
CMB021C|CMB021CT                            1 ------------------------------------------------------------	 0------MVPMQCMFVANGFV-------------GRFDASGRLQMGQKL
CMV086C|CMV086CT                            1 ------------------------------------------------------------	 0------------------------------------------------
gi|17555558|ref|NP_497429.1|                1 ------------------------------------------------------------	 0-----------------------------------------------M
gi|31542947                                 1 ------------------------------------------------------------	 0-----------------------MLRL-----PTVF----------RQ
YLR259C                                     1 ------------------------------------------------------------	 0-----------------------MLRS-------SV-----------V
gi|164428039                                1 ------------------------------------------------------------	 0------------------------------------------------
gi|66806233                                 1 ------------------------------------------------------------	 0-----------------------MFRQ---------------------
CMQ270C|CMQ270CT                            1 ------------------------------------------------------------	 0-----------------------MQSIACSGTVQ--------SLRRLV
405358|405358                               1 ------------------------------------------------------------	 0------------------------------------------------
Esi0161_0060                                1 ------------------------------------------------------------	 0-----------------------MYLRQASALAARRA-----------
GRMZM2G0|GRMZM2G074790_T01                  1 ------------------------------------------------------------	 0-----------------------MYR-A----AAVISRSSS-ALRRQL
LOC_Os05g46290|LOC_Os05g46290.1             1 ------------------------------------------------------------	 0-----------------------MYR-AAAAAASSISRSSS-ALRKQL
Cucsa.360540|Cucsa.360540.1                 1 ------------------------------------------------------------	 0-----------------------MYR-LASKLASS-------TSRKLV
Medtr8g017080|Medtr8g017080.1               1 ------------------------------------------------------------	 0-----------------------MYR-FASKLASSLASSTS-KNKNLV
Glyma07g01190|Glyma07g01190.1               1 ------------------------------------------------------------	 0-----------------------MYR-LARRVGSSIASPS---AKNLV
Glyma08g20560|Glyma08g20560.1               1 ------------------------------------------------------------	 0-----------------------MYR-LARRVASSIASPS---AKNLV
Glyma08g20560|Glyma08g20560.2               1 ------------------------------------------------------------	 0------------------------------------------------
Eucgr.F03134|Eucgr.F03134.1                 1 MATNGPMGVDLSNQHQRLSLLLVE---PYQNPCCERGVVAHVRRNPRELGELAIELALIP	 57RRHLRNPVLYCCVYFLGKCGEGEMFR-IAAKLASSISHGY---SKKL
GSVIVG01016859001|GSVIVT01016859001         1 ------------------------------------------------------------	 0-----------------------MYR-VAAKLASTI------------
Bra001524|Bra001524                         1 ------------------------------------------------------------	 0-----------------------MYR-VLSKLSSSIGSST---SRKLV
AT3G13860                                   1 ------------------------------------------------------------	 0-----------------------MYR-VLSKLSSSIGSST---SRKLV
Carubv10013333m.g|Carubv10013333m           1 ------------------------------------------------------------	 0-----------------------MYR-VLSKLSSSIGSST---SRKLV
PGSC0003DMG400002585|PGSC0003DMT40000664    1 ------------------------------------------------------------	 0------------------------------------------------
Potri.003G037400|Potri.003G037400.1         1 ------------------------------------------------------------	 0------------------------------------------------
28694.t000010|28694.m000667                 1 ------------------------------------------------------------	 0-----------------------MYR-IASRLASSFGSSP---SKKLV
Potri.003G039600|Potri.003G039600.1         1 ------------------------------------------------------------	 0------------------------------------------------
74977|74977                                 1 ------------------------------------------------------------	 0------------------------------------------------
Bra021836|Bra021836                         1 ------------------------------------------------------------	 0------------------------------------------------
Cre06.g309100|Cre06.g309100.t1.2            1 ------------------------------------------------------------	 0-----------------------MHS-LSKA------LLGSGRRGQQN
Vocar20007800m.g|Vocar20007800m             1 ------------------------------------------------------------	 0-----------------------MHS-LGKA------ILGSARRNQQN
Bra005514|Bra005514                         1 ------------------------------------------------------------	 0-----------------------MYR-LVSSIASKARVAR--NGTTQI
Bra022931|Bra022931                         1 ------------------------------------------------------------	 0-----------------------MYR-LISSIASKARVAR--NCTSQI
AT2G33210                                   1 ------------------------------------------------------------	 0-----------------------MYR-LVSNVASKARIAR--KCTSQI
Carubv10022887m.g|Carubv10022887m           1 ------------------------------------------------------------	 0-----------------------MYR-LVTNVASKARIAR--NCTSQI
Cucsa.078710|Cucsa.078710.1                 1 ------------------------------------------------------------	 0-----------------------MHR-FASGLASKARLA--NNSARQI
LOC_Os03g04970|LOC_Os03g04970.1             1 ------------------------------------------------------------	 0-----------------------MYR-AAASLASKARQAGSS--ARQI
GRMZM2G458208|GRMZM2G458208_T01             1 ------------------------------------------------------------	 0-----------------------MYR-AAASLASKARQAGNSLATRQV
GRMZM2G416120|GRMZM2G416120_T01             1 ------------------------------------------------------------	 0-----------------------MYR-AAASLASKARQAGSSSAARQV
LOC_Os10g32550|LOC_Os10g32550.1             1 ML---------LEPPRVFSSLIKSPRPPLFPPPQEKKRLHSSTSSPPPL-------TS--	 42-----PPLPSLLLPSPRSLLGSAMYR-AAASLASKARQAGSS--ARQ
Potri.002G252900|Potri.002G252900.1         1 ------------------------------------------------------------	 0-----------------------MYR-FASGLASKASGVAG-NNAKQI
PGSC0003DMG400011575|PGSC0003DMT40003026    1 ------------------------------------------------------------	 0-----------------------MYR-FAANLASKAR-VAR-ISSQQI
Bra001934|Bra001934                         1 ------------------------------------------------------------	 0-----------------------MFR-FVSSLASKAR-IAS-N-TRQV
AT3G23990                                   1 ------------------------------------------------------------	 0-----------------------MYR-FASNLASKAR-IAQ-N-ARQV
Carubv10013241m.g|Carubv10013241m           1 --------------------------------------LHSSSSLSLSLRLFITDLTLP-	 21---FDSSLPRR-LHRLSSSFSLTMYR-FASNLASKAR-IAQ-N-TRQ
PGSC0003DMG401027165|PGSC0003DMT40006985    1 ------------------------------------------------------------	 0-----------------------MYR-FAAKLASKSR-VAR-RSTQQV
30204.t000086|30204.m001817                 1 ------------------------------------------------------------	 0-----------------------MYR-FVSGLASKAR-LAK-NSTQQV
Potri.001G054400|Potri.001G054400.1         1 ------------------------------------------------------------	 0-----------------------MHR-FTSSLASKAR-IAR-SSTNQI
Potri.003G173900|Potri.003G173900.1         1 ------------------------------------------------------------	 0-----------------------MHR-FTSSLASKAR-IAR-STTKQI
Glyma10g25630|Glyma10g25630.1               1 ------------------------------------------------------------	 0-----------------------MYR-FASNLASKAR-IAR-SSSHQI
Glyma20g19980|Glyma20g19980.1               1 ------------------------------------------------------------	 0-----------------------MYR-LASNLASKAR-IAR-SSSQQI
Glyma10g33680|Glyma10g33680.1               1 ------------------------------------------------------------	 0-----------------------MYR-FATSLASKAR-IAR-SSTQQI
Glyma20g33910|Glyma20g33910.1               1 ------------------------------------------------------------	 0-----------------------MYR-FATSLASKAR-IAR-SSTQQI
Medtr1g090130|Medtr1g090130.1               1 ------------------------------------------------------------	 0-----------------------MYR-FASSLASKAR-IAR-NNVQQV
Medtr1g090140|Medtr1g090140.1               1 ------------------------------------------------------------	 0-----------------------MYR-FASSLASKAR-IAR-SNANQI
29904.t000134|29904.m003020                 1 ------------------------------------------------------------	 0-----------------------MYR-FASSLASKAR-IAR-NSTHQI
GSVIVG01029025001|GSVIVT01029025001         1 ------------------------------------------------------------	 0-----------------------MYR-FATSLASKAR-IAR-NSTHQI
Cucsa.383180|Cucsa.383180.1                 1 ------------------------------------------------------------	 0-----------------------MHR-FASGLASKAR-LAR-NSTNQI
Eucgr.H02866|Eucgr.H02866.1                 1 ------------------------------------------------------------	 0-----------------------MYR-FASSLASKAR-IAR-NSAHQI
85251|85251                                 1 ------------------------------------------------------------	 0--------------------------------------------ALQE
Phpat.020G069000|Phpat.020G069000.1         1 ------------------------------------------------------------	 0-----------------------MFR-AAAALAA--------------
Phpat.013G023400|Phpat.013G023400.1         1 ------------------------------------------------------------	 0-----------------------MYR-VAAALASRV---SRGQSLVQA
Phpat.004G086700|Phpat.004G086700.1         1 ------------------------------------------------------------	 0-----------------------MYR-AAAALASRV---NRGRSLVQN
Phpat.026G009800|Phpat.026G009800.1         1 ------------------------------------------------------------	 0-----------------------MYR-AAATLSARI---NRGRALVQN

CMB021C|CMB021CT                           30 SRRTTPGRSSVL	 41S--VSMAAKQVVFHEESRRRLVRGINAVADAVRITLGPKGRNVVL----------ERSYG	 89APEVVNDGVTIARDISLEDPTENVGARLLQEV
CMV086C|CMV086CT                            1 ------------	 0------MSKRILYQEQARRALSQGMDILAEAVAVTLGPKGRNVVL----------EKKYS	 44CPQIVNDGVTIAKEIDLANHMQNTGVCLIRQAA
gi|17555558|ref|NP_497429.1|                2 LRLARKGLQTAV	 13VRSY---AKDVKFGAEGRQAMLVGVNLLADAVSVTMGPKGRNVII----------EQSWG	 60SPKITKDGVTVAKSIDLKDKYQNLGAKLIQDV
gi|31542947                                11 MRPVSRVLAPHL	 22TRAY---AKDVKFGADARALMLQGVDLLADAVAVTMGPKGRTVII----------EQSWG	 69SPKVTKDGVTVAKSIDLKDKYKNIGAKLVQDV
YLR259C                                     8 R--SRATLRPLL	 17RRAY-SSHKELKFGVEGRASLLKGVETLAEAVAATLGPKGRNVLI----------EQPFG	 66PPKITKDGVTVAKSIVLKDKFENMGAKLLQEV
gi|164428039                                1 ------------	 0------------------------------------------------------------	 0----------------MKDKFENLGARLIQEVAG
gi|66806233                                 5 ---IANKSTKFG	 13LRNY-STGKDIKFGAECRALMLRGVEQLAAAVEVTLGPKGRNVIL----------DQPFG	 62QPKITKDGVTVAKHIEFADRHINLGAQLVKGV
CMQ270C|CMQ270CT                           18 SVGTL-GCAQAS	 28SRRWLASGKDLRFGSEARNLMLRGVDLLADAVQTTLGPKGRNVVI----------DMSYG	 78SPKITKDGVTVARNIEFRDKHLNLGAQLVRAV
405358|405358                               1 ------------	 0--------------------MLEGVNELADAVQVTMGPKGRNVVI----------ELSYG	 30TPKITKDGVTVARSMAFENRVKNVGAALVKQVA
Esi0161_0060                               15 ---T------AG	 17SVRRLATGKDVKFGVEGRALMLQGVDMLADAVQVTMGPKGRSAIL----------EQTYG	 67VPRITKDGVTVAKSIEFKDKFHNMGAQLVRQV
GRMZM2G0|GRMZM2G074790_T01                 20 ARGVAGELPRLL	 31ARGYAATAKEVSFGVGARAAMLQGVNDLADAVKVTMGPKGRTVII----------EGSHK	 81GPKVTKDGVTVAKSVEFEDSAKNVGANLVKQV
LOC_Os05g46290|LOC_Os05g46290.1            24 SRGGCGE-QRLW	 34ARGYA--AKEVAFGVGARAALLQGVNDLADAVKVTMGPKGRNVII----------ERSHR	 82APKVTKDGVTVAKSIEFEDSAKNVGANLVKQV
Cucsa.360540|Cucsa.360540.1                18 CSRV------TS	 23SRSY--AAKDINFGDGARAAMLQGVSEVAEAVKVTMGPKGRNVII----------DTSFG	 71SPKVTKDGVTVAKSIQFKDKAKNVGADLVKQV
Medtr8g017080|Medtr8g017080.1              24 CNGA------LL	 29RRNY--VTKDIKFGVGARAAMLQGVSEVAEAVKVTMGPKGRNVII----------EKSNR	 77NPRVTKDGVTVAKSIKFKDKAKNLGADLIKQV
Glyma07g01190|Glyma07g01190.1              22 YGGV------LS	 27SRNF--VSKDINFGVGARAAILHGVTEVADAVKVTMGPKGRNVII----------ERSRG	 75NPRITKDGVTVAKSIKFKDKSKNVGADLVKQV
Glyma08g20560|Glyma08g20560.1              22 YGGV------LS	 27SRNF--VSKDINFGVGARAAILQGVTEVADAVKVTMGPKGHNVII----------ERSRG	 75NPRITKDGVTVARSIKFKDKSKNVGADLVKQV
Glyma08g20560|Glyma08g20560.2               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Eucgr.F03134|Eucgr.F03134.1               101 ACRAV------IG	 107TRCY--VAKDINFGIGARAAMLQGVTEVAEAVKVTMGPKGRIVII----------ENSRG	 155NPKITKDGVTVAKSIQFKDKVKNVGADLV
GSVIVG01016859001|GSVIVT01016859001        13 --RV------LS	 16SRSY--GAKDIHFGIGARAAMLQGVTELAEAVKVTMGPKGRNVII----------EKNRG	 64DPKVTKDGVTVAKSIKFKEKAKNVGADLVKQV
Bra001524|Bra001524                        22 SGRI------IS	 27SRNY--VAKDISFGVGARAAMLQGVSEVAEAVKVTMGPKGRNVII----------ESSYG	 75APKITKDGVTVAKSISFESNAKNMGAELVKQV
AT3G13860                                  22 SGRI------IS	 27SRNY--AAKDISFGIGARAAMLQGVSEVAEAVKVTMGPKGRNVII----------ESSYG	 75GPKITKDGVTVAKSISFQAKAKNIGAELVKQV
Carubv10013333m.g|Carubv10013333m          22 SGRI------IS	 27SRNY--AAKDISFGVGARAAMLQGVSEVAEAVKVTMGPKGRNVII----------ENSYG	 75GPKITKDGVTVAKSISFQAKAKNIGAELVKQV
PGSC0003DMG400002585|PGSC0003DMT40000664    1 ------------	 0--------------------MLQGVNELAEAVKVTMGPKGRNVII----------EKSPG	 30NPKVTKDGVTVAKSINFKEKAKNVGADLVKQVA
Potri.003G037400|Potri.003G037400.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
28694.t000010|28694.m000667                22 YGQL------IC	 27SRSY--VAKDISFGVGARAAMLQGINEVAEAVKVTMGPKGRNVII----------EKSHG	 75GPKVTKDGVTVAKSIKFKENAKNIGADLVKQV
Potri.003G039600|Potri.003G039600.1         1 ------------	 0---------------------------------------GRHVII----------EKSRG	 11LPKVTKDGVTVAKSIKFKEKAKSVGADLVKQVA
74977|74977                                 1 ------------	 0--------KNTKYGVEARLLMLQGVQQLADCVKVTMGPKGRNVIIE---------QDKYG	 43PPRVTKDGVTVAKAIGFKDKMKNVGADLVKRVA
Bra021836|Bra021836                         1 --ML------SS	 4TRSY--SAKDIRSG----------VKELADTGQVTIGPKGCNVTIEQKDDGSITITQSWR	 52APKVTKDDVTVAKSNESKGRVKNVGASPVKQVA
Cre06.g309100|Cre06.g309100.t1.2           19 SALL------QA	 24VRFY--AAKDVRFGIECRDKVLAGVNKLADAVQVTLGPKGRNVMI----------EQTYG	 72GPKITKDGVTVAKAIELKDKFENIGASLVKQV
Vocar20007800m.g|Vocar20007800m            19 GQIL------QA	 24VRYY--AVKDVRFGIECRDKVLAGVNKLADAVQVTLGPKGRNVMI----------EQSYG	 72GPKITKDGVTVAKAIELKDKFENMGASLVKQV
Bra005514|Bra005514                        23 GSRL------SS	 28TRNY--AAKDIKFGVEGRALMLRGVEELADAVQVTMGPKGRNVII----------EQSWG	 76APKVTKDGVTVAKSIEFKDRVKNVGASLVKQV
Bra022931|Bra022931                        23 GSRL------SS	 28TRNY--AAKDIRFGVEGRALMLRGVEELADAVKVTMGPKGRNVII----------EQSWG	 76APKVTKDGVTVAKSIEFKDRVKNVGASLVKQV
AT2G33210                                  23 GSRL------NS	 28TRNY--AAKDIRFGVEARALMLRGVEDLADAVKVTMGPKGRNVII----------EQSWG	 76APKVTKDGVTVAKSIEFKDRIKNVGASLVKQV
Carubv10022887m.g|Carubv10022887m          23 GSRL------NS	 28TRNY--AAKDIRFGVEARALMLKGVEDLADAVKVTMGPKGRNVII----------EQSWG	 76APKVTKDGVTVAKSIEFQDRVKNVGASLVKQV
Cucsa.078710|Cucsa.078710.1                23 NSRF------NS	 28SRNY--AAKHIKFGVEARTLMLRGVEELADAVKVTMGPKGRNVVL----------EQSFG	 76APKVTKDGVTVAKSIEFEDKVKNVGASLVKQV
LOC_Os03g04970|LOC_Os03g04970.1            23 GSRL------AL	 28HRNY--AAKDIKFGVEARALMLRGVEELADAVKVTMGPKGRTVVI----------EQSFG	 76APKVTKDGVTVAKSIEFSNRVKNVGASLVKQV
GRMZM2G458208|GRMZM2G458208_T01            25 GSRL------AW	 30SRNY--AAKDIKFGVEARALMLRGVEELADAVKVTMGPKGRNVVI----------EQSFG	 78APKVTKDGVTVAKSIEFKDRVKNVGASLVKQV
GRMZM2G416120|GRMZM2G416120_T01            25 GSRL------AW	 30SRNY--AAKDIKFGVEARALMLRGVEELADAVKVTMGPKGRNVVI----------EQSFG	 78APKVTKDGVTVAKSIEFKDRVKNVGASLVKQV
LOC_Os10g32550|LOC_Os10g32550.1            82 VGSRL------AL	 88SRNY--AAKDIKFGVEARALMLRGVEELADAVKVTMGPKGRNVVI----------EQSYG	 136SPKVTKDGVTVAKSIEFKDRVKNVGASLVK
Potri.002G252900|Potri.002G252900.1        24 GSRL------AW	 29RRNY--AAKDIKFGVEARALMLRGVEELADAVQVTMGPKGRNVVL----------EQSWG	 77APKVTKDGVTVAKSIEFQDRVKNIGASLVKQV
PGSC0003DMG400011575|PGSC0003DMT40003026   23 GGRF------NW	 28SRNY--AAKDIRFGVEARALMLQGVEQLADAVKVTMGPKGRNVVI----------EQSWG	 76APKVTKDGVTVAKSIEFKDKIQNVGASLVKQV
Bra001934|Bra001934                        22 SSRM------SW	 27SRNY--AAKEIKFGVEARALMLRGVEELADAVRVTMGPKGRTVVI----------EQSWG	 75APKVTKDGVTVAKSIEFKDKVKNVGASLVKQV
AT3G23990                                  22 SSRM------SW	 27SRNY--AAKEIKFGVEARALMLKGVEDLADAVKVTMGPKGRNVVI----------EQSWG	 75APKVTKDGVTVAKSIEFKDKIKNVGASLVKQV
Carubv10013241m.g|Carubv10013241m          61 VSSRM------SW	 67SRNY--AAKEIKFGVEARALMLKGVEDLADAVKVTMGPKGRNVVI----------EQSWG	 115APKVTKDGVTVAKSIEFKDKIKNVGASLVK
PGSC0003DMG401027165|PGSC0003DMT40006985   23 GSRL------NW	 28SRNY--AAKDIKFGVEARGLMLQGVEQLADAVKVTMGPKGRNVVI----------EQSWG	 76APKVTKDGVTVAKSIEFKDKIKNVGASLVKQV
30204.t000086|30204.m001817                23 GSRL------AW	 28SRSY--AAKDIKFGVEARALMLKGVEDLADAVKVTMGPKGRNVVL----------EQSWG	 76APKVTKDGVTVAKSIEFQDRVKNVGASLVKQV
Potri.001G054400|Potri.001G054400.1        23 GSRL------SW	 28SRNY--AAKDIRFGVEARAGMLKGVEELADAVKVTMGPKGRNVVI----------EQSYG	 76APKVTKDGVTVAKSIEFKDKVKNVGASLVKQV
Potri.003G173900|Potri.003G173900.1        23 GSRL------SW	 28SRNY--AAKDIRFGVEARAVMLKGVEELADAVKVTMGPKGRNVVI----------EQSFG	 76APKVTKDGVTVAKSIEFKDKVKNVGASLVKQV
Glyma10g25630|Glyma10g25630.1              23 GSRL------SS	 28SRNY--AAKDIRFGVEARALMLKGVEELADAVKVTMGPKGRNVVI----------EQSFG	 76APKVTKDGVTVAKSIEFKDKVKNVGASLVKQV
Glyma20g19980|Glyma20g19980.1              23 GSRL------SL	 28SRNY--AAKDIKFGVEARALMLKGVEELADAVKVTMGPKGRNVVI----------EQSFG	 76APKVTKDGVTVAKSIEFKDKVKNVGASLVKQV
Glyma10g33680|Glyma10g33680.1              23 GSRV------SW	 28NRNY--AAKDIKFGVEARALMLKGVEELADAVKVTMGPKGRNVVI----------EQSFG	 76APKVTKDGVTVAKSIEFKDKVKNIGASLVKQV
Glyma20g33910|Glyma20g33910.1              23 GSRV------TW	 28NRNY--AAKDIKFGVEARALMLKGVEELADAVKVTMGPKGRNVVI----------EQSFG	 76APKVTKDGVTVAKSIEFKDKVKNIGASLVKQV
Medtr1g090130|Medtr1g090130.1              23 GSRV------AW	 28NRNY--AAKEIKFGVEARALMLKGVEDLAEAVKVTMGPKGRNVVI----------EQSFG	 76APKVTKDGVTVAKSIEFKCKVKNIGASLVKQV
Medtr1g090140|Medtr1g090140.1              23 GSRV------AW	 28SRNY--AAKEIKFGVEARALMLKGVEELAEAVKVTMGPKGRNVVI----------EQSFG	 76APKVTKDGVTVAKSIEFKDKVKNIGASLVKQV
29904.t000134|29904.m003020                23 GSRL------SW	 28SRNY--AAKDIKFGVEARALMLKGVEELAEAVKVTMGPKGRNVVI----------EQSFG	 76APKVTKDGVTVAKSIEFKDKIKNIGASLVKQV
GSVIVG01029025001|GSVIVT01029025001        23 GSRL------NW	 28SRNY--AAKDIRFGVEARALMLKGVEELADAVRVTMGPKGRNVVL----------EQSFG	 76APKVTKDGVTVAKSIEFKDRIKNVGASLVKQV
Cucsa.383180|Cucsa.383180.1                23 ASRS------NW	 28SRNY--AAKDVKFGVEARGLMLKGVEDLAEAVKVTMGPKGRNVVI----------EQSYG	 76APKVTKDGVTVAKSIEFKDKIKNVGASLVKQV
Eucgr.H02866|Eucgr.H02866.1                23 GSRA------SW	 28ARNY--AAKDIKFGVEARALMLKGVEDLADAVKVTMGPKGRNVVI----------EQSFG	 76APKVTKDGVTVAKSVEFKDRIKNVGASLVKQV
85251|85251                                 5 VSRA------QW	 10VRRY--SAKEIKFGVEARALMLQGVEQLADAVKVTMGPKGRNVVI----------DQGFG	 58SPKVTKDGVTVAKSIDFKDKLKNVGASLVKQV
Phpat.020G069000|Phpat.020G069000.1        11 ----------HL	 12VRWF--SAKDIRFGVEARALMLQGVEQLADAVQVTMGPKGRTVVL----------EQSYG	 60SPKITKDGVTVAKSIEFKDKLKNVGASLVKSV
Phpat.013G023400|Phpat.013G023400.1        22 -CRL------QS	 26ARKF--SGKDIRFGVEARALMLQGVEQLADAVQVTMGPKGRTVII----------EQSFG	 74SPKVTKDGVTVAKSIEFKDRLKNVGASLVKSV
Phpat.004G086700|Phpat.004G086700.1        22 FSKL------QS	 27TRHF--SAKDIRFGVEARALMLQGVEQLADAVQVTMGPKGRTVII----------EQSFG	 75SPKVTKDGVTVAKAIEFKDRLQNVGASLVKSV
Phpat.026G009800|Phpat.026G009800.1        22 FNKL------QS	 27TRNF--SAKDIRFGVEARALMLQGVEQLADAVQVTMGPKGRTVVI----------EQSFG	 75SPKVTKDGVTVAKAIEFKDRLQNVGASLVKSV



CMB021C|CMB021CT                          122 ASKTDQRAGDGTTTSTVLAQSIINQGLK	 149LVE-------SGANPIALKRGLDKAGQLLRAEIR--KLAVPIKSPKDIEAIATIASGNSE	 200EFGRIIAQAFERVG
CMV086C|CMV086CT                           78 SKTNEVAGDGTTTATVLAHAMIKQGLK	 104YVA-------SGANPMALKTGMSLATQWLVSQIR--DLAQPISDHLAIKQVASLSAGNDD	 155QVGEMISQAFEQVGA
gi|17555558|ref|NP_497429.1|               93 ANKANEEAGDGTTCATVLARAIAKEGFE	 120SIR-------QGGNAVEIRRGVMNAVEVVVAELK--KISKKVTTPEEIAQVATISANGDT	 171VVGNLISDAMKKVG
gi|31542947                               102 ANNTNEEAGDGTTTATVLARSIAKEGFE	 129KIS-------KGANPVEIRRGVMLAVDAVIAELK--KQSKPVTTPEEIAQVATISANGDK	 180EIGNIISDAMKKVG
YLR259C                                    99 ASKTNEAAGDGTTSATVLGRAIFTESVK	 126NVA-------AGCNPMDLRRGSQVAVEKVIEFLS--ANKKEITTSEEIAQVATISANGDS	 177HVGKLLASAMEKVG
gi|164428039                               19 KTNEVAGDGTTSATVLARAIFSETVK	 44NVA-------AGCNPMDLRRGIQAAVEAVVEYLQ--ANKRDVTTSEEVAQVATISANGDK	 95HIGELIASAMEKVGKEGV
gi|66806233                                95 ASSQNDQSGDGTTTATILTRAIFAEGCK	 122AVA-------AGMNPMDLWRGINFAVEKVVGELK--TISRPISSTEEISQVATISANGDK	 173VIGNLIANAMEKIG
CMQ270C|CMQ270CT                          111 ASATNDAAGDGTTTATVLTRAIFTEGVK	 138AVA-------AGLNPMDLKRGIDLAVEKVLEKLK--EYSKEIGGKNEIKQVATISANGDE	 189KIGELIAEAMDKVG
405358|405358                              64 NATNAVAGDGTTLATVLARSIFAEGTK	 90SVA-------AGMNAMDLRRGMNMAVDTVVEYLK--SKAKTISTPTEYAQVASISANGDA	 141EVGDLVAKALEKVGKE
Esi0161_0060                              100 ASKTNDAAGDGTTSATVLTRAIFREGCK	 127AVA-------AGMNPMDLRKGIKLATDHVVNVLS--DISKPISTKEEVAQVGTISANSET	 178EIGDLIASAMERVG
GRMZM2G0|GRMZM2G074790_T01                114 ADATNKAAGDGTTCATVLTQAILTEGCK	 141AVA-------AGVNVMDLRNGINKAINAITAHLK--SKAWKINSPEEINQVATISANGEK	 192EIGDLISKAMEKVG
LOC_Os05g46290|LOC_Os05g46290.1           115 AEATNKVAGDGTTCATVLTQAILTEGCK	 142AVA-------AGVNVMDLRNGINKAISSITTHLK--SKAWIINSSEEINQVATISANGEK	 193EIGDLISKAMEKVG
Cucsa.360540|Cucsa.360540.1               104 ASATNTAAGDGTTCATVLTQAILTEGCK	 131SIA-------AGVNVMDLRIGIKKAVDAVISELK--SRALMISTPEEITQVATISANGER	 182EIGELIARAMEKVG
Medtr8g017080|Medtr8g017080.1             110 AKATNSTAGDGTTCATVLTQAILIEGCK	 137SVA-------AGVNVMDLRNGINKAVDAVITDLK--SRAVMISTSEEITQVGTISANGER	 188DIGELIARAMEKVG
Glyma07g01190|Glyma07g01190.1             108 AKATNTAAGDGTTCATVLTQAILTEGCK	 135SIA-------AGVNVMDLRHGINKAVDAVITELK--RRALMISTSEEITQVGTISANGER	 186DIGELIARAMEKVG
Glyma08g20560|Glyma08g20560.1             108 AKATNTAAGDGTTCATVLTQAILTEGCK	 135SIA-------AGINVMDLRNGINKAVDAVITELK--SRTLMISTPEEITQVGTISANGER	 186DIGELMARAMEKVG
Glyma08g20560|Glyma08g20560.2               1 --------------------------	 0---------------MDLRNGINKAVDAVITELK--SRTLMISTPEEITQVGTISANGER	 43DIGELMARAMEKVGKEGVI
Eucgr.F03134|Eucgr.F03134.1               185 KQVANATNKVAGDGTTCATVLTQAIVMEGCK	 215SVA-------AGANVMDLRSGINKAVDAVIADLK--SRALMISTPEEITQVATISANGER	 266EIGELIARAME
GSVIVG01016859001|GSVIVT01016859001        97 ASATNTAAGDGTTCATVLTQAIFTEGCK	 124SVA-------AGVNAMDLRSGINMAVNAISTTYLLLTCTHYWPIPYSMKQVATISANGDR	 177EIGELLAKAMEKVG
Bra001524|Bra001524                       108 ANATNKVAGDGTTCATVLTQAILTEGCK	 135SVA-------AGVNVMDLRSGINMAIDAVVSDLK--SRAVMISTPEEITQVATISANGER	 186EIGELIARAMEKVG
AT3G13860                                 108 ASATNKVAGDGTTCATVLTQAILIEGCK	 135SVA-------AGVNVMDLRVGINMAIAAVVSDLK--SRAVMISTPEEITQVATISANGER	 186EIGELIARAMEKVG
Carubv10013333m.g|Carubv10013333m         108 ANATNKVAGDGTTCATVLTQAILMEGCK	 135SVA-------AGVNVMDLRVGINMAIAAVVSDLK--SRAVMISTPEEITQVATISANGER	 186EIGELIARAMEKVG
PGSC0003DMG400002585|PGSC0003DMT40000664   64 NATNSVAGDGTTCATVLTQAIFTEGCK	 90AVA-------AGVSVMDLRNGINMAIDAVVADLK--SRAVMISTPEEITQVGTISANGER	 141EIGEIIARAMEKVGKE
Potri.003G037400|Potri.003G037400.1         1 --------------------------	 0------------------------------------------------------------	 0----MIARAMEKVGKHGVIT
28694.t000010|28694.m000667               108 ANATNTAAGDGTTCATVLTQAILTEGCK	 135SVA-------AGVNVMDLRTGINMAIDAVVSDLK--KSALMISTPEEITQVATISANGER	 186EIGDLIARAMEKVG
Potri.003G039600|Potri.003G039600.1        45 NATNTATGDGTTCATVLTQAILVEGCK	 71SVS-------AGVNVMDLRSGINIAVGGVLSDLK--KRALMISTPEEITQVATISANGER	 122EIGEMIARAMEKVGKH
74977|74977                                77 ISTNDAAGDGTTLATVLTRAIFTEGCK	 103LVA-------AGMNAMELRRGINLAVDHVVFHLK--NRAKMISTSEEISQVATVSANGDK	 154EIGDLVAKAMERVGK
Bra021836|Bra021836                        86 KATNNVAGDGPTYATVLTRAIFTEACK	 112SVTPEKSAYHAAYNAMHLRLGIKLAVDTVVKTLK--SRARMISTFEEIAQVGTASANGDR	 170EIGELIAKAMESVGK
Cre06.g309100|Cre06.g309100.t1.2          105 ASATNDVAGDGTTTATVLTRAILAEGCK	 132SVA-------AGMNPMDLRRGINMAVEHVVGVLK--ARAKMISTTEEIAQVGTISANGER	 183EIGELIARAMEKVG
Vocar20007800m.g|Vocar20007800m           105 ASATNDVAGDGTTTATVLTRAILAEGCK	 132SVA-------AGMNPMDLRRGINMAVDHVVSVLK--GRAKMISTTEEIAQVGTISANGER	 183EIGDLIARAMEKVG
Bra005514|Bra005514                       109 ANATNDVAGDGTTCATVLTRAIFTEGCK	 136SVA-------AGMNAMDLRRGIKLAVDTVVTNLK--SRARMISTSEEIAQVGTISANGDR	 187EIGELIAKAMESVG
Bra022931|Bra022931                       109 ANATNDVAGDGTTCATVLTRAIFTEGCK	 136SVA-------AGMNAMDLRRGIKLAVDTVVTNLK--SRARMISTSEEIAQVGTISANGDR	 187EIGELIAKAMESVG
AT2G33210                                 109 ANATNDVAGDGTTCATVLTRAIFTEGCK	 136SVA-------AGMNAMDLRRGIKLAVDTVVTNLQ--SRARMISTSEEIAQVGTISANGDR	 187EIGELIAKAMETVG
Carubv10022887m.g|Carubv10022887m         109 ANATNDVAGDGTTCATVLTRAIFTEGCK	 136SVA-------AGMNAMDLRRGIKLAVDTVVTNLQ--SRARMISTSEEIAQVGTISANGDR	 187EIGELIAKAMETVG
Cucsa.078710|Cucsa.078710.1               109 ANATNDVAGDGTTCATVLTRAIFTEGCK	 136SVA-------SGVNAMDLRRGITMAVDSVITTLK--SRARMISTSEEIAQVGTISANGER	 187EIGELIAKALEKVG
LOC_Os03g04970|LOC_Os03g04970.1           109 ANATNDTAGDGTTCATVLTKAIFAEGCK	 136SVA-------AGMNAMDLRRGISMAVDEVVTNLK--GMARMISTSEEIAQVGTISANGER	 187EIGELIAKAMEKVG
GRMZM2G458208|GRMZM2G458208_T01           111 ANATNDTAGDGTTCATVLTKAIFTEGCK	 138SVA-------AGMNAMDLRRGISMAVDAVVTNLK--GMARMISTSEEIAQVGTISANGER	 189EIGELIAKAMEKVG
GRMZM2G416120|GRMZM2G416120_T01           111 ANATNDTAGDGTTCATVLTKAIFTEGCK	 138SVA-------AGMNAMDLRRGISMAVDAVVTNLK--GMARMISTSEEIAQVGTISANGER	 189EIGELIAKAMEKVG
LOC_Os10g32550|LOC_Os10g32550.1           167 QVANATNDTAGDGTTCATVLTKAIFTEGCK	 196SVA-------AGMNAMDLRRGISMAVDAVVTNLK--GMARMISTSEEIAQVGTISANGER	 247EIGELIAKAMEK
Potri.002G252900|Potri.002G252900.1       110 ANATNDVAGDGTTCATVLTRAIFAEGCK	 137SVA-------AGMNAMDLRRGISMAVEAVVTSLK--SRARMISTSEEIAQVGTISANGER	 188EIGELIAKAMEKVG
PGSC0003DMG400011575|PGSC0003DMT40003026  109 ANATNDVAGDGTTCATVLTRAIFAEGCK	 136SVA-------AGMNAMDLRRGITMAVDSVVTNLK--SRARMISTSEEIAQVGTISANGER	 187EIGDLIARAMEKVG
Bra001934|Bra001934                       108 ANATNDVAGDGTTCATVLTRAIFTEGCK	 135SVA-------AGMNAMDLRRGISMAVDAVVTNLK--SRARMISTSEEIAQVGTISANGER	 186EIGELIAKAMEKVG
AT3G23990                                 108 ANATNDVAGDGTTCATVLTRAIFAEGCK	 135SVA-------AGMNAMDLRRGISMAVDAVVTNLK--SKARMISTSEEIAQVGTISANGER	 186EIGELIAKAMEKVG
Carubv10013241m.g|Carubv10013241m         146 QVANATNDVAGDGTTCATVLTRAIFTEGCK	 175SVA-------AGMNAMDLRRGISMAVDSVVTNLK--SKARMISTSEEIAQVGTISANGER	 226EIGELIAKAMEK
PGSC0003DMG401027165|PGSC0003DMT40006985  109 ANATNDAAGDGTTCATVLTRAIFAEGCK	 136SVA-------AGMNAMDLRRGITMAVDAVVTNLK--SRARMISTSEEIAQVGTISANGER	 187EIGEIIARAMEQVG
30204.t000086|30204.m001817               109 ANATNDVAGDGTTCATVLTRAILVEGCK	 136SVA-------AGMNAMDLRRGISMAVDTVITNLK--SRTRMISTSEEIAQVGTISANGER	 187EIGELIAKAMEKVG
Potri.001G054400|Potri.001G054400.1       109 ANATNDTAGDGTTCATVLTQAIFTEGCK	 136SVA-------AGMNAMDLRRGISMAVESVVTNLK--SRARMISTSEEIAQVGTISANGER	 187EIGELIAKAMEKVG
Potri.003G173900|Potri.003G173900.1       109 ANATNDAAGDGTTCATVLTRAIFAEGCK	 136SVA-------AGMNAMDLRRGISMAVESVVTNLK--SRTRMISTSEEIAQVGTISANGER	 187EIGELIAKAMEKVG
Glyma10g25630|Glyma10g25630.1             109 ANATNDVAGDGTTCATVLTRAIFTEGCK	 136SVA-------AGMNAMDLRRGISMAVDAVVTNLK--SRARMISTSEEIAQVGTISANGER	 187EIGELIAKAMEKVG
Glyma20g19980|Glyma20g19980.1             109 ANATNDVAGDGTTCATVLTRAIFTEGCK	 136SIA-------AGMNAMDLRRGISMAVDAVVTNLK--SRARMISTSEEIAQVGMISANGER	 187EIGELIAKAMEKVG
Glyma10g33680|Glyma10g33680.1             109 ANATNDVAGDGTTCATILTKAIFTEGCK	 136SVA-------AGMNAMDLRRGINMAVDTVVTNLK--SRARMISTSEEIAQVGTISANGER	 187EIGELIAKAMEKVG
Glyma20g33910|Glyma20g33910.1             109 ANATNDVAGDGTTCATILTKAIFTEGCK	 136SVA-------AGMNAMDLRRGINMAVDAVVTNLK--SRARMISTSEEIAQVGTISANGER	 187EIGELIAKAMEKVG
Medtr1g090130|Medtr1g090130.1             109 ANATNDVAGDGTTCATILTRAIFSEGCK	 136SVA-------AGMNAMDLRRGINMAVDAVVTSLK--SRARMISTSEEIAQVGTISANGDR	 187EIGELIAKAMEKVG
Medtr1g090140|Medtr1g090140.1             109 ANATNDVAGDGTTCATVLTRAIFTEGCK	 136SVA-------AGMNAMDLRRGINMAVDAVVTNLK--SRARMISTSEEIAQVGTISANGDR	 187EIGELIAKAMEKVG
29904.t000134|29904.m003020               109 ANATNDVAGDGTTCATVLTRAIFTEGCK	 136SVA-------AGMNAMDLRRGISMAVDAVVTNLK--SRARMISTSEEIAQVGTISANGER	 187EIGELIAKAMEKVG
GSVIVG01029025001|GSVIVT01029025001       109 ANATNDVAGDGTTCATVLTRAIFTEGCK	 136SVA-------AGMNAMDLRRGISMAVDAVVTNLK--SRAKMISTSEEIAQVGTISANGER	 187EIGELIAKAMEKVG
Cucsa.383180|Cucsa.383180.1               109 ANATNDVAGDGTTCATILTRAIFMEGCK	 136SVA-------AGMNAMDLRRGISMAVDSVVTNLK--SRARMISTSEEIAQVGTISANGER	 187EIGELIAKAMEKVG
Eucgr.H02866|Eucgr.H02866.1               109 ANATNDVAGDGTTCATVLTRAIFTEGCK	 136SVA-------AGMNAMDLRRGITLAVDAVVTNLK--SRARMISTSEEIAQVGTISSNGER	 187EIGELIAKAMEKVG
85251|85251                                91 ANATNDVAGDGTTCATVLARAIFAEGCK	 118SVA-------AGMNAMDLRRGISSAVESVVENLK--SKAKMISTSEEIAQVGTISANGDR	 169EIGDLIARAMEKVG
Phpat.020G069000|Phpat.020G069000.1        93 ANATNDVAGDGTTAATVLARAIFTEGCK	 120SVA-------AGMNAMDLRRGITLAVDAVVAHLK--SQAKMISTSEEIAQVGTISANGDR	 171EIGDLLARAMEKVG
Phpat.013G023400|Phpat.013G023400.1       107 ANSTNDVAGDGTTAATVLTRAIFAEGCK	 134SVA-------AGMNAMDLRRGINLAVEAVVAHLK--SQAKMISTSEEIAQVGTISANGDR	 185EIGDLLARAMEKVG
Phpat.004G086700|Phpat.004G086700.1       108 ASSTNDVAGDGTTCATVLTRAIFVEGCK	 135SVA-------AGMNAMDLRRGISVAVDAVVSYLK--SQAKMISTSEEIAQVGTISANGDR	 186EIGDLLARAMEKVG
Phpat.026G009800|Phpat.026G009800.1       108 ASSTNDVAGDGTTCATVLTRAIFVEGCK	 135SVA-------AGMNAMDLRRGINLAVDSVVSHLK--SQAKMISTSEEIAQVGTISANGDS	 186EIGDLLARAMEKVG

CMB021C|CMB021CT                          215 ENGSTIVEESQTITDDVEFSEGMEIDRGYLSPYFVKEQDRQTCTLE	 260RPRILITDMKISNV-NEIIPILEQCVKDKEPLLIIADDVTGEALSTLVVNKMRGVLDVCA
CMV086C|CMV086CT                          171 DGVISLEEGKSSQTQLQITQGMRFEKGYISPYFATAGD--TVVLD	 213QPYILLTDKKITLVKQDLLPVLTLVSRTNRALLIIADDVEKEALATLILNKLRGIIQVVA	
gi|17555558|ref|NP_497429.1|              186 TTGVITVKDGKTLNDELELIEGMKFDRGYISPYFITSAKGAKVEYE	 231KALVLLSEKKISQV-QDIVPALELANKLRRPLVIIAEDVDGEALTTLVLNRLKVGLQVVA
gi|31542947                               195 RKGVITVKDGKTLNDELEIIEGMKFDRGYISPYFINTSKGQKCEFQ	 240DAYVLLSEKKISSI-QSIVPALEIANAHRKPLVIIAEDVDGEALSTLVLNRLKVGLQVVA
YLR259C                                   192 KEGVITIREGRTLEDELEVTEGMRFDRGFISPYFITDPKSSKVEFE	 237KPLLLLSEKKISSI-QDILPALEISNQSRRPLLIIAEDVDGEALAACILNKLRGQVKVCA
gi|164428039                              114 ITCKEGKTLYDELEVTEGMRFDRGYVSPYFITDPKSQKVEFE	 155KPLILLSEKKISQA-SDIIPALEISSQTRRPLVIIAEDIDGEALAVCILNKLRGQLQVAA	 214
gi|66806233                               188 KEGVITVQDGKTLKDELEIIEGMKFDQGFISRYFINDAKEQKCEFD	 233DPVILVVDGKISNV-QQLVPILELVHSKHKKLVIIADNIEGDALSALIFNKMR-GLQVCA
CMQ270C|CMQ270CT                          204 REGTITVADGKTLTDELEVVEGMRFDRGYISPYFITDAKSQKCELE	 249DVLILTAEKKVSSL-QSILPLLEQVVKARRPLLIIAEDVDSEALATLVVNKLRGGIQVCA
405358|405358                             158 GVVTISEGKTLENELEVIDGLKLDRGYLLTNFITNTRTQKCELD	 201DPLILVHEKKISEA-SKLKPLLQLVVKLQRPLFIVADDVVGEALTALVVNKVRAGLKVCV	 2
Esi0161_0060                              193 NEGVITVQDGKTLDNEIEVVEGMKFDRGYISPYFVTDNKTQMCEME	 238NPLILIVERKVSTI-SSIIPLLEATVKSQRPLLIVAEDVDSEALATLVVNKLRAGIKVCA
GRMZM2G0|GRMZM2G074790_T01                207 KDGVITIVDGKTLDNELEAVQGMKLSRGYISPYFVTDQKTQKCEME	 252NPLILIHDKKISNM-DSLLPALEISIKNRKPLLIVAEDVEGDALSMLVLNKHRAGLKVCA
LOC_Os05g46290|LOC_Os05g46290.1           208 KDGVITITDGKTLDNELEAVQGMKLSRGYISPYFVTDQKTQKCEME	 253NPLILIHDKKISTM-NSLLPVLEMSIKNRRPLLIIAEDVEGEALSMLVLNKHRAGLKICA
Cucsa.360540|Cucsa.360540.1               197 REGVITVSDGNTLEDELEVVEGMKLGRGFISPYFINDQKSQKCELE	 242NPFILIHEKKISDM-NLLLRALELAVTNKRALLVVAEDVESDALAMLILNKHRAGLKVCA
Medtr8g017080|Medtr8g017080.1             203 KEGVITVADGNTVDNELEVVEGMKLSRGYISPYFITDQKTQKCELE	 248NPFILIHDKKISDM-GSLLKVLELSVTNKRPLLVVAEDVDSDALAMLILNKHHAGLKVCA
Glyma07g01190|Glyma07g01190.1             201 KEGVITVVDGNTLDNKLEVVEGMKLTRGYISPYFITDQKTQKCELE	 246NPFILIHDKKISDI-NSLLKILELAVTKKRPLLVVAEDVESDALAMLILNKHHAGLKVCA
Glyma08g20560|Glyma08g20560.1             201 KEGVITVVDGNTLDNELEVVEGMKLTRGYISPYFITDQKTRKCELE	 246NPFILIHDKKISDM-NSLLKILELAVTKKRSLLVVAEDVESDALAMLILNKHHAGLKVCA
Glyma08g20560|Glyma08g20560.2              63 TVVDGNTLDNELEVVEGMKLTRGYISPYFITDQKTRKCELE	 103NPFILIHDKKISDM-NSLLKILELAVTKKRSLLVVAEDVESDALAMLILNKHHAGLKVCA	 162V
Eucgr.F03134|Eucgr.F03134.1               278 KVGKEGIITVTDGNTLDNELEVVEGMKLARGYMSPYFVTDRKTQKCELE	 326KPLILIHEKKISDL-NVVVQILELAMKMNRPLLIVAEDIESEALTTLVINKHHAGIK
GSVIVG01016859001|GSVIVT01016859001       192 KQGVITVADGNTLDSELEVVEGMKLARGYISPYFVTDHKTQKCELE	 237HPLILIHDKKISDM-NSLVRILELAVKKNRALLIVAEDVESDVLAMLVLNKHQAGVKGCA
Bra001524|Bra001524                       201 KEGVITVADGNTLENELEVVEGMKLARGYISPYFITDEKTQKCELE	 246NPIILIHEKKVSDM-NSLLKVLEAAVKSSRPLLVVAEDVESDALAMLILNKHHAGLKVCA
AT3G13860                                 201 KEGVITVADGNTLDNELEVVEGMKLARGYISPYFITDEKTQKCELE	 246NPIILIHEKKISDI-NSLLKVLEAAVKSSRPLLIVAEDVESDALAMLILNKHHGGLKVCA
Carubv10013333m.g|Carubv10013333m         201 KEGVITVADGNTLDNELEVVEGMKLARGYISPYFITDEKTQKCELE	 246NPIILIHEKKVSDM-HSLLKVLEAAVQSSRPLLIVAEDVESDALAMLILNKHHAGLKVCA
PGSC0003DMG400002585|PGSC0003DMT40000664  158 GVITVADGNTLDNDLEVVEGMKLGRGYISPYFVTDEKTQKCELE	 201NPLILIHDKKISDL-NSLVQILELALKRRRPLLIVAEDVESDALAMLILNKHRAGIKVCA	 2
Potri.003G037400|Potri.003G037400.1        17 VTDGNTLDNELEVVEGMKLARGYISPYFITDKKTQKCELE	 56NPLILIYDKKISDM-NSLLRVLELAVKKSRALFIVAEDVESDSLAMLILNMHRAGLKVCA	 115IKA
28694.t000010|28694.m000667               201 KEGVITVADGNTLENELEVVEGMKLARGYISPYFITDQKTQKCELE	 246NPFILIYEKKISDM-NSLVRILELAVNKNRSLLVVAEDVESESLAMLILNKHHAGVKVCA
Potri.003G039600|Potri.003G039600.1       139 GVITVTDGNTLDNELEVVEGMKLARGYISPYFITDKKTQKCELE	 182NPLILIYDKKISDM-NSLLRVLELAVKKSRALFIVAEDVESDSLAMLILNMHRAGLKVCA	 2
74977|74977                               170 EGLITIWDGQKLHNELTVVEGMEIDKGYISPYFVTNAKTQKAEFE	 214DALILLHPDKISSA-QKLAPVLEIIKKLQRPLLIIAEDVEGEALASLVVNKMRGGLKVAA	
Bra021836|Bra021836                       186 EGVIIVQGGNTLFNEMEVVEGMKIDRGYRSPLFITNEKYQTCELE	 230DPLILIHEKEITSP-DSTSTVLESALR---------------------------------	
Cre06.g309100|Cre06.g309100.t1.2          198 KEGVITVNDGKTLENELEVVEGMKFDRGYISPYFVTDQKTMKVELE	 243NPLILICEKRISGL-QSLLPVLEKVVQVQRPLLIIAEDVESEALATLIVNKLRAGLKVCA
Vocar20007800m.g|Vocar20007800m           198 KEGVITVNDGKTLDNELEVVEGMKFDRGYISPYFVTDQKTMKVELE	 243NPLILICEKRISGL-ASLLPVLEKVVQVQRPLLIIAEDVESEALATLIVNKLRAGLKVCA
Bra005514|Bra005514                       202 KEGVITIQDGKTLFNELEVVEGMKIDRGYISPYFITNQKNQKCELE	 247DPLILIHEKKISNL-NSIVKVLELALKKQRPLLIVAEDLDSEALAVLILNKLRAGIK---
Bra022931|Bra022931                       202 KEGVITIQDGKTLFNELEVVEGMKIDRGYISPYFITNQKNQKCELE	 247DPLILIHEKKISNL-NSMVKVLELALKSQRSLLIVAEDLESDALAVLILNKLRAGIK---
AT2G33210                                 202 KEGVITIQDGKTLFNELEVVEGMKIDRGYISPYFITNPKTQKCELE	 247DPLILIHEKKISNI-NAMVKVLELALKKQRPLLIVAEDVESDALATLILNKLRANIKVCA
Carubv10022887m.g|Carubv10022887m         202 KEGVITIQDGKTLFNELEVVEGMKIDRGYISPYFITNPKTQKCELE	 247DPLILIHEKKISNI-GAMVKVLELALKKQRPLLIVAEDVESDALATLILNKLRAGIKVCA
Cucsa.078710|Cucsa.078710.1               202 KEGVITISDGNTLDNELEIVEGMKLDRGYISPYFITNQKNQKCELE	 247DPLILIHEKKISNL-NAVVKVLELALKRQRPLLIVAEDVESEALATLILNKLRAGIKVCA
LOC_Os03g04970|LOC_Os03g04970.1           202 KEGVITITDGNTLYNELEVVEGMKLDRGYISPYFITNQKNQKCELD	 247DPLILIHDKKVSNL-HAVVKVLELALKKQRPLLIVAEDVESEALGTLIINKLRAGIKVCA
GRMZM2G458208|GRMZM2G458208_T01           204 KEGVITIADGNTLYNELEVVEGMKLDRGYISPYFITNSKTQKCELE	 249DPLILIHDKKVTNM-HAVVKVLEMALKKQKPLLIVAEDVESEALGTLIINKLRAGIKVCA
GRMZM2G416120|GRMZM2G416120_T01           204 KEGVITIADGNTLYNELEVVEGMKLDRGYISPYFITNSKAQKCELE	 249DPLILIHDKKVTNM-HAVVKVLEMALKKQRPLLIVAEDVESEALGTLIINKLRAGIKVCA
LOC_Os10g32550|LOC_Os10g32550.1           260 VGKEGVITIADGNTLYNELEVVEGMKLDRGYISPYFVTNPKTQKCELD	 307DPLILIHDKKVSNL-HAVVKVLELALKKQRPLLIVAEDVESEALGTLIINKLRAGIKV
Potri.002G252900|Potri.002G252900.1       203 KEGVITISDGKTMDNELEVVEGMKLDRGYISPYFITNDKNQKCELE	 248DPLILIHEKKISSM-SSTVKVLELALKRQRPLLIVAEDLEGEVLATLILNKLRAGIKVCA
PGSC0003DMG400011575|PGSC0003DMT40003026  202 KEGVITIQDGKTLLNELDVVEGMKLDRGYISPYFITNQKNQKCELD	 247NPLILIHEKKISSV-NAVVKALELALKRQRPLLIVAEDVDNEALATLILNKLRAGIKVCA
Bra001934|Bra001934                       201 KEGVITIQDGKTLINELEVVEGMKLDRGYTSPYFITNQKTQKCELE	 246EPLILIHEKKISSI-NSIVKVLELAMKKQRPLLIVSEDVESEALATLILNKLRAGIKVCA
AT3G23990                                 201 KEGVITIQDGKTLFNELEVVEGMKLDRGYTSPYFITNQKTQKCELD	 246DPLILIHEKKISSI-NSIVKVLELALKRQRPLLIVSEDVESDALATLILNKLRAGIKVCA
Carubv10013241m.g|Carubv10013241m         239 VGKEGVITIQDGKTLFNELEVVEGMKLDRGYTSPYFITNQKTQKCELD	 286DPLILIHEKKISSI-NSIVKVLELALKRQRPLLIVSEDVESDALATLILNKLRAGIKV
PGSC0003DMG401027165|PGSC0003DMT40006985  202 KEGVITIQDGKTLLNDLQVVEGMKLDRGYISPYFITNEKNQKCELD	 247DPLILIHEKKISSI-NAIVKVLELALKRQRPLLIVSEDVESEALATLILNKLRAGIKVCA
30204.t000086|30204.m001817               202 KEGVITISDGKTLYNELEVVEGMKLDRGYISPYFVTNTKNQKCELE	 247DPLILIHEKKISNL-NAVVKVLELALKKQRPLLIVAEDVESEALATLILNKLRAGIKVCA
Potri.001G054400|Potri.001G054400.1       202 KEGVITIQDGKTLSNELEVVEGMKLDRGYISPYFITDQKTQKCELD	 247DPLILIHDKKVSSL-HAVVKVLELALKRQRPLLIVAEDVESEALATLILNKLRAGIKVCS
Potri.003G173900|Potri.003G173900.1       202 KEGVITIQDGKTLSNELEVVEGLKLDRGYISPYFITDQKTQKCELD	 247DPLILIHDKKVSNL-HAVVKVLELALKRQRPLLIVAEDVESEALATLILNKLRAGIKVCA
Glyma10g25630|Glyma10g25630.1             202 KEGVITISDGKTLYNELEVVEGMKLDRGYISPYFITNDKNQKCELE	 247DPLILIHEKKISSI-NAIVKVLELALKRQRSLLIIAEDVESDALATLILNKLRAGIKVCA
Glyma20g19980|Glyma20g19980.1             202 KEGVITISDGKTLYNELEVVEGMKLDRGYISPYFITNDKNQKCELE	 247DPLILIHEKKISSI-NAIVKVLELALKRQRPLLIIAEDVESDALATLILNKLRAGIKVCA
Glyma10g33680|Glyma10g33680.1             202 KEGVITISDGKTLYNELEVVEGMKLDRGYISPYFITNQKNQKCELE	 247DPLIIIHEKKISSI-NAIVKVLELALKRQRPLLIVAEDVESDALATLILNKLRAGIKVCA
Glyma20g33910|Glyma20g33910.1             202 KEGVITISDGKTLYNELEVVEGMKLDRGYISPYFITNQKNQKCELE	 247DPLIIIHEKKISSI-NAIVKVLELALKRQRSLLIVAEDVESDALATLILNKLRAGIKVCA
Medtr1g090130|Medtr1g090130.1             202 KEGVITIADGKTLHNELEVVEGMKLDRGYISPYFITNQKNQKCELE	 247DPLVIIHEKKISSL-NAIVKVLELALKKQRPLLIVAEDIESDALATLILNKLRAGIKVCA
Medtr1g090140|Medtr1g090140.1             202 KEGVITIADGKTLQNELEVVEGMKLDRGYISPYFITNQKNQKCELE	 247DPLIIIHEKKISNI-NSIVKVLELALKKQRPLLIVAEDVESDALATLILNKLRAGIKVCA
29904.t000134|29904.m003020               202 KEGVITIQDGKTLYNELEVVEGMKLDRGYISPYFITNQKNQKCELD	 247DPLILIHEKKISSI-NAVVKVLELALKRQRPLLIIAEDVESEALATLILNKLRAGIKVCA
GSVIVG01029025001|GSVIVT01029025001       202 KEGVITISDGKTLYNELEVVEGMKLDRGYISPYFITNQKTQKCELE	 247NPLVLIHEKKISNI-HAVVKVLEMALKTQRPLLIVAEDVESEALATLILNKLRAGIKVCA
Cucsa.383180|Cucsa.383180.1               202 KEGVITISDGKTLYNELEVVEGMKLDRGYISPYFITNQKNQKCELE	 247DPLILIHEKKISSI-NAVVKVLELALKRQRPLLIISEDVESDALATLILNKLRAGIKVCA
Eucgr.H02866|Eucgr.H02866.1               202 KEGVITISDGKTLYNELEVVEGMKLDRGYISPYFITNQKNQKCELE	 247DPLILIHEKKISSI-NAVVKVLELALKRQRPLLIVAEDVESDALATLILNKLRAGIKVCA
85251|85251                               184 KDGVITVSDGKTLHNELEVVEGMKLDRGYISPYFINNAKTQKCELE	 229NPVILIHDKKISTV-SAIMPVLELVVKEQRPLLIVAEDVDGEALATLIVNKLRGGFKCCA
Phpat.020G069000|Phpat.020G069000.1       186 KEGVITVSDGKTLFNELEVVEGMKLDRGYISPYFITNNKTQKVELE	 231NPVILIHEKKITGL-QSILPVLELV--EQRPLLIVAEDVESEALATLIVNKIRGGVKVCA
Phpat.013G023400|Phpat.013G023400.1       200 KEGVITVADGKTLFNELEVVEGMKLDRGYISPYFITNAKTQKVELE	 245NPVILIHEKKINSL-QSILPVLELVVKDQRPLLIVAEDVESEALATLIVNKLRGGVKVCA
Phpat.004G086700|Phpat.004G086700.1       201 KEGVITVSDGKTLFNELEVVEGMKLDRGYISPYFITNSKTQKVEFE	 246NPVILIHEKKINSL-QAILPVLELVVKDQRPLLIVAEDVESEALATLIVNKLRGGVKVCA
Phpat.026G009800|Phpat.026G009800.1       201 KEGVITVSDGKTLFNELEVVEGMKLDRGYISPYFITNAKTQKVELE	 246NPVILIHEKKINSL-QAILPVLELVVRDQRPLLIVAEDVESEALATLIVNKLRGGVKVCA



CMB021C|CMB021CT                          320 	 319IKAPGFGDRRKAYLQDIAIVTGATVVAGE-LGMTLEGVTEKDFGRAE-RIVVGKETTTII	 377SDGSHEAEVRERIKQIRKERE-DADTQFDREKCDERIARLSG
CMV086C|CMV086CT                          274 273VRAPGFGDRKKALLEDMAVLTGGQVITQE-AGLSLETITLDLLGEAR-RIEVGKSYTTIV	 331A-DSNKQQVKARCEQIKQQWA-RSDSSYEKQQLQERLAKLSSG
gi|17555558|ref|NP_497429.1|              291 	 290IKAPGFGDNRKNTLKDMGIATGATIFGDDSNLIKIEDITANDLGEVD-EVTITKDDTLLL	 349RGRGDQTEIEKRIEHITDEIE-QSTSDYEKEKLNERLAKLSK
gi|31542947                               300 	 299VKAPGFGDNRKNQLKDMAIATGGAVFGEEGLTLNLEDVQPHDLGKVG-EVIVTKDDAMLL	 358KGKGDKAQIEKRIQEIIEQLD-VTTSEYEKEKLNERLAKLSD
YLR259C                                   297 	 296VKAPGFGDNRKNTIGDIAVLTGGTVFTEE-LDLKPEQCTIENLGSCD-SITVTKEDTVIL	 354NGSGPKEAIQERIEQIKGSIDITTTNSYEKEKLQERLAKLSG
gi|164428039                              215 VKAPGFGDNRKSILGDIAVLTNGTVFTDE-LDVKLEKATPDMLGSTG-SITITKDDTIIL	 272NGEGSKDAIAQRCEQIRGVMADPSTSEYEKEKLQERLAKLSGGVAV
gi|66806233                               292 	 291VKAPGFGDLKRVNLQDIAVISGAQVISEE-LGVRLEDVDITMLGSAK-KITIDSDSTIIL	 349DGAGDKAAIQERVELIRESLT-RTTSDYDKTQLETRLAKIGG
CMQ270C|CMQ270CT                          309 	 308VKAPGFGDNRKANLMDIATLTGGEMVSDE-LDVKLEDMTIHRLGTAK-KVTVSKDDTIIL	 366DGGGDKMQVQNRCEQIRAAIE-NATSEYEKEKLQERLAKLTG
405358|405358                             261 60IKAPGFGSYRIDHLLDFIALTGSKLISES-TSLKLEDVTVEMLGNAK-KIIVTKDDTIIL	 318GAVGDKQV--------TSQLK-KATAKFDKEKLEQRLSRLSGGV
Esi0161_0060                              298 	 297VKAPGFGDNRKATLQDLAVLTGGQVISEE-VGLKLEDATPDHCGTCK-LVKVSKDDSIIL	 355DGAGARDGIEERCSLLRESIA-RVKSDYEKEKLEERLAKLHS
GRMZM2G0|GRMZM2G074790_T01                312 	 311VKAPGFGENRRHNLDDMAVMTGGEVISEE-RGLDLGKVQLQMLGTAK-KVTVSLDDTIIL	 369DGGGDKQQIDERCQQLRESID-TSTAVFDKEKAQERLSKLSG
LOC_Os05g46290|LOC_Os05g46290.1           313 	 312VKAPGFGENRRANLDDVAVLTGGEVVSED-QGLDLGKVELQMLGTAK-KVTVSLDDTIIL	 370DGGGDKQQIEERCQQLRESMD-KSTAVFDKEKAQERLSKLSG
Cucsa.360540|Cucsa.360540.1               302 	 301IKAPGFGENRRASLDDLAILTGGEVITNE-RGLTLNKVQVEMLGTAK-KVTVSLDDTIIL	 359HGGGDKKLIEERCEQLRTSID-KSTAMFDKEKAQERLSKLSG
Medtr8g017080|Medtr8g017080.1             308 	 307IKAPGFGDNRRASLDDLAILTGGEVITEE-RGIPLDKVRPEMLGTAK-KITVSIDDTIVL	 365HGGGDKKFIEERCVQLRDAMH-NSSATFDKEKAQERLSKLSG
Glyma07g01190|Glyma07g01190.1             306 	 305VKAPGFGDNRRASLDDLAILTGGEVITDE-RGLALDKVQPEMLGTAK-KVTITIDDTIIL	 363HGGGDKKVIEERCEQLRTAME-KSSATFDKEKAQERLSKLSG
Glyma08g20560|Glyma08g20560.1             306 	 305VKAPGFGDNRRASLDDLAILTGGEVITDE-RGLSLDKVQPEMLGTAK-KVTITIDDTIIL	 363HGGGDKKVIEERCEQLRTAME-ESSATFDKEKAQERLSKLSG
Glyma08g20560|Glyma08g20560.2             164 KAPGFGDNRRASLDDLAILTGGEVITDE-RGLSLDKVQPEMLGTAK-KVTITIDDTIIL	 220HGGGDKKVIEERCEQLRTAME-ESSATFDKEKAQERLSKLSGGVAVF
Eucgr.F03134|Eucgr.F03134.1               383 LCA	 385VKAPGFGENRRANLDDLAVFTGGEVISED-RGLTLDKVKVEMLGIAK-KVTVSLDDTIIL	 443HGEGDKKAIEERCEQLRTAME-KSTSTFDKEKAQERLSK
GSVIVG01016859001|GSVIVT01016859001       297 	 296IKAPGFGENRRANLEDLAILTGGEVITED-RGLNLNKVKVEMLGTAK-KVTVSLDDTIIL	 354HGGGDKRLIEERCEELRTAME-NSSAMFDKEKAQERLSKLSG
Bra001524|Bra001524                       306 	 305IKAPGFGDNRKASLDDLAVLTGAEVISEE-RGLTLDKIRPELLGTAK-KVTISRDDTLIL	 363HGGGDKKLIEERCEELRSANE-KSTSTFDKEKTQERLSKLSG
AT3G13860                                 306 	 305IKAPGFGDNRKASLDDLAVLTGAEVISEE-RGLSLEKIRPELLGTAK-KVTVTRDDTIIL	 363HGGGDKKLIEERCEELRSANE-KSTSTFDQEKTQERLSKLSG
Carubv10013333m.g|Carubv10013333m         306 	 305IKAPGFGDNRKASLDDLAVLTGAEVISEE-RGLSLDKIRPELLGTAK-KVTITRDDTIIL	 363HGGGDKKLIEERCEELRSANE-KSTSTFDKEKTQERLSKLSG
PGSC0003DMG400002585|PGSC0003DMT40000664  261 60IKAPGFGDNRRANLEDLAVLTGGEVISEE-RGLDLNKVQFDMLGTAK-KVTVSLDDTLVL	 318HGGGDKKLIEERCEQLRIAKE-KSSAMFDKEKAQERLSKLSGGV
Potri.003G037400|Potri.003G037400.1       119 PGFGENRQANLDDLAVLTGVEVISEN-RGLTLDKVQIEMLGTAK-KVTVSLDDTIVL	 173HGCGEKKLIEERCEQLRTAIE-KSTALFDQEKAQERLSKLSGGVAVFKV
28694.t000010|28694.m000667               306 	 305IKAPGFGENRKANLDDLAILTGGEVISDD-RGLTLDKVQIEMLGTAK-KVTVSLDDTIVL	 363HGGGDKKLIEERCEELRTAMD-KSTAMFDKEKAQERLSKLSG
Potri.003G039600|Potri.003G039600.1       242 41I-TPGFGENRQANLDDLAVLTGGEVISES-RGLTLDKVQIEMLGTA--KVTVSLDDTIVL	 297HGCGDKKLIEERCEQLRTAIE-KSTALFDQEKAQERLSKLSGGV
74977|74977                               274 273IRSPAYGENRRNTLEDIGILTGAQLITNE-MGLKLEDVRVELLGTAK-QVTIAQEDTIIL	 331NGGGDKAAIEERCEQIRLEIP-VAISKYDREKLEERLGKLSGG
Bra021836|Bra021836                       257 256------------------------VITEE-RGMSLEKIELGMLGTCK-KVIVSKDNTVFI	 290GGAGDKKYIGERCEQI---------------------------
Cre06.g309100|Cre06.g309100.t1.2          303 	 302VKAPGFGDNRKANLQDIAVLTGGEVISEE-LGLKMENVDVRSLGSAK-RITVTKDDTIVL	 360HGAGAKSDIASRCEMIRAAMD-ATTSDYDREKLQERLAKLSG
Vocar20007800m.g|Vocar20007800m           303 	 302VKAPGFGDNRKANLQDIAILTGGEVISEE-LGHKVENVDVRSLGQAK-RITVTKDDTIIL	 360HGAGSKADIASRCEMIRSAMD-TTTSDYDREKLQERLAKLSG
Bra005514|Bra005514                       304 	 303------------------------VITEE-LGMNLEKVDLSMFGNCK-KITVSKDDTVFL	 337DGAGDKKSISERCEQIRSMVE-ASESDYDKEKLQERLAKLSG
Bra022931|Bra022931                       304 	 303------------------------VITEE-LGMNLEKIDLSMLGNCK-KITVSKDDTVFL	 337DGAGDKKAIGERCEQIRSMVE-ASESDDDKEKLQERLAKLAG
AT2G33210                                 307 	 306VKAPGFGENRKANLHDLAALTGAQVITEE-LGMNLDNIDLSMFGNCK-KVTVSKDDTVVL	 364DGAGDKQAIGERCEQIRSMVE-ASTSDYDKEKLQERLAKLSG
Carubv10022887m.g|Carubv10022887m         307 	 306VKAPGFGENRKANLHDLAALTGAQVITEE-LGMNLDNIDLSMLGNCK-KITVSKDDTVVL	 364DGAGDKIAIGERCEQIRSMVE-ASTSDYDKEKLQERLAKLSG
Cucsa.078710|Cucsa.078710.1               307 	 306IKAPGFGDNRKAGMQDLAILTGAQVITEE-LSLNLEKVGFESLGSCK-KVTVSKDDTVIL	 364DGAGDKKAIEEQSDQLRSLIE-LSTSDYDKEKLQERLAKLSG
LOC_Os03g04970|LOC_Os03g04970.1           307 	 306VKAPGFGESRKANLQDLAILTGGEVITEE-LGMNLENFEPQMLGTCK-KVTVSKDDTVIL	 364DGAGDKKAIEERAEQLRSAIE-LSTSDYDKEKLQERLAKLSG
GRMZM2G458208|GRMZM2G458208_T01           309 	 308VKAPGFGENRKANLQDLAILTGGEVITEE-LGMNLENFEPHMLGTCK-KVTVSKVAPVIL	 366DGAGDKKSMKRDESLE--------------------------
GRMZM2G416120|GRMZM2G416120_T01           309 	 308VKAPGFGENRKANLQDLAILTGGEVITEE-LGMNLENVEPHMLGSCK-KVTVSKDDTVIL	 366DGAGDKKSIEERADQIRSAVE-NSTSDYDKEKLQERLAKLSG
LOC_Os10g32550|LOC_Os10g32550.1           365 CA	 366VKAPGFGENRKANLQDLAILTGGEVITEE-LGMNLEKFEPQMLGTCK-KVTVSKDDTVIL	 424DGAGDKKSIEERAEQIRSAIE-LSTSDYDKEKLQERLAKL
Potri.002G252900|Potri.002G252900.1       308 	 307IKAPGFGENRKASLQDLSILTGGQVITEE-LGLNLDNVGLEMLGSCK-KVTVSKDDTIIL	 365DGLGDKKTIEERCEQLRSAIG-TSTSDYDKEKLQERLAKLSG
PGSC0003DMG400011575|PGSC0003DMT40003026  307 	 306IKAPGFGENRKAYLQDLAILTGGQVITEE-LGLNIENLEFEMLGTSK-EATISKDDTVIL	 364DGAGKKKSIEERCELIRSTIE-QSTSDYDKEKLQERLAKLSG
Bra001934|Bra001934                       306 	 305IKAPGFGENRKANLQDLAALTGGEVITDE-LGMNLEKVDLGMLGTCK-RVTVSKDDTVIL	 363DGAGDKTAIEERCEQIRSAIE-LSTSDYDKEKLQERLAKLSG
AT3G23990                                 306 	 305IKAPGFGENRKANLQDLAALTGGEVITDE-LGMNLEKVDLSMLGTCK-KVTVSKDDTVIL	 363DGAGDKKGIEERCEQIRSAIE-LSTSDYDKEKLQERLAKLSG
Carubv10013241m.g|Carubv10013241m         344 CA	 345IKAPGFGENRKANLQDLAALTGGEVITDE-LGMNLEKVDLGMLGTCK-KVTVSKDDTVIL	 403DGAGDKKGIEERCEQIRSAIE-LSTSDYDKEKLQERLAKL
PGSC0003DMG401027165|PGSC0003DMT40006985  307 	 306IKAPGFGENRKANLQDLAALTGGQVITEE-LGMNIENVELDMLGKCK-KVTVSKDDTVVL	 364DGAGEKKAIEERCEQIRSAIE-LSTSDYDKEKLQERLARLSG
30204.t000086|30204.m001817               307 	 306IKAPGFGENRKASMQDLAVLTGGQVITEE-LGMNLEKVGAEAFGSCK-KVTVSKDDTIIL	 364DGFGDKKALEERCEQLRSSIE-LSTSDYDKEKLQERLAKLSG
Potri.001G054400|Potri.001G054400.1       307 	 306IKAPGFGENRKAILQDLAALTGGEVITEE-LGLNLENVDLDMLGSCK-KVTVSKDDTVIL	 364DGAGDKKSIEERCEQIRSAID-SSTSDYDKEKLQERLAKLSG
Potri.003G173900|Potri.003G173900.1       307 	 306IKAPGFGENRKATLQDLAVLTGAEVITEE-LGLNLEKVDLDMLGSCK-KVTVSKDDTVIL	 364DGAGDKKSIEERCEQIRSAVE-SSTSDYDKEKLHERLAKLSG
Glyma10g25630|Glyma10g25630.1             307 	 306IKAPGFGENRKANLQDLAVLTGGALITEE-LGLKLEKVDLDMLGTCK-KITVSKDDTVIL	 364DGAGDKKALEERCEQIRSAIE-NSTSDYDKEKLQERLAKLSG
Glyma20g19980|Glyma20g19980.1             307 	 306IKAPGFGENRKAGLQDLAVLTGGALITEE-LGLKLEKVDLDMLGTCK-KITVSKDDTVIL	 364DGAGDKKALEERCEQIRSAIE-NSTSDYDKEKLQERLAKLSG
Glyma10g33680|Glyma10g33680.1             307 	 306IKAPGFGENRKSGLQDLAVLTGGQLITEE-LGLNLEKVDLEVFGSCK-KITISKDDTVIL	 364DGAGDKKAIEERSEQIRSAIE-NSTSDYDKEKLQERLAKLSG
Glyma20g33910|Glyma20g33910.1             307 	 306IKAPGFGENRKSGLQDLAVLTGGQLITEE-LGLNLEKVDLDLFGSCK-KITISKDDTVIL	 364DGAGDKKAIEERCEQIRSAIE-NSTSDYDKEKLQERLAKLSG
Medtr1g090130|Medtr1g090130.1             307 	 306IKAPGFGENRKSGLQDLAVLTGGQLITED-LGHNLEKVDLEMFGSCK-KITISKDDTVIL	 364DGAGDKKAIEERCEQIRSAVE-NSTSDYDRDKLQERLAKLSG
Medtr1g090140|Medtr1g090140.1             307 	 306IKAPGFGENRKSGLQDLAVLTGGQLITEE-LGMNLEKVDLEMFGSCK-KITISKDDTVIL	 364DGAGDKKSIEERCEQIRSAVE-NSTSDYDKEKLQERLAKLSG
29904.t000134|29904.m003020               307 	 306IKAPGFGENRKAGLQDLAVLTGGQVITEE-LGLNLEKVDLDMLGSCKXKVTVSKDDTVVL	 365DGAGEKKDIEERCEQIRSTIE-LSTSDYDKEKLQERLAKLSG
GSVIVG01029025001|GSVIVT01029025001       307 	 306IKAPGFGENRKAALQDLATLTGGELITEE-LGLNLEKAELDMLGTCK-KVTISKDDTVIL	 364DGAGDKKAIEERCEQIRSAIE-LSTSDYDKEKLQERLAKLSG
Cucsa.383180|Cucsa.383180.1               307 	 306IKAPGFGENRKAGLQDLAVLTGGEVITEE-LGMNLEKVDLEMLGSCK-KITISKDDTVIL	 364DGSGDKKAIEERCEQIRAGIE-ASTSDYDKEKLQERLAKLSG
Eucgr.H02866|Eucgr.H02866.1               307 	 306IKAPGFGENRKAGLQDLASLTGGELITEE-LGMNLEKVDLEMLGSCK-KVTVSKDDTIIL	 364DGAGDKKSIEERCEQIRSAIE-LSTSDYDKEKLQERLAKLSG
85251|85251                               289 	 288IKAPGFGDNRKSCLQDLAVLTGGQLVSED-VGIKLEKVDRSMLGSAK-KVTISKDDSIVL	 346DGLGDKKEIEERCEQIREAVK-SSTSDYDKEKLQERLAKLSG
Phpat.020G069000|Phpat.020G069000.1       289 	 288IKAPGFGDSRKSILQDLAVLTGGQLISED-LGLKLEKIELDMLGAAK-KVTVSKDDTIIL	 346DGAGDKAIIEERLEQIRDSLG-QTTSEYDKEKLEERLAKLSG
Phpat.013G023400|Phpat.013G023400.1       305 	 304IKAPGFGENRKALMQDLAVITGGQLISED-LGFKLEKITPVMLGSSK-KVTVSKDDTIIL	 362DGGGDKTIIEDRIETIREAIN-SATSDYDKEKLQERLAKLSG
Phpat.004G086700|Phpat.004G086700.1       306 	 305IKAPGFGENRKSLMQDLAVLTGGQLITED-MGLKLENITPDMLGHCK-KVTVSKDDTIIL	 363DGGGNKAILEDRTEQIREAIS-TATSDYDKEKLQERLAKLSG
Phpat.026G009800|Phpat.026G009800.1       306 	 305IKSPGFGENRKALMQDLAVLTGGQLISED-LGFKLEKVTPDMLGKCK-KVTVSKDDTIIL	 363DGGGDKAALEERTEQIREAIS-AATSDYDKEKLQERLAKLSG

CMB021C|CMB021CT                          419 GVARIRVGAATESELKDK	 436KLRYEDAINSCRAAIEEGIVPGGGATLVYMMQ-KMDEIKAKVGGDEDTQLGVELLRRSLK	 495SPLVQIAENCGLEGEVVLGNVAG-
CMV086C|CMV086CT                          373 VAVIQVGGATEAEMKDK	 389KLRLDDAINATRAAIEEGIVAGGGSTLVHFIKPLIEWSH---HLKPEEQLGAQIVAKALS	 446APLHRIATNAGQNGSLIVEQVQ---
gi|17555558|ref|NP_497429.1|              391 GVAVLKIGGGSEVEVGEK	 408KDRVTDALCATRAAVEEGIVPGGGVALLRSLT-ALKNYK---AANEDQQIGVNIVKKALT	 464QPIATIVKNAGLEPSSIIDEVTGN
gi|31542947                               400 GVAVLKVGGTSDVEVNEK	 417KDRVTDALNATRAAVEEGIVLGGGCALLRCIP-ALDSLT---PANEDQKIGIEIIKRTLK	 473IPAMTIAKNAGVEGSLIVEKIM-Q
YLR259C                                   397 GVAVIRVGGASEVEVGEK	 414KDRYDDALNATRAAVEEGILPGGGTALVKASR-VLDEVV---VDNFDQKLGVDIIRKAIT	 470RPAKQIIENAGEEGSVIIGKLIDE
gi|164428039                              319 IKVGGASEVEVGEK	 332KDRFVDALNATRAAVEEGILPGGGTALIKASVHALKNVK---PANFDQQLGVTIVRNAIT	 389RPAKTIIENAGLEGSVVVGKLTDEFAND
gi|66806233                               391 GVAVIRVGGASEVEVGEK	 408KDRITDALNATKAAVEEGIVPGGGTALLYSTL-ALKKIK---MDNFDQTIGVKIVRDALL	 464IPCKTIANNAGVEGSVVIGRLLSK
CMQ270C|CMQ270CT                          408 GVAVIKVGGASEVEVAEK	 425KDRITDALNATRAAVEEGIVAGGGTALLRAGKDALENLQ---GKTFDQNVGIDIVRKALR	 482VPCMAIAQNAGHEGSVVVEKVLTS
405358|405358                             354 AVIKVGGASDVEISEK	 369KDRVVDALNSARAAAYEGIVPGGGVALLQASR-ELDKIK---TTNFEEKVGVQIIQNAMK	 425IPAYIIAANAGYEASMVVGKLLEKI-
Esi0161_0060                              397 GVAVIKVGGSSEVEVGEK	 414KDRFVDALNATRAAVSEGIVPGGGSALLWASR-QLEATKA-SCANMDQKIGVEIIEKALR	 472MPVHTIAMNAGVEGAVVVGELLKT
GRMZM2G0|GRMZM2G074790_T01                411 GVAVLKIGGASEAEVGEK	 428KDRVTDALNAARAAVEEGIVPGGGVALLYATK-ELDKIS---TANEDEKIGVQIIKNSLK	 484APLMTIAANAGIDGAIVIGKLIEQ
LOC_Os05g46290|LOC_Os05g46290.1           412 GVAVLKIGGASEVEVGEK	 429KDRVTDALHAARAAVEEGIVPGGGVALLYATK-ELDKII---TANEDEKIGVQIIKNALK	 485APLMTIAANAGIDGGVVIGKLIEQ
Cucsa.360540|Cucsa.360540.1               401 GVAVFKVGGVSEAEVGER	 418KDRVTDALNATRAAVEEGIVPGGGVALLHATK-VLDELQ---AQNEDQKRGIEIVQHALR	 474APTSAIVSNAGYDGALVVGKLLEQ
Medtr8g017080|Medtr8g017080.1             407 GVAVFKVGGASEAEVGER	 424KDRVTDALNATRAAVEEGIVPGGGVALLYASK-VLENLQ---TKNEDERRGVQIIQNALK	 480APTYTIASNAGFDGTLVHSKLLEQ
Glyma07g01190|Glyma07g01190.1             405 GVAVFKVGGASEAEVGER	 422KDRVTDALNATRAAVEEGIVPGGGVALLYATK-VLDNLQ---TQNEDEKRGVQIIQNALK	 478APTITIASNAGFDGALVHSKLLEQ
Glyma08g20560|Glyma08g20560.1             405 GVAVFKVGGASEAEVGER	 422KDRVTDALNATRAAVEEGIVPGGGVALLYATK-VLDNLQ---TQNEDEKRGVQIIQNALK	 478APTSTIASNAGFDGALVHSKLLEQ
Glyma08g20560|Glyma08g20560.2             267 KVGGASEAEVGER	 279KDRVTDALNATRAAVEEGIVPGGGVALLYATK-VLDNLQ---TQNEDEKRGVQIIQNALK	 335APTSTIASNAGFDGALVHSKLLEQ--DDH
Eucgr.F03134|Eucgr.F03134.1               482 LSGGVAVFKVGGASEAEVGER	 502KDRVTDALNATRAAVEEGIVPGGGVALLYATK-VLENVQ---TQNEDERRGVQIIQNALK	 558APSLAILSNAGFDGVLILGKL
GSVIVG01016859001|GSVIVT01016859001       396 GVAVFKVGGASEAEVGER	 413KDRVTDALNATRAAIEEGIVPGGGVALLYATK-VLENIQ---TSNEDQKRGVQIIQNGLK	 469APTFTIVSNAGGDGALVLGKLLEQ
Bra001524|Bra001524                       405 GVAVFKVGGASEAEVGER	 422KDRVTDALNATRAAVEEGIIPGGGVALLYATK-ALDNLE---TQNEDQRRGVQIVQNALK	 478APALTIAANAGYDGSLVVGKLLEQ
AT3G13860                                 405 GVAVFKVGGASESEVGER	 422KDRVTDALNATRAAVEEGIIPGGGVALLYATK-ALDNLQ---TENEDQRRGVQIVQNALK	 478APAFTIAANAGYDGSLVVGKLLEQ
Carubv10013333m.g|Carubv10013333m         405 GVAVFKVGGASETEVGER	 422KDRVTDALNATRAAVEEGIIPGGGVALLYATK-ALDNLQ---TQNEDQRRGVQIVQNALK	 478APAMTIAENAGYDGSLVVGKLLEQ
PGSC0003DMG400002585|PGSC0003DMT40000664  362 AVFKVGGASEAEVGER	 377KDRVTDALNATRAAVEEGIVPGGGVALLYATK-CLKGLQ---TANDGQKRGVEIIENALK	 433APTFTIASNAGADGALVVGKLLEQ--
Potri.003G037400|Potri.003G037400.1       222 GGASEAEVGER	 232KDRVTDALNASRAAVEEGIVPGGGVALLYSTK-ALEKLQ---AQNEDEKRGIQLIQNALK	 288APAHTIVSNAGFDSAMVLGKLLEQ--DDYNL
28694.t000010|28694.m000667               405 GVAVFKVGGVSEAEVGER	 422KDRVTDALNATRAAVEEGIVPGGGVALLYATK-ALDDLQ---AQNEDQKRGIEIIQNALK	 478APTSTIVSNAGFNAPVVLGKLLEQ
Potri.003G039600|Potri.003G039600.1       341 AVFKVGGASEAEVGER	 356RDRVADALNASRAAVEEGIVPGGGVALLYSTK-ALEKLQ---AQNEDEKRGIQIIQNALK	 412APAHTIVSNAGFDSATVPGKLSEQ--
74977|74977                               374 VAMLKVGGGSEAEVMEK	 390KDRVMDALNATNAAIEEGIVPGGGVALLYAAN-ALKNLN---VPSFDQKIGVQVIQNALK	 446IPTHTIAANAGVEGALVVSKLLEQ-
Bra021836|Bra021836                       307 ------GGTSEREVSEK	 317IDRVNNALNATKAALEEGIVPGGGVALLYASK-ELEKLS---TNYTSQKDGVQIIQNALK	 373IPVYTIASKAGVDGKVIVDKLLES-
Cre06.g309100|Cre06.g309100.t1.2          402 GVAVIKIGGASEVEVGEK	 419KDRVVDALNATKAAVEEGIVPGGGSALLHASK-TLDDVTA-KLDNFDQKIGVNIIQNALR	 477VPMKTIASNAGVEGAVIVGKVLEM
Vocar20007800m.g|Vocar20007800m           402 GVAVLKIGGASEVEVGEK	 419KDRVVDALNATKAAVEEGIVPGGGAALLHASK-ALDDVKS-KLDNFDQKIGVQIIQNALR	 477VPMKTIASNAGVEGAVVVGKVLEL
Bra005514|Bra005514                       379 GVAVLKIGGASESEVGEK	 396KDRVTDALNATKAAVEEGIVPGGGVALLYASK-ELEKLS---TANFDQKIGVQIIQNALK	 452TPVYTIASNAGVEGAVVVGKLLES
Bra022931|Bra022931                       379 GVAVLKIGGASESEVGEK	 396KDRVTDALNATKAAVEEGIVPGGGVALLYASK-ELDKLS---TANFDQKIGVQIIQNALK	 452TPVYTIASNAGVEGAVIVGKLLES
AT2G33210                                 406 GVAVLKIGGASETEVSEK	 423KDRVTDALNATKAAVEEGIVPGGGVALLYASK-ELEKLS---TANFDQKIGVQIIQNALK	 479TPVYTIASNAGVEGAVVVGKLLEQ
Carubv10022887m.g|Carubv10022887m         406 GVAVLKIGGASEAEVSEK	 423KDRVTDALNATKAAVEEGIVPGGGVALLYASK-ELGNLS---TANFDQKIGVQIIQNALK	 479TPVYTIASNAGVEGAVIVGKLLEQ
Cucsa.078710|Cucsa.078710.1               406 GVAVLKIGGASEAEVGEK	 423KDRVTDAVNATRAAVEEGIVAGGGVALLYASK-ELEKLQ---TANFDQKIGVQIIQNALK	 479MPIYTIASNAGVEGAIVIGKLLQQ
LOC_Os03g04970|LOC_Os03g04970.1           406 GVAVLKIGGASEAEVGEK	 423KDRVTDALNATKAAVEEGIVPGGGVALLYASK-DLDKLQ---TANFDQKIGVQIIQNALK	 479TPVHTIASNAGVEGSVIIGKLLEQ
GRMZM2G458208|GRMZM2G458208_T01           383 ------------------	 382------------------------------------------------------------	 382------------------------
GRMZM2G416120|GRMZM2G416120_T01           408 GVAVLKIGGASEAEVGEK	 425KDRVTDALNATKAAVEEGIVPGGGVALLYASK-ELDKLQ---TANFDQKIGVQIIQNALK	 481TPVHTIASNAGVEGAVVVGKLLEQ
LOC_Os10g32550|LOC_Os10g32550.1           464 SGGVAVLKIGGASEAEVGEK	 483KDRVTDALNATKAAVEEGIVPGGGVALLYASK-ELDKLP---TANFDQKIGVQIIQNALK	 539TPVHTIASNAGVEGAVVVGKLL
Potri.002G252900|Potri.002G252900.1       407 GVAVLKIGGASEAEVGEK	 424KDRVTDALNATKAAVEEGIVPGGGVALLYASK-ELDKLH---TANFDQKIGVQIIQNALK	 480TPVHTIASNAGVEGAVVVGKLLEQ
PGSC0003DMG400011575|PGSC0003DMT40003026  406 GVAVLKIGGASEAEVGEK	 423KDRVTDALNATKAAVEEGIVPGGGVALLYAAR-ELDNLT---TANFDQKIGVQIIQNALK	 479TPVHTIASNAGVEGAVVVGKLLDQ
Bra001934|Bra001934                       405 GVAVLKIGGASEAEVGEK	 422KDRVTDALNATKAAVEEGILPGGGVALLYAAR-ELEKLP---TANFDQKIGVQIIQNALK	 478TPVHTIASNAGVEGAVIVGKLLEQ
AT3G23990                                 405 GVAVLKIGGASEAEVGEK	 422KDRVTDALNATKAAVEEGILPGGGVALLYAAR-ELEKLP---TANFDQKIGVQIIQNALK	 478TPVYTIASNAGVEGAVIVGKLLEQ
Carubv10013241m.g|Carubv10013241m         443 SGGVAVLKIGGASEAEVGEK	 462KDRVTDALNATKAAVEEGILPGGGVALLYAAR-ELEKLP---TANFDQKIGVQIIQNALK	 518TPVYTIASNAGVEGAVIVGKLL
PGSC0003DMG401027165|PGSC0003DMT40006985  406 GVAVLKVGGASEIEVGEK	 423KDRVTDALNATKAAVEEGILPGGGVALLYASK-ELDSLP---TANFDQKIGVQIIQNALK	 479TPVYTIASNAGVEGSVVVGKLLEQ
30204.t000086|30204.m001817               406 GVAVLKIGGASEAEVSEK	 423KDRVTDALNATKAAVEEGIVPGGGVALLYASK-DLDKLH---TANFDQKIGVQIIQNALK	 479MPVHTIAANAGVEGAVVVGKLLEQ
Potri.001G054400|Potri.001G054400.1       406 GVAVLKIGGASEAEVSEK	 423KDRVTDALNATKAAVEEGIVPGGGAALLYASK-ELDKLQ---TANFDQKIGVQIIQNALK	 479TPVHTIASNAGVEGAVVVGKLLEQ
Potri.003G173900|Potri.003G173900.1       406 GVAVLKIGGASEAEVGEK	 423KDRVTDALNATKAAVEEGIVPGGGAALLYASK-ELDKLQ---TANFDQKIGVQIIQNALK	 479TPVHTIATNAGVEGAVVVGKLLEQ
Glyma10g25630|Glyma10g25630.1             406 GVAVLKIGGASEAEVGEK	 423KDRVTDALNATKAAVEEGIVSGGGVALLYASK-ELDKLQ---TANFDQKIGVQIIQNALK	 479TPVLTIASNAGVEGAVVVGKLLEQ
Glyma20g19980|Glyma20g19980.1             406 GVAVLKIGGASEAEVGEK	 423KDRVTDALNATKAAVEEGIVPGGGVALLYASR-ELDKLQ---TANFGQKIGVQIIQNALK	 479TPVLTIASNAGVEGAVVVGKLLEQ
Glyma10g33680|Glyma10g33680.1             406 GVAVLKIGGASEAEVGEK	 423KDRVTDALNATKAAVEEGIVPGGGVALLYASS-ELDKLQ---TANFDQKIGVQIIQNALK	 479TPVHTIASNAGVEGAVVVGKLLEQ
Glyma20g33910|Glyma20g33910.1             406 GVAVLKIGGASEAEVGEK	 423KDRVTDALNATKAAVEEGIVPGGGVALLYASS-ELDKLQ---TANFDQKIGVQIIQNALK	 479TPVHTIASNAGVEGAVVVGKLLEQ
Medtr1g090130|Medtr1g090130.1             406 GVAVLKIGGASEAEVGEK	 423KDRVTDALNATKAAVEEGIVPGGGVALLYASN-ELSKLS---TANFDQKIGVQIIQNALK	 479TPVHTIASNAGVEGAVVVGKLLEQ
Medtr1g090140|Medtr1g090140.1             406 GVAVLKIGGASEAEVGEK	 423KDRVTDALNATKAAVEEGIVPGGGVALLYASN-ELSKLP---TANFDQKIGVQIIQNALK	 479TPVHTIASNAGVEGAVVVGKLLEQ
29904.t000134|29904.m003020               407 GVAVLKIGGASEAEVGEK	 424KDRVTDALNATKAAVEEGIVPGGGVALLYATK-ELEKLQ---TANFDQKIGVQIIQNALK	 480TPVHTIASNAGVEGAVVVGKLLEQ
GSVIVG01029025001|GSVIVT01029025001       406 GVAVLKIGGASEAEVSEK	 423KDRVTDALNATKAAVEEGIVPGGGVALLYASK-ELDKLP---TSNFDQKIGVQIIQNALK	 479TPVFTIASNAGVEGAVVVGKLLEQ
Cucsa.383180|Cucsa.383180.1               406 GVAVLKIGGASEAEVGEK	 423KDRVTDALNATKAAVEEGIVPGGGVALLYASK-ELDKLP---TANFDQKIGVQIIQNALK	 479TPVHTIASNAGVEGAVVVGKLLEQ
Eucgr.H02866|Eucgr.H02866.1               406 GVAVLKIGGASEAEVGEK	 423KDRVTDALNATKAAVEEGIVPGGGVALLYASK-ELDKLQ---TANFDQKIGVQIIQNALK	 479TPVHTIASNAGVEGAVVVGKLLEQ
85251|85251                               388 GVAVLKIGGGSEAEVGEK	 405KDRVTDALNATKAAVEEGIVPGGGVALLYASR-DLDKLE---TPNFDQKVGVQIIQSALK	 461MPTYTIAANAGVEGAVVVGKLWEQ
Phpat.020G069000|Phpat.020G069000.1       388 GVAVLKIGGTSEVEVNEK	 405KDRVTDALNATKAAVEEGIVPGGGVALLYASK-ELYKIP---TNNFDQRIGVQIIQNALK	 461MPAYTIAHNAGLEGAVVVGKLLDQ
Phpat.013G023400|Phpat.013G023400.1       404 GVAVLKIGGASEVEVSEK	 421KDRVTDALNATKAAVEEGIVPGGGVALLYASR-ELDKIQ---TANFDQKVGVQIIQNALK	 477MPAYTIAQNAGVEGAVVVGKLLEQ
Phpat.004G086700|Phpat.004G086700.1       405 GVAVLKIGGASEVEVSEK	 422KDRVTDALNATKAAVEEGIVPGGGVALLYASR-ELDNVQ---TSNFDQKVGVQIIQNALK	 478MPAYTIARNAGVEGAVVVGKLLEE
Phpat.026G009800|Phpat.026G009800.1       405 GVAVLKIGGASEVEVNEK	 422KDRVTDALNATKAAVEEGIVPGGGVALLYASR-ELEKVQ---TANFDQKIGVQIIQNALR	 478MPAYTIARNAGVEGAVVVGKLMEQ



CMB021C|CMB021CT                          519 --KPFGYGYNAATGEYGDMIEMGILDPVKVTNSAIE	 552NAISVAGLVLTTEALVVEIPEKKDDKKGA-----DDG---MDDIPGESYY	 594   
CMV086C|CMV086CT                          469 -NQPNLGYDAANHRFVNMIEAGIIDPAKVTRCALQ	 502NATSIAAMVLTTECMIVDKPSGDK--------------------------	 526    
gi|17555558|ref|NP_497429.1|              489 --SNTSYGYDALNGKFVDMFEAGIIDPTKVVRTALQ	 522DASGVASLLATTECVVTEIPKEEAVGGP---AGGMGGMGGMGGMGGMG-F	 568   
gi|31542947                               497 --SSSEVGYDAMAGDFVNMVEKGIIDPTKVVRTALL	 530DAAGVASLLTTAEVVVTEIPKEEKDP-------GMGAMGGMGGGMGGGMF	 573   
YLR259C                                   495 YGDDFAKGYDASKSEYTDMLATGIIDPFKVVRSGLV	 530DASGVASLLATTEVAIVDAPEPPAAAGAG---GMPGGMPGMPGMM*----	 572   
gi|164428039                              418 FNKGFDSAKAEYVDMIQAGILDPLKVVRTGLV	 449DASGVASLLGTTEVAIVEAPEEKGPAPMG---GM-GGMGGMGGMM-----	 490       
gi|66806233                               489 --RDFEYGYNAQKGVYENMIQAGIIDPTKVVRTALI	 522DAASVASLMTTTEAMVVEIKKDTP-MPQMPP-----------QM---DY-	 556   
CMQ270C|CMQ270CT                          507 --SDKNLGFDAATGKYCDLIASGIIDPTKVVRTALE	 540RASSVAGLMTTTECMVVELPKEEAKAFG-GAGGGGGGMGGMDNMDMY---	 586   
405358|405358                             451 ENDSFGFDTAQGEYVDMFKAGIVDPVKVLRRAIQ	 484DAVSVSTLLTTTEAVVYPNINQK*--------------------------	 507     
Esi0161_0060                              497 --EDPQWGHNAATGEYCDMIQAGIIDPTKVVRTALV	 530DAQSVAALLMTAEAMVTDLPEEEAPAPPMGGGGMGGGMGGMGGMPGMM*-	 578   
GRMZM2G0|GRMZM2G074790_T01                509 --EDLSLGYDAAKGEYVDMIKAGIIDPVKVIRTALQ	 542DAASVSLLMATTEAAVSELPATKSRIASR-----------MPQMSGMDF*	 580   
LOC_Os05g46290|LOC_Os05g46290.1           510 --DNLNMGYDAARGEYVDMIKAGIIDPVKVIRTALQ	 543DASSVSLLMTTTEAAVAEPPAAKARMASR-----------MPQMSGMDF*	 581   
Cucsa.360540|Cucsa.360540.1               499 --DDRNFGFDAAQGEYVDMVKAGIVDPLKVVRTALV	 532DASSVSLLLTTAEAAIVEHPNNTNKLPSR-----------MPAMNDMGF*	 570   
Medtr8g017080|Medtr8g017080.1             505 --DDFNLGFDAAKGTYVDMVKAGIIDPVKVVRTALV	 538DAASVSLLLTTTEASIVENMSDKNKPPQR-----------VPDMDDLDY*	 576   
Glyma07g01190|Glyma07g01190.1             503 --DDHNLGFDAAKGVYADMVKAGIIDPLKVVRTALV	 536DAASVSLLLTTTEAAVVDNSHDKNKPPSR-----------VPDMDDLDL*	 574   
Glyma08g20560|Glyma08g20560.1             503 --DDHNLGFDAAKGVYVDMVKAGIIDPLKVVRTALV	 536DAASVSLLLTTTEAAVLDNPHDKNKPPSR-----------VPDMDDLDL*	 574   
Glyma08g20560|Glyma08g20560.2             363 NLGFDAAKGVYVDMVKAGIIDPLKVVRTALV	 393DAASVSLLLTTTEAAVLDNPHDKNKPPSR-----------VPDMDDLDL*	 431        
Eucgr.F03134|Eucgr.F03134.1               580 LEQ--DNFNMGFDAAKGDYVDMVKAGILDPLKVVRTALV	 616DAASVSLLLATTEVAIVERANEKK-PPSR-----------MPNMDDMDY*	 653
GSVIVG01016859001|GSVIVT01016859001       494 --DDLNLGYDAAKGVYVDMVKAGIIDPLKVVRTALV	 527DAASVSLLLTTTEATVVDHPDEKNSAPSR-----------MPAMDDMGY*	 565   
Bra001524|Bra001524                       503 --DDCNFGFDASKGSYVDMVKAGIIDPVKVIKTALT	 536DAASVSLLLTTTEASVLVKAEEK--TQKH-----------VPDMAGMGM*	 572   
AT3G13860                                 503 --DDCNFGFDAAKGKYVDMVKAGIIDPVKVIRTALT	 536DAASVSLLLTTTEASVLVKADEN--TPNH-----------VPDMASMGM-	 572   
Carubv10013333m.g|Carubv10013333m         503 --DDSNFGFDAAKGTYVDMVKAGIIDPVKVIKTALT	 536DAASVSLLLTTTEASVLVKADVN--TPKH-----------VPDMASMGM*	 572   
PGSC0003DMG400002585|PGSC0003DMT40000664  458 DDLNLGYDAAKGTYLHMVKAGIIDPVKVVRTALV	 491DAASVSLLLTTAEAAIVDRQ*-----------------------------	 511     
Potri.003G037400|Potri.003G037400.1       318 GYDAAKGEYVEMVKAGIIDSFKVIRTAMV	 346DAASVSLLLTTTEATVLENPQEKK-PPSR-----------MPNMGDMGC*	 383          
28694.t000010|28694.m000667               503 --DDHNLGYDAAKGEFVNMVQAGIIDPLKVIRTALV	 536DAASVSLLLTTTEAAVIDNPNEKK-PPSR-----------MPDMDAMDY-	 573   
Potri.003G039600|Potri.003G039600.1       437 DYYNLGYDAAK-----------------------	 447--------------------------------------------------	 447     
74977|74977                               471 -SSPNFGYDAATGEYVDMIKAGIIDPVKVIRIALM	 504DAASISSLLTTTEVVITEVFREEREAMRAG----MEAPQGIGDIAQYL*-	 548    
Bra021836|Bra021836                       398 -NNPDIGYDAAKGEYVDMVKSGIIDPVKMIRTALV	 431DAARDSNGLKIYCHFL*---------------------------------	 447    
Cre06.g309100|Cre06.g309100.t1.2          502 --AEPQMGYNAATGEFVDMIKGGIIDPLKVVRTALV	 535DAASVSSLITTSECVVVEAPEDKKPAAGYPPAPDMY*-------------	 571   
Vocar20007800m.g|Vocar20007800m           502 --EDPAMGYNAATGQYQDMVKGGIIDPLKVVRTALV	 535DAASVSSLITTSECVVVEAPEDKKPAAGYPPAPDMY*-------------	 571   
Bra005514|Bra005514                       477 --DDPDLGYDAAKGEYVDMVKSGIIDPVKVIRTALV	 510DAASVASLLTTTEAVVTDIPTKEDASPAMGGGGGMGGMGGMGGMGGMGF*	 559   
Bra022931|Bra022931                       477 --DNPDLGYDAAKGEYVDMVKSGIIDPVKVIRTALV	 510DAASVSSLLTTTEAVVTEIPTKEDASPAMGGGG--GGMGGMGGMGGMGF*	 557   
AT2G33210                                 504 --DNPDLGYDAAKGEYVDMIKAGIIDPLKVIRTALV	 537DAASVSSLLTTTEAVVTEIPTKEVASPGM-GGGGMGGMGGMGGMGGMGF-	 585   
Carubv10022887m.g|Carubv10022887m         504 --DNPDLGYDAAKGEYVDMVKSGIIDPLKVIRTALV	 537DAASVSSLLTTTEAVVTEIPTKEKDASPG-MGGGMGGMGGMGG--GMGF*	 583   
Cucsa.078710|Cucsa.078710.1               504 --DNHELGYDAAKGEYVDMIKAGIIDPLKVIRTALV	 537DAASVSSLMTTTEAVVVEQPNDEKEAT---PS--------MGGMGY*---	 572   
LOC_Os03g04970|LOC_Os03g04970.1           504 --DNTDLGYDAAKGEYVDMVKSGIIDPLKVIRTALV	 537DAASVSSLMTTTESIIVEIPKEEEAAAA-APA--------MGGMGGMGF*	 577   
GRMZM2G458208|GRMZM2G458208_T01           383 ------------------------------------	 382--------------------------------------------------	 382   
GRMZM2G416120|GRMZM2G416120_T01           506 --GNTDLGYDAAKDEYVDMVKAGIIDPLKVIRTALV	 539DAASVSSLMTTTESIIVEIPKEEA---P-APA--------MGGMGGMDY*	 576   
LOC_Os10g32550|LOC_Os10g32550.1           562 EQ--DNTDLGYDAAKGEYVDMVKAGIIDPLKVIRTALV	 597DAASVSSLMTTTESIIVEIPKEEK---E-APA--------MGGMGGMDY*	 634 
Potri.002G252900|Potri.002G252900.1       505 --DNPDLGYDAAKGEYVDMVKSGIIDPLKVIRTALV	 538DAASVSSLMTTTEAIVYELPKVEKETPAS-NG--------MSGMGF*---	 575   
PGSC0003DMG400011575|PGSC0003DMT40003026  504 --DNLDLGYDAAKGEYVDMIKAGIIDPVKVIRTALV	 537DAASVSSLLTTTEAVVVELPKDEKESPAMGGG--------MGGMDF*---	 575   
Bra001934|Bra001934                       503 --DNTDLGYDAAKGEYVDMVKAGIIDPLKVIRTALV	 536DAASVSSLLTTTEAVVVDLPKDESESAGAGAG--------MGGMGGMDY*	 577   
AT3G23990                                 503 --DNPDLGYDAAKGEYVDMVKAGIIDPLKVIRTALV	 536DAASVSSLLTTTEAVVVDLPKDESESGAAGAG--------MGGMGGMDY-	 577   
Carubv10013241m.g|Carubv10013241m         541 EQ--ENTDLGYDAAKGEYVDMVKAGIIDPLKVIRTALV	 576DAASVSSLLTTTEAVVVELPKDDSESAGAGAG--------MGGMGGMDY*	 617 
PGSC0003DMG401027165|PGSC0003DMT40006985  504 --DNPDLGYDAAKGEYVDMIKAGIIDPLKVIRTALV	 537DAASVSSLLTTTEAVIVELPKDEKASPAMPGG----------GMDY*---	 573   
30204.t000086|30204.m001817               504 --DNPDLGYDAAKGEYVDMVKSGIIDPLKVIRTALV	 537DAASVSSLMTTTEAIVTELPKDEKEPTAMAGG--------GGGMGY----	 575   
Potri.001G054400|Potri.001G054400.1       504 --DNPDLGYDAAKGEYVDMVKAGIIDPLKVIRTALV	 537DAASVSSLMTTTEAVVTDLPKDVKDAPAMGPG--------MG-MDY*---	 574   
Potri.003G173900|Potri.003G173900.1       504 --DNPDLGYDAAKDEYVDMVKAGIIDPLKVIRTALV	 537DAASVSSLMTTTEAVITELPKDENDAPAMGPG--------MG-MDY*---	 574   
Glyma10g25630|Glyma10g25630.1             504 --ENHDLGYDAAKGEYVDMVKAGIIDPLKVIRTALV	 537DAASVSSLMTTTEAVVSELPNDDKDTPAMAGG--------MGGMGY*---	 575   
Glyma20g19980|Glyma20g19980.1             504 --ENHDLGYDAAKGEYVDMVKAGIIDPLKVIRTALV	 537DAASVSSLMTTTEAVVSELPNDNKDTPAMAGG--------MGGMGY*---	 575   
Glyma10g33680|Glyma10g33680.1             504 --NDPDLGYDAAKGEYVDMVKAGIIDPLKVIRTALV	 537DAASVSSLMTTTEAIVSELPKDDKDVPAM-GG--------MGGMGGMDY*	 577   
Glyma20g33910|Glyma20g33910.1             504 --NDPDLGYDAAKGEYVDMVKTGIIDPLKVIRTALV	 537DAASVSSLMTTTEAVVSELPKDDKDVPAM-GG----------GMGGMDY*	 575   
Medtr1g090130|Medtr1g090130.1             504 --DNPDLGYDAAKGEYVDMVKAGIIDPLKVIRTALV	 537DAASVSSLMTTTEAIVSDLPSEDKDGPAMPAG--------MGGMGGY*--	 576   
Medtr1g090140|Medtr1g090140.1             504 --DNPDLGYDAAKGEYVDMVKSGIIDPLKVIRTALV	 537DAASVSSLMTTTEAVVSELPKEDKDTPAMPG---------MGGMDY*---	 574   
29904.t000134|29904.m003020               505 --DNYDLGYDAAKGEYVDMVKAGIIDPLKVIRTALV	 538DAASVSSLMTTTEAVVSELPKDESAAPAMPPG--------MG-MDY----	 575   
GSVIVG01029025001|GSVIVT01029025001       504 --DNPDLGYDAAKGEYVDMVKAGIIDPLKVIRTALV	 537DAASVSSLMTTTEAVVVELPKDEKEVPAMGGG--------MGGMDY*---	 575   
Cucsa.383180|Cucsa.383180.1               504 --DNPDLGYDAAKGEYVDMVKAGIIDPLKVIRTALV	 537DAASVSSLMTTTEAIVVELPKDEKEVPAMGGG--------MGGMDY*---	 575   
Eucgr.H02866|Eucgr.H02866.1               504 --DNPDLGYDAAKGDYVDMVKSGIIDPLKVIRTALV	 537DAASVSSLLTTTEAVVVELPKDDKEGASMPPG--------MGGMDY*---	 575   
85251|85251                               486 --NDYNLGYDAAKGEYVDMVKAGIIDPVKVLRTALG	 519DAASVSSLLTTTEAVVYDLPKEEKAAAG----GGMGG---HDLDY*----	 557   
Phpat.020G069000|Phpat.020G069000.1       486 --SNLNIGYDAAKGEYVDMVKAGIIDPVKVIRTAFV	 519DAASVASLMTTTEAVVAESNKE-EKDLVPSTGGGISGLGGMGGMYG*---	 564   
Phpat.013G023400|Phpat.013G023400.1       502 --TNMSIGYDAAKAEYVDMVKAGIIDPVKVIRTSLV	 535DAASVASLMTTTESVVADFNKAEDKEMMGGMGGGMGGMG---GMY*----	 577   
Phpat.004G086700|Phpat.004G086700.1       503 --ANLNIGYDAAKAEYVDMVKAGIIDPVKVIRTALV	 536DAASVASLLTTTEAIVADFPKDD--EAMPGMG-GMGGMGGMGGMY*----	 578   
Phpat.026G009800|Phpat.026G009800.1       503 --TNMSIGYDAAKAEYVDMVKAGIIDPVKVIRTALV	 536DAASVASLMTTTEAVIADFPKDD-KEAMPGMGGGMGGMGGMGGMY*----	 580   


