S------------
Vvi:GSVIVT01031845001                     276 --------INELIECLFLAI	 287KDGSSKDLADNQL-----------------------------------------------	 300-----FST-V------------
Rco:29851.m002502|29851.m002502           277 --------VNEIIEFVLLAI	 288KDGSLMEVSGDPS-----------------------------------------------	 301-----AGD-A------------
Ptr:Potri.009G108300                      277 --------INEVLELILLAI	 288KEDSPKDAGGDHP-----------------------------------------------	 301-----AGS-V------------
Ptr:Potri.004G146600                      277 --------INEVLELILLSI	 288KDDSPKDTVGDQP-----------------------------------------------	 301-----AES-V------------



gi|17864088|ref|NP_055947.1|              365 NFGKLCTVPLDSILVDNVALQ---------F------F	 387MDYMQQT----GGQAHLFFWMTVEGY--------RVTAQQQLE------VLLSRQRDGKH	 429QTNQ
YML104C                                   420 ASFLTSITLKDIVDDSEFLP---------F------F	 441ESFLGSV-PETQGSTFLEYSQTIESF--------KNPLEDATSEDII-----SGYSGIS-	 486-----
gi|164426626|ref|XP_957576.2              410 TVSRLENASLTDVLRDPSSLS---------Y------F	 432MEYMDRQ----RLMPLVQFWLVVDGF--------RNPLEDDGPEGEQLPLQLPPWTDSD-	 479----
gi|17506801|ref|NP_492758.1|                1 --------------------	 0------------------------------------------------------------	 0--------------------------
Osa:LOC_Os05g50660                        332 TSSGVELVRFSQDQS---KAAP---DTQLSNTRHPSNL	 363KPNSSSTSLTNSSHPLESSILSSTTHGHSNSSMSLHSQS---SGRTTAECYEGEWAQTMD	 420ISS-
Bra:Bra026152                             321 SVTGVELVQLKNEQQ---K------GKKATDKQHVTDL	 349AKD-----------PLLSMD---TRSSRSWNSLPLPSKVVDDIKDLQEHREGEGWGDVLD	 395KMS-
Bra:Bra026776                             321 SVTGVELVQLKHEQK------K---RKNATDKQHVADL	 349AKD-----------PLLSMD---TRSSRSWESLPLTSKIVDDSKYLQGHRGGEGWGDVLE	 395KMS-
AT1G15240.                                322 SVTGVELVQLKNEQQ---KNSK---KKSATDKQHVKEL	 353SKD-----------PLLSMD---TRSSRSWNSFPSTSKIGDGSKDPQGHRGGEGWGDVLD	 399MMS-
Cru:Carubv10008179m                       321 SVKGVELVQLKNEQH---KNSK---RKSATDKQHVTEF	 352SKD-----------PLLSMD---TQSSRSWNSFPSTSKTGDVSRDPQGHRGGEGWGDVLD	 398MMS-
Csa:Cucsa.359160.1                        321 SMAGVELVQMKNAQS---TTPT---NLPTKFN-CNASF	 351SKD-----------PLLSID---TRSSRSWNSEPPTSQNVHE-NTVQKHNS-GEWGEKLD	 395QFS-
Mtr:Medtr4g012920                         367 SVTGVELTQLKNGQS---RNAK---PSA--ERNVSDNL	 396SRD-----------PLLSID---TRSSRSWNTLPGNSQSNGD-QGTQRHHSGGEWGDILD	 441VVS-
Gma:Glyma08g21950                         324 SVTGVELVQLRNGPS---KNAE---PCA--KNNARDNI	 353TKD-----------PLLSID---ARPSRTWNSLPANSQANDD-QGLQQHRS-GEWGDILD	 397VIS-
Gma:Glyma07g00690                         324 SVTGVELVQLRNGQS---KNAE---SSA--ENNGRDNI	 353TKD-----------PLLSID---ARPSRTWNSMPANSLTNDN-LGLQRHRSGGEWGDILD	 398VIS-
Egr:Eucgr.F03028                          319 TVTGVELVQLKTSPT---KNAS---STHNAKDINGTFL	 350SKD-----------PLLSRD---TQCSRSWNSLPAESQNGDD-KGILRHRSGGEWGEMLD	 395VMS-
Vvi:GSVIVT01017080001                     323 SVTGVELVQLKNDQS---RTAA---DKSGKDNVNGTHL	 354SKD-----------PLLSID---ARSTRSWGSLPSGPLTGDG-RGIQHHRTGGEWGDMLD	 399IVS-
Rco:30146.m003594|30146.m003594           320 TAVGVELVQLKTIQS---KRGS---VSPETDNVNGTHG	 351SKD-----------PLLSID---TRSSRSWSSLPLNPPSTDT-GGIQRYASGGEWGDMLD	 396MLS-
Ptr:Potri.003G053200                      326 TDTGVELVQLKTDQC---RVGP---DAPEKDKVNGSHN	 357SKD-----------PLLYID---TQSSRTWSSLPMNSQIINE-EGMQRHFSGGEWGERLD	 402MMS-
Ptr:Potri.001G183100synonym:POPTR_0001s1  322 TGTGVELTQLKTNQS---RSGP---EAPEKDKVNGSHI	 353SKD-----------PLLSID---TPSSRTWSSLSKNSQINNE-GEIERHLSGREWGEMFD	 398MMS-
Ppa:Pp1s67_32V6.1|                        317 SVSGHETIGLSRL----PRSPKQVVSEINPLKKKKKH-	 349VKAIGDVEGSTQSQPPYAIKPVKEAK--------GTEQFIPDTMKEVGPPPPGSGPQALD	 401AVT-
Ppa:Pp1s7_51V6.1                          315 SVSGLEMTSLAKS----ETIAK--ASGIVSSKKNDERL	 346SASVGDIGMSSAG------QQGV-----------------HDDVEEWGPIPRGDWAQVLD	 383AVT-
Ppa:Pp1s48_155V6.1                        311 SVSGLEMTSLGKS----ESTGR--GLEIVPYQKSNESF	 342PVSVDSIGTSFTA------QQSVESE--------SFEETLPDDVGEWGPIPRRDWAQVLD	 388AVT-
Ppa:Pp1s68_34V6.1                         317 SISGLEMICLEKS----QSTVR--GLEIVPYQKNNERL	 348FTSVGDIGTPSPS------QLSVDSK--------RSQEIEPDDVGDWGLIPRADWAQVLD	 394AVT-
Smo:413327|413327                         316 VGV--EMSEVG-KIEDEES----S-K--KVSTST-SSL	 342TAQS-------------------MKS--------G-----THSAHHVYPSRSGDWAHALD	 370VFN-
Zma:GRMZM2G026442_T01                     306 -LVPYKGGSQGCQMESRNLTVETSGLVPPNNSGMRSLV	 342--TS-------------------EC---------GKSKVSEDDNDGTIQPRQPDWAAVLD	 372AAT-
Osa:LOC_Os11g06040                        348 NAHSAHKGSSQGCQVESRNLSQESSGLVPANSSGMRSLV	 386--TH-------------------DG---------DKSKMSKIEHGSAIQSRQPDWAVGLD	 416AAT
Egr:Eucgr.G01512                           85 DGEGK-----------YPSSNSN-	 96----------------------------------------------AMVATSGD------	 104ESF-----------GSRTE
Gma:Glyma20g01140                         311 -TIHNHGHSGAAGGGHDNHA------------------	 329--------------------------------------------------SSSDWAQMLE	 339AAT-
Mtr:Medtr4g087210                         416 -ASHHHGNSVANSGGHDNLTA--SSKHPPLYQGTEMTL	 450AKMS-------------------DRG--------ETSLQNNSVHQKSSQPKPADWAQMLE	 483VAT-
Gma:Glyma02g15445                         301 -ASLHHGHSVASKGGHNNLTA--SNKHPSLNQGTDMIL	 335AKMS-------------------DQG--------GTSLQDSTLHQESKQVGPADWARMLE	 368VTT-
Gma:Glyma07g33040                         301 -ASHHHGHSVASEGGHNNLTA--SNKHPSLNQGTGMIL	 335AKTS-------------------DQG--------GTLLQDSILHQDSSQVRPADWARMLE	 368VVN-
Bra:Bra015246                             305 -AS----------------------LSASDSQAKSMNL	 319AKVN-------------------EQE--------TPSVDDEIHPELRIQQHSGDWARMLE	 352VAT-
Cru:Carubv10012892m                       299 -AP----------------------SSAYNNQAKNMNL	 313TKAN-------------------EQK--------SPYVD-ERHPKLHVQQHSADWARLLE	 345VAT-
AT2G15900                                 305 -AP----------------------LSAFDSQAKNMNL	 319TKAI-------------------EQK--------SPNIN-DRHPDLHVQQHSADWARSLE	 351VAT-
Cru:Carubv10012885m                       305 -AP----------------------LSAYDNQAKNMNL	 319TKAN-------------------EQK--------SPYVD-ERHPELHVQQHSAGWAQLLE	 351VAT-
Csa:Cucsa.220190                          305 -DHDKDRSSTAGFVHDED--M--NQRNSSLNPGSGSEL	 337TKFN-------------------NKK--------EISSDYM-FQDEPLQMRHGDWGRALN	 369AAT-
Vvi:GSVIVT01031845001                     305 -GLDHNNSVVAGSSQNGEST-------SRKYA------	 328--AS-------------------YNG--------GTELDDSGDHEDTMQPRPADWARLLE	 359AAT-
Rco:29851.m002502|29851.m002502           306 -HNG-DFSSGRSSSLNSQKTN--IVDKRKNFQGTDMTL	 339ARIN-------------------GRK--------ETSLDYESNQQEPMQPRYGDWARVLE	 372AAT-
Ptr:Potri.009G108300                      306 -HN-VDSTSRKDPSLNSQRSE--IFDNKMDYRGTDKTL	 339AKVV-------------------DHR--------ETYLDYNSHQQEPMQSHPVEWARILE	 372VAT-
Ptr:Potri.004G146600                      306 -HNNADSTLRKDPSVNSQRTG--IVDNKRDYQGTDTTL	 340SKID-------------------DCG--------EMYLDYDSQ-QDHMQPHPAEWARMLE	 372VAT-

gi|17864088|ref|NP_055947.1|              434 TKGLLRAAAVGIYEQYLSEKASPRVT-VDDYLVAKLADTLN--HEDPTPEIFDDIQ	 486RKV-----YELMLRDERFYPSFRQNALYVRMLAELDM-LK----------
YML104C                                   487 ----TMQLQEISSKFFHNNNLQNMKLLDEGLVKNIILFRNSFQINNDEDTFILAR	 537KSVLLLQTEAIKYLDDRFLPLFKKTPSFLKMLSTSHI-ISTD--IYAHFL-
gi|164426626|ref|XP_957576.2              480 -----RLDLAQIEAAYLSRPELKVPDSS----KRTIQEFLRA-GRRASPEQYYKAR	 525RAVLRAQSAVLEEMKAKHFGNFRKSDLFYKALASEEA-SK-------SMV
gi|17506801|ref|NP_492758.1|                1 ----------------------------------	 0------------------------------------------------------------	 0------------
Osa:LOC_Os05g50660                        424 ----------QQKSQALAPEHLENM-------------------------------	 438------------WTKGKNYK--SENVKHV-ARVPSKSSSLGTSPVQQSA-
Bra:Bra026152                             399 ----------QRKTETLSPEHLESV-------------------------------	 413------------WAKGRNYE--KKEGENVVERVPPRWSSKESCNDADDAR
Bra:Bra026776                             399 ----------QRKTETLSPEHLESV-------------------------------	 413------------WAKGRNYK--KKEGER----VPPRLSIKESCNDGDNAR
AT1G15240.                                403 ----------QRKTETLAPEHLESV-------------------------------	 417------------WAKGRNYK--KKEGGKVDERVPPRWSSKA----G----
Cru:Carubv10008179m                       402 ----------QRKTETLAPEHLESV-------------------------------	 416------------WAKGRNYK--MKEGEKVVERVPPRWSSKELSNDE----
Csa:Cucsa.359160.1                        399 ----------RRKDKALAPEHFENM-------------------------------	 413------------WAKGRNYK--MKENENQSNKNTQHGLPQGKPLSISVKR
Mtr:Medtr4g012920                         445 ----------RRKTQTLAPEHFENV-------------------------------	 459------------WAKGKNYQ--KKDGENQSNERAPQHPPMGKSPKVDHMK
Gma:Glyma08g21950                         401 ----------RRKTQALAPENFENM-------------------------------	 415------------WTKGKNYK--KKDGENQSNEHVSQHPVVGKLPKVDHMK
Gma:Glyma07g00690                         402 ----------HRKTQALAPEHFENM-------------------------------	 416------------WTKGKNYK--KKDGENQSNEHVSQHSQVGKLSMVDHMK
Egr:Eucgr.F03028                          399 ----------RRKAQALAPEHFENM-------------------------------	 413------------WAKGRNYR--KKEGENRLIEQVPQQSSVNKAVVSDHSR
Vvi:GSVIVT01017080001                     403 ----------RRKTQVLAPENFENM-------------------------------	 417------------WTKGRNYK--KKEDR--LTEQATQSSLAGKTDAVNNSK
Rco:30146.m003594|30146.m003594           400 ----------QRKTAALAPENFENM-------------------------------	 414------------WAKGRNYR--NKDSQNRSTEHFSQNLSGNKIVTADQSK
Ptr:Potri.003G053200                      406 ----------RRKTAVLAPENFENM-------------------------------	 420------------WTKGRNYR--KKEGENRLIEQVPQNSSASKYVTSDHSK
Ptr:Potri.001G183100synonym:POPTR_0001s1  402 ----------RRKTAALAPENFENM-------------------------------	 416------------WTKGRNYR--KKEGENQSIKHASQNSSASKSNTSDYSK
Ppa:Pp1s67_32V6.1|                        405 ----------QRRVQALAPEHLDNL-------------------------------	 419------------WTKGRDYK--KREIETITTPAMPVPAGIKD--PATNSL
Ppa:Pp1s7_51V6.1                          387 ----------QRRAQALTPEHLDNL-------------------------------	 401------------WAKGRNYK--KRENQKVAAIASGIQSNRDS---TERAT
Ppa:Pp1s48_155V6.1                        392 ----------QRRAQALTPEHLDNL-------------------------------	 406------------WTKGRNYK--QRESEKVAALASTTQNKKDN---AGICT
Ppa:Pp1s68_34V6.1                         398 ----------QHRAQALTAEHLDNL-------------------------------	 412------------WTKGRNYK--QRESERSVALGGTTQSKKAN---AEKST
Smo:413327|413327                         374 ----------QRKTQALAPEHLDNL-------------------------------	 388------------WAKGRNYK--RKDAKKTVPKGGGLEQS--T--ATEEVP
Zma:GRMZM2G026442_T01                     376 ----------KRRSEVLAPENLENM-------------------------------	 390------------WAIGRNYQ--KKMVKLDHSSRQKGS----E--GSDNST
Osa:LOC_Os11g06040                        420 -----------KRRSQVLAPENLENM-------------------------------	 434------------WAIGRNYQ--KKMVKFEHSRG--KS----S--GIDNI
Egr:Eucgr.G01512                          113 EIGSGSVHSI-------------------------------	 122------------P-----------------------------------------------	 123-
Gma:Glyma20g01140                         343 ----------QRRTEVLMPENLENM-------------------------------	 357------------WARGRNYR--RKQHKKTK-VGFQDPSVKNP--ATDAIP
Mtr:Medtr4g087210                         487 ----------QRRTEILMPENLENM-------------------------------	 501------------WAKGRNYK--RKENKIVK-TGSQDLHTKSS--ATDRSL
Gma:Glyma02g15445                         372 ----------QRRTEILMPENLENM-------------------------------	 386------------WTKGRNYK--RKENKIIK-AGSKDLSAKSP--STDSSR
Gma:Glyma07g33040                         372 ----------QRRTEILMPENLENM-------------------------------	 386------------WTKGRNYK--RKENKIIK-TGSQDLPAKSP--STDSSL
Bra:Bra015246                             356 ----------QRRTEVLTPENLENM-------------------------------	 370------------WTKGRNYK--KKEHKKSLKTGSSVS----------TT-
Cru:Carubv10012892m                       349 ----------QRRTEVLTPE---NM-------------------------------	 360------------WTKGRNYQ--KKEYKKSLKKGSSVS----------NS-
AT2G15900                                 355 ----------QRRTEVLRPENLENM-------------------------------	 369------------WTKGRNYQ--KKEYKKSLKKGSS---------------
Cru:Carubv10012885m                       355 ----------QRRTEVLTPENLENM-------------------------------	 369------------WTKGRNYQ--KKEYKKSLKKGSSVS----------NS-
Csa:Cucsa.220190                          373 ----------QRRTEVLMPENLENM-------------------------------	 387------------WTKGRNYK--KKENKIIK-VGASELMASTK--NYGTSI
Vvi:GSVIVT01031845001                     363 ----------QRRTEVLTPENLENM-------------------------------	 377------------WTKGRNYK--AKVRKDVK-AESQAPVVKGS--G-----
Rco:29851.m002502|29851.m002502           376 ----------QRRTEVLTPENLENM-------------------------------	 390------------WTKGRNYK--KKETKRKD--------------------
Ptr:Potri.009G108300                      376 ----------HRRTEVLTPENLENM-------------------------------	 390------------WAKGRNYK--KKENKNVK-AGVPKSMAKSS--V--TN-
Ptr:Potri.004G146600                      376 ----------QRRTEILTPENLENM-------------------------------	 390------------WTKGRNYK--MKEKKKVK-AGVQQSMAKSL--V--TS-

gi|17864088|ref|NP_055947.1|              521 ----------	 520------------------------------------------------------------	 520--------------------------------
YML104C                                   585 ------SRI	 587GGVNNPEQNK--------------------------------------------------	 597-------IIKDNVKTDFMNPVRI-FA--NPGIT
gi|164426626|ref|XP_957576.2              568 -------APV	 570SGSSTPGPSVARASSFTSKPNPQLRMALRLPPGARNRGAG--SSLDIRA-----GTQSID	 623ALMGTRRSMEDDSSITPMFDDDD-LG--EDGL
gi|17506801|ref|NP_492758.1|                1 ------------------------------------------MMQSYD	 6YDSDDSQTT-------------------SDEHINSRHSSRSDTASSS----SSFTPQIIF
Osa:LOC_Os05g50660                        473 ----------	 472-----PYSTSV---GH--YPS---------APQRQTTMSRSDDQHLIKH-----------	 502---STTAAYLNGTNHLRM--------ALSRES
Bra:Bra026152                             450 ----------	 449-----PKNLS-----------------------EGTANARGTSQHNVVN-----------	 470---RESY----L------------------SD
Bra:Bra026776                             446 ----------	 445-----PKNFN-----------------------ENTVNARGSSQPKVV------------	 465----DSH----L------------------SS
AT1G15240.                                446 ----------	 445-------DCN-----------------------ENTVNARESSQRKVVN-----------	 464---TDSH----L------------------SS
Cru:Carubv10008179m                       449 ----------	 448-------DFG-----------------------ENTAIARMPSQRKVIN-----------	 467---TENH----L------------------SS
Csa:Cucsa.359160.1                        450 ----------	 449-EKRISKTIDI---ENEGELN---------CSKNKTVHLGCTDPLTVNG-----------	 485---SSCRTDSDILNNS-------TVMHYQDND
Mtr:Medtr4g012920                         496 ----------	 495-AISAPKEKDT---RS--NLN---------PSKGGHINSGYSSQFTVEN-----------	 529---ASFYANKNGSTCSSV-------TSSKDDE
Gma:Glyma08g21950                         452 ----------	 451-AISGPKERDS---NS-KLIL---------PPKRRHINSGHSSQFSVEN-----------	 486---TSINVDKNGSTSVTSYKDDESVASFKDDE
Gma:Glyma07g00690                         453 ----------	 452-EISGPNERDT---NS-KLML---------PPKGRHINSGHNSQFSVEN-----------	 487---TSIHADKNGSTSVTSYKDDKSVTSYKDDE
Egr:Eucgr.F03028                          450 ----------	 449-SVSKPKGKGQ---M------------------VNNNLPGGGTSSAVES-----------	 476---PSIQPSKNLSGHSLM------SVTEEDDD
Vvi:GSVIVT01017080001                     452 ----------	 451-GIHNPKEK---------------------------------------------------	 459-------------DDTLY---------QEDDD
Rco:30146.m003594|30146.m003594           451 ----------	 450-MAKAKEKHAL---NA-SDA-----------S----------------------------	 466-----------------------------LSQ
Ptr:Potri.003G053200                      457 ----------	 456-RASNSKKDGV---TK-LDA-----------PLAHNAQSVGTEQSTVEN-----------	 489---PLHHTDQNMSNHPLF------SS-HKDGI
Ptr:Potri.001G183100synonym:POPTR_0001s1  453 ----------	 452-STSNSKKDDV---TK-LDA-----------SLAHNDQSVGTEQSTVEN-----------	 485---PLHHVNQNMSNPSLF------SS-HRDGI
Ppa:Pp1s67_32V6.1|                        454 APIPVEVDIS	 463SEVLSGQEMCM---N------------------------EELNSKDTVASPIRMEVDDYH	 496LDASALPIK--DKNVIESNGALL-FGDSKEG-
Ppa:Pp1s7_51V6.1                          435 -----AVDPV	 439SKVPKMSSTGK---GS-------------------P---AITDSADV-------------	 461VLATSIPLKKEPSNTSEQYKTLL-FGDPKDDE
Ppa:Pp1s48_155V6.1                        440 -----LTAPS	 444TKVPTPSTACK---GS-------------------P---ENSGREDMVATSFS-------	 472LLSKSLPSKKERSSAIEQYRELL-FGDSKDG-
Ppa:Pp1s68_34V6.1                         446 -----PTKSS	 450TKVSTLSATNK---DS-------------------S---ASSDYGNVVPTPVV-------	 478FLSKDLHTKKEPSCASEQYRELL-FGDANDG-
Smo:413327|413327                         421 II--------	 422--G--------------------------------------DNDEGMSE-----------	 431--------------------------------
Zma:GRMZM2G026442_T01                     421 SA--------	 422--GAVGKELSS---NF-------------------NDRIASVDDKYMVN-----------	 447--------------------------------
Osa:LOC_Os11g06040                        462 PSA--------	 464--GAAGKELSP---NF-------------------NERITSVDDKYMVN-----------	 489-------------------------------
Egr:Eucgr.G01512                          124 SVDRKRGSSI---TG-------------------AGDSTRSEEKAVAQ-----------	 149----------------------------------LPPPSVFDSPL--
Gma:Glyma20g01140                         391 ----------	 390------------------------------------------EGK---S-----------	 394--------------------------------
Mtr:Medtr4g087210                         535 LN--------	 536--RKMNQETLV---SK-------------------HGKHEAAEVKSSLP-----------	 561--------------------------------
Gma:Glyma02g15445                         420 PH--------	 421--RKLAQETSA---SK-------------------RGKYEVADGKSSLP-----------	 446--------------------------------
Gma:Glyma07g33040                         420 PH--------	 421--RKLAQETSA---SK-------------------CGKYEVAEGKSSLP-----------	 446--------------------------------
Bra:Bra015246                             396 ----------	 395---------------------------------------TGAEEKAVVH-----------	 405--------------------------------
Cru:Carubv10012892m                       386 ----------	 385--IEAKQDNQS---SI-------------------SRTSDGAKEYAVAQ-----------	 410--------------------------------
AT2G15900                                 391 ----------	 390---------------------------------------TGAKENAVAQ-----------	 400--------------------------------
Cru:Carubv10012885m                       395 ----------	 394--IEAKQDNQS---SI-------------------SRTSDGAKENAVAQ-----------	 419--------------------------------
Csa:Cucsa.220190                          421 MQ------PA	 424TKTTVRDEMST---GK-------------------HHSSAGPEEKAIVR-----------	 451--------------------------------
Vvi:GSVIVT01031845001                     406 ----------	 405------------------------------------------------------------	 405--------------------------------
Rco:29851.m002502|29851.m002502           407 ----------	 406--------ALT---NS-------------------TIISTGAEEKATVR-----------	 425--------------------------------
Ptr:Potri.009G108300                      421 --------IA	 422ATTNLGKSMPI---NS-------------------NTMSTKMEEKAVLH-----------	 449--------------------------------
Ptr:Potri.004G146600                      421 --------IA	 422TDSNLGKDMLM---NT-------------------NVIFKEMDEKAIGR-----------	 449--------------------------------
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YML104C                                   621 ------------------------DAL	 623DNIVNGS-----------------------------------------------------	 630-----GSKP----H-
gi|164426626|ref|XP_957576.2              653 ADSVQSLEQEPAPPVPDTRVVQAMEQAL	 680NNIMEDSQ---PPTAEDLRASLFGDDGNNSSLFSSPLKSGPLRAMSATPRSNHGSVDLGR	 737PSRGSADMP----R
gi|17506801|ref|NP_492758.1|               44 	 43NPRPHVVKVVKSETGFGFNVKGQVSEGGQLRSLNGQL-YAPLQHV---------SAVLRR	 93G-----------AADQAGLRKGDRI-LEVN-GLNVEGSTHRKVV
Osa:LOC_Os05g50660                        524 ADHASQEDFGVDSE-----SSYATEE--	 544-------DENNNVTGLDSPV-TRVWDSKSKGNATSSHIHHPL------ESPGF--HKAKK	 588NRS---HIGKLKMT
Bra:Bra026152                             478 YSSAEEDEGQTKSS-----HSYTSED--	 498-------EE--TVTGLNSPG-TRVWDGRTNRNHVVSRIHHPL------ENS-G--RRFGK	 539HSKGDEYYEQA-PR
Bra:Bra026776                             472 YSSAEEDE-ETKSS-----HSSTSED--	 491-------EE--TVTGLNSPG-TRVWDGRTNKNPSVSRIHHPL------ENS-G--RRFKQ	 532TSKGHERYEKA-SR
AT1G15240.                                472 YSSAEEDEEQTKSS-----HSYTSED--	 492-------EE--TVTGLNSPG-TRVWDGRTKKNLGVSRIHHPL------ENS-G--RSLKK	 533TSKGHERYQQV-PG
Cru:Carubv10008179m                       475 YSSAEEDEEQTKSN-----HSYTSED--	 495-------EE--TVTGLNSPG-TRVWDGRTKKNLGVSRIHHPL------ENS-G--ASFKK	 536NNKGHGRYQ-L-AR
Csa:Cucsa.359160.1                        508 RDVMHLNDLDS--------DGNTSED--	 525-------EETSNVTGLDSPV-TKVWNARNNRNAGISHIHHPL------ESSDG--CRVKK	 569AVKGKDHNNRL-SR
Mtr:Medtr4g012920                         552 HNHINRHMSESESN-----TSYTSED--	 572-------DETSTVTGLDSPG-TKVWDGRSIRNQAVSYVHHPL------ENFDN--HSPKK	 616RNKNRSRYPKL-FR
Gma:Glyma08g21950                         516 HSHIYGQMSDSESS-----TSYTSED--	 536-------NESSTVTGLDSPV-TKVWDGKSNRNQAVSYVHHPL------ENFDH--HGAKK	 580KNKSHSRYPRL-SR
Gma:Glyma07g00690                         517 HSHIYGQMSDSASS-----TSYSSED--	 537-------NESSTVTGLDSPV-TKVWDGKSNRNQAVSYVHHPL------ENFDN--HSAKK	 581RNKSHSRYPRL-SR
Egr:Eucgr.F03028                          500 QSLMRLEEAESGS------SSYTSDD--	 519-------EEAETITGLDSPG-TKVWDGKSKRNVGVNPIHHPL------ETFEG--SSRRK	 563TSKGHPRYQRF-SG
Vvi:GSVIVT01017080001                     470 NALMRLEEVETGSS-----SSYTTED--	 490-------EETNAVTGLDSPV-TKVWDGRSNRNLAVSHIRHPL------ESSEG--HMGKK	 534TNKGHVRYQTV-PR
Rco:30146.m003594|30146.m003594           470 NGLMHVDESESGSG-----SLYTSEE--	 490-------EDPSRVTGLDDPG-TKVWDRKTNRNLAVSPIHHPL------ENPQR--HGTKK	 534TERGQAHYEKI-PR
Ptr:Potri.003G053200                      512 RSLMRVDEIESGST-----SSYTSEE--	 532-------EDANSVTGLDSPG-TKVWDGKTNRNLAVSHIHHPL------ENPDG--HREKK	 576TGRGLAHYQRL-SR
Ptr:Potri.001G183100synonym:POPTR_0001s1  508 QSLMHVDGTESGST-----SSYTSEE--	 528-------EDVNFVTGLDSPG-TKVWDGKTNRNQAVSHIHHPL------ENPDG--HRAKK	 572TGRGHAHYQRL-SR
Ppa:Pp1s67_32V6.1|                        525 DKLLPGIGFSTLGT-----PHPNFQS--	 545MGNPNNVTDGSSPRGPEFER-LGTNED----LDSSSRISQPKAETSG-QSPRS-RHHY-R	 597PGLSS-QRLRK-AV
Ppa:Pp1s7_51V6.1                          493 GLGIRGIGFSPIRS-----FDRNSIR--	 513PDGFNNTQLTPSRKASELMR-CRSNED----LTSFSSDHQPMAANIT-HVLNG-DSNLTK	 566SEFEP-HDLHR-PH
Ppa:Pp1s48_155V6.1                        503 DKGIPGIGFSPAKT-----ACRSSEV--	 523PDGSSAAKLRVSRKGLDFAK-CCSDEG----SLLFSRNDEPMSENNR-HEPNA-RKKLAK	 576SASGP-LNLQW-SP
Ppa:Pp1s68_34V6.1                         509 DETMPGIGFSAAE------------T--	 522PGGCSSTKLAPSWKSADFAR-CSSDGD----FVTFRRNNEAITENDK-QECNV-YKNLSK	 575SDYGP-LNVQR-PP
Smo:413327|413327                         432 --LRDI----------------------	 435---REGSS--------LLDK-TVTVDND---YYGRPRN-QSKVIVVG-EDSIGVRSGASK	 478EASVS-RVIHH-PL
Zma:GRMZM2G026442_T01                     448 --LMQSKNRNAQST-----FV-TGSH--	 465PLALQ-----------NMNE-VKPKEGS---QVNFTS----K-EKPH-ETSNRVKAQLKR	 504CNSTP-DIEKR---
Osa:LOC_Os11g06040                        490 ---LMQGSNRNAQST-----YV-TGSH--	 507PLVSQEWQ--------DTDE-AKPNEGS---QVDCSS----T-EKPC-ETINNTKAQLKR	 549SNSTP-DIEKR--
Egr:Eucgr.G01512                          161 -------ELGN--	 164DSSS-------------KEK-QPLFGRG---NLEET----TE-DAAN-NGANDRRSKLKR	 201SNSTS-ALKVE-PD-------TK------
Gma:Glyma20g01140                         395 --SLHYVSSDPLL---------TAGG--	 409TNRSESPP--------DHDK-ELSSEA----DPLDEVK-DMK-DF----SCNKYKDPFKR	 450SRSAS-LVGIQ---
Mtr:Medtr4g087210                         562 --STHALTSDPLQ---------SVAS--	 576TNISESSQ--------YPDK-TSSFEGE---LRVDKMK-GTK-DL----ASDGYKSSLKR	 618SSSAS-ALAIH---
Gma:Glyma02g15445                         447 --PLPAIGSDPLQ---------NVGS--	 461AKNSESPK--------NPGK-ELSIVG----------------DL----ASDAYRSPLKR	 492SSSAS-SLGIL---
Gma:Glyma07g33040                         447 --PLPVMGSAPLQ---------NVGD--	 461AKSLESSK--------NPDK-ELSIVG----------------DL----ASDGYKSPLKR	 492SSSAS-SLGIL---
Bra:Bra015246                             406 --LPPRVSVDKHS---------------	 416--LAQIEE--------DISR-TASCEGG---RHMYEVG-V----RNE-PPSDGNKNRLKR	 456SNSTS-DL-LQ-PE
Cru:Carubv10012892m                       411 --LPPKASVDKQS---------------	 421--QVQSAE--------EFSK-SSSFKGG---HHSYEAD-V----RNE-SRSDGNKNRLKR	 461SSSTS-DLHRR-PE
AT2G15900                                 401 --LPPKVSTDKQS---------------	 411--QAQMAE--------EFSK-SSLHDGG---HQIYEAD-V----RKE-SRSDGNKNRLKR	 451SNSTS-DLNLR-PE
Cru:Carubv10012885m                       420 --LPPKASVDKQS---------------	 430--QVQSAE--------EFSK-SSSFKGG---HHSYEAD-V----RTE-SRSDGNKNRLKR	 470SNSTS-DLNLR-PE
Csa:Cucsa.220190                          452 --RTPVRQSDLLLT-----SKPGDEN--	 470KIAFQSSL--------ELQK-DSSVDGK---FIANELK-DVD-NLTP-TPASANKIQLKR	 515SNSTS-ALKTE-VS
Vvi:GSVIVT01031845001                     406 ---ITGLSVDAQL---------SDGH--	 419NDMTQLSQ--------DLNK-GSSLDGG---YFVDGLK-DNT-IVT----ADGNKSRLKR	 461SNSTS-ALKAK-PD
Rco:29851.m002502|29851.m002502           426 --LTPESSHETLL---------SDEN--	 440KSGRHFTE--------EHNE-VFSFDGA---HAGDEFN-SPN-NPL----INENKSRLKR	 482SNSTS-ALKVQ-SV
Ptr:Potri.009G108300                      450 --LTHGLSLDTLT---------SHEN--	 464RDGRQFTQ--------NGSQ-ELSFEGS---HVGGEWE-NAD-NLA----SNENRGGIKR	 506SNSTS-ALEAL-PD
Ptr:Potri.004G146600                      450 --LTPRLSLDTLT---------SHEN--	 464KDGRQSTQ--------DGSQ-ELSFEGA---HVGGELE-NAG-NLS----LNEKRGGLKR	 506SNSTS-VLEAL-PD

gi|17864088|ref|NP_055947.1|              521 -----------------------------------------DPSFR	 525GSDD-----------------GDGESFNGSPTGS-----------I---------NLSLD
YML104C                                   636 -KSRISSNPR------------YSQL----FGSENDNIFKDKLFD	 663DENDNTS--EISVVEDQLDHPRNMEK-VSVSSGNSGLNPSQFYGSNNFRDNIASLTISID	
gi|164426626|ref|XP_957576.2              748 PMTAKEPEKPS------------LASLGLVSAASRIGVFIDDDLFA	 781DENRFLS--DEHEYSDENKDDDEIDEVHEAAPGD-----------LGLAEAITVLSNDID
gi|17506801|ref|NP_492758.1|              125 DLIK-----------N	 129GGDELTMI-------VISVEDPDMDRFDY---GE-ESSMAYGHD---YSEN----R----	 167--------------------------
Osa:LOC_Os05g50660                        600 KTSGRKRSRSNSQKPPVWQEVERS------SLLV-----------G	 628DDLNILNTSADDSRTDGLYDDTEVESMSRMFSGANASSLSLAST------D----SSYSS
Bra:Bra026152                             553 HQSSRKRSRR------------------------------------	 562---------SGHI-GNDDSDDSENDSLARSCSGTSATSSASYIS---VAGS----DL--P
Bra:Bra026776                             546 HQSSRKRSKR------------------------------------	 555---------SGLILGDDDSDDSEHDSLARSYSGISATSSASYNS---MPES----DL--L
AT1G15240.                                547 HQSGRKRSRI------------------------------------	 556---------SGHIIDDDDSDDSEDGSLTRSYSGMSATSSTSYVS---AAES----DL--P
Cru:Carubv10008179m                       549 HQSGRKRSRV------------------------------------	 558---------SGHIIDDDDSDNSEDGSLARSYSGMSATSSASYVS---AAES----DV--T
Csa:Cucsa.359160.1                        583 NQSGRKRSRHNSEKLPVWQEVERT------SFIS-----------G	 611DGQDILNSPLGPANDDDSSDDSDMESSGRIHSGAAASSSVLSIS---H--------ILPT
Mtr:Medtr4g012920                         630 TQSGSKRSRSSDIKTHMWQEVERS------SFLS-----------G	 658DGQDVLSSSKSHLNSDESSDDADFERSGRIYSGAAASSS--SIS---KSES----GSLAA
Gma:Glyma08g21950                         594 AQSGSQGSWPGGHKTQTWQEVERT------SFLS-----------G	 622DGQDILNSSKSHINSEESSDDGDMESLGRLYSGAAASSSAYSIS---ISDS----CSLSV
Gma:Glyma07g00690                         595 AQSGSKRSWPGGQKIQTWQEVERT------SFLS-----------G	 623DGQDILNSSKSHINSEESSDDADMESLGRLYSGAAASSSAYSIS---KSES----CSLSV
Egr:Eucgr.F03028                          577 TRSGRKRSRVTSTKVPVWQEIERT------SFLS-----------G	 605DGQDILNTSKGYETDDASSDDSENEILGRANSGAAASSSAPAVS---LPEC----RTSNT
Vvi:GSVIVT01017080001                     548 NHTGRKRSR-------------------------------------	 556-------L-SRHEKSEDSSDDSETELLGRVNSGAAASSSAPSIS---KSES----RSFSV
Rco:30146.m003594|30146.m003594           548 PQSGRKS---------------------------------------	 554-------S-KGHAKADDSSDDSEVEGLGRVYSGATACSSALSVS---LPEN----DSSTL
Ptr:Potri.003G053200                      590 HQSGSKRSRPSTQKVHVWQEIERK------SFLS-----------G	 618DGQDVLSL-KGHTKADDFSDDSEVESLDRVYSGATACSSATSVS---IPEN----HTSNV
Ptr:Potri.001G183100synonym:POPTR_0001s1  586 PQSGRKRSRPSTQKVPVWQEIERT------SFLS-----------G	 614DGQDILSL-KGHAKADDFTDDSEVESLDRVYSGSTACSSAPSVS---IPES----HTLND
Ppa:Pp1s67_32V6.1|                        610 KILSHRKTKSSGGILDGWNGLEGGSSQGLTPLVN-----------A	 644EDTSPAR--------SSASES-----YGRWRS--SRKSPMPDPS---RPPV----HADVD
Ppa:Pp1s7_51V6.1                          579 RRLTHRKSRSMGGELDGWLQSG-RRGEGLSTLLS-----------A	 612EEGTLGC--------DAPLRD-----QK-------LESSVVKPE---RE------EAQTS
Ppa:Pp1s48_155V6.1                        589 RHLSFRKSKSMDGERHGWEETEGGPKDELLTPLD-----------A	 623EGGPLSR--------GTIITD-----RI-------QESSVEEFL---HQCP----RPQTP
Ppa:Pp1s68_34V6.1                         588 RCLSRPKSRNVGGEPDGWQESEEGPSEGLLTFLE------------	 621--RPLSW--------DPSITD-----CK-------QVSVVEESL---RPSL----KAQAS
Smo:413327|413327                         491 -------EVPEAGHEENMQK------THRHRRSH-----------S	 512SGGGVDQ--------EKYSEA--------------------------------------S
Zma:GRMZM2G026442_T01                     515 -------------------------------YLA-----------K	 518SNQPMVSS-------ERLNVR--------IN---------QDE-----RGV----G----
Osa:LOC_Os11g06040                        560 --------------------------------YLA-----------K	 563SNQTMVSS-------EI--AR--------KN---------QGD-----RGS----F---
Egr:Eucgr.G01512                          216 --------------KVFTG-----------D	 221GEGAYIA--------EFYHPD-----FGSHS---------F-------NCN----VKSST	 248DVI--------
Gma:Glyma20g01140                         461 --------------------------------TY-----------K	 463G-GSPRS--------EFHTAE-----SEKHG---------EGF-----RGK----S-SSD
Mtr:Medtr4g087210                         629 --------------------------------LN-----------Q	 631EGSSIIS--------EFFNPE-----FER-R---------EGF-----RGK----S-SSD
Gma:Glyma02g15445                         503 --------------------------------SN-----------K	 505E-DSRIS--------EFFNPE-----LERHS---------EGF-----RGK----S-SSN
Gma:Glyma07g33040                         503 --------------------------------SN-----------K	 505E-DSIIS--------EFFNPE-----FERHS---------EGF-----RGK----S-SSD
Bra:Bra015246                             468 -------TR--------------------LALLG-----------V	 475GEGPLIT--------DFYTSA-----YIKHN---------ENH-----TCD----SKSPN
Cru:Carubv10012892m                       474 -------TS--------------------LALLG-----------V	 481SEGPIIT--------EFYTTD-----FVKHN---------DIY-----RSE----NKSPS
AT2G15900                                 464 -------TS--------------------LALLG-----------V	 471SEGPLIT--------EFYTTD-----FIKHN---------DNY-----ISD----NKSQS
Cru:Carubv10012885m                       483 -------TS--------------------LALLA-----------V	 490SEGPIIT--------EFYTTD-----FVKHN---------DNY-----RSD----SNSPS
Csa:Cucsa.220190                          528 -------VE---------------------KTSA-----------E	 534GGRSIIS--------DFYGPN-----FGKHV---------EDP-----LSK----G-SSD
Vvi:GSVIVT01031845001                     474 -------NK--------------------KAFTG-----------E	 481GGGPIIS--------EFYSPN-----FDRDN---------EVY-----RVN----N-PSD
Rco:29851.m002502|29851.m002502           495 -------EK--------------------KAFTG-----------D	 502GKGSIIS--------EFYSPN-----IGRHI---------EDN-----AVE----K-ISD
Ptr:Potri.009G108300                      519 -------KK--------------------KAFTG-----------D	 526GGGSIIS--------EFYSPE-----SHRS----------ADH-----AVK----K-VSD
Ptr:Potri.004G146600                      519 -------KN--------------------NAFTG-----------D	 526GGGSIIS--------EFYSPD-----FHRS----------PDH-----AVK------VSN

gi|17864088|ref|NP_055947.1|              549 	 548DLS----------------NVSS-----------------DDSVQLHAY-----------	 564-----ISD--TGVCNDHGKTYALYAITVHRR--NLNSEEMWK
YML104C                                   721 720QIEKELELLRHLILKADLTNNQMQLKILKKSQRTLLKELEMKELLKQQYMVQENGNSLFR	 780KTKIYIRSYFSENSSNGLKEITYYIINIHHF--NNGQVSSWDM
gi|164426626|ref|XP_957576.2              829 	 828RLVAQDAVVDSLLKKAELTNNTAELRILRKSKASLQREIRRKELQRQQYVIQESDNSLYG	 888RSTIKIKNIHVGREEDGKEF-AMYAIEVLRNAGEKMPAATWT
gi|17506801|ref|NP_492758.1|              168 ----------------------------------	 167--SLPVTIPSYNTVQDSLERYTVFNIHMAGRQ---------LGSRRYSEFVELHLALKKH	 216FYDYCFP-
Osa:LOC_Os05g50660                        679 	 678NYS-------------------------------------TTNVL------------EDS	 689YLKLKCEVVGASIVKSGSGMFAVYSVSVTDAN----G-NSWS
Bra:Bra026152                             604 	 603NAL-------------------------------------KSSLL------------VDS	 614FDKLRCEVLGANIVKSSSKMFAVYSVAVTDES----N-HSWS
Bra:Bra026776                             598 	 597SAP-------------------------------------RSSLL------------VDS	 608FAKLRCEVMGANIVKSSSKMFAVYSISVTDDS----N-HSWS
AT1G15240.                                599 	 598NAP-------------------------------------KSSLL------------VDS	 609FAKLRCEVLGANIVKGSSKMFAVYSVAVTDES----N-HSWS
Cru:Carubv10008179m                       601 	 600YAP-------------------------------------KSSLL------------VDS	 611FAKLRCEVLGANIVKGSSKMFAVYSIAVTDES----N-HSWS
Csa:Cucsa.359160.1                        661 	 660DYS-------------------------------------QSSQM------------VDS	 671FFRLKCEVMGANIVKSGSRTFAVYSISVTDVN----NNHSWS
Mtr:Medtr4g012920                         710 	 709NPL-------------------------------------RGSSA------------VDS	 720FYKLRCEVLGANIVKSGSRTFAVYSISVTDVN----N-NSWS
Gma:Glyma08g21950                         676 	 675DPL-------------------------------------KSSSA------------VDS	 686FYKLRCEVLGANIVKSGSKTFAVYSISVTDVN----N-NSWS
Gma:Glyma07g00690                         677 	 676GPL-------------------------------------KNSSA------------VDS	 687FYKLRCEVLGANIVKSGSKTFAVYSISVTDVN----H-NSWS
Egr:Eucgr.F03028                          659 	 658TTV-------------------------------------PNSLV------------VDS	 669FLKLRCEVLGANIVKSGSKTFAVYSISVTDVN----N-NSWS
Vvi:GSVIVT01017080001                     602 	 601NTL-------------------------------------QNSLL------------ADS	 612FLKLRCEVLGANIVKSGSRTFAVYSISVTDIN----N-NSWS
Rco:30146.m003594|30146.m003594           600 	 599NSV-------------------------------------KSSLM------------ADS	 610FFKLRCEVLGANIVKSASRMFAVYSISVTDVN----N-NSWS
Ptr:Potri.003G053200                      671 	 670NSF-------------------------------------KHSLM------------VDS	 681IYKLRCEVLGANIVKSGSKTFAVYSISVTDVN----N-NSWS
Ptr:Potri.001G183100synonym:POPTR_0001s1  667 	 666NSL-------------------------------------KHSLM------------VDA	 677FYKLRCEVLGANIVKSDSKTFAVYSLSVTDVN----N-NSWS
Ppa:Pp1s67_32V6.1|                        683 	 682AIV-----------------------------------------M------------QTP	 689LSMLHCRVLVAHFEKIGSRTFAVYIIQVKDTE----N-RTWQ
Ppa:Pp1s7_51V6.1                          644 	 643QLA-------------------------------------MKSSP------------QVV	 654PKLLKCRVMGAHFEKSGSKSFAVYTIKVTNTH----H-QRWR
Ppa:Pp1s48_155V6.1                        657 	 656SLA-------------------------------------T---E------------STS	 664QMFLKCRALGAHFQKSGSKAFAVYTIEVADAY----N-RSWR
Ppa:Pp1s68_34V6.1                         653 	 652LLF-------------------------------------T---E------------STS	 660QMLLKCEVLGAHFEKNGSKAFVVYTIKVTHTD----N-RNWQ
Smo:413327|413327                         527 	 526KKP-------------------------------------APGGT------------VGY	 537KSKLSCKVLGAHYEKNGSKSFAVYSISVSNVE----E-QTWV
Zma:GRMZM2G026442_T01                     542 	 541-PA-------------------------------------SHVEV------------LMH	 551VPKIRCRVVGAYFEKQGSKSFAVYSIVVTDAD----N-KSWF
Osa:LOC_Os11g06040                        585 -	 584-PV-------------------------------------SHGEV------------VLY	 594VPKIRCRVVGAYFEKLSSKSFAVYSIAVTDAE----N-KAW
Egr:Eucgr.G01512                          252 -----------------------------RSEGP------------R--	 257PPKLKSRVLGAYFEKLGSKSFAVYSIAVTDAE----S-QTWFVKRRYSNFERLHRHL
Gma:Glyma20g01140                         491 	 490MVV-------------------------------------RREAH------------V--	 499VPKLRCRVLGAYFEKLGSTSFAVYSIAVTDGQ----E-KTWF
Mtr:Medtr4g087210                         659 	 658MIV-------------------------------------RKEGQ------------L--	 667APKLRCRVVGAYFEKIASTSFAVYSIAVTDAQ----N-RTWF
Gma:Glyma02g15445                         533 	 532MIV-------------------------------------RKEGS------------L--	 541VPKLRCRVVGAYFEKIGSTCFAVYSIAVTDAQ----N-KTWF
Gma:Glyma07g33040                         533 	 532MIV-------------------------------------RKEGP------------L--	 541VPKLRCRVVGAYFEKIGSTCFAVYSIAVTDAQ----N-KTWF
Bra:Bra015246                             505 	 504IVL-------------------------------------HKESQ------------Q--	 513CSKLKCRVLGAYFEKLSSKSFAVYSIAVTDTE----N-KTWF
Cru:Carubv10012892m                       511 	 510IVL-------------------------------------HKDGQ------------H--	 519CLKLKCRVLGAYFEKLGSKSCAVYSIEVTDVE----N-KTWC
AT2G15900                                 501 	 500IVL-------------------------------------HKEGQ------------H--	 509CLKLKCRVLGAYFEKQGSKSFAVYSIAVTDVE----N-KTWF
Cru:Carubv10012885m                       520 	 519IVL-------------------------------------HKDGQ------------Q--	 528CLKLKCRVLGAYFEKLGSKSFAVYSIAVTDVE----N-KTWC
Csa:Cucsa.220190                          563 	 562MVI-------------------------------------QKEGL------------L--	 571VPKLRSRVMGAYFEKLGSKSFAVYSIAVTDAN----N-RTWF
Vvi:GSVIVT01031845001                     510 	 509MMI-------------------------------------RGGGP------------H--	 518DPKLKCRVIGAYFEKLGSKSFAVYSIAVTDAE----S-KTWF
Rco:29851.m002502|29851.m002502           531 	 530IVF-------------------------------------HGGGP------------HVP	 541SPKLKCRVMGAYFEKIGSKSFAVYSIAVTDAE----N-RTWF
Ptr:Potri.009G108300                      554 	 553IVL-------------------------------------RSEGP------------Y--	 562SPKLKCRVMGAYFEKLGSNSFAVYLIAVTDSE----Y-RTWF
Ptr:Potri.004G146600                      553 	 552MVV-------------------------------------SSEGR------------H--	 561SPKLKCRVMGAYFEKLGSKSFAVYSIAVTDAE----N-RTWF



gi|17864088|ref|NP_055947.1|              598 TYRRYSDFHDFHMRITEQ	 615FESLSSILK--LPGK----KTFNNMDRDFLEKRKKDLNAYLQ--------------LLLA	 655PEMMKASPALAHYVYDFLENKAYS
YML104C                                   822 ARRYNEFFELNTYLKKN	 838FRDLMRQLQDLFPSKVKMSLKYHVTKTLLYEERKQKLEKYLR--------------ELLS	 884ISEICEDNIFRRFLTD----PTPFK
gi|164426626|ref|XP_957576.2              930 VTRRYSEFLELHQKLRSQ	 947YSSVRNL---DFPR-RRMVMK---LQNDFLQKRRVALEKYLN--------------QLLL	 986LPDVCHSRELRTFLSQ----STIT
gi|17506801|ref|NP_492758.1|              224 --QLPGKWPF--K---LSEQQLDSRRRGLEQYLE--------------KICT	 254IRVIAESELVQKFLMECDP--MCEVEIRL----MLP------DG---SPI-TIR
Osa:LOC_Os05g50660                        727 IKRRFRHFEELHRRLKE-	 743YSQYNLH----LPPKHFLSSG---LEVPVVRERCKLLDIYLK--------------KLLQ	 782IPTVSSCIEVWDFLSVDSQ--TYI
Bra:Bra026152                             652 IKRRFRHFEELHRRLKV-	 668FPEYNLH----LPPKHFLSTG---VDIPVIQERCLLLDDYLKFFLIYELPFLYYAQKLLQ	 721LPRISGSIEVRDFLSVDSQ--TYA
Bra:Bra026776                             646 IKRRFRHFEELHQRLKV-	 662FPEYNLY----LPPKHFLSTG---VDIPVIHERCVLLDTYLK--------------KLLQ	 701LPRISGSIEVWDFLSVDSQ--TYA
AT1G15240.                                647 IKRRFRHFEELHRRLKV-	 663FPEYKLH----LPPKHFLSTG---VDIPVIQERCVLLDEYIK--------------KLLQ	 702LQRISGSIEVWDFLSVDSQ--TYA
Cru:Carubv10008179m                       649 IKRRFRHFEELHRRLKV-	 665FPEYNLH----LPPKHFLSTG---VDIPVIQERCILLDEYIK--------------KLLQ	 704LQRISGSIEVWDFLSVDSQ--TYA
Csa:Cucsa.359160.1                        710 IKRRFSHFEELHRRLKE-	 726FSEYNLH----LPPKHFLSTG---LDFPVIQERCNLLDKYLK--------------RLIQ	 765LPRISGSIEVWDFLSVDSQ--TYI
Mtr:Medtr4g012920                         758 IKRRFRHFEELHRRLKE-	 774FPEYNLH----LPPKHFLSSG---LDVATIQERCELLDKYLK--------------KLMQ	 813LPTVSESIELWDFLSVDSQ--TYI
Gma:Glyma08g21950                         724 IKRRFRHFEELHRRLKE-	 740FPEYNLH----LPPKHFLSTG---LDVPVIQERCELLDKYLK--------------KLMQ	 779LPTVSESIEVWDFLSVDSQ--TYI
Gma:Glyma07g00690                         725 IKRRFRHFEELHRRLKE-	 741FAEYNLH----LPPKHFLSTG---LDVPVIQERCELLDKYLK--------------KLMQ	 780LPTVSESIEVWDFLSVDSQ--TYI
Egr:Eucgr.F03028                          707 IKRRFRHFEELHRRLKE-	 723FPEYNLH----LPPKHFLSTG---LDIFVIQERCKLLDKYLK--------------KLMQ	 762LPTISGSIEVWDFLSIDSQ--TYY
Vvi:GSVIVT01017080001                     650 IKRRFRHFEELHRRLKE-	 666FPEYNLH----LPPKHFLSTG---LDMLVIQERCNLLDIYLK--------------KLLQ	 705LPTISGSIEVWDFLSVDSQ--TYI
Rco:30146.m003594|30146.m003594           648 IKRRFRHFEELHRRLKE-	 664YSEYNLH----LPPKHFLSTG---LDMPIIQERCKLLDRYLK--------------KLLQ	 703LPTISGSIEVWDFLSVDSQ--TYI
Ptr:Potri.003G053200                      719 IKRRFRHFEELHRRLKE-	 735YPEYSLH----LPPKHFLSTG---LDVPVIQERCKLLDIYLK--------------KLLL	 774LPTISGSIEVWDFLSVDSQ--TYV
Ptr:Potri.001G183100synonym:POPTR_0001s1  715 IKRRFRHFEELHRRLKE-	 731YPEYSLH----LPPKHFLSTG---LDMPVIKERCKLLDRYLK--------------RLLQ	 770LPTISGSIEVWDFLSVDSQ--TYV
Ppa:Pp1s67_32V6.1|                        727 IQRRFRNFEQLHRRLKD-	 743MPYYNLT----LPPKRFLSSS---LDSTFVRERCTLLDKYLK--------------DLLA	 782IPSVAELHEVWDFLSLNSQ--HYT
Ppa:Pp1s7_51V6.1                          692 VERRYRNFEQLHRRLKD-	 708IPSYNLS----LPPKRFLSSS---LDTTFVRERCILLDKYLK--------------DLLA	 747IPSLLELSEVGDFFSVNSQ--HYA
Ppa:Pp1s48_155V6.1                        702 VQRRYRNFEQLHKRLKY-	 718VSSYSLR----LPPKRFLSSN---LDTIFVRERCLLLDKYLK--------------DLLA	 757MPSVAGLRDVWDFFSINSQ--HYA
Ppa:Pp1s68_34V6.1                         698 VQRRYRNFEQLHRRLKD-	 714VPSYSLC----LPPKRFLSFN---LDTTFVRERCVLLEKYLK--------------DLLT	 753IPSVAELHEIWDFLSVNSQ--IYS
Smo:413327|413327                         575 VMRRYRNFEQLHRRLRD-	 591MPHYTLS----LPPKRFLSSN---LDNAFVRERCVLLNKYLK--------------DLLS	 630IPSIAELHEVWDFLSAKSR--NYA
Zma:GRMZM2G026442_T01                     589 VKRRYRNFERLHRQLKE-	 605IPNYSLH----LPPKSFLSSS---VDDYLVHQRCILLDKYLQ--------------DLLS	 644IANIAEQHEVLDFLSASSK--TYS
Osa:LOC_Os11g06040                        631 FVKRRYRNFERLHRQLKE-	 648IPNYSLH----LPPKSFLSSS---IDDYLVHQRCILLDKYLQ--------------ELLS	 687IPNIAEQHEVWDFLSATSK--NY
Egr:Eucgr.G01512                          310 KE-	 311IPNYTLH----LPPKRIFSSS---TEDAFVHQRCIQLDKYLQ--------------DLLS	 350IANVAEQHEVWDFLSASSK--NYSFGKSSSVMRSLA--V
Gma:Glyma20g01140                         537 VRRRYRNFEQLHRHLKD-	 553IPNYVLH----LPPKRIFSSS---TEDAFVYQRCIQFDKYLQ--------------DLLS	 592IANIAEQHEVWDFLSVSSK--NYS
Mtr:Medtr4g087210                         705 VKR--RNFERLHRHLKD-	 719IPNYTLH----LPPKRIFSSN---TDDAFVHQRCVQLDKYLQ--------------DLLS	 758IANVAEQHEVWDFFSVSSK--NYS
Gma:Glyma02g15445                         579 VKRRYRNFERLHRHLKD-	 595IPNYTLQ----LPPKRIFSSS---TDDAFVHQRCIQLDKYLQ--------------DLLS	 634IANVAEQHEVWDFFSVSSK--NYS
Gma:Glyma07g33040                         579 VKRRYRNFERLHRHLKD-	 595IPNYTLH----LPPKRIFSSS---TDDAFVHQRCIQLDKYLQ--------------DLLS	 634IANVAEQHEVWDFFSVSSK--NYS
Bra:Bra015246                             551 VKRRYSNFERLHRQLKE-	 567IPNYNLQ----LPPKRIFSSS---TEDAFVHRRCIQLDKYLQ--------------DLLS	 606IANVAEQYEVWDFLRESSK--NYS
Cru:Carubv10012892m                       557 VKRRYSNFERLHRQLKE-	 573IPNYNLE----LPPKRIFSSA---TEDAFVHRRCIQLDKYLQ--------------KLLC	 612IANVAEHHEVWDFLSEASK--NYS
AT2G15900                                 547 VKRRYSNFERLHRQLKE-	 563IPNYNLQ----LPPKRIFSSS---TEDAFVHRRCIQLDKYLQ--------------DLLC	 602IANVAEQHEVWDFLSAASK--NYS
Cru:Carubv10012885m                       566 VKRRYSNFERLHRQLKE-	 582IPNYNLQ----LPPKRIFSSS---TEDAFVHRRCIQLDKYLQ--------------DLLC	 621IANVAEQHEVWDFLSEASK--NYS
Csa:Cucsa.220190                          609 VKRRYRNFERLHRHLKD-	 625IPNYTLH----LPPKRIFSSS---TEDAFVHQRCIQLDKYLQ--------------ELLS	 664IANVAEQHEVWDFLSVSSK--NYS
Vvi:GSVIVT01031845001                     556 VKRRYRNFERLHRHLKD-	 572IPNYTLH----LPPKRIFSSS---TEDSFVHQRCIQLDKYLQ--------------DLLS	 611IANVAEQHEVWDFLNLSSK--NYS
Rco:29851.m002502|29851.m002502           579 VKRRYRNFERLHRHLKD-	 595IPNYTLH----LPPKRIFSSS---TEDAFVHQRCIQLDRYLQ--------------DLLS	 634IANVAEQHEVWDFLSVSSK--NYS
Ptr:Potri.009G108300                      600 VKRRYRNFERLHKHLKE-	 616IPNYTLH----LPPKRIFSSS---TEDAFVHQRCIQLDKYLQ--------------DLLS	 655IANVAEQHEVWDFLSVSSK--NYS
Ptr:Potri.004G146600                      599 VRRRYRNFERLHKHLKE-	 615IPNYTLH----LPPKRIFSSS---TEDAFVQQRCIQLDKYIQ--------------DLMS	 654IANVAEQHEVWDFLSVSSK--NYS

gi|17864088|ref|NP_055947.1|              680 KGKGD-FARKMDTFVNPLRNSMRNVSNAVKSLPDSL	 714AEGMTKMSDNMGKMSE--------------------------------------------	 730------
YML104C                                   906 LNKE-YMHD-D----ILEE----------------	 918--PLHEPIGSSNST----------------------------------------------	 930-------
gi|164426626|ref|XP_957576.2             1007 PTTAT-HGQT-S----SLEDSK---KDMMTRLYDSV	 1033ADGMEDILGNIPVLDQ--------------------------------------------	 1049----
gi|17506801|ref|NP_492758.1|              293 T-RRSI	 297TSSL---FFT-------------------------------SAQRRLKMSREGAAA----	 319-CSIFELLDN-----SFERKVSESESV--HELYTHN
Osa:LOC_Os05g50660                        805 FTDTLSVIQTLS--V-NLDE---RSKEKNTKSFN-S	 833SQALNGNLVS----AS---------------Q--SLHVHKDDTMPKEKDKD---------	 863---FDA
Bra:Bra026152                             744 FSSSFSIIETLT--V-KHVR---KTSAVSTN-LAN-	 771--VTPGPLLS------------------------RENLSSENGKSGQHIKN---------	 796---NVM
Bra:Bra026776                             724 FSSSFSIIETLT--V-KPAR---KTSTVPTS-IANM	 752TEATPAPLPS------------------------RENLSSENGKSGQHVRN---------	 779---NVM
AT1G15240.                                725 FSSSFSIIETLT--V-KPVN---KTSTVATN-IASM	 753TQAAPGPLPR------------------------RENLSSENGISGQNMRN---------	 780---NVM
Cru:Carubv10008179m                       727 FSSSFSIIETLT--V-KHVS---KTSTGATN-MGTM	 755TEATPGSRPW------------------------RENLSSENGKLGQHLRN---------	 782---NVI
Csa:Cucsa.359160.1                        788 FLDSFSIIETLS--V-DPAD---KSHEEYNRCVSNP	 817NSPLSGLLP-----------------------LRRDHATAEFFEPKLQSKA---------	 845---KLQ
Mtr:Medtr4g012920                         836 FSNSFSIMETLP--V-GLDA---KSSEKTKI-SSNV	 864SAPGSDPFLR----R----------------------------------RN---------	 877---NVV
Gma:Glyma08g21950                         802 FSNSFSIMETLS--V-GLNA---KPFQKTKN-TSNF	 830SAPASDPVSF----Q-------------------RENCSAESKEAVLGART---------	 858---NVE
Gma:Glyma07g00690                         803 FSNSFSIMETLS--V-GLNS---KPFEKTKN-TSNL	 831SAPASDPVSF----W-------------------RENCSAESKEAVLGARN---------	 859---NVV
Egr:Eucgr.F03028                          785 FSSSFSIIETLS--V-DLED---KPSQKSRR-VSSF	 813LGPTINPLSS----R-------------------RDNTVPDNKETPLQMKH---------	 841---DPA
Vvi:GSVIVT01017080001                     728 FSNSISIIETLS--V-DLHC---KPAENSNK-VLSF	 756VGPLVNPLPS----R-------------------RAHLGTESKEPPLQTKH---------	 784---NHL
Rco:30146.m003594|30146.m003594           726 FSNSFSIIETLS--V-DLDD---KPPERSTK-GSNF	 754VGPVNSLST------------------------NREQLGTECKESASQTKH---------	 781---NFV
Ptr:Potri.003G053200                      797 FSNSFSIIETLS--V-DLDD---KRSEKSKR-VSNF	 825IGPAINYLSA----R-------------------KEQLSAECKESILQTKH---------	 853---NLG
Ptr:Potri.001G183100synonym:POPTR_0001s1  793 FSNSFSIIETLS--G-DLDD---KPSEKSKR-VSNF	 821IGPATDSLST----RN---------------KIKTEQLSAECKESILQTKH---------	 853---ALG
Ppa:Pp1s67_32V6.1|                        805 HDNSVSMIKTLA--V-NVDD---AVDDMVRQ-IRGV	 833SDDISGVIKTATTGIRQRL----PTSC----ADMSDAVAFEDTR---ELTYGNFASRLHA	 882PLTTPD
Ppa:Pp1s7_51V6.1                          770 FGISPPMMETLA--V-NVDD---AMDDMFRQ-LRGV	 798SDNISGALNQATSGILQRL----PLGS----GDVDQVVSTSNSQINRTSTSESSSSQRPE	 850PLSTLI
Ppa:Pp1s48_155V6.1                        780 PGVSPSMMKTLA--V-NIDG---VKDDLFRQ-IRGI	 808SDDISEALKLATSGIRQRL----PLGS----GDLCQNVTTNSTHLKTTLSSES-------	 853-METLF
Ppa:Pp1s68_34V6.1                         776 PGISPSVMKTLA--V-NVDD---VVDDVFRQ-IRGV	 804SDDISGALKLATSGIRQRF----PLGS----GDLGRSVATNSTQISTTLPSQSSTSQLSG	 856PLAMLA
Smo:413327|413327                         653 FGDSVSIMKTLA--V-NVDD---AVDDVFRQ-IKGV	 681SGGVLGTTGTRKSSSL--------------IERSEPSQTWNAAAVPSSYAVGDAAT----	 723------
Zma:GRMZM2G026442_T01                     667 AGKSSSVMKTLA--V-NVDD---AMDDIVRQ-FKGV	 695SDGLKRAVGTSPSSAT------------AQFADNRMSLSWNQEEKDNHNLHQRNLE----	 739------
Osa:LOC_Os11g06040                        709 SAGKSTSVMKTLA--V-NVDD---AMDDIVRQ-FKGV	 738SDGLKRAVGTSPTSAPS-----------SHLAENQMSLSWNQEEIDNHNLHNRNLS----	 783-----
Egr:Eucgr.G01512                          386 -NVDD---AVDDIVRQ-FKGV	 401SNGLMRKVVGPTPSTSEASASISPSTSEASASISSRQLSWNADEIDRYVSKQSTAE----	 457-----------------TSSI
Gma:Glyma20g01140                         615 FGKSSSMMRTLA--V-NVDD---AVDDIVRQ-FKGV	 643SDGFIQKVVGSSSPST----------EGSSTS-TSRNMSWNVDEMDKSISRQNTLE----	 688------
Mtr:Medtr4g087210                         781 FGKSSSVMKTLA--V-NVDD---AVDDIVRQ-FKGV	 809SDGLRRKVGGSPSLLN----------EGPST---SLYLPWNADELDKSTTQQSATT----	 852------
Gma:Glyma02g15445                         657 FGKSPSVMKTLA--V-NVDD---AMDDIVRQ-FKGV	 685SDGLRRKVVGSSSLIN----------EGSATSNTPWNLSWNADEIDKSIPRQSTAE----	 731------
Gma:Glyma07g33040                         657 FGKSPSVMKTLA--V-NVDD---AMDDIVRQ-FKGV	 685SDGLRRKVVGSSSLIN----------EGSATSNTTWNLSWNADEIDKSIPRQSTAE----	 731------
Bra:Bra015246                             629 FGKSSSVMKTLA--V-NVDD---AMDDIVRQ-FKGV	 657SGGLMRKVVGSPLEEN----------D----QVPARHLSWSVHDINTQLAKETATE----	 699------
Cru:Carubv10012892m                       635 FGKSSSVMKTLA-AV-DVDD---AMDDIVRQ-FKGV	 664SGGLMRKVVGSPLEEN----------D----HAPARHLSWSINELSTQLSKESASE----	 706------
AT2G15900                                 625 FGKSSSVMKTLA--V-NVDD---AMDDIVRQ-FKGV	 653SDGLMRKVVGSPLDEH----------D----HAPTRHLSWSVNEISTQLSRESATE----	 695------
Cru:Carubv10012885m                       644 FGKSSSVMKTLA--V-NVDD---AMDDIVRQ-FKGV	 672SGGLMRKVVGSPLEEN----------D----HAPARHLSWSVNELNTQLSKESATE----	 714------
Csa:Cucsa.220190                          687 FGKSSSVMRTLA--V-NVDD---AMDDIVRQ-FKGV	 715SDGLMRKVVGSTSPDE----------ACAS-SNYDRKFSFNSADLSRHVSAQYNIE----	 760------
Vvi:GSVIVT01031845001                     634 FGKSSSVMRTLA--V-NVDD---AVDDIVRQ-VKGV	 662SDGLMRKVVGSSSSPN----------D-AS-PISGMNLSWHADEAL----RHDMMK----	 702------
Rco:29851.m002502|29851.m002502           657 FGKSASVMRTLA--V-NVDD---AVDDIVRQ-FKGV	 685SDGLMRKVVGSPFPLD----------DADS-SIYSTNTSWHADEMSNNVMRQDTSE----	 730------
Ptr:Potri.009G108300                      678 FGKSSSVMRTLA--V-NVDG---AVDDIVRQ-FKGV	 706SDGFMRKVVGSTSPFD----------ETDS-SIYSRNLSWHSDDVNKHVLRQDTLE----	 751------
Ptr:Potri.004G146600                      677 FAKSSSVMRTLA--V-NVDD---AVDDIVRQ-FKDV	 705SDGFMRKVVGSTSPLD----------ETNS-SIYNRNLSWHLDDVNKHVSRQDTLE----	 750------

gi|17864088|ref|NP_055947.1|              731 RLGQDIK-----QSFFK---------------------------------VP--	 744----------------------------------------------------
YML104C                                   931 -------S-NSSSVVD---------------------------------LQ--	 940-----------------------------------------------------
gi|164426626|ref|XP_957576.2             1050 LSLAGQNLLAAATNQQLAA---------------------------------AS--	 1070-------------------------------------------------
gi|17506801|ref|NP_492758.1|              348 Y----------SSASSSCLLLR--	 359KFI---------------FDIDRERALCKRDMVFKQFCFVQAIADLHSGKVVTSRKSYQL	 404RAIQNEENMDELLEMARE
Osa:LOC_Os05g50660                        867 VDGLRSRKRNTEQNLGI----------GVGNTNANLHEDLSGSDPE----QNEH	 906SFIINSGNSKK-----------------------------------------
Bra:Bra026152                             800 VDDLKSKVKAPGNDHT--------------------------KTSD--------	 819S-------DVR-----------------------------------------
Bra:Bra026776                             783 VDDLKSKVKAPGNDHT--------------------------KTSD--------	 802A-------DVR-----------------------------------------
AT1G15240.                                784 VDDVKSKVKNLGNDHV--------------------------KTPD--------	 803V-------DVR-----------------------------------------
Cru:Carubv10008179m                       786 VDDVKSKVKTLGNDHM--------------------------KTPY--------	 805L-------DVR-----------------------------------------
Csa:Cucsa.359160.1                        849 PNGLRLNSKDATTEKS------------------GLPDRNSGRTEN--QKENGT	 882LSDKNSGNTEN-----------------------------------------
Mtr:Medtr4g012920                         881 ANGLGPKVNSTPLSPPA----------KKNTQESRQSFGNSGSTADSLAWKSAP	 924SSPNNLQKSVK-----------------------------------------
Gma:Glyma08g21950                         862 ANGLRSKVNSTPLSLP-----------KKSTHEPRKSFDNSSSNTDIQAQKSA-	 903PSPNNLQKTAK-----------------------------------------
Gma:Glyma07g00690                         863 ANGMRSKVNSTPLSLP-----------KKSTHEPRKSFDNSSSNTNILARKSV-	 904PSPKT----VK-----------------------------------------
Egr:Eucgr.F03028                          845 VDRSRLNAQDK-------------------------------------------	 855--------TAN-----------------------------------------
Vvi:GSVIVT01017080001                     788 VDQGRLTEKGPTYSLV-----------EKPVKECGKPFDDSGSDSDSRVQKNA-	 829SSMGNLGKKVK-----------------------------------------
Rco:30146.m003594|30146.m003594           785 ADGVKMSPKHISCSPV-----------KKLGKESGKPFEDSVSNSD--AKKNA-	 824SSVRNLGKTVK-----------------------------------------
Ptr:Potri.003G053200                      857 AVGARMISKDTPRSPV------------KSIKESGRSLKDPGSDSD--MQKNV-	 895SSARNLEENV------------------------------------------
Ptr:Potri.001G183100synonym:POPTR_0001s1  857 VDGARMISKDTPQSPE-----------RKSVKEFGKSFKDPGCDSD--TQKNA-	 896SSARNLEKNIK-----------------------------------------
Ppa:Pp1s67_32V6.1|                        889 LTDGELSEKPTGASVSGDEY---GGAFGANV----PGLGSLGWQSDSDVHLD--	 933SSDTEALKTGPLPFFS----GLDNRFLGSR---------------------L
Ppa:Pp1s7_51V6.1                          857 IPDSDFGEKGLSNSILEEEY---ERNYRRHSEDAGRRVGSFGLDSDSETAAD--	 905ALETNAMKSAVHLFASSQPDMRANRLFGRR---------------------L
Ppa:Pp1s48_155V6.1                        859 VPGIDFGGKMLSNSALGEEY---ERNYGTNPKNSAEGVASVEWHSESEVSGD--	 907FFEANISKTAAHAFG-SQLDLRYNRWIGRR---------------------L
Ppa:Pp1s68_34V6.1                         863 IPDGDLGEKSLSNSTLEGEC---KGNYGTHLEDSGQGVGSIQWHSDGETARD--	 911PIEVNILKTAAPVFS-SQSEMRGYQLFGRP---------------------L
Smo:413327|413327                         724 -------------------------NSQPSD-DDGEDGYGSGWHSDSEVHNV--	 749QHNRRLEASFS-----------------------------------------
Zma:GRMZM2G026442_T01                     740 ---------RAH-SLSDGDS---------NY-EDHISSVNSGCHSDNEVNNR--	 771GHTSNDVEHIETCSS---LDKQASDQIGKP---------------------A
Osa:LOC_Os11g06040                        784 ----------GAH-SLSDGDS---------NY-EDPSSSVNSASHSDNELNNS--	 815QYGSNDIKLNEAYSG---FDAQASQQIEKP---------------------
Egr:Eucgr.G01512                          462 SDNEDVDRDGNRGS-D-EVGSSGHANGWHSDNELNSK--	 496NFPPRVVRHGEGSRN---SESEKKYGLVLH---------------------S---DWNGP	 529AGS
Gma:Glyma20g01140                         689 ---------CVLSS--DNEEGDE-------N-IDKEVAEDNEWNSDNELSSK--	 721DYSQHLINHGSESSN---LDLDRKHDATVE---------------------A
Mtr:Medtr4g087210                         853 ---------SVLSS--DTEDGDRNSNLGHDN-FDREEVQ------DNALILK--	 886GYPSLVTDYTDESSN---LAIDRQRDLSEE---------------------A
Gma:Glyma02g15445                         732 ---------SV-SS--DNEEGERN-NFDREN-IDREAAQDSGLHSYNALISK--	 769GYSSRISNWDEESRN---LDFDRKHDMVVE---------------------A
Gma:Glyma07g33040                         732 ---------SVFSS--DNEEGEKN-NFDRDN-IDRAVAQDSGLHSDNALISK--	 770GNSSRINICDEESSN---LEFDRKHDMVVE---------------------A
Bra:Bra015246                             700 ---------SMHSSISDNEDIDKLGENSQ-G-EGRLVSEANGWHSDNELDSK--	 740CFPPRVVRRLGEPEN---VPFDKENDYKAK---------------------S
Cru:Carubv10012892m                       707 ---------SMHSSISDTDDIEKLGDNTQ-G-EGRFDSEANGWHSDNELNSK--	 747HFP----------------PSEKENDFRAK---------------------S
AT2G15900                                 696 ---------SMHSSISDTEDIDKLGENTQ-G-EGRFDSEANGWHSDNELDSK--	 736YVPPRVVRRLGEPES---SPSEKENDFKAK---------------------S
Cru:Carubv10012885m                       715 ---------SIHSSFSDTEDIDKLEENTQ-E-EGRFDSEANGWHSDNELNSK--	 755HFPPRVVRRLGEPE-----PSEKEIDFRAK---------------------S
Csa:Cucsa.220190                          761 ----------IANNMSDEEGD-------Q-I-ESKKCEKVSGWHSDNELNSK--	 793SFPPRVIKRGKESDR---LVVDKKNSLELR---------------------S
Vvi:GSVIVT01031845001                     703 ----------TESSFSEYEEGDKDGTHGH-E-EVESSAQALGWHSDNELNSK--	 742GFPPRVIKRGNEPKS---LDSGEKRGSEMK---------------------S
Rco:29851.m002502|29851.m002502           731 ----------TANSFSDNEESLKQESHGQ---EEGSSEQGNSWHSDNELNSK--	 769GVPPQVIKRDEESQT---SDAKCKQGLETT---------------------S
Ptr:Potri.009G108300                      752 ----------PVNSFSDTEESYIQENQEQ-K-GVGSTAQANGWHSDNELNAK--	 791GFPPRVIKQGDESRT---LGLEKKHVLEEK---------------------S
Ptr:Potri.004G146600                      751 ----------TANSYSETEECHNQGSYDQ-K-GVGSTAEASGCHSVNELNAN--	 790GFPPLVFKHDEESRA---LGLEKKPVLEEK---------------------S



gi|17864088|ref|NP_055947.1|              745 -PLI----	 747-PK-T----DSDPEHRRVSAQLDDNVDDNIPLRVMLLLMDEVFDLKER-NQWLRRNI-KN	 799LLQQLIRATYGDTINRKIVDHVDWMTSPEQ----
YML104C                                   941 SSEDGGE	 947LNF-Y-----EDERHFFTDSGYPFYSQNKSFVKQICDLFISLFALNKANAGWLRGRAIIT	 1001VLQ----QLLGSTIEKYIKVSIQKLRSEDQ----
gi|164426626|ref|XP_957576.2             1071 ----AAGAGGD	 1077DVV-T----AAEAEAELNAFELTNDKELEPFVKPICDIFLEVFELNRG-NNWLRGRAVVV	 1131VLH----QLLGGTIERKLRDNVRMLVAED
gi|17506801|ref|NP_492758.1|              423 LEGYNQVTFPPSVCILRK-----------------RRQTVIM	 447V-VRFANLLLK-CPEDGNSMEIDWSRIKDFRVCDEATAFSFEYIRDEVGDS---------	 496
Osa:LOC_Os05g50660                        918 -T--LSSE	 922TDY------PPQSLESDGYSVAPNDWMAPNLSVPLFHLVDVVFQLQDG--GWIRRQAFWV	 974V-KQILQLGMGDTFDDWLVEKIQLLRKGRI----
Bra:Bra026152                             824 -NNKENGG	 830LKK------GIQHADAVAFTGLPTEWVPPKLTLPLLDLVDVVFQLQEG--GWIRRKAFWV	 882A-KQILQLGMGDALDDWVLEKIRILRRGTV----
Bra:Bra026776                             807 -NSKENGG	 813LKV------GNQAV-AMALPGLPTEWVPPKLTLPLLDLVDVVLQLQEG--GWIRRKAFWV	 864A-KQILQLGMGDALDDWVLEKIRLLRRGTV----
AT1G15240.                                808 -NRKENGG	 814LKV------GTQHADDVACAGLPTEWVPPKLTLPLLDLVDVVFQLQEG--GWIRRKAFWV	 866A-KQILQLGMGDALDDWVLEKICLLRRGTV----
Cru:Carubv10008179m                       810 -DSKENGG	 816IKV------GTQHADDVACAGLPTEWVPPKLTLPLLDLVDVVFQLQEG--GWIRRKAFWV	 868A-KQILQLGMGDALDDWVLEKIRLLRRGTV----
Csa:Cucsa.359160.1                        894 -QKENEKS	 900GEA------SDLLLDAATDPMLPTEWVPPNLTVPIFNLVDVIFQLQDG--GWIRRKAFWV	 952A-KQVLQLGMGDALEDWLIQKIQRFRKGSS----
Mtr:Medtr4g012920                         936 -GRDSS--	 940DEV------SNVHHN--TADTLPTEWVPPNLSAPILDLVDVIFQLQDG--GWIRRQAFWV	 990A-KQVLQLGMGDAFDDWLLEKILLLRKGSV----
Gma:Glyma08g21950                         915 -ERDNS--	 919DQV------SEVHHD--ASDAFPTEWVPPNLSVPILDLVDVIFQVHDG--GWIRRKAFWV	 969A-KQILQLGMGDAFDDWLIEKIQLLRKGSV----
Gma:Glyma07g00690                         912 -GRNNS--	 916DEV------SEVHHD--TSDAFPTEWVPPNLSVPILDLVDVIFQVQDG--GWIRRKAFWV	 966A-KQILQLGMGDAFDDWLIEKIQLLRKGSV----
Egr:Eucgr.F03028                          859 -SGGSDAI	 865EET------SEALLDAATDPTLPSEWVPPNLSVPLLDLVDVIFQLQDG--GWIRRKAFWV	 917A-KQILQLGMGDAFDDWLIEKIQLLRKGAV----
Vvi:GSVIVT01017080001                     841 -GREGDGL	 847LET------SEVLSDAENDPSLPTEWVPPSLSVPILDLVDVIFQLQDG--GWIRRKAFWV	 899A-KQVLQLGMGDAFDDWLIEKIQLLRKGSV----
Rco:30146.m003594|30146.m003594           836 -GRQIDGS	 842ESK------PESIRDASPDPTLPTEWVPPNLAAPILDLVDVIFQLQDG--GWIRRQAFWV	 894A-KQILQLGMGDALDDWLIEKIQLLRTGSV----
Ptr:Potri.003G053200                      906 --RVGDSL	 911EEM------SASIHDTASDHMLPTEWVPPNLTVPILDLVDVIFQLQDG--GWIRRQAFWV	 963A-KQILQLGMGDALDDWLIEKIQLLRRGSV----
Ptr:Potri.001G183100synonym:POPTR_0001s1  908 -GREGDSL	 914EEM------SASLNDSANDPMLPTEWAPPNLTVPILDLIDVIFQLQDG--GWIRRQAFWV	 966A-KQILQLGMGDALDDWLIEKIQLLRRGSV----
Ppa:Pp1s67_32V6.1|                        961 EGTFSDGH	 968SPV-----ESYASETVADDLVIPQEWYPPKVSVPLLNLVDLIFQLQGR--GWIRRQVLWI	 1021A-KQILQLGMGDAIDDWLLGRIQWLRREEV---
Ppa:Pp1s7_51V6.1                          937 ERALSDSH	 944SPV-----DSFASDGIVDDLVIPQEWSPPKVTVPLLNLVDQIFQLQGR--GWIRRQVLWI	 997A-KQVLQLGMGDAFDDWLIARIQWLRREEV----
Ppa:Pp1s48_155V6.1                        938 ESAPSDGH	 945SPV-----DSIASDVIGDEFEIPNEWSPPKVTVPILNLVDQIFQLQGR--GWIRRQVLWI	 998A-KQILQIGMGDAFDDWLIARLQWLRKEEV----
Ppa:Pp1s68_34V6.1                         942 ERALSEGH	 949SPA-----DSFASDVIEDELVIPQEWSPPKVTVPILNLVDQIFQLQGR--GWIRRQILWI	 1002A-KQILQLGMGDAFDDWLIARIQWLRNEDV---
Smo:413327|413327                         761 -----DGH	 763---------SPVESLAGSEMIDEPEWNPPKVTVPLLNLVDIIFQLEGR--GWIRRQIVWI	 812A-KQVLQLGMADAIDDWLLTQIQYLRSEDV----
Zma:GRMZM2G026442_T01                     800 ---KEY--	 802----SDSSNMSSLNAFEDPTGIPPEWMPTNVSVPLLNLVDKVFQLKRR--GWIRRQVLWI	 856S-KQILQLVMEDAIDEWIIRQINWLRREDV----
Osa:LOC_Os11g06040                        843 T---RAY--	 846----SDSSNMSSLNTFEDPAGIPPEWTPTNVSVHLLNLVDKVFQLKRR--GWIRKQVLWI	 900S-KQILQLVMEDAIDEWILRQINWLRRDEV---
Egr:Eucgr.G01512                          533 SSLTNFQVAPEQLVDLVGMPPEWSPPNVCVPMLNLVDKIFQLKRR--GWLRRQVFWI	 587S-KQILQLVMEDAIDDWLLRQIHWLRSEEA------IAQGIRWVQD---
Gma:Glyma20g01140                         750 ---KVGKD	 754VPA---TNFNLVPDNLED---VPPEWTPPNVTVPILNLVDKVFQLKKR--GWLRRQVFWI	 806S-KQILQVVMEDAIDDWLLSEIHWLRKEET----
Mtr:Medtr4g087210                         915 ---RISND	 919VPT---TNSILTRDNLEDPVGVPPEWSPPNVSVPLLNLVDKIFQLKKR--GWIRRQVFWM	 974S-KQILQLVMEDAIDDWLLMQIHWLRKEDT----
Gma:Glyma02g15445                         798 ---RAGNG	 802IPA---TNFILIHDNLEDPVGVPPEWTPPNVSVPILNLVDNIFQLNKR--GWIRRQVYWI	 857S-KQILQLVMEDAIDDWLLRQIHWLRREET----
Gma:Glyma07g33040                         799 ---RVGND	 803IPA---TNFILVHGNLEDPVGVPPEWAPPNVSVPILDLVDNIFQLNKR--GWIRRQVYWI	 858S-KQILQLVMEDAIDDWLLRQIHWLRREET----
Bra:Bra015246                             769 ---EVRGF	 773SDS---QHADPSTSVAHSPTGV-PEWNPPNVSVPILNLVDKVFQLNRR--GWLRRQVFWI	 827S-KQILQLVMEDAVDDWLLREVCWLRNEDT----
Cru:Carubv10012892m                       763 ---EVRGS	 767TDL---QHPNPLTTLVPNPTGMPPEWMPPRVSVPILNLVDKVFQLNKR--GWLRRQVFSI	 822S-KQILQLVMDDAADDLLMREICWLRNEDT----
AT2G15900                                 765 ---QVRGS	 769TDF---QHADPLTALVQNPHGI-PEWMPPNVSVPILNLVDKVFQLNRR--GWLRRQVFWI	 823S-KQILQLVMEDAVDDLLMREICWLRNEDT----
Cru:Carubv10012885m                       782 ---EVRGS	 786TDM---QHPDPLTTLVPNPTGMPPEWNPPKVSVPILNLVDKVFQLNRR--GWLRRQVFWI	 841S-KQILQLVMDDAVDDLLMREICWLRNEDT----
Csa:Cucsa.220190                          822 ---GTSH-	 825GGL------SQITNHMEDPEGMPPEWAPPNVSVPLLNLVDKIFQLNRR--GWIRRQVLWI	 877S-KQILQLIMEDAIDDWIVRQIHWLRREDI----
Vvi:GSVIVT01031845001                     771 ---EWIDQ	 775AANFLL-----TSDPLVDLVGMPPEWAPPNVSVPLLNLVDKVFQLKRR--GWLR-QVFWI	 827S-KQILQLIMEDAIDDWLLRQIQLLRKEEV----
Rco:29851.m002502|29851.m002502           798 ---ERFNQ	 802GGFFTANSAATISTHMEDPIGMPPEWTPPNVSVPLLNLVDKVFQLKRR--GWLRRQVFWM	 860S-KQILQLIMEDAIDDWLLRQIHWLRREDI----
Ptr:Potri.009G108300                      820 ---KRINH	 824GGFSVENS-AVVSSHMDDPVGMPPEWTPSNVSLPLLNLVDKVFQLKRR--GWLRRQVFWI	 881S-KQILQLIMEDAIDDWLLRPIYWLRREDT----
Ptr:Potri.004G146600                      819 ---ERINH	 823GVFSVANS-AIASSHMDDPVGMPPEWTPSNVSVPLLNLVDKVFQLKRR--GWLRRQVFWI	 880S-KQILQLIMEDAIDDWLLRQIYWLRREDT----

gi|17864088|ref|NP_055947.1|              830 --VADSVKRFRD--------------	 839--------------------------------------------------AFWPNGILAE	 849AVPCRDKS--------
YML104C                                  1028 --VFEAIVTFKN--------------	 1037--------------------------------------------------MLWGDNGLFE	 1047RKRNETAEATRSE-
gi|164426626|ref|XP_957576.2             1157 A------LLRYINLVKD--------------	 1167--------------------------------------------------GMWPSGELAS	 1177NKPPRTAQ-
gi|17506801|ref|NP_492758.1|              497 --EQEQTEPRKTKYVRLETGFAEYMAECFAEIQ-----------------FERQAGSDWK	 537RDQNRVAATPEPLPETIEPQ---P--------------------TT
Osa:LOC_Os05g50660                       1004 --VAFAVKRVEQ--------------	 1013--------------------------------------------------ILWPDGIFLT	 1023KHPKRKAATPPPGS
Bra:Bra026152                             912 --VASGIQRVEQ--------------	 921--------------------------------------------------ILWPDGIFIT	 931KHPKRQQQSS------
Bra:Bra026776                             894 --VASGIQRVEQ--------------	 903--------------------------------------------------ILWPDGIFMT	 913KHPKRKQQSS------
AT1G15240.                                896 --VASGIQRVEQ--------------	 905--------------------------------------------------ILWPDGVFMT	 915KHPKRQQQSS------
Cru:Carubv10008179m                       898 --VASGIQRVEQ--------------	 907--------------------------------------------------ILWPDGIFMT	 917KHPKRKQQSA------
Csa:Cucsa.359160.1                        982 --MASAINRLEQ--------------	 991--------------------------------------------------ILWPGGVFIT	 1001KRPKQPPSPEGST--
Mtr:Medtr4g012920                        1020 --IASGVTRVEQERTISNWCQTQEEM	 1043DAGFEERDPCLRRLEQMVEGLTTSVSEHIKKASHQAEKMRNKRKVETPIFILWPDGIFLT	 1103KHPNRRPPPTPTSL
Gma:Glyma08g21950                         999 --VASGVKRVEQ--------------	 1008--------------------------------------------------ILWPDGIFIT	 1018KHPNRRPPS-PSSP
Gma:Glyma07g00690                         996 --VASGVQRVEQ--------------	 1005--------------------------------------------------ILWPDGIFIT	 1015KHPNRRPPP-PTSP
Egr:Eucgr.F03028                          947 --VASGIKRLEQ--------------	 956--------------------------------------------------ILWPDGIFIT	 966KHPKRRRAPA-VSPSQ
Vvi:GSVIVT01017080001                     929 --IASGIKRVEK--------------	 938--------------------------------------------------ILWPDGIFLT	 948KHPKRRRPSVPISPSQ
Rco:30146.m003594|30146.m003594           924 --VASGIKRVEQ--------------	 933--------------------------------------------------ILWPDGIFIT	 943KHPKRRQPSTTNTP-Y
Ptr:Potri.003G053200                      993 --VASGIKRVEQ--------------	 1002--------------------------------------------------ILWPDGIFIT	 1012KHPKRRPPP-----
Ptr:Potri.001G183100synonym:POPTR_0001s1  996 --VASGIKRVEQ--------------	 1005--------------------------------------------------ILWPDGIFIT	 1015KHPKRRPPP-----
Ppa:Pp1s67_32V6.1|                       1051 ---VASGIQWVRE--------------	 1060--------------------------------------------------ILWPDGIFVT	 1070KHPRNLPAASAAI
Ppa:Pp1s7_51V6.1                         1027 --VASGVQWLKG--------------	 1036--------------------------------------------------VLWPDGIFVT	 1046KHPRNSPPSDSSAL
Ppa:Pp1s48_155V6.1                       1028 --VASGIHWLKG--------------	 1037--------------------------------------------------VLWPDGIFIT	 1047KHPKNST-----IV
Ppa:Pp1s68_34V6.1                        1032 ---VASGVHWLKG--------------	 1041--------------------------------------------------VLWPDGIFIT	 1051KHPKNSA-----V
Smo:413327|413327                         842 --IVCGIKRLQQ--------------	 851--------------------------------------------------LLWPDGIFLI	 861KHPKFQLSADNQA---
Zma:GRMZM2G026442_T01                     886 --IVQGIHWIQD--------------	 895--------------------------------------------------TLWPNGIFFT	 905KLDEYKGNAGTSEFDK
Osa:LOC_Os11g06040                        930 ---IVQGIRWIQD--------------	 939--------------------------------------------------TLWPNGVFFT	 949RLDGYQGNAGPSQFD
Egr:Eucgr.G01512                          627 -----------	 626--------------------------------------------------VLWPDGIFFI	 636KFGKNKIEEDDMQPNER-LFQ--T-------
Gma:Glyma20g01140                         836 --VALGIRWVQD--------------	 845--------------------------------------------------ILWPGGKFFL	 855RVQTPQVLIGGSACDQ
Mtr:Medtr4g087210                        1004 --VAQGIRWLQD--------------	 1013--------------------------------------------------VLWPGGMFFT	 1023RVRLPQITNGGS--
Gma:Glyma02g15445                         887 --VSQGIRWVQD--------------	 896--------------------------------------------------VLWPGGTFFL	 906RVGTPQIIS-DS--DK
Gma:Glyma07g33040                         888 --VSQGIRWVQD--------------	 897--------------------------------------------------VLWPGGTFFL	 907RVGTPQIIS-DS--DK
Bra:Bra015246                             857 --VAHGIRWAQD--------------	 866--------------------------------------------------LLWPNGVFFT	 876RVGDGQEASDRTDPSD
Cru:Carubv10012892m                       852 --VAQGIRLAQD--------------	 861--------------------------------------------------ILWPNGVFFT	 871RVNDSQEASDETDPSE
AT2G15900                                 853 --IAQGIRWAQD--------------	 862--------------------------------------------------ILWPNGVFFT	 872RLNDSQEASDETDPSE
Cru:Carubv10012885m                       871 --VAQGIRWAQD--------------	 880--------------------------------------------------ILWPNGVFFT	 890RVNDSQEALDETDPSE
Csa:Cucsa.220190                          907 --IAQGIRWVQD--------------	 916--------------------------------------------------VLWPNGIFFI	 926QLRNGQSEDDDSQSTT
Vvi:GSVIVT01031845001                     857 --IAQGIRWVQD--------------	 866--------------------------------------------------VLWPDGTFFI	 876KLGTTGSSTDDSQSIE
Rco:29851.m002502|29851.m002502           890 --VAQGIRWVQN--------------	 899--------------------------------------------------ALWPNGTFFT	 909RVGATEGKVDDAQVHL
Ptr:Potri.009G108300                      911 --IALGIQWVQD--------------	 920--------------------------------------------------ILWPEGIFFT	 930RTGGAQSKVDDDQPNL
Ptr:Potri.004G146600                      910 --IAFGIQWVQD--------------	 919--------------------------------------------------ILWPNGMFFT	 929RARVAQSKVDDDQLNL

gi|17864088|ref|NP_055947.1|              858 ---------------------------------------IRMRT	 862RVAGKTKLLAIMPDELKHIIGAETTRKGILRVFEMFQHNQLNRRMVYVFLEGFLETLFPQ	 9
YML104C                                  1061 ----------------------------------------GERLRT	 1066EQLALTSLQRLFADTCGRVVGLRDSHEAAGRVHAMLQNPYLNASLLLEALDAILLDI--
gi|164426626|ref|XP_957576.2             1186 ----------------------------------------------EKART	 1190KTEASLMLATLVPDLAASVVGRLNAQAASRRIFATFNNERLNAHLAFTFLDEVI
gi|17506801|ref|NP_492758.1|              561 HKIQFEKRILE---	 571------------------------------------QHRDCID-----------------	 578----------------------------
Osa:LOC_Os05g50660                       1038 --------QSNG------------------MANYLTDEQRLEDAHR	 1057ANFVHELMIEKAPSALVSLVGRKEYERCAQDVYFFLQSPVCLKQLAFEVLELLVLAAFP
Bra:Bra026152                             942 -------------------------------SSDEEQQQEAERR	 954AKFVRELMIEKAPATIVSLVGQKEYEQCAEDLYFFLQSSVCLKLLAYDLVELLLTSAFPE	 1
Bra:Bra026776                             924 -------------------------------TSDEEQQQEAERR	 936AKFVHELMIEKAPATIVSLVGQNEYKQCAEDLYFFLQSSVCLKQLAFDLLELLLLSAFPE	 9
AT1G15240.                                926 -------------------------------ISEEEQKQEAERR	 938AKFVHELMIEKAPATIVSLIGQKEYEQCAEDLYFFLQSSVCLKQLAFDILELLLLSAFPE	 9
Cru:Carubv10008179m                       928 -------------------------------SS-EEQQQEAERQ	 939AKFVHELMIEKAPAAIVSLIGQKEYDQCAEDLYFFLQSSVCLKQLAFDLLELLLLSAFPE	 9
Csa:Cucsa.359160.1                       1015 ----SG----------------NNSNEILSPRSLEELQQQEADRR	 1039AKLVYDLMITNAPPAIVGLVGRKEYEQCAKDLYYFLQSAVCTKLLALDLIELLLLTLFPE
Mtr:Medtr4g012920                        1118 SQNSPNGNQPTPVSSPRM------------------DDEKQEADRR	 1145AKFVYELMIDQAPPTIVSLVGRKEYEQCARDLYFFLQSSVCLKQLAFDLLEMLLLSAFP
Gma:Glyma08g21950                        1032 SQNSPHGNQPTQVSSPR----------------LD-DEQKQEADRR	 1060AKFVYELMIDHAPPAIVGLVGRKEYEQCARDLYFFLQSSVILKQLAFDILELLLTSAFP
Gma:Glyma07g00690                        1029 SQNSPHGNQPTQVSSPR----------------LD-DEQQQEADRR	 1057AKFVYELMIDHAPPAIVGLVGRKEYEQCARDLYFFLQSSVILKQLVFDILELLLTSAFP
Egr:Eucgr.F03028                          982 SSPRA----------------QQSPEMSSPRQSDEQQQLEAEQR	 1009AKFVYEIMIDKAPATIVSLVGRKEYEQCAKDLYFFLQSSVSLKMLAFDLLELLLLSAFPE	
Vvi:GSVIVT01017080001                     965 MSPHGQQPAQMSSPKMEDLQKLQE--KEHNLVLDELQQQEADRR	 1006AKLVYELMIDNPPSAIVGLVGRKEYEQCAKDLYFFLQSSVCLKMLAFDLLELLVLSAFPE	
Rco:30146.m003594|30146.m003594           959 SSPHGQQPPNISSPKLSSPLVRQPSEISSPRLSDEQLQQEADRR	 1002AKFVYELMINNAPSTIVGLVGRKEYEQCAKDLYFFLQSSVCLKQLAFDLLELLLLSAFPE	
Ptr:Potri.003G053200                     1022 -------QQPTEVSSPKLISPHSQQPMEVSSPRLNDEQQQQDAVRR	 1060AKFVYELMIDNAPAAVVGLVGRKEYEQRAKDLYFFLQSSVCTKQLAFDLLELLLLTAFP
Ptr:Potri.001G183100synonym:POPTR_0001s1 1025 -------HQPSEVSSPKFISPHGQQPMEVSSPKFSNEQQQQDAARR	 1063AKLVYELMIDNAPAAIVSLVGRKEYEQCAKDLYFFLQSSVCMKQLAFDLLELLLLTAFP
Ppa:Pp1s67_32V6.1|                       1084 LEST-GHE--V-----------VEAGYEWQQRPPTNCFEYRLEAARR	 1116ASIVRETILEKAPTPLVSLIGKKQYTRCAKDIYYFSQSTVCVKQLTYGLLEMLLVQTF
Ppa:Pp1s7_51V6.1                         1061 EDN-RME--F-----------PDESKAGQQRPPVNLTEQKPEAARR	 1092AAVVREIILDKAPAPLVSIIGKKQYTRCAKDIYYFSQASVCMKQLAYSFLEMLLLATFP
Ppa:Pp1s48_155V6.1                       1057 EDS-ARG--F-----------SDDSREGQQHPPLNSFEQRQEAARR	 1088AEVVREIILDKAPATLVSIIGKKQYTSCANDIYYFSQASVCMKQLAYNLLETALLATFP
Ppa:Pp1s68_34V6.1                        1060 VEDS-ANE--F-----------LDE-----GHPPINSFELRREAARR	 1087ASFLREIIVDKAPATLVSLIGKKQYVRCAKDIYYFSQASVCMKQLAYNLLETVLLATF
Smo:413327|413327                         875 -----------------------------APQLSFEDELEAARR	 889KMVVRELLQDQAPTALVSLIGRKQYMRCAKDIYSFLQSQVCIKQLAYSLLEKVLGAAFPE	 9
Zma:GRMZM2G026442_T01                     922 Q-SLG--S----------PTLAVGNKKGRT--SSFELHLEASRN	 950ASEVKKLILDGTPSALVSIIGYKQYRRSARDMYYFLQSNVCIKQLAYAMLEQVLVTVFPE	 1
Osa:LOC_Os11g06040                        965 KH-PSG--S----------ANQASGNRKDSA--SSFEQQLEASRN	 994ASEVKKLLLGGTPPTLVSIIGYKQYQRSARDIYYFLQSNVCVKQLAYAMIEQVLVSLFPE	
Egr:Eucgr.G01512                          658 ---INQFGGSRISKQGSSSFELQLEAARR	 683ARDVKKMLFEGAPATLVSLIGHNQYRRCAKDMYYFLQSSICVKQLAYGILELLLVSVFPE	 743M--RDVVEDIHKK
Gma:Glyma20g01140                         872 K-SSA--T----------ISESGGSSIPKSQSGSFEQQLEATRR	 902ASELKKLLFDGAPSALVSLIGQKQYKRCASDIYYFSQSSICVKQLAYAILELLLISIFPE	 9
Mtr:Medtr4g087210                        1036 DEK-PSQ--T----------ISGSGGRNITKHESGSFEEQLEAARR	 1068ESDIKKLLFDGAPTTLVSLIGHNQYRRCARDIYYFSQSPVCMKQLAYAILELLLVSIFP
Gma:Glyma02g15445                         920 K-SSP--T----------MSRSGGSNITKSESGSFEQELEAARR	 950ASDIKKLLFDGAPTTLVSLIGHKQYRRCARDIYYFSQSNVCVKQLAYAILELALVSIFPE	 1
Gma:Glyma07g33040                         921 K-PSP--T----------MSRSGGNNITKSESGSFEQELEAARR	 951ASDIKKLLFDGAPTTLVSLIGHKQYRHCARDIYYFSQSNICVKQLAYAILELALVSIFPE	 1
Bra:Bra015246                             893 N-AFQ--I----------AGQLGGMKEVKP--SSFEQQFEASRR	 921ASEIKKFLFDGAPTALVSLVGHNQYRRCARDIFYFTQSNVCIKQLTFAILELLLRTVFPE	 9
Cru:Carubv10012892m                       888 S-KFQ--M----------ACQLGL-TKDRP--RSLEQQLEASRR	 915CHEIKKFLLDGAPTALVFLVGHSQYRRCARDIFYFTQSNVCIKQLTFAILELLLRSVFPE	 9
AT2G15900                                 889 K-TYQ--M----------AGQLGGMKVTKP--SSFEQQLEAFRR	 917ASEIKKFLFDGAPTALVSLVGHNQYRRCARDIFYFTQSNICIKQLTFAILELLLRSVFPE	 9
Cru:Carubv10012885m                       907 K-TFQ--M----------AGQLGGMKVAKP--SSFEQQFEASRR	 935SNEIKKFLFDGAPTALVSLVGHNQYRRCARDIFYFTQSNVCIKQLTFAILELLLRSVFPE	 9
Csa:Cucsa.220190                          943 -------------------SRTDGGKSPKP--GSFELQLEAARR	 965ASDVKKMLFGGAPTPLVSLIGHNQYKRCAKDIYYFTQSTICVKQLGYGLLELLLVSLFPE	 1
Vvi:GSVIVT01031845001                     893 T------A-----------SHVAGSKASKP--GSFELQFEASRR	 917ASDVKKIIFNGAPTALVSLIGHNQYKKCAKDIYYFLQSTVCVKQLAYGILELLVISVFPE	 9
Rco:29851.m002502|29851.m002502           926 I-PLQ--V-----------SQFGGSKVSKQGSGSFEEQLEAARR	 955ASDIKKMLFDGAPTALVSLIGNKQYKRCARDIFYFTQSTICVKQLAYAILELLLVSVFPE	 1
Ptr:Potri.009G108300                      947 I-PFQ--I-----------SQLGGSKVSNK--GSFEEQLEAARR	 974ASDIKKMLFDGAPSTLVSLIGTKQYKRCARDIFYFTQSTICVKQLTYGILELLVLSVFPE	 1
Ptr:Potri.004G146600                      946 I-PFQ--I-----------SQLSGCKVSNK--GSFEEQLEAACR	 973ASDIKKMLFDGAPATLVSLIGNKQYKRCARDIFYFTQSTICVKQLAYGILELLVISVFPE	 1



gi|17864088|ref|NP_055947.1|              923 22YKFRELFNKLHSRSKQMQKYKQKLQTTQAPSLQKR	 957          
YML104C                                  1124 -	 1123-----ICND*-------------------------	 1127     
gi|164426626|ref|XP_957576.2             1245 -DI---	 1246-----LFGEIQGRKQQPGG----------------	 1260
gi|17506801|ref|NP_492758.1|              579 -------	 578                                        
Osa:LOC_Os05g50660                       1117 E	 1117L--DDIVKKWHEDKQQLYALE*-------------	 1136     
Bra:Bra026152                            1015 014M--EQSFKQLQEEKHLFGQYTPPT*----------	 1036        
Bra:Bra026776                             997 96M--EKAFKQLHEEKHLFGQYTSN*-----------	 1017         
AT1G15240.                                999 98M--EQAFKKLHYEKHLFGQYTPPN-----------	 1020         
Cru:Carubv10008179m                      1000 99M--EQAFKQLHYEKHLFGQYTPPN*----------	 1021         
Csa:Cucsa.359160.1                       1100 	 1099L--DSVFKQLHERKEKFGKLDAHV*----------	 1121      
Mtr:Medtr4g012920                        1205 E	 1205L--DDVFKQVHEEKHKFGELIK*------------	 1225     
Gma:Glyma08g21950                        1120 E	 1120L--DNVFKQLHEEKHKFGEFRTQ*-----------	 1141     
Gma:Glyma07g00690                        1117 E	 1117L--DNVFKQLHEEKHKFGEFRTE*-----------	 1138     
Egr:Eucgr.F03028                         1070 1069L--DSVFKQLYDEKHKFGEYREN*-----------	 1090       
Vvi:GSVIVT01017080001                    1067 1066L--DDIFKQLFEERQKFGEFKAN*-----------	 1087       
Rco:30146.m003594|30146.m003594          1063 1062L--DYVFRQLHEEKHRFGELKTT------------	 1083       
Ptr:Potri.003G053200                     1120 E	 1120L--DSVFRQLRVEKHKFGEFKPN*-----------	 1141     
Ptr:Potri.001G183100synonym:POPTR_0001s1 1123 E	 1123L--DYVFRQLHEEKHKFGEFKPN*-----------	 1144     
Ppa:Pp1s67_32V6.1|                       1175 PE	 1176L--HDLILNVRSSVT*-------------------	 1189    
Ppa:Pp1s7_51V6.1                         1152 E	 1152L--HDLVLDVRSSVM*-------------------	 1165     
Ppa:Pp1s48_155V6.1                       1148 E	 1148L--HDLVLDVRSTVILRS*----------------	 1164     
Ppa:Pp1s68_34V6.1                        1146 PE	 1147L--HDLILDVRSSVK*-------------------	 1160    
Smo:413327|413327                         950 49L--EDLILEVHGATA*-------------------	 962          
Zma:GRMZM2G026442_T01                    1011 010L--RQLIEDIHEKGRKEQASFTYQL*---------	 1033        
Osa:LOC_Os11g06040                       1055 1054L--RQLIEDIHEKGRKEQASFTYQL*---------	 1077       
Egr:Eucgr.G01512                          755 MRVEQPA*--------------	 761                         
Gma:Glyma20g01140                         963 62L--RNVVISVHENMHVHQPV*--------------	 980          
Mtr:Medtr4g087210                        1128 E	 1128M--RNVVLSVHENMNVHQAP*--------------	 1146     
Gma:Glyma02g15445                        1011 010I--RNVVKSIHQPV*--------------------	 1022        
Gma:Glyma07g33040                        1012 011I--RNVVESIHQPV*--------------------	 1023        
Bra:Bra015246                             982 81L--KDLLRDIRENSNGRSE*---------------	 998          
Cru:Carubv10012892m                       976 75L--QDLLKDIREGSHGRSE*---------------	 992          
AT2G15900                                 978 77L--QDLLRDIRENPQGRSE----------------	 994          
Cru:Carubv10012885m                       996 95L--QDLLRDIRETSHGRSE*---------------	 1012         
Csa:Cucsa.220190                         1026 025L--RNLILEIHGKSHVSQPV*--------------	 1043        
Vvi:GSVIVT01031845001                     978 77L--RELVLDIHAKK*--------------------	 989          
Rco:29851.m002502|29851.m002502          1016 015L--QDLVLDIHGKMGVLPS----------------	 1032        
Ptr:Potri.009G108300                     1035 034L--RDLLLGLNEKMRAPPA*---------------	 1051        
Ptr:Potri.004G146600                     1034 033L--RDVLLGLNEKMRAPPA*---------------	 1050        


