
Cre03.g183100|Cre03.g183100.t1.2            1 ------------------------MAPLPFAVVLPGLGEVSSFEDVGKKWHAWLDTQDVA	 36VQVLVTGLQSSIQGGAIGYMFGSISAIDPTQN--------GTAPK-P
Vocar20007903m.g|Vocar20007903m             1 -------------------------MALPFAVVLPGLGEVKSFDELGKKYQDWLAGQDVA	 35VQVLLTGLQSAVQGGVLGYMFGSISSFDPNQN--------GA-AK-P
Bra025133|Bra025133                         1 MAIIG--GEERR-----------VT-----SGGDTM---------EHSSWKEISPTQYKV	 33IETVFMTAFGGVSGAVLGGIIGTVIMA----------PMARRYPQAL
Bra041064|Bra041064                         1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.016G075300|Phpat.016G075300.1         1 -------------------------------------MIQLKVKQLDQDVKVWLKKQPAA	 23VEVALVTAGSAVQGGAIGALMGTFSADVVSTMP---TPSPQLNPEAA
Phpat.025G026700|Phpat.025G026700.1         1 -----------------------MMQATNKADGNPIQMIQLKVKKLDSDLKVWLKKQPAA	 37VEVVLVTAGSAVQGGAIGALMGTFSSDVASTMP---TPPPGLNPEAA
Bra009782|Bra009782                         1 --MGKDVGGEKK---KRGDGETMAVMSLMKDQQNPIHQFQVKFKEAEIGFKSWLSKQKLP	 55VEAAVVTAMGGVQGAFIGGLMGTLSPE---------MPQTGVDPQAM
Carubv10001771m.g|Carubv10001771m           1 --MGKDG-GD-------KVQETMAVMSLMKDQQNPIQQFQIKFKEVETGFKSWLSKQKLP	 50VEAAVVTAMGGVQGAFIGGLMGTLSPE---------MPQAGVDPQAM
AT5G24650                                   1 --MGKDGEGD-------KKRETMAVMSLMKDQQNPIQQFQVKFKEIETGFKSWLSKQKLP	 51VEAAVVTAMGGVQGAFIGGLMGTLSPE---------MPQAGIDPQAM
Bra017976|Bra017976                         1 MGVG--GGEGE-----QRRGEMMAISSLFNDQQNPIQQVQVKFKEVEVGLKTWLSKQSIP	 53VEAAVVSTMSGVQGAFIGGLMGTLSPE---------MPQT--DPQAM
Carubv10017861m.g|Carubv10017861m           1 MGVGGGGGGGDQ---RRGGGEMMAMASMFNDQQNPIQQFQVKFKEVETNFKTWLSKQSIP	 57VEAAVVSTMSGVQGAFIGGLMGTLSPE---------MPQAGVDPQAI
AT3G49560                                   1 -MVVGGGGEGDQ---KRSSGEMMAMASLFNDQQNPIQQFQVKFKEVETNFKTWLSKQSIP	 56VEAAVVSTMSGVQGAFIGGLMGTLSPE---------MPQAGVDPQAI
81847|81847                                 1 ------------------------------GSLEAMEAVQERLGKLDAGFKQWLRQQSAP	 30VEVAIVTAGGAAQGGAIGGLMGRLTADAAAGAPPMGNQLPQTNPQMM
Medtr3g093380|Medtr3g093380.1               1 ------MEQGKQG--------AMVLKGLPQQLQNPIDQIQTRYKHLENGFKLWLSKQSIA	 46VEAAVVTTTGAAQGAAIGAFLGTLTGDASSAFP-TPPPNASLNPQAM
PGSC0003DMG400000572|PGSC0003DMT40000154    1 ------MGEGKQG--------AMVVEMPNSSNQNPIAQLQNKFKELEIGFKGWLSKQSIP	 46VEAAVVTATSGLQGAAIGGFMGTLTQDVSSSMP-TPPAGANLNPQAM
Cucsa.202450|Cucsa.202450.1                 1 ------MEQGKQG--------VVV-K--LPPHQNPVEQIQARFKELENGFRTWLAKQSLP	 43VEAAVVTVTSAAQGAAIGGFMGTLTNDVSSSL---PTPQAGLNPQAM
Eucgr.K00480|Eucgr.K00480.1                 1 ------MEQGKRG--------IVVSK--LLPPNNPIEQLQSRFKEIEAGFKDWLSKQSLP	 44VEAAVVTATGATQGAAIGAIMGTLTNDVSASL--GPPPGANLNPQAM
Eucgr.K00528|Eucgr.K00528.1                 1 ------------------------------------------------------------	 0------------------------------------------------
Potri.012G004600|Potri.012G004600.1         1 --M--EQQQGKQG--------VTVAK--LFPNQDPIKLVQFKFKELEDGFKSWLSKQSLP	 46VEAAVVTATGGVQGAAIGAIMGTLTPDISSSMP-TPPPQASLNPQAM
Potri.015G000600|Potri.015G000600.1         1 -----MEQQGKQG--------VIVSK--LLPNQDPVKFVQFKYKELEDGFKSWLSKQSLL	 45VEAAVVTATSGVQGAAIGAIMGTITPDISSSMP-TP-PQAALNPQAM
Eucgr.A00976|Eucgr.A00976.1                 1 -----MEREGKGV--------MTVSK--LAPQQNPIEQLQARFKEVEAGFKAWLSRQPLA	 45VEAAVVTATSGLQGAAIGAFMGTLTGDVSSSI--APPPQANLNPEAM
Glyma04g40360|Glyma04g40360.1               1 -----MEQAG--K--------QGIMV--TSQSQNPIEQIQARFKELETGFRLWLSKQSLP	 43VEAAVVTTTSAAQGAAIGAFMGTLTADASSTFP-TPPPNASLNPQAM
Glyma06g14420|Glyma06g14420.1               1 -----MEQAG--K--------QGIMV--ASQSQNPIEQIQARFKDLETGFRLWLSKQSLP	 43VEAAVVTTTSAAQGAAIGAFMGTLTADASSTFP-TPPPNASLNPQAM
30154.t000017|30154.m001133                 1 MEQ--QQQQG--N--------QGVV----MGKENPIQQLQAKMKELENGFKSWLSKQSLA	 44VEAAVVTATSATQGAAIGAIMGTLAPDISSSLP-TPPPDAALNPQAM
GSVIVG01038683001|GSVIVT01038683001         1 ------------------------------------------------------------	 0----------------------------------------------MA
LOC_Os02g32530|LOC_Os02g32530.1             1 ------------------------------------------------------------	 0------------------------------------------MCMLRE
GRMZM2G010743|GRMZM2G010743_T01             1 MAD--GKGRENSAVALKTSPSV-PMARGLRGGSNPLEEWSGRVKAIEAGFRAWMAKQPIH	 57IEAAVSTAVGAVQGGALGGLMGSLTADGGSPFP-IPQPPSNANSDAM
GRMZM2G473463|GRMZM2G473463_T01             1 MAD--GKRGEDSAVALKTSPSSAVMAGGLRGVSNPLEEWSGRVKAIEAGFRAWMAKQPIQ	 58IEAAVTTAVGAVQGGALGGLMGSLTADGGSPFP-IPQPPPNANPEAM
GRMZM2G089507|GRMZM2G089507_T01             1 MEK--A-GQKRRPLTVMASSSSQVAAARGMGMTNPLAEWTDRVRSLEAGVRAWLAKQPTH	 57VEAAVVTAVGAVQGAALGGLMGTLAPDGGAALP-VPPPPPGTDPKVL
LOC_Os04g33220|LOC_Os04g33220.1             1 MEG--MGQQKRRPLVVMASAQ-----AAARGGANPLAELTDRVKTLEAGLRAWLAKQPTH	 53VEAAVATAVGAVQGGALGGLMGTLAPDGGSPFP-VPQPPPGADPNAL

Cre03.g183100|Cre03.g183100.t1.2           75 ANPALDSMMKAGP	 87WGTARNLAALTGVQAAATLAIKKARNGKEDVYSSMAASFLSGVAYSLVSG--SPNPIQSA	 145ITTGAAFGLFNGLIYQVGQAFK-PEFADTE
Vocar20007903m.g|Vocar20007903m            73 SNPALESVVKAGP	 85WGSARNLAALTGVQAAASLAIKKARNGKEDVYSAMGASFLSGVAYSVVSG--SPNPIQSA	 143VTTGAAFALFNGLIYQFGQAFK-PEFADTD
Bra025133|Bra025133                        71 AALRRTQYARAYA	 83LEGSAVFA----AWFGIESIMRGIRG-KDDLTSRMVSASGGGLAYSFAMK-GLTGQPAHA	 137LFTSAYYAALSGTT----ATIKSRNAQDAF
Bra041064|Bra041064                         1 ------------	 0---------------------MMLQK-LVISEKSLVSASGAGLAISLVSE-GLKVKPAHA	 37LSTAAVFAVVSGTIYKVSETIKSHNAQDAFYTE
Phpat.016G075300|Phpat.016G075300.1        68 ASLQQAK------	 74------------------------------------------------------------	 74-----------------------LRSEDKDY
Phpat.025G026700|Phpat.025G026700.1        82 ASLQQAKAFAGGP	 94LTQARNFAVMTGVNAGITCAMKRARGGKEDLQTSAVAAFGSGAVFSAVSGMGGPNVLGNA	 154LTTGFFFALVQGGLFQLGKKFAKTPTEDKD
Bra009782|Bra009782                        94 ASLQQTQALVGGP	 106LVQARNFAAITGVNAGIACVMKRIRG-KEDLESAVVAAFGSGVAYSLVSA-GLQGQPMNA	 164ITTAAGFSLFQGIFFKLGERFSKPTVEDP
Carubv10001771m.g|Carubv10001771m          89 ASLKQTQALVGGP	 101LVQARNFAAITGVNAGIACVMKRIRG-KEDLESAVVAAFGSGVAYSLVSA-GLQGQPMNA	 159ITTAAGFALFQGVFFKLGQRFSKPSVEDP
AT5G24650                                  90 ASLKQTQALVGGP	 102LVQARNFAAITGVNAGIACVMKRIRG-KEDLESAVVAAFGSGVAYSLVSA-GLQGQPMNA	 160ITTAAGFAVFQGVFFKLGERFSKPSVEDP
Bra017976|Bra017976                        90 ASMKQAQALVGGP	 102WVQARNFAAITGVNAGIACVMKRIRG-KEDLESAVVAALGSGFAYSLVSQ-GLQGQPINA	 160ITTAAGFAVFQGIFFKASDH---------
Carubv10017861m.g|Carubv10017861m          96 ASMKQAQALVGGP	 108WVQARNFAAITGVNAGIASVMKRIRG-KEDIESAVVAALGSGFAYSLVSQ-GLQGQPMNA	 166ITTAAGFAVFQGIFFKA-KRFSKPSSEDP
AT3G49560                                  95 ASMKQAQALVGGP	 107WVQARNFAAITGVNAGIASVMKRIRG-KEDIESAVVAALGSGFAYSLVSQ-GLQGQPMNA	 165ITTAAGFAVFQGVFFKLGERFSKPSTEDP
81847|81847                                78 VCNLNFQAFAGGP	 90WAQARNFAVMSGVNSGLTCVMKRLRGGVEDAQTSMVAGFGSGACLSIASGMGGENPVASA	 150VTTGLSFGLIQAAMFKVTQKFYQPPGDDIQ
Medtr3g093380|Medtr3g093380.1              93 ASLQQAQALAGGP	 105LIQARNFAILTGVSAGITCVLRRLRG-KEDVKSSMAAAFGSGVTFSLVSGMGGPNKVGNA	 164VTSGLFFALFQGGVFQIGQKFSRPPAEDA
PGSC0003DMG400000572|PGSC0003DMT40000154   93 ASFQQAQALAGGP	 105LVQARNFAVMTGVNAGISCVLKRIRG-KEDVQSSMAAAFGSGALFSLVSGMGGPNPVPNA	 164LTSGIFFALVQGGLFELGRKFSQPPAEDT
Cucsa.202450|Cucsa.202450.1                88 ASFKQAQALAGGP	 100LVQARNFAVMTGVNAGISSVMKRLRG-KEDVQSSMVAAFGSGAMFSLVSGMGGPNQATNA	 159VTSGLFFALVQGGLFKLGEKFSQPPVEDV
Eucgr.K00480|Eucgr.K00480.1                90 ASLKQAQALSGGP	 102LIQARNFAVMTGVNAGISCVMKRLRG-KEDVQSSMVAAFGSGAMFSLVSGMGGPNQAANA	 161VTSGFFFALVQGGLFKLGQKFSQPPVEDV
Eucgr.K00528|Eucgr.K00528.1                 1 ------------	 0----------------------------------MAAAFGSGAMFSLVSGMGGPNQAANA	 26VTSGFFFALVQGGLFKLGQKFSQPPVEDVYYSQ
Potri.012G004600|Potri.012G004600.1        93 ASLKQAQALAGGP	 105LIQARNFAVMTGTNAGIACIMKRLRG-KEDVQSSMVAAFGSGAMFSLVSGMGGPNLATNA	 164ITSGLFFALVQGGLFKLGEKLSKPPVEDL
Potri.015G000600|Potri.015G000600.1        91 ASLKQAQALAGGP	 103LIQARNFAVMTGTNAGIACIMKRLRG-KEDVQSSMVAAFGSGAMFSLVSGMGGPNNATNA	 162ITSGLFFALVQGGLFKLGEKFSQPPTEDL
Eucgr.A00976|Eucgr.A00976.1                91 ASLKQAQALAGGP	 103LVQARNFAVMTGVNAGISCVMKRLRG-KEDVQSSMAAAFGSGAMFSLVSGMGGPNQAVNA	 162VSSGLFFALVQGGLFKFGQKFSQPPEEDM
Glyma04g40360|Glyma04g40360.1              90 ASLKQAQALAGGP	 102LVQARNFAVMTGVNAGISCVLKRIRG-KEDVQSSMAAAFGSGAMFSLVSGMGGPNQATNA	 161VTSGLFFALVQGGLFQIGQKFSNPPAEDT
Glyma06g14420|Glyma06g14420.1              90 ASLKQAQALAGGP	 102LIQARNFAVMTGVNAGISCVLKRIRG-KEDVQSSMAAAFGSGALFSLVSGMGGPNQATNA	 161LTSGLFFALVQGGLFQIGQKFSQPPAEDT
30154.t000017|30154.m001133                91 ASIKQAQALSGGP	 103LVQARNFAVMTGVNAGISSVMKRLRG-KEDVQSSMVAAFGSGAMFSLVSGVGGPNPAANA	 162ITSGLFFALVQGGLFQLGQKFSQPPAEDT
GSVIVG01038683001|GSVIVT01038683001         3 SFKQAQALAGGP	 14LVQARNFAVMTGVNAGISCVMKRIRG-KEDVQSSMVAAFGSGAMFSLVSGMGGPNQATNV	 73ITSGLFFALIQGGIFQIGQKFSQPPAEDLFYS
LOC_Os02g32530|LOC_Os02g32530.1             7 QQASTTALAGGP	 18LVQARNFAVMTGANAGISCVMRRIRG-GEDIQGSMAAAFGSGALFSIVSGMGTPNPVANA	 77ITTGAAFAIFQGGFFMIGQKFSKPQSEDLYYS
GRMZM2G010743|GRMZM2G010743_T01           104 ASFKQAQALAAGP	 116LVQARNFAVMTGANAGISCVMRRLRG-QEDIQGSMTAAFGSGALFSIVSGMGTPNPVLNA	 175ITTGVAFAVFQGGFFMIGQKFSKPSSEDT
GRMZM2G473463|GRMZM2G473463_T01           105 ASFKQAQALAGGP	 117LVQARNFAVMTGANAGISCVMRRIRG-KEDIQGSMAAAFGSGALFSIVSGMGTPNPVANA	 176VTTGVAFAVFQGGFFMIGQKFSKPPSEDT
GRMZM2G089507|GRMZM2G089507_T01           104 ASFKQAQALAGGP	 116LVQARNFAVMTGANAGISCVMRRIRG-VEDVQGSMAAAFGSGALFSIVSGMGTPNPVANA	 175ITTGVGFAVFQGGFFMISQKFSQPQSGDT
LOC_Os04g33220|LOC_Os04g33220.1           100 ASFKQAQALAGGP	 112LVQARNFAVMTGANAGISCVMRRIRG-VEDVQGSMAAAFGSGALFSIVSGMGSPNPVANA	 171ITTGVAFAVFQGGFFMIGQKFSQPPSEDI

Cre03.g183100|Cre03.g183100.t1.2          175 YDRGKYMLKTLGLTKYVDNLKKGLLTDNTI	 204MLWND---IALAEVRIPPGPRLLILHHLDTYRNPSSVLKPA-LPLPPLPPPPPPMAAAAA	 260GASGR*	 265 
Vocar20007903m.g|Vocar20007903m           173 YDRGKYMLKTLGLTKYADNLKKGLLTDNTI	 202MLWND---SALAECRIPPGPRLLILHHLDTYRNPSNVLKPA-LPLPPLPPQPVATASAIA	 258GR*---	 260 
Bra025133|Bra025133                       164 YIETKAMLSKLGLEEYEKNFKKGHLTDPTL	 193PFLTD---SVLQEVNIPPGPRLLILDHIQRFCIQTSLLLHGSN---------------I*	 234------	 234 
Bra041064|Bra041064                        71 TRVMLSKLGLEEYEKNFKKGHLTDPTL	 97PFLTD---SVLQEVNIPPGPRLLILDHIQRFEYKLLYSYMDQIYE-------------I*	 140------	 140     
Phpat.016G075300|Phpat.016G075300.1        83 LRSKIMLEKLNLQKYEKNFKKGMLTDSTL	 111HLLND---SSLRDVQIPPGPRLLILDHLKRCV*---------------------------	 140------	 140  
Phpat.025G026700|Phpat.025G026700.1       185 YMRSKSMLEKLSLQKYEKNFKKGMLTDSTL	 214HLLND---SSLRDVQIPPGPRLLILDHLKSGCCIAGQKMSQRDPASGYMPC------CV*	 264------	 264 
Bra009782|Bra009782                       194 YYTRARSMLLKLGLEKYEKNFKKGLLADPTL	 224PLLTD---SALKDVSIPPGPRLLILDHIQRDPELKGKRGSRG*-----------------	 263------	 263
Carubv10001771m.g|Carubv10001771m         189 FYTRGRSMLLKLGLEKYEKNFKKGLLADPTL	 219PLLTD---SALKDASIPPGPRLLILDHIQRDPELKGKRGRG*------------------	 257------	 257
AT5G24650                                 190 YYTRGRSMLLKLGLEKYEKNFKKGLLADPTL	 220PLLTD---SALRDVSIPPGPRLLILDHIQRDPELKGKRGSRG------------------	 259------	 259
Bra017976|Bra017976                       181 -----------FGLQKYEKNFKKGLLTDPTL	 200PLLTD---SALRDVSIPPGPRLLILDHIQRDPEIKGKRGK*-------------------	 237------	 237
Carubv10017861m.g|Carubv10017861m         195 FYTRGRTMLVQLGLEKYEKNFKKGLLTDPTL	 225PLLTD---SALRDVSIPPGPRLMILDHIQRDPEMKGKRK*--------------------	 261------	 261
AT3G49560                                 195 FFTRGRTMLVKLGLEKYEKNFKKGLLTDPTL	 225PLLTD---SALKDANIPPGPRLMILDHIQRDPEIKGKRK---------------------	 261------	 261
81847|81847                               181 YLRSKNMLRVLGLEKYEKNFKKGYLTDETL	 210PLLTD---SALRDVKIPPGPRLLILHHIERSGRAHIV*----------------------	 244------	 244 
Medtr3g093380|Medtr3g093380.1             194 DYAKTRNMLQNLGLQNYEKNFKKGLLSDNTL	 224PLLND---SALRDVKIPPGPRLLILDHIHRDQDLREKRGSRC*-----------------	 263------	 263
PGSC0003DMG400000572|PGSC0003DMT40000154  194 HYVRTRSLLSSLGLQNYEKNFKKGLLTDTTL	 224PLLTDRQDIALRDVRIPPGPRLLILDHIQRDPELRKKRG*--------------------	 263------	 263
Cucsa.202450|Cucsa.202450.1               189 YYAKTRSMLNNLGLQSYEKNFKKGLLTDTTL	 219PLLTD---SALRDVKIPPGPRLLILDHIQRNPELRER*----------------------	 253------	 253
Eucgr.K00480|Eucgr.K00480.1               191 YYSQTRSMLSNLGLQNYEKNFKKGLLTDTTL	 221PLLTD---SALRDVNIPPGPRLLILDHIQRDPQLKCARKL*-------------------	 258------	 258
Eucgr.K00528|Eucgr.K00528.1                60 TRSMLSNLGLQNYEKNFKKGLLTDTTL	 86PLLTD---SALRDVNIPPGPRLLILDHIQRDPQLKGARKL*-------------------	 123------	 123     
Potri.012G004600|Potri.012G004600.1       194 CYARTRSMLNNLGLQNYEKNFKKGLLTDNTL	 224PLLTD---SALRDVRIPPGPRLLILDHLRRDPELREKTCKP*------------------	 262------	 262
Potri.015G000600|Potri.015G000600.1       192 HYARTRSMLSNLGLQNYEKNFKKGLLTDHTL	 222PLLTD---SALRDVRIPPGPRLLILDHIQRDPELREKTGKP*------------------	 260------	 260
Eucgr.A00976|Eucgr.A00976.1               192 HYVRTRNMLTRLGLQTYEKNFKKGLLTDNTL	 222PLLND---SALSDVKIPPGPRLLILDHIQRDPELKRTRKR*-------------------	 259------	 259
Glyma04g40360|Glyma04g40360.1             191 HYAKTRHMLNNLGLQSYEKNFKKGLLTDNTL	 221PLLTD---SALRDVRIPPGPRLLILDHIQRDADLKEKRGRRK*-----------------	 260------	 260
Glyma06g14420|Glyma06g14420.1             191 HYAKTRHMLNNLGLQSYEKNFKKGLLTDNTL	 221PLLTD---SALRDVRIPPGPRLLILDHIQRDADLKDKRGSRK*-----------------	 260------	 260
30154.t000017|30154.m001133               192 FYARTRTMLHSLGLQNYEKNFKKGLLTDSTL	 222PLLTD---SALRDVRIPPGPRLLILDHIQRDPELKERRGIHG------------------	 261------	 261
GSVIVG01038683001|GSVIVT01038683001       106 RTRSMLTSLGLQNYEKNFKRGLLTDSTL	 133PLLTD---SALKDARIPPGPRLLILDHIQRDPELKNARRL*-------------------	 170------	 170   
LOC_Os02g32530|LOC_Os02g32530.1           110 RARSMLQKLGLEKYEKNFKKGLLTDQTL	 137PLLTD---SALRDVKIPPGPRLLILDQIKRDPEFGKAR*---------------------	 172------	 172   
GRMZM2G010743|GRMZM2G010743_T01           205 YYSLTRSMLHKLGLEKYEKNFRKGLLNDQTL	 235PLLTD---SALRDVKIPPGPRLLILDQIKRDPGLVRAK*---------------------	 270------	 270
GRMZM2G473463|GRMZM2G473463_T01           206 YYSRTRSMLHKLGLEKYEKNFKRGLLNDQTL	 236PLLTD---SALRDVKIPPGPRLLILDQIKRDPELVQAK*---------------------	 271------	 271
GRMZM2G089507|GRMZM2G089507_T01           205 YYSRGRSMLQKLGLQNYEKNFKKGLLTDQTL	 235PLLTD---SALRDVKIPPGPRLLILDHIKRDPELTKAN*---------------------	 270------	 270
LOC_Os04g33220|LOC_Os04g33220.1           201 YYSRGRNMLKQLGLQNYEKNFKKGLLTDQTL	 231PLLND---SALRDVKIPPGPRLLILDHIQRDPELTKST*---------------------	 266------	 266


