
Esi0237_0006                                1 ------------------------------------------------------------	 0------------------------------------------------
gi|17553472                                 1 ------------------------------------------------------------	 0------------------------------------------------
YJL104W                                     1 ------------------------------------------------------------	 0------------------------------------------------
gi|27363461                                 1 ------------------------------------------------------------	 0------------------------------------------------
gi|85097602                                 1 ------------------------------------------------------------	 0------------------------------------------------
CMP334C|CMP334CT                            1 ------------------------------------------------------------	 0------------------------------------------------
tr|A8J4S6|A8J4S6_CHLRE                      1 ------------------------------------------------------------	 0------------------------------------------------
tr|D8TX81|D8TX81_VOLCA                      1 ------------------------------------------------------------	 0------------------------------------------------
CMK200C|CMK200CT                            1 ------------------------------------------------------------	 0------------------------------------------------
Medtr4g116100|Medtr4g116100.1               1 ------------------------------------------------------------	 0------------------------------------------------
Medtr1g098440|Medtr1g098440.1               1 ------------------------------------------------------------	 0------------------------------------------------
402411|402411                               1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.012G064600|Phpat.012G064600.1         1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.018G069100|Phpat.018G069100.1         1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.021G010400|Phpat.021G010400.1         1 ------------------------------------------------------------	 0------------------------------------------------
76729|76729                                 1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG400029559|PGSC0003DMT40007600    1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G164475|GRMZM2G164475_T01             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G048434|GRMZM2G048434_T07             1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os10g33910|LOC_Os10g33910.1             1 ------------------------------------------------------------	 0------------------------------------------------
Bra019621|Bra019621                         1 MELPPRVLYPRRFHASPSKYTAAAAPDLRDKLATLVDRNEKVKKAYHQLQSQIASGLAEA	 60GEVFESLAIPLMKLVGLKTSEMESEGRHSTFIFNTERHHMDDTSQNG
29964.t000004|29964.m000153                 1 ------------------------------------------------------------	 0------------------------------------------------
AT5G61880                                   1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG400029557|PGSC0003DMT40007599    1 ------------------------------------------------------------	 0------------------------------------------------
Bra003369|Bra003369                         1 ------------------------------------------------------------	 0------------------------------------------------
Bra007441|Bra007441                         1 ------------------------------------------------------------	 0------------------------------------------------
Bra014546|Bra014546                         1 ------------------------------------------------------------	 0------------------------------------------------
AT3G59280                                   1 ------------------------------------------------------------	 0------------------------------------------------
Carubv10018261m.g|Carubv10018261m           1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG400014859|PGSC0003DMT40003849    1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG400025578|PGSC0003DMT40006572    1 ------------------------------------------------------------	 0------------------------------------------------
Potri.012G108600|Potri.012G108600.1         1 ------------------------------------------------------------	 0------------------------------------------------
Potri.015G106600|Potri.015G106600.1         1 ------------------------------------------------------------	 0------------------------------------------------
GSVIVG01008650001|GSVIVT01008650001         1 ------------------------------------------------------------	 0------------------------------------------------
Glyma02g08820|Glyma02g08820.2               1 ------------------------------------------------------------	 0------------------------------------------------
Potri.014G151200|Potri.014G151200.1         1 ------------------------------------------------------------	 0------------------------------------------------
Cucsa.197950|Cucsa.197950.1                 1 ------------------------------------------------------------	 0------------------------------------------------
Cucsa.181450|Cucsa.181450.1                 1 ------------------------------------------------------------	 0------------------------------------------------
Eucgr.A00221|Eucgr.A00221.1                 1 ------------------------------------------------------------	 0------------------------------------------------
Eucgr.L00545|Eucgr.L00545.1                 1 ------------------------------------------------------------	 0------------------------------------------------
Eucgr.H00433|Eucgr.H00433.1                 1 ------------------------------------------------------------	 0------------------------------------------------
GSVIVG01013542001|GSVIVT01013542001         1 ------------------------------------------------------------	 0------------------------------------------------
Glyma06g20480|Glyma06g20480.2               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma16g27940|Glyma16g27940.1               1 ------------------------------------------------------------	 0------------------------------------------------

Esi0237_0006                                1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|17553472                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
YJL104W                                     1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|27363461                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|85097602                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
CMP334C|CMP334CT                            1 ------------	 0------------------------------------------------------------	 0----------------------------------
tr|A8J4S6|A8J4S6_CHLRE                      1 ------------	 0------------------------------------------------------------	 0----------------------------------
tr|D8TX81|D8TX81_VOLCA                      1 ------------	 0------------------------------------------------------------	 0----------------------------------
CMK200C|CMK200CT                            1 ------------	 0------------------------------------------------------------	 0----------------------------------
Medtr4g116100|Medtr4g116100.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Medtr1g098440|Medtr1g098440.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
402411|402411                               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Phpat.012G064600|Phpat.012G064600.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Phpat.018G069100|Phpat.018G069100.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Phpat.021G010400|Phpat.021G010400.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
76729|76729                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
PGSC0003DMG400029559|PGSC0003DMT40007600    1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G164475|GRMZM2G164475_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G048434|GRMZM2G048434_T07             1 ------------	 0------------------------------------------------------------	 0----------------------------------
LOC_Os10g33910|LOC_Os10g33910.1             1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra019621|Bra019621                       108 ARSDDLNNQIRRS	 120KEENYAAKVDSARKEIVHNHKGQLRQLVHMLRQIETQVNSHRGDIVQMLDDGRNSFQEFI	 180QKSLYYLSSVHSRNDDTFPATVKLLRILF
29964.t000004|29964.m000153                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
AT5G61880                                   1 ------------	 0------------------------------------------------------------	 0----------------------------------
PGSC0003DMG400029557|PGSC0003DMT40007599    1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra003369|Bra003369                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra007441|Bra007441                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra014546|Bra014546                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
AT3G59280                                   1 ------------	 0------------------------------------------------------------	 0----------------------------------
Carubv10018261m.g|Carubv10018261m           1 ------------	 0------------------------------------------------------------	 0----------------------------------
PGSC0003DMG400014859|PGSC0003DMT40003849    1 ------------	 0------------------------------------------------------------	 0----------------------------------
PGSC0003DMG400025578|PGSC0003DMT40006572    1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.012G108600|Potri.012G108600.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.015G106600|Potri.015G106600.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
GSVIVG01008650001|GSVIVT01008650001         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma02g08820|Glyma02g08820.2               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.014G151200|Potri.014G151200.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Cucsa.197950|Cucsa.197950.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Cucsa.181450|Cucsa.181450.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Eucgr.A00221|Eucgr.A00221.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Eucgr.L00545|Eucgr.L00545.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Eucgr.H00433|Eucgr.H00433.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
GSVIVG01013542001|GSVIVT01013542001         1 ------------	 0----------------------------------------------------------ML	 2K------------P----SLKIPLWTILFELKM-
Glyma06g20480|Glyma06g20480.2               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma16g27940|Glyma16g27940.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------

Esi0237_0006                                1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|17553472                                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
YJL104W                                     1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|27363461                                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|85097602                                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
CMP334C|CMP334CT                            1 --------------------------	 0------------------------------------------------------------	 0--------------------
tr|A8J4S6|A8J4S6_CHLRE                      1 --------------------------	 0------------------------------------------------------------	 0--------------------
tr|D8TX81|D8TX81_VOLCA                      1 --------------------------	 0------------------------------------------------------------	 0--------------------
CMK200C|CMK200CT                            1 --------------------------	 0------------------------------------------------------------	 0--------------------
Medtr4g116100|Medtr4g116100.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Medtr1g098440|Medtr1g098440.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
402411|402411                               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Phpat.012G064600|Phpat.012G064600.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Phpat.018G069100|Phpat.018G069100.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Phpat.021G010400|Phpat.021G010400.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
76729|76729                                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
PGSC0003DMG400029559|PGSC0003DMT40007600    1 --------------------------	 0------------------------------------------------------------	 0--------------------
GRMZM2G164475|GRMZM2G164475_T01             1 --------------------------	 0------------------------------------------------------------	 0--------------------
GRMZM2G048434|GRMZM2G048434_T07             1 --------------------------	 0------------------------------------------------------------	 0--------------------
LOC_Os10g33910|LOC_Os10g33910.1             1 --------------------------	 0------------------------------------------------------------	 0--------------------
Bra019621|Bra019621                       210 NNINELLGSVDTGVTDLMQALSKNMCNPMSK	 240YVGNLAAEVKGGPCVQLMKVVNEMERANADTRRELEDARERIRLAEERKMEALSRLKKAE	 300DQVQLMTSSAR
29964.t000004|29964.m000153                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
AT5G61880                                   1 --------------------------	 0------------------------------------------------------------	 0--------------------
PGSC0003DMG400029557|PGSC0003DMT40007599    1 --------------------------	 0------------------------------------------------------------	 0--------------------
Bra003369|Bra003369                         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Bra007441|Bra007441                         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Bra014546|Bra014546                         1 --------------------------	 0------------------------------------------------------------	 0--------------------
AT3G59280                                   1 --------------------------	 0------------------------------------------------------------	 0--------------------
Carubv10018261m.g|Carubv10018261m           1 --------------------------	 0------------------------------------------------------------	 0--------------------
PGSC0003DMG400014859|PGSC0003DMT40003849    1 --------------------------	 0------------------------------------------------------------	 0--------------------
PGSC0003DMG400025578|PGSC0003DMT40006572    1 --------------------------	 0------------------------------------------------------------	 0--------------------
Potri.012G108600|Potri.012G108600.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Potri.015G106600|Potri.015G106600.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
GSVIVG01008650001|GSVIVT01008650001         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Glyma02g08820|Glyma02g08820.2               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Potri.014G151200|Potri.014G151200.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Cucsa.197950|Cucsa.197950.1                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Cucsa.181450|Cucsa.181450.1                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Eucgr.A00221|Eucgr.A00221.1                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Eucgr.L00545|Eucgr.L00545.1                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Eucgr.H00433|Eucgr.H00433.1                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
GSVIVG01013542001|GSVIVT01013542001        20 ---------------------KHISC	 24WNAMIVSLAVHGYCEEALRLFSTMEMSVDGARP---------------------------	 57NRV---------------
Glyma06g20480|Glyma06g20480.2               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Glyma16g27940|Glyma16g27940.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------



Esi0237_0006                                1 ----------------------------------------	 0---------------------------------------------MANPFARIIAQLAVA	 15SAGIV
gi|17553472                                 1 ----------------------------------------	 0------------------------------------------------MPWRTALKVALA	 12AGEAV
YJL104W                                     1 ----------------------------------------	 0------------------------------------------------MAHRAFIQVIIT	 12GTQVF
gi|27363461                                 1 ----------------------------------------	 0-------------------------------------------------MAKYLAQIIVM	 11GVQVV
gi|85097602                                 1 ----------------------------------------	 0------------------------------------------------MAYRLITQVVVV	 12GSRVL
CMP334C|CMP334CT                            1 ----------------------------------------	 0------------------------------------------------MATPLLAGIAVA	 12GAALA
tr|A8J4S6|A8J4S6_CHLRE                      1 ----------------------------------------	 0------------------------------------------------------------	 0------
tr|D8TX81|D8TX81_VOLCA                      1 ----------------------------------------	 0-------------------------------------------------AARVLAQVLVA	 11GATVL
CMK200C|CMK200CT                            1 ----------------------------------------	 0------------------------------------------------MASKIVAQLIIY	 12GGQFL
Medtr4g116100|Medtr4g116100.1               1 ----------------------------------------	 0------------------------------------------------MAAKILANLIVI	 12GGSIL
Medtr1g098440|Medtr1g098440.1               1 ----------------------------------------	 0------------------------------------------------------------	 0------
402411|402411                               1 ----------------------------------------	 0------------------------------------------------MAGKIIANLLVL	 12GGGAL
Phpat.012G064600|Phpat.012G064600.1         1 ----------------------------------------	 0------------------------------------------------MATRLLANLIVM	 12GSGVV
Phpat.018G069100|Phpat.018G069100.1         1 ----------------------------------------	 0------------------------------------------------MAAKLIANLIVL	 12GSGVV
Phpat.021G010400|Phpat.021G010400.1         1 ----------------------------------------	 0------------------------------------------------MAAKLIANLIVL	 12GSGIV
76729|76729                                 1 ----------------------------------------	 0------------------------MVGQVR-VDQSGRENAAATNRSCFQIAKVIANLIVI	 35GSGIL
PGSC0003DMG400029559|PGSC0003DMT40007600    1 ----------------------------------------	 0-------------------------------------------MLFLRQAAKILANLIVM	 17GSSIL
GRMZM2G164475|GRMZM2G164475_T01             1 ----------------------------------------	 0------------------------------------------------MAGRLLANLIVM	 12GGTVV
GRMZM2G048434|GRMZM2G048434_T07             1 ----------------------------------------	 0------------------------------------------------MAGKLIANLIVM	 12GSTII
LOC_Os10g33910|LOC_Os10g33910.1             1 ----------------------------------------	 0------------------------------------------------MAGKLIANLIVM	 12GSGII
Bra019621|Bra019621                       312 FLLPSSQKKQEEHSVNGKRICTEGSRESEEKLLWNLLSKRRKHQEPES-	 359PMGPKGLIRQAGTKHNPLVQSRRMTRSQTRLSSPTGRPDALIPLGVSPSAAKLLATF
29964.t000004|29964.m000153                 1 ----------------------------------------	 0-------------------------------------------MLLLEQAAKILANLIVM	 17GSGLP
AT5G61880                                   1 ----------------------------------------	 0------------------------------------------------MAARVLASVIVM	 12GSGII
PGSC0003DMG400029557|PGSC0003DMT40007599    1 ----------------------------------------	 0------------------------MYL----LEMVSYFGNYAIMLFLRQAAKIIANLIVM	 32GSSIL
Bra003369|Bra003369                         1 ----------------------------------MGQISQ	 6Q--PKSILTRGE----FLLDS-------------TKISLGVKPVLRGQLASRIIAQFIVM	 47GSGIL
Bra007441|Bra007441                         1 ----------------------------------------	 0------------------------------------------------MAGRIIAQLIVM	 12GSGIL
Bra014546|Bra014546                         1 ----------------------------------------	 0------------------------------------------------MAGRIIAQFIVM	 12GTGIL
AT3G59280                                   1 ----------------------------------------	 0------------------------------------------------MAGRLLANLIVM	 12GSGII
Carubv10018261m.g|Carubv10018261m           1 ----------------------------------------	 0------------------------------------------------MAGRILANLIVM	 12GSGII
PGSC0003DMG400014859|PGSC0003DMT40003849    1 ----------------------------------------	 0-----------------------------------------------------------M	 1GSAILA
PGSC0003DMG400025578|PGSC0003DMT40006572    1 ----------------------------------------	 0------------------------------------------------MAARILANIVIM	 12GSGIM
Potri.012G108600|Potri.012G108600.1         1 ----------------------------------------	 0------------------------------------------------MAARLLANLLVM	 12GSGIM
Potri.015G106600|Potri.015G106600.1         1 ----------------------------------------	 0-----------------------MLYA----VCMENS------SRDCYVAARLLANLLVM	 27GSGIM
GSVIVG01008650001|GSVIVT01008650001         1 ----------------------------------------	 0--------------------------------------MDLICCYLLVQAAKILANLVVI	 22GSGIL
Glyma02g08820|Glyma02g08820.2               1 ----------------------------------------	 0----------------------------------------------------------HN	 2NAAVLD
Potri.014G151200|Potri.014G151200.1         1 ----------------------------------------	 0------------------------------------------------MAGKILANLIVM	 12GSAIL
Cucsa.197950|Cucsa.197950.1                 1 ----------------------------------------	 0------------------------------------------------MAAKILAHLIVS	 12GSVVI
Cucsa.181450|Cucsa.181450.1                 1 ----------------------------------------	 0------------------------------------------------MAAKILANLIVM	 12GSGIL
Eucgr.A00221|Eucgr.A00221.1                 1 ----------------------------------------	 0------------------------------------------------MAAKILANLVVM	 12GGGIL
Eucgr.L00545|Eucgr.L00545.1                 1 ----------------------------------------	 0------------------------------------------------MAAKILANLVVM	 12GGGIL
Eucgr.H00433|Eucgr.H00433.1                 1 ----------------------------------------	 0------------------------------------------------MAAKILANLIVM	 12GGGIM
GSVIVG01013542001|GSVIVT01013542001        61 -----TFIGVLIACSHKGLVDEGRTFFNRMVNEYKIMPDIKH	 97YGCMVDLLSRCG----LLKEAHHMIKT----MPFEANSVFFFTVFLSVQASKILANLIVM	 149G
Glyma06g20480|Glyma06g20480.2               1 ----------------------------------------	 0------------------------------------------------MAAKLLANLIVI	 12GGGIM
Glyma16g27940|Glyma16g27940.1               1 ----------------------------------------	 0------------------------------------------------MAAKILANLIVM	 12GGGIL

Esi0237_0006                               21 SRAFV-------SAYS---QAVHNARTGTLE-------------SAKAMSRTSKL	 52STLEAM-----------------------------QILNLQKGE----MKPD
gi|17553472                                18 AKALT-------RAVR---DEIKQTQQAAARHAASTGQSASETRENANSNAKLGI	 62SLEESL-----------------------------QILNVKTPL-----NRE
YJL104W                                    18 GKAFA-------EAYR---QAASQSVKQGAT---------NASRRGTGKGEYGGI	 53TLDESC-----------------------------KILNIEESKG--DLNMD
gi|27363461                                17 GRAFA-------RALR---QEFAASRAAADAR-------GRAGHRSAAASNLSGL	 54SLQEAQ-----------------------------QILNVSKLS------PE
gi|85097602                                18 GRAFA-------EAYK---QAAASSQYQRAQQ-------KNGNAATGRASLTSGM	 55TLDEAC-----------------------------KILNVNKPADGTAANME
CMP334C|CMP334CT                           18 GRAAI-------RAWQV----LKT----APARPKFPRS-------FLQGGFEPTM	 50SRTEAL-----------------------------HILGLREGV-----PRE
tr|A8J4S6|A8J4S6_CHLRE                      1 ------------------------------------------------------	 0------------------------------------------------------
tr|D8TX81|D8TX81_VOLCA                     17 FRAAT-------QAWA---QALVNAQKSGVASEAAQAG-------ATAAKKAGQM	 54AIQEAH-----------------------------MILGVDANA-----PWG
CMK200C|CMK200CT                           18 LRGLA-------EAYR---QALANAQSTGAAQSAAANA-------VRRGR--MTV	 53EE--AY-----------------------------RIVGATPGT-----SPE
Medtr4g116100|Medtr4g116100.1              18 ARGVV-------AAYR---QALQNATKNGVAQETIQNV-------VHRGS--KMM	 53TVEEAQ-----------------------------LILGVTEKT-----FWE
Medtr1g098440|Medtr1g098440.1               1 -------------MPPQNQVVVDATKNGVTQETIQNA-------VHRGS--KMM	 32TGEEAR-----------------------------LILGVTEKT-----SWED
402411|402411                              18 VKAVA-------QAYK---QAIVNANKSGVAHETVQNL-------AHKTS--KSM	 53TLHEAR-----------------------------MILGVAENT-----PWE
Phpat.012G064600|Phpat.012G064600.1        18 LRAMS-------QAYR---QAIVNASKTGVAQETVQNM-------AHKVS--KTM	 53TEHEAR-----------------------------QILGVVERA-----PWE
Phpat.018G069100|Phpat.018G069100.1        18 VRAFS-------QAYR---QAIVNASKTGVAQETVQNM-------AHKVS--KTM	 53TEHEAR-----------------------------QILGVAENA-----PWE
Phpat.021G010400|Phpat.021G010400.1        18 LRAVS-------QAYR---QAIVNASKTGVAQETVQNM-------AHKVS--KTM	 53TEHEAR-----------------------------QILGVRENA-----TWE
76729|76729                                41 LRAVS-------QAYK---QALINASKTGVAQETLQDI-------AEKST--KKM	 76SPHEAR-----------------------------MILGVSEKT-----PWE
PGSC0003DMG400029559|PGSC0003DMT40007600   23 ARAFV-------QAYR---QALSNASKNGVAQEAMQN--------IKRSS--KTH	 57DGSRGKTDSWCHRGFIMGRNCAGSFKCLPLSCDTAFVFNMALIR-----RFS
GRMZM2G164475|GRMZM2G164475_T01            18 GRAML-------QAYR---QAIVNANKTGAAQEAING--------IRRAS--KAM	 52TEQEAR-----------------------------QILGISENS-----TWE
GRMZM2G048434|GRMZM2G048434_T07            18 GRAML-------QAYR---KALDNANKTGVAHEAINN--------IRRAS--KTM	 52TEQEAR-----------------------------QILGVSENS-----TWE
LOC_Os10g33910|LOC_Os10g33910.1            18 GRAML-------QAYR---KALDNANKTGVAHETINN--------IRRAS--KTM	 52TEQEAR-----------------------------QILGVSEQS-----TWE
Bra019621|Bra019621                       417 IVY	 419GSGAVIRACT-------QAYR---QALANASKSGVAQEAMHS--------LKRGI--RGL	 459TEPEAR-----------------------------QILG
29964.t000004|29964.m000153                23 AKSSWYLGRLLEVNWRMKFGPCIDASKSGVAQETIENT-------IRRGS--KVM	 68TEQEAR-----------------------------QILGVTKET-----AWE
AT5G61880                                  18 ARACT-------QAYR---QALANASKTGVAHEATQTI---------KRG--LTI	 51GEAEAR-----------------------------QILGVTEKS-----SWD
PGSC0003DMG400029557|PGSC0003DMT40007599   38 ARAFV-------QAYR---QALSNASKNGVAQEAVQN--------IKRSS--KTM	 72TEAEAR-----------------------------QILGVTEDS-----SWE
Bra003369|Bra003369                        53 GRAFF-------QAYR---QAIANASKTGVAQEAMQNA-------VRKAG--KAI	 88NAQEAR-----------------------------QILGVTEQT-----SWE
Bra007441|Bra007441                        18 GRAFF-------QAYR---QALANASKTGVAQEAMQNA-------VRKAG--KSI	 53TEQEAR-----------------------------QILGVTEQT-----SWE
Bra014546|Bra014546                        18 GRAVF-------QAYR---QAIANASKTGVAQEAMQNA-------VRKAG--KAI	 53NEQEAR-----------------------------QILGVTEHT-----SWE
AT3G59280                                  18 GRAVF-------QAYR---QALANASKSGVAQEAMQNG-------VRQAG--KAI	 53TEQEAR-----------------------------QILGVTEKT-----SWE
Carubv10018261m.g|Carubv10018261m          18 GRAVF-------QAYR---QALANASKTGVAQEAMQNA-------VRKAG--KAI	 53NEQEAR-----------------------------QILGVTEQT-----SWE
PGSC0003DMG400014859|PGSC0003DMT40003849    8 RSFV-------QAYR---QALANASRNGVAQEAVQN--------MKRAG--KTM	 41TDAEAR-----------------------------QILGVTENA-----SWEE
PGSC0003DMG400025578|PGSC0003DMT40006572   18 VRAFA-------QAYR---QALTNASKNGVAQEAVQN--------IRRAS--KTM	 52TEVEAR-----------------------------QVLGVAEHS-----SWE
Potri.012G108600|Potri.012G108600.1        18 VRAFA-------QAYR---QALANASKSGVAHETVQN--------IRRGS--KMI	 52SEPEAR-----------------------------QILGITEHS-----TWE
Potri.015G106600|Potri.015G106600.1        33 VRAFA-------QAYR---QALANASKSGVAQETVQN--------IRRGS--KMM	 67AEPEAR-----------------------------QVLGITEHS-----TWE
GSVIVG01008650001|GSVIVT01008650001        28 ARALV-------QAYR---QALANASKSGVAQETVQN--------IRRGS--KIM	 62AELEAR-----------------------------QILGVTEHS-----SWE
Glyma02g08820|Glyma02g08820.2               9 LLIF-------LTLC---YVIADASKNGVAQETIQNT-------MRRAS--KVM	 43TEQEAR-----------------------------QILGVTEET-----PWEE
Potri.014G151200|Potri.014G151200.1        18 GRAFI-------QAYR---QALANASKSGVAQETLQNT-------IRRGS--KVM	 53TEQEAR-----------------------------QILGVTEET-----SWE
Cucsa.197950|Cucsa.197950.1                18 GRAVA-------QAYQ---QAIRNASNSGVAQETIRNT-------VRRAS--KVM	 53TEQEAR-----------------------------QILGVTEEM-----PWE
Cucsa.181450|Cucsa.181450.1                18 ARAFV-------QAYR---QALANASKSGVAQETMQNT-------VRRAS--KVM	 53TEQEAR-----------------------------QILGVTEET-----PWE
Eucgr.A00221|Eucgr.A00221.1                18 ARAFV-------QAYR---QALANASKTGVAQETVQNA-------VRRAS--KAM	 53TEQEAR-----------------------------QILGVSEET-----AWE
Eucgr.L00545|Eucgr.L00545.1                18 ARALV-------QAYR---QALTNASKTGVAQETVQNA-------VRRAS--KAM	 53TEQEAR-----------------------------QILGVSEET-----AWE
Eucgr.H00433|Eucgr.H00433.1                18 ARALV-------QAYR---QALANASKTGVAQETLQNT-------VRRAS--KAM	 53TEQEAR-----------------------------QILGVTEET-----AWE
GSVIVG01013542001|GSVIVT01013542001       151 SGILARALV-------QAYR---QALANASKSGVAQETIQNT-------VRRGS--KAM	 190MEQEAR-----------------------------QILGVTEQS---
Glyma06g20480|Glyma06g20480.2              18 TRAFV-------QAYR---QALSNASRNGVAQETIQNT-------IRRAS--KGM	 53TQQEAR-----------------------------QILGVTEET-----SWE
Glyma16g27940|Glyma16g27940.1              18 ARAVV-------QAYR---QALTNASKNGVAQETIQNT-------IRRAS--KVM	 53TEQEAR-----------------------------RILGVTEET-----PWE

Esi0237_0006                               72 LIKQRYDQ	 79YFGINDPDKGGSFYLQSKVFRAKEALDEQLALQAKQASEEAALK-------------AK-	 125--AAAGGKGGAGGAKARPAAGGARRPSANRRR*--
gi|17553472                                81 EVEKHYEH	 88LFNINDKSKGGTLYLQSKVFRAKERIDEEFGRIELKEEKKKEEN-------------AKT	 135E----------------------------------
YJL104W                                    75 KINNRFNY	 82LFEVNDKEKGGSFYLQSKVYRAAERLKWELAQREKNAK-AKAGD-------------AST	 128AKPPPNSTN-SSGAD--------NSASSNQ*----
gi|27363461                                72 EVQKNYEH	 79LFKVNDKSVGGSFYLQSKVVRAKERLDEELKIQAQEDR-EKGQM----------------	 122--PHT------------------------------
gi|85097602                                79 EVMERFKR	 86LFDANDPEKGGSFYLQSKVVRARERLEAEIKPKMEEKQ-AEEEV-------------KEG	 132WNPKIYKD---------------------------
CMP334C|CMP334CT                           69 KVREAHRR	 76LMRINHPDTGGSAYLAAKVNEAKEVLLGTGRRPTAGVR----------------------	 114-----------------------------------
tr|A8J4S6|A8J4S6_CHLRE                      1 ------	 0MFEVN--EKHGSFYLQSKVYRAKETIEEEYKRLGLYEQMEGEQLGQQPGQQQQAEQQEQQ	 58QAPKDGKQ-------------------------------
tr|D8TX81|D8TX81_VOLCA                     73 EVVKRFKH	 80LFDVN--EKHGSFYLQSKVYRAKECIEEEYKRLGLYGPEEEQQQQQQQQQDNAQQQQKQQ	 138-----------------------------------
CMK200C|CMK200CT                           70 HIAERLRR	 77LYTLNDPKNGGSLYLQAKVYTAQRTLEEALKRSFELPLEDKGD---SAKHHTASQQGSER	 134-----------------------------------
Medtr4g116100|Medtr4g116100.1              72 DIVKKFET	 79MHYKK-------FCILRRI-LCDPCLKTASKCTFATV--------------SATLEPNRR	 117FTV--VRTSAL----------LLNFLK-VQKRACK
Medtr1g098440|Medtr1g098440.1              52 IVKKFET	 58MFEKN--TK--SFYLQSKIHRAKEFLETLQ*-----------------------------	 84-------------------------------------
402411|402411                              72 EVLQKYDK	 79MFQKN--AEMGTFYLQSKVHRAKECLEAAKRAGG*-------------------------	 111-----------------------------------
Phpat.012G064600|Phpat.012G064600.1        72 DVVKKYDT	 79LFENN--MKSGSFYLQSKVFRAKECLEAARQRAGGQAQ*---------------------	 115-----------------------------------
Phpat.018G069100|Phpat.018G069100.1        72 EVVKKYEI	 79MFENN--MKVGSFYLQSKVFRAKEHLEQSRPQAEGQAQEQGPG-------Q*--------	 121-----------------------------------
Phpat.021G010400|Phpat.021G010400.1        72 EVVKKYDV	 79MFENN--MKAGSFYLQSKVFRAKECLEAARQQTEGQEQGQ*-------------------	 117-----------------------------------
76729|76729                                95 EILKKYEN	 102LFERN--AKIGSFYIQSKVQRAKERLEAEKNKGQ*-------------------------	 134----------------------------------
PGSC0003DMG400029559|PGSC0003DMT40007600  105 FFLQKYDN	 112LFERN--AKNGSFYLQSKVHRAKECLEEVHKPKEPETK*---------------------	 148----------------------------------
GRMZM2G164475|GRMZM2G164475_T01            71 EIVQKYDT	 78MFERN--NKNGSFYLQSKVHRAKECLEPLYQKPDVLN*----------------------	 113-----------------------------------
GRMZM2G048434|GRMZM2G048434_T07            71 EIVQRYDN	 78LFERN--GKSGSFYLQSKVHRAKECLETVYQKNKQDEPPN*-------------------	 116-----------------------------------
LOC_Os10g33910|LOC_Os10g33910.1            71 EIAQRYDN	 78LFERN--AKSGSFYLQSKVHRAKECLENVYQKNKQDGTPP*-------------------	 116-----------------------------------
Bra019621|Bra019621                       470 VTDKS-----SWGEVLKRYDN	 485LFERN--AKSGSFYLQSKVHRAKECLEAAYLKKP*-------------------------	 517---------------------
29964.t000004|29964.m000153                87 EILNKYET	 94LFERN--AKNGSFYLQSKVHRAKECLEALHQG----KGEAVGK-------RI-----KNR	 136WENGVARSSSV----------LLLYASEVNLLHHS
AT5G61880                                  70 EILKKYDT	 77LFERN--AQNGSFYLQSKVHRAKECLETAYQKSTTTSA----------------------	 113-----------------------------------
PGSC0003DMG400029557|PGSC0003DMT40007599   91 EIVQKYDN	 98LFERN--AKNRSFYLQSKIILHIRMIEIVLMAYNQMKSEGSL*-----------------	 138-----------------------------------
Bra003369|Bra003369                       107 EILLKYDK	 114LFENN--VKAGSFYLQSKVVRAKECLEVVYRT----KANL*-------------------	 148----------------------------------
Bra007441|Bra007441                        72 EIVQKYDK	 79LFENN--AKAGSFYLQSKVHRAKECLEEVYRS----KSTPS*------------------	 114-----------------------------------
Bra014546|Bra014546                        72 EILQKYDK	 79LFENN--AKAGSFYLQSKVLRAKECLEVVYRS----NGTPS*------------------	 114-----------------------------------
AT3G59280                                  72 EILQKYDK	 79LFENN--AKAGSFYLQSKVHRAKECLEVVYRS----QGNGTPS-----------------	 116-----------------------------------
Carubv10018261m.g|Carubv10018261m          72 EILQKYDK	 79LFENN--AKAGSFYLQSKVHRAKECLEVVYRS----KGNGTPS-------*---------	 116-----------------------------------
PGSC0003DMG400014859|PGSC0003DMT40003849   61 IMQRYDN	 67LFERN--AKNGSFYLQSKVHRAKECLEAIHQP----KEPEEK*-----------------	 103------------------------------------
PGSC0003DMG400025578|PGSC0003DMT40006572   71 DVLQKYDN	 78LFESN--AKNGSFYLQSKVHRAKECLESLYQS----KAEGPN*-----------------	 114-----------------------------------
Potri.012G108600|Potri.012G108600.1        71 EILQKYDK	 78LFENN--AKNGSFYLQSKVHRAKECLEELYQK----KAEGNV*-----------------	 114-----------------------------------
Potri.015G106600|Potri.015G106600.1        86 EILQKYDK	 93LFENN--AKNGSFYLQSKVHRAKECLEEVYQK----KAEGNS*-----------------	 129-----------------------------------
GSVIVG01008650001|GSVIVT01008650001        81 EILQKYDN	 88LFEQN--AKNGSFYLQSKVHRAKECLESVY*-----------------------------	 116-----------------------------------
Glyma02g08820|Glyma02g08820.2              63 IIKKYDN	 69LFENN--AKNGSFYLQSKVHRAKECLEAVQQG----KSQGTPS-------*---------	 106------------------------------------
Potri.014G151200|Potri.014G151200.1        72 EILKKYDT	 79LFERN--SKNGSFYIQSKVHRAKECLEAVHQG----KGLCMLK-------FLMNLQARKG	 126WYLIQAKDLYV----------LL*-----------
Cucsa.197950|Cucsa.197950.1                72 EIVKKYDA	 79LFERN--AQTGSFYLQSKVHRAKERLETLHHS----KGQDGPS-------CVS*------	 119-----------------------------------
Cucsa.181450|Cucsa.181450.1                72 EVAKKYDA	 79LFERN--AQTGSFYLQSKVHRAKERLETLYQN----KGQDAPS-------*---------	 116-----------------------------------
Eucgr.A00221|Eucgr.A00221.1                72 EILKKYDV	 79LFEQN--AKNGSFYIQSKVHRAKECLETVNRG----KADASPS-------*---------	 116-----------------------------------
Eucgr.L00545|Eucgr.L00545.1                72 EILKKYDV	 79LFEQN--AKNGSFYIQSKVHRAKECLETVNRG----KADASPS-------*---------	 116-----------------------------------
Eucgr.H00433|Eucgr.H00433.1                72 DILKKYDA	 79LFERN--AKNGSFYIQSKVHRAKECLESVYQG----KGQSNPS-------*---------	 116-----------------------------------
GSVIVG01013542001|GSVIVT01013542001       206 --TWEEILQKYDT	 216LFERN--AKNGSFYLQSKVHRAKECLEAVHQG----NSQGTPS-------*---------	 253-----------------------------
Glyma06g20480|Glyma06g20480.2              72 EIVKKYGS	 79LFENN--TKNGSFYLQSKVHRAKECLEAVHQG----KNPGTPC-------*---------	 116-----------------------------------
Glyma16g27940|Glyma16g27940.1              72 EIIKKYDN	 79LFENN--AKNGSFYLQSKVHRAKECLEAVQQG----KSQGTPS-------*---------	 116-----------------------------------



Esi0237_0006                              156 -------------------------	 155--------------------------------	 155              
gi|17553472                               137 -------------------------	 136--------------------------------	 136              
YJL104W                                   150 -------------------------	 149--------------------------------	 149              
gi|27363461                               126 -------------------------	 125--------------------------------	 125              
gi|85097602                               141 -------------------------	 140--------------------------------	 140              
CMP334C|CMP334CT                          115 -------------------------	 114--------------------------------	 114              
tr|A8J4S6|A8J4S6_CHLRE                     67 ---------------------	 66--------------------------------	 66                    
tr|D8TX81|D8TX81_VOLCA                    139 -------------------------	 138--------------------------------	 138              
CMK200C|CMK200CT                          135 -------------------------	 134--------------------------------	 134              
Medtr4g116100|Medtr4g116100.1             140 YIVSISKTVQINEAEHVTWESKYIK	 164SQQTQNYQEMVCAPPSLVTALRIMSNITRDI*	 195              
Medtr1g098440|Medtr1g098440.1              85 -----------------------	 84--------------------------------	 84                  
402411|402411                             112 -------------------------	 111--------------------------------	 111              
Phpat.012G064600|Phpat.012G064600.1       116 -------------------------	 115--------------------------------	 115              
Phpat.018G069100|Phpat.018G069100.1       122 -------------------------	 121--------------------------------	 121              
Phpat.021G010400|Phpat.021G010400.1       118 -------------------------	 117--------------------------------	 117              
76729|76729                               135 --------------------------	 134--------------------------------	 134             
PGSC0003DMG400029559|PGSC0003DMT40007600  149 --------------------------	 148--------------------------------	 148             
GRMZM2G164475|GRMZM2G164475_T01           114 -------------------------	 113--------------------------------	 113              
GRMZM2G048434|GRMZM2G048434_T07           117 -------------------------	 116--------------------------------	 116              
LOC_Os10g33910|LOC_Os10g33910.1           117 -------------------------	 116--------------------------------	 116              
Bra019621|Bra019621                       518 ---------------------------------------	 517--------------------------------	 517
29964.t000004|29964.m000153               162 PFVDLTEPAQLVGI----------Q	 176VSKTASAQRHVTSS------------------	 190              
AT5G61880                                 114 -------------------------	 113--------------------------------	 113              
PGSC0003DMG400029557|PGSC0003DMT40007599  139 -------------------------	 138--------------------------------	 138              
Bra003369|Bra003369                       149 --------------------------	 148--------------------------------	 148             
Bra007441|Bra007441                       115 -------------------------	 114--------------------------------	 114              
Bra014546|Bra014546                       115 -------------------------	 114--------------------------------	 114              
AT3G59280                                 117 -------------------------	 116--------------------------------	 116              
Carubv10018261m.g|Carubv10018261m         117 -------------------------	 116--------------------------------	 116              
PGSC0003DMG400014859|PGSC0003DMT40003849  104 ------------------------	 103--------------------------------	 103               
PGSC0003DMG400025578|PGSC0003DMT40006572  115 -------------------------	 114--------------------------------	 114              
Potri.012G108600|Potri.012G108600.1       115 -------------------------	 114--------------------------------	 114              
Potri.015G106600|Potri.015G106600.1       130 -------------------------	 129--------------------------------	 129              
GSVIVG01008650001|GSVIVT01008650001       117 -------------------------	 116--------------------------------	 116              
Glyma02g08820|Glyma02g08820.2             107 ------------------------	 106--------------------------------	 106               
Potri.014G151200|Potri.014G151200.1       140 -------------------------	 139--------------------------------	 139              
Cucsa.197950|Cucsa.197950.1               120 -------------------------	 119--------------------------------	 119              
Cucsa.181450|Cucsa.181450.1               117 -------------------------	 116--------------------------------	 116              
Eucgr.A00221|Eucgr.A00221.1               117 -------------------------	 116--------------------------------	 116              
Eucgr.L00545|Eucgr.L00545.1               117 -------------------------	 116--------------------------------	 116              
Eucgr.H00433|Eucgr.H00433.1               117 -------------------------	 116--------------------------------	 116              
GSVIVG01013542001|GSVIVT01013542001       254 -------------------------------	 253--------------------------------	 253        
Glyma06g20480|Glyma06g20480.2             117 -------------------------	 116--------------------------------	 116              
Glyma16g27940|Glyma16g27940.1             117 -------------------------	 116--------------------------------	 116              


