
CMO061C|CMO061CT        1 ------------------------------------------------------------	 0---MVSGSEQATASAQNLEAPVRDILRE--TVRL----RRVIIRGVER
Esi0503_0006            1 ------------------------------------------------------------	 0----------------------MVIPLDELPLRV----RTVKIVGNNR
Cre06.g308900           1 MTSSEAEPAPAT--AASASPAAADA------------SGSS-----A--GASGAA-ATPA	 38------AGG--PHGVVDYEALYEQIKDKPCHVVQINQRKDGFNGGTF
Vocar20007806           1 MAR-------GS--APEGSPVVP----------------ST-----D--GNINEI-QKPG	 27------EGPPAVPQPVDYTDLYERIKDKPCRVVQINQQLEGFNGRPF
139554|139554           1 ------------------------------------------------------------	 0------------------------MEKEDVNVRV----HDIQIKGNKR
Phpat.023G045500        1 MDHLTGDGR--------------------EEDDEETLREWDMEDRDDGAGQQRHEEEEEE	 40------EEVDDQTSVNLMNIMSEKLVKEPVKVRV----HDIEIRGNV
Phpat.024G008700        1 MDHGMGDRR--------------------GKSDEENLKERGDSEAEY---RDGGMEEEEE	 37------EAVDDEASMNLIKTMTEKLVNETVQVRV----HDIVIIGNS
LOC_Os11g01490          1 MATASSPASV------QDYPDLQE-----DD--DDDFQDDDDLDD-E--DEEDD-----D	 39DQ----EPSPSPSDEARLQSVLRRLTAEEVRIRV----HDVEIRGCC
LOC_Os12g01500          1 MATASSPASV------QDYPDLQE-----DD--DDDFQDDDDDDLDD--EDEED-----D	 40DQ----EPSPSPSDEARLESVLRRLTAEEVRIRV----HDVEIRGCC
GRMZM2G057557           1 MAN----ASD------SDIPSVTH-----DLDEDEEFD-----DDDL--DDEDD-----D	 33GG----EPLASSSEAARLEAVLRRLTADEVRIRV----HQVTIRGCA
GRMZM2G062080           1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM5G832582           1 MAIAADSAAD-------QDPNPIPNEAAGES---VELPAYTDHGEPNADLADVDYEDE--	 48--EELDGVTAEAAARDKVEAVFQRLSEAPVGIRV----HDIIIKGNT
AC197705.4_FG007        1 MAAAADSASD-------QNPKDAERHVLTAE---SDADF---SEEDYDEDGEEEYEEE--	 45--EELDGPAAAAAERERMQSVLRRLSSDPVGIRV----HDVIIKGNT
LOC_Os05g39390          1 ----MATAAD-------QNPNDAEHREAAAG---A--NA---AAEEYEEE--DEEEEE--	 37--VELDGPAAVAAEREKVQAVFKRLSSDPVGIRV----HDVIIKGNA
AT3G11070               1 MANPTENLDA--------NPQIREP---EAEEEVEELNGYE-GDD---GGEDDDGEDDDT	 45ESKSQTRESGSSVDRIKAESLFRRMRAAPVPVRV----HDVIIGGNE
Carubv10013427          1 MANPAEELDV--------NPPIREP---EEEEVVEELNGDE-EGEEEEEEEDNEGEDDDT	 48ESKSQTRKGRSSADRINAESLFRRMRAAPVPVRV----HDVIVRGNQ
Bra001389               1 MANPTENLDP--------NPPTREP---ED--EVEELNGDE-GEVEEEEEDDDEGEDDDA	 46VSN---------PQSLKTESLFRRMRSSPVPVRV----HDVIVKGNT
Bra034868               1 MANPTENLDP--------NPPTREP---ED--ELEELNGDE-GELEEEEEDE-----EDT	 41VSN---------AYRTKTESLFRRMRSAPVPVRV----HDVIVKGNS
Bra009118               1 MANPADKPDP--------NLTTRDE----GEVREEELEDIE-EEEDDYEGEDDNDE--AT	 45ASKPQTRE-DAAASRANAQNLFRRMGVAPVPVRV----HDVIVKGNE
AT5G05520               1 MENPAEKPDP--------NPSKPKI---ESEDEREELGDIN-GD---EEEEEEYEE--ED	 43DGKPRTRE-DAIADRIKAESLFRRMRATPVAVRV----HDVIVKGNE
Carubv10000717          1 MANPAEKPDP--------NLSTPKI---EPEDEREELEDMN-GD---EEEEEEYEE--ED	 43DGKPQTRE-DAIASRIQAESLFRRMRAAPVPVRV----HDVIVKGNE
Medtr5g083050           1 ----METTQEQP-----SKPNNIDD---EED------EEEE-EEEEYEDENDDEIDEEPN	 41---QQTLKSKLRNQRFKVETFSRRLASEQVPIRV----HDVFITGNT
Medtr3g071450           1 --------MENS-----PNPNNPKP---N--EEEIDEHENE---NEEEEDDE--------	 31DDVPQSPLSRLRDQKFKLETLSRRLSSELVPIRV----HDVIIRGNT
Glyma11g35531           1 MENSDEQLPFSP-----PNPNNAEE---D---DEIDEPEDE-DEEEEEDDDDDDVVSQ--	 46---EQSPLSRLREQRSKLETLSRRLASELVPIRV----HDVLIRGNT
Glyma02g43160           1 MSNTEEEEEATP-----SNPNNHSQ---HSTNNDVEPRDDE-DIEE----DDDDVVQEPN	 47RGIPQSAASKLREQRFKVESLSRRLSSELVPIRV----HDVVINGNT
Glyma14g06250           1 MT-NTEEEEATP-----PNPKNYTQ---HSTNDDVEPRDDE-DIEEDQENDEDDVVQEPN	 50RGIPQSAASKLREQRFKVETLSRRLSSELVPIRV----HDVVINGNT
Eucgr.J00180            1 MANPDSD----SPDSASQAPNDAYRPERPVEEEDEEDEMDE-SDDDDGGDEDDELERRAP	 55PPPPRSQEDRLRAHRARLNNLSQKLSSESVPIRV----HDVLIKGNA
29814.t000035           1 ---------MEKPDPIAENPDNGE----------EEEEDD---LD----DDEDDLEPEPE	 34PLNPRARESQARVEREKVENLIRRMQTETVPLRV----HDVIIKGNV
Potri.008G071800        1 MAEPE----SDISDPVVQNPNNED----------EEDL-YE-QSD--------DVEDEDE	 36D-EDEDLESQKAKLRNRFQNFFRRIQHESVPIRV----HDVVIKGNT
Potri.010G185600        1 MAKPE----DDLSDPVVRNHNNDE----------EEEEEGE-QND----DIEDEAEDEDE	 41E-EDKDLESQKAKLRNSFQNFFSRIQHESVPIRV----HDVVIKGNT
Cucsa.137480            1 MANSEEVGKSSIEEEVEREPSNFEN----GDGEDEDVEDDE-EDE----EYEDGNDEELP	 51QGKPVTDASRLLAQRSKLENLVERMRKEKVRLRV----HDILIKGNT
GSVIVG01032775001       1 ------------------------------------------------------------	 0--------------------MFRRLASEKVKLRV----HDVLIKGNTK
PGSC0003DMG400008029    1 MAS-------SSKEPISNPPIPDE----------DDEEEDD-YDE----IDEDDEEEEER	 38ERRPVTEESRVRSDRAKMENLFRRLSSERVPIRV----HDVIIQGNT
YNL026W                 1 MT------------------------------------------------SSSGVDNEI-	 11---SLDS----------PMPIF----NE--SSTL----KPIRVAGVV
gi|85098006             1 MASSPSAP---------GNPVEAATA---KIDKAAAIVH----------QKAAAVVTEPK	 38EPQPYQV----------PNPIIEDHLLT--PATV----NSIEIHGAN
gi|225543166            1 MGTVHARS---------LEPLPSSGP---DFG---GL-G----------EEAEFVEVEP-	 33------------------EAKQEILENK--DVVV----QHVHFDGLG
gi|17552460             1 --------------------------------------M----------SEKTFHKA---	 9------------------QTIRAKASGV--PSIV----EAVQFHGVRI

CMO061C|CMO061CT       40 TRIDFVQS-LLD	 50ASLSEEQNRDSLPPESSRRSLTLEELLERASLATERLRLTECFRAVDILI------DESA	 104VPANGEPTAESVP--CDA--LVTVREA-PPF
Esi0503_0006           23 TKPYVVED----	 30-QL----------QD-AYEATTVGDVYGGLVEGAQRLDGLGLFESVQVSM------DAVD	 72DG---------SLDQTDV--TVTVK-EKNWYL
Cre06.g308900          78 RTRASLIER----	 86-EL----------EP-IYKAETLAEVHEEMEAAGKRLRQLGVFTGVSMLA------HEEP	 128LD---------DPTACTV--ELAVEES-NW
Vocar20007806          69 RTRSDIIER----	 77-EL----------EP-IHKAQTLSEVHEELDAAGLRLKQLGVFSHVEFVA------HEEP	 119LD---------DPSACTV--DVHLEET-NW
139554|139554          21 TKDWVIES----	 28-VL----------GK-MKEATTLQDILLEAAKASVQMERMDVFERWVINF------DVGP	 70PE---------LPGTTNV--IVEVVEPERPYS
Phpat.023G045500       78 KTKDSVIEA----	 86-QL----------KE-LREVDTMQELLQECVRANSRLRALGIFDKCVITL------DAGP	 128QE---------LPGTANV--ILEVEEVKRL
Phpat.024G008700       75 KTKGSVIEA----	 83-YL----------TD-LRDVSTMQDLLQKSAHANSRLRALGIFDSCVITL------DAGP	 125EE---------LPGTANV--IVEVEEAKRP
LOC_Os11g01490         79 RTRRAAVEA----	 87-AV----------GSDLPRAATVRDLVRAAAAAADRIRRLGAFDTVSITL------DAAP	 130PG---------IPGNAAVIVLVDVAEARGR
LOC_Os12g01500         80 RTRRAAVEA----	 88-AV----------GSDLPRAATVRDLVRAAAAAADRIRRLGAFDTVSITL------DAAP	 131PG---------IPGNAAVIVLVDVAEARGR
GRMZM2G057557          73 RTRRAAVEA----	 81-AV----------GPDVSRAATVRDLVRAAAAAGDRLRCLGAFDTVSITL------DAAP	 124PG---------IPGSA-VVVLIDVAEARGR
GRMZM2G062080           1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM5G832582          90 KTRDALIEA----	 98-EV----------VGLIRSAVTVQDLVRTANIAAVRLRLLDVFDSVHVLL------DAGP	 141PE---------LPGTTNV--IIQVVEAANP
AC197705.4_FG007       87 KTQDELIEA----	 95-EV----------AELLRAAPTVQDLLRAASVATARLHDLDIFDAVKITL------DAGP	 138PE---------LPGTTNV--VIEVVEVANP
LOC_Os05g39390         79 KTKEELIEA----	 87-EV----------AELLRAAPTVQDLLRNASIASARLRQLDVFDSVNITL------DAGP	 130PE---------LPGTTNV--VVEVVEAANP
AT3G11070              89 KTKDHIIEA----	 97-EV----------DA-VREATTLQELLEASRVANSNLRALDIFDSVNITL------DSGP	 139PE---------LPGTTNV--VIDVVESKSP
Carubv10013427         92 KTKDHIIEA----	 100-EL----------EA-AREATTLQELLEASRVANSNLRALDIFDSVNITL------DSGP	 142PE---------LPGTTNV--VIEVVESKS
Bra001389              81 KTKDHIIEA----	 89-EV----------DG-VREASTLQELLEASRVANSNLRALDVFDSVNVTL------DSGP	 131PE---------LPGTTNV--IIEVVESKSP
Bra034868              76 KTKDHIIEA----	 84-EV----------EAVIREANTLQELLEASRVANSNLRALDIFDSVNITL------DSGP	 127PE---------LPGTTNV--VIEVVESKHP
Bra009118              88 KTKDHVIEA----	 96-EV----------EG-VRQATTLQELLEAANVANFNLRALDIFDSVKITL------DAGP	 138PE---------LPDTTNV--VVKVVESQSP
AT5G05520              86 KTKDHVIEA----	 94-EV----------DV-VRQATTLQELLKASKVANFNLQALDIFDSVKITL------DSGP	 136PE---------LPGTTNV--VIDVVESKSP
Carubv10000717         86 KTKDHVIEA----	 94-EV----------DV-VRQATTLQELLKASKVANFNLQALDIFDSVSITL------DSGP	 136PE---------LPGTTNV--VIHVVESKSP
Medtr5g083050          82 KTKDWIIEA----	 90-EL----------DG-IEKATTMQELMYASQIAAARLQRLEIFDSCRVKL------EAGP	 132EE---------LPNTANV--VVDVVESESK
Medtr3g071450          75 KTKDWVIEA----	 83-EL----------KG-IEDVTTMQELIRASEIVLARLQSLGVFESSKISL------EPGP	 125VE---------LPNTANV--VVDIVEAASR
Glyma11g35531          87 KTKAWLIEA----	 95-EL----------KL-LEEATTVQELIRASEIALARLRGLEIFDTAELTL------QAGP	 137PE---------LPHTANV--IVDVVETANK
Glyma02g43160          91 KTKDWVIEA----	 99-EL----------KD-IENATSMQELMQASQIAVARLQGLEIFDSCKVRL------EAGP	 141RE---------LPNTANV--IVDVVETDNK
Glyma14g06250          94 KTKDWVIEA----	 102-EL----------KG-IENATSMQELMQASQIAIAKLQGLEIFDSCMVRL------EAGP	 144RE---------LPNTANV--IVDVVETDN
Eucgr.J00180           99 KTRDWVIEA----	 107-EL----------ED-LKKAASLQELLQAASVANFRLQQLGIFQSVNIVL------DSGP	 149KE---------LPGTANV--VVNVVEAAN
29814.t000035          78 KTKDSILES----	 86-ET----------AL-LKDVSSMQELLEASKVVNFRLQALEVFDSVRITL------DSGP	 128SE---------LAGTANV--VVEVVESKSP
Potri.008G071800       79 KTKDTLIEA----	 87-ET----------AS-LKDASTFKELFAASSDVNFRLQALEIFDSVKITI------DSGP	 129PE---------LPGTANV--IVDVVETKSP
Potri.010G185600       84 KTKDYLIEA----	 92-LT----------AS-LKDASTIQELFAASSEVNFRLQALEIFDSVKITL------DSGP	 134PE---------LPGTANV--IVDVVETRSP
Cucsa.137480           95 KTKDSLIEA----	 103-EV----------EA-IKTASTMQELLEAAGVANAKLQRLEIFDSVKITL------DSGP	 145PE---------LPGTANV--VIEVVETGN
GSVIVG01032775001      25 TKDSLIEA----	 32-EL----------EA-IKNATTMQELLKAAGIANHRFHSFGIFDSVGITL------DCGP	 74PE---------LPGTVNV--IVDVVETKNPLT
PGSC0003DMG400008029   82 KTKESLIEA----	 90-EM----------EA-LKNATTLQELLKAASIANARLQQLDIFDSVKITL------DSGP	 132PE---------LPGTTNV--VVEIVESENP
YNL026W                36 TTGTDHIDPSVLQ	 48AYL----------DDTIMKSITLGQLVKNADVLNKRLCQHHIALNAKQSFHFQGNTYISD	 98EKE-----THDVVPLMEVVSQLDILPPKT-F
gi|85098006            70 NTRRGLLDH-VFK	 81PVV----------EETASPTTTLGEALARISTATQKLTRFGIFKEDGFGV------FISD	 125ARQQQQEQFQSPTDRTELDVSIRVKEQSR-
gi|225543166           57 RTKDDIIIC-EIG	 68DV---------------FKAKNLIEVMRKSHEAREKLLRLGIFRQVDVLI------DTCQ	 107GD---------DALPNGLDVTFEVTELRR-
gi|17552460            34 TKNDALVK-EVS	 44EL---------------YRSKNLDELVHNSHLAARHLQEVGLMDNAVALI------DTSP	 83SS------------NEGYVVNFLVREPKS-FT

CMO061C|CMO061CT      131 SLRIGTSTDTR--T----GET---ALELD	 150GGFINFTGTGDALHCQLGAGVGGSGFALSSLSSLAALVHPNRYLFAKQTATNHLVCGWRK	 210PHPWGLLDALATA
Esi0503_0006           93 LQSGATTTGTAKGNLDASEFSNLRYSVA	 120GALRNPLGHGEMLDVGYNSPIKGQEG-------------------------HTVSAKLHL	 155PHLFRT---PVSGT
Cre06.g308900         147 FKLRAATYV--QG------GES---TFELG	 165AGLTNASGRAEALSANVEYGMENS---------------------------HTASVAFKQ	 198PRVGGL---PAT
Vocar20007806         138 YKIRAATYV--ED------SER---TFELG	 156ASLTNALGNAEHLGANFEYGTENS---------------------------HTASVSYRQ	 189PRAMGL---PFL
139554|139554          92 CNVGMFS--RPES----RKW---SLEGT	 110LKWKNLLGYGETWDGTGCYGWDST---------------------------AENSVGVNF	 143PRFRTW---PAGFF
Phpat.023G045500      148 FSGDLGMFS--KPET----KAW---TLEGT	 168VKYKNLAGLAETLDATGCYGLDTT---------------------------SELSAGVTY	 201PRFKGL---PAS
Phpat.024G008700      145 FSGDLGVFS--KPET----KAW---TLEGL	 165VKYKNLSGFAETIDATGCYGLDTT---------------------------SELSAGVTY	 198PRFKGL---PAS
LOC_Os11g01490        152 AAGELGIFA--NKGT----RSC---SVQGS	 172VKLKNLFGYCETWDASGDLGLDQT---------------------------VELSTGVAI	 205PRIGAI---PTP
LOC_Os12g01500        153 AAGELGIFA--NKGT----RSC---SVQGS	 173VKLKNLFGYCETWDASGDLGLDQT---------------------------VELSTGVAI	 206PRIGAI---PTP
GRMZM2G057557         145 AAGDFGVFA--NTQS----RSC---SLEGS	 165VKLKNLFGYCETWDASGALELDKT---------------------------AELSAGVQM	 198PRIGAI---PTP
GRMZM2G062080           1 --------------------------	 0-----------------------------------------------------------M	 1PRIGAI---PTPLMARISFV
GRMZM5G832582         161 IDGSVGCFS--KPE----------------	 172------------------------------------------------------------	 172------------
AC197705.4_FG007      158 LTGTAGVYS--KPEA----RSW---SLEGS	 178LKLKNLFGYGDIWDASGSFGWDQT---------------------------TEVGVGVCL	 211PRFKSI---PTP
LOC_Os05g39390        150 ITGSAGVYS--KPEA----RSW---SLEGS	 170VKLKNLFGYGDIWDASGAYSWDQT---------------------------SEVGIGVSL	 203PRFKSI---STP
AT3G11070             159 LTGQIGAYT--RAEA----RSS---SVEAS	 179LKYKNIFGYGDIWDGSIVYGCDNS---------------------------AEVGLGMYL	 212PRFRGL---STP
Carubv10013427        161 PLTGQIGVYT--RAEA----RSS---SLEAS	 182LKYKNIFGYGDIWDGSIVHGYDNS---------------------------AEVGLGMYL	 215PRFRGF---ST
Bra001389             151 LTGQIGAYT--RAEA----KSS---SVEAS	 171LKYKNIFGYGDIWDGSVIYGCDNS---------------------------AEVGMGMYL	 204PRFKGL---PTP
Bra034868             147 LTGQIGAYT--RAEA----KSS---SVEAS	 167LKYKNFFGYGDIWDGSMVYGLDSS---------------------------AEVGLGMYL	 200PRLKGL---PTP
Bra009118             158 LAAEIVTST--KSQA----RSS---TLEGS	 178LKYKNIFGHGDIWDSSLAYGCDNS---------------------------GEVGLGLYL	 211PRLRGR---PTP
AT5G05520             156 ITGQIGTFT--KAEA----RSS---SLEGS	 176LKYKNIFGYGDIWDGSLAYGCDHS---------------------------AEVGLGMYL	 209PRFRGR---PTP
Carubv10000717        156 ITGQIGTFT--KAEA----RSS---SLEGS	 176LKYKNIFGYGDIWDGSLAYGCDHS---------------------------AEVGLGMYL	 209PRFRGR---PTP
Medtr5g083050         152 LTGGFGVYV--KPSV----KAW---TTEGT	 172VKYKNLFGYGDLWDASLAYGGKQA---------------------------TEASFGVYA	 205PRLKGL---LTP
Medtr3g071450         145 VSGEFGVYT--KPAT----SSW---TGEGT	 165IKYKNLLGYGDLWDASLAYGANQA---------------------------TEVSVGLYA	 198PRLKGT---SNP
Glyma11g35531         157 ISGDFGVYT--KPAT----SSW---SAEGG	 177LKYKNLLGYGDLWDASLAYGANQT---------------------------TEVSVGVYA	 210PRLKGL---LTP
Glyma02g43160         161 VSGEFGVYT--KPST----SSW---TAEGA	 181LKYKNLLGYGDLWDASLAYGANQA---------------------------TEVSVGVYA	 214PRVKGF---LTP
Glyma14g06250         163 KVSGEFGIYT--KPST----SSW---TAEGA	 184LKYKNLLGYGDLCDASLAYGANQA---------------------------TEVSVGVYA	 217PRVKGF---LT
Eucgr.J00180          168 PLSGEIGYYT--KPEA----RSS---TLEGV	 189LKLKNLLGYGDLWDGSFAYGWNQT---------------------------SELSAGVYI	 222PRIKSL---LA
29814.t000035         148 VSCEVGAYT--KGEA----RSS---TVEGT	 168LKYKNLFGYGDLWDSSVAYGGDHM---------------------------TEVSAGVYV	 201PRFKGR---VTP
Potri.008G071800      149 LLGEIGVFN--KGEA----SSS---TLEGT	 169LKYKNIFGYGDLWDGSLAYDCDHK---------------------------AEVSAGVFL	 202PRFKGL---VNP
Potri.010G185600      154 LLGEIGVFN--KGEA----SSS---SLEGT	 174LKYKNIFGYGDLWDGALAYDCDRK---------------------------AEVSAGVFL	 207PRFKGL---VTP
Cucsa.137480          164 PLSGECGAYT--KPAA----RSW---TFEGS	 185VKYKNWLGYGDLWDGSLAYGPNQT---------------------------SEVSAGVYF	 218PRLKRL---VT
GSVIVG01032775001      96 GDLGIFT--KPEA----RTW---SLEGS	 114LKLKNLFGYGDLWDGSLVYGWDQS---------------------------SEISAGVSL	 147PRFKGM---VTPML
PGSC0003DMG400008029  152 LTGSVGVFS--KPEA----RAW---SLEGS	 172LKLKNLFGYGDIWDGSLAYGLDLT---------------------------SEVSAGVSL	 205PRFKKL---ITP
YNL026W               124 TAKTGTNFGNDNDA----EAY---LQFEK	 145LIDKKYLKLPTRVNLEILRGTKIH---------------------------SSFLFNSYS	 178SLSP-----QSIL
gi|85098006           155 LVFKAGTDF-GNAEG----SAY---TNAVL	 176R---NIFGGAETLSVNAAAGTRTR---------------------------SAYNAVFST	 206PVNGNP-DIRLA
gi|225543166          128 LTGSYNTMV-GNNEG----SMV---LGLKL	 149P---NLLGRAEKVTFQFSYGTKE----------------------------TSYGLSFFK	 178PRPGN-FERNFS
gi|17552460           103 AGVKAGVSTNGDA----DVS---LNAGK	 123Q---SVGGRGEAINTQYTYTVKGD---------------------------HCFNISAIK	 153PFLGWQKYSNVSAT



CMO061C|CMO061CT      224 SA--ESALLNRMDTSSYSEF---QRSFEAGLQT--------------	 251-----RFGRFAYECSWRELGQVAPHA------SIRVREQAGHSVKSSFKYTWTRDGRDD
Esi0503_0006          167 LEAIMDTVVFEDE---------------------------------	 179---NTRQEHWTLTVERHASSDVETRQ------AKR-----ITAIRTALSTASCYDQTLLL
Cre06.g308900         208 LELRGSQLFRNNQKSSSYTEQ---LRGAVVALRS--------------	 238---MDGSQGLEYELGWRRLLDPSRSA------SRAVMGQMGDYLLSALRYTATLDRRQ
Vocar20007806         199 LELRGSQLFRNNQKASSYTEQ---LRGAVLGFKS--------------	 229---LNGRHTLEYELGWRRLLDPSRSA------SRAVVAQMGDFLKSALRYTAVADHRD
139554|139554         155 TRVSLLSQDWHKYSSYKER---LLGVSTGLIH--------------	 183---D-NNHELSYNLTWRNLADPSHRA------SKTVRGQLGHSLLSAVKYSYRLDTRDSS
Phpat.023G045500      211 LATRLTLLTQDWQRYSSYRER---LTGFSVGLVG--------------	 241---D-NQHDISYNLTWRDLKDPSRSA------SKSVRRQLGHSLLSAVKYTYRRDTRD
Phpat.024G008700      208 LVTRLTLLTQDWKRYSSYRER---LTGFSVGLVG--------------	 238---D-DQHDISYNLTWRDLKDPSRCA------SKSVRRQLGHSLLSAVKYTYKIDDRD
LOC_Os11g01490        215 LVARISFLSEDWLK-SSLREH---MMGVSVGLLS--------------	 244---T-MNHNLAYNLSWRTITDRALMS------SNSIRGQLGHSLLSSIKYAYKVDQRD
LOC_Os12g01500        216 LVARISFLSEDWLK-SSLKEH---MMGVSVGLLS--------------	 245---T-MNHNLAYNLSWRTITDRALMS------SNSIRGQLGHSLLSSIKYAYKVDQRD
GRMZM2G057557         208 LMARISFVSDDWLK-SSLKEH---LMGVSVGLLS--------------	 237---T-INHNIAYNLTWRKLTDPTRMS------SNSVQEELGHSLLSSIKYAYKVDRRD
GRMZM2G062080          19 SDDWLK-SSLKEH---LMGVSVDLLS--------------	 40---T-MNHNITYNLAWRKLTDPTRMP------SNSAQEELGHNLLSSIKYAYKVDRRDSS	 90IR--
GRMZM5G832582         173 ------------------------------------------------	 172----------------------------------------------------------
AC197705.4_FG007      221 LMARASLSSQDWLKFSSYKER---LLGLSFGLLS--------------	 251---T-RNHDLSYNLAWRTLTDPSRVS------SKAIRRQLGHNLLSALKYTYKIDKRD
LOC_Os05g39390        213 LMARASLSSQDWLKFSSYKER---LLGLSFGLIS--------------	 243---T-MQHDLSYNLTWRTLTDPSQVS------SKSIRRQLGHNLLSALKYTYKIDQRN
AT3G11070             222 FTSRLFLSTQDWLKFSSYKER---SLGLSLGLFS--------------	 252---S-KYHELIYTIAWRNLIDPSQAA------AVSIRRQLGHSLLSALKYTFRFDQRN
Carubv10013427        224 PFTSRLYLSTQDWLKFSSYKER---SLGLSLGLLS--------------	 255---S-KYHELVYTIAWRNLIDPSQAA------SASIRRQLGHTFLSALKYTFKFDQR
Bra001389             214 FSSRLYLSTQDWLNFSSYKER---SLGLSLGLLS--------------	 244---S-KYHELVYTVGWRNLIDPSRSA------SKSIRRQLGHSLLSALKYTFKYDQRD
Bra034868             210 FSSRLYLSTQDWLKFSSYKER---SLGLSLGLLS--------------	 240---S-KYHELVYTVAWRSLIDPSRLA------SESIRRQLGHSLLSALKYTFKYDQRD
Bra009118             221 FTSRLYLSTQDWLKFSSYRER---ALGVSLGVLL--------------	 251---S-KNHELGYTLAWRNLIDPTQMA------SRTIRRQIGHSLVSDLKYTFKVDERN
AT5G05520             219 FTSRVYLSTQDWLKFSSYKER---ALGLSLGLIA--------------	 249---S-KYHELAYNIAWRNLIDPSQMA------SRSIRRQLGHNLVSALKYTFKFDQRN
Carubv10000717        219 FTSRVYLSNQDWLKFSSYKER---ALGLSFGLIA--------------	 249---S-KYHELVYTTAWRNLIDPSKMA------SSSIRRQLGHNLVSALKYTFKFDQRN
Medtr5g083050         215 LVARLFMLSQDLQEFSSYKEQ---LLGMSLDLIS--------------	 245---T-KHQDLVYTLGWRTLTDPSQMA------SRSIRRQLGHGLLSSLKYTFKYDRRD
Medtr3g071450         208 VVARLSMLSQDWQEFSSYKEQ---LLGMSLGLIS--------------	 238---T-KHHDLTYTFGWRTLTDPLQMA------SRSVRRQLGHGLLSSLKYTFKIDRRN
Glyma11g35531         220 LVARLSMLSQDWQEFSSYKEQ---LLGLSLGLIS--------------	 250---A-RHHDLVYTLGWHTLTDPSQMS------SRSIRRQLGHGLVSSLKYTFKIDRRN
Glyma02g43160         224 IVTRISMLSQDWQESSSYKER---LLGASLGLIS--------------	 254---T-KHHDLAYTLGWRTLTDPSQMS------SRSIRRQLGHGLVSSLKYTFKIDRRN
Glyma14g06250         226 PIVTRISMLSQDWQESSSYKER---LLGAYLGLIS--------------	 257---T-KHHDLAYTLGWRTLTDPSKKS------SRSIRRQLGHGLVSSLKYTFKIDRR
Eucgr.J00180          231 PLSARVFLVSQDWLKYSSYNEQ---SLGLSLGLVS--------------	 262---T-RNHDLAYNLTWRTLTDPSQMS------AGSIRRQLGHGLISSLKYSFRFDRR
29814.t000035         211 LTARLFLLSQDWLRFSSYKER---SLGLSLGLVS--------------	 241---S-RNHDLVYNLAWRTLTDPSQMA------SRSIRRQLGHGLLSSLKYTFKVDQRN
Potri.008G071800      212 VTARLFLQSQDCLKFSSFKER---SLGLSLGLFS--------------	 242---T-RNHDVVYNLAWRTLTDPSRTA------SSSVRGQLGHGLLSSLKYTFKIDRRN
Potri.010G185600      217 VTARLFLQSQDCLKFSSFKER---SLGLSLGLFS--------------	 247---T-RNHDLVYNLAWRTLTDPSRMA------SSSIRRQLGHGLLSSLKYTFKIDRRN
Cucsa.137480          227 PLVARLSLLSQDWLEFSSYKER---SLGLSLGLYS--------------	 258---T-KYHDLGYNLGWRTITDPSQMA------SNSVRRQLGNSLLSSLKYTFKVDKR
GSVIVG01032775001     159 ARVSLLSQDWLKFSSYKER---SLGLNLGLIS--------------	 187---T-KRHDLTYNLLWRTLTDPSQMS------SRAVRRQLGHGLLSSLKYTFRIDNRNSV
PGSC0003DMG400008029  215 VTARLFLLSQDWLKFSSYKER---ALGLSLGLLS--------------	 245---S-RRHDLSYSLAWRTLADPSQMS------SRAVRRQLGHSLISALKYTFKIDRRN
YNL026W               187 NLKVFSQFYNW---NTNKGLDIGQRGARLSLRYEPLFLHKLLHNPHS	 230NESPTLFHEWFLETCWRSTKICSQGTSAPYMYSGTMLSQAGDQLRTILGHTFVLDKRDH
gi|85098006           218 LEALRSSTHKPW---ASHDEH---LTGGNLRLAWS-------------	 246TD-NGDDHALTYSGVWRQLTGLSASA------SPTVRADAGDSLKSSITHTFTRDRRD
gi|225543166          190 VNLYKVTGQFPW---SSLRET---DRGMSAEYSFP-------------	 218IWKT--SHTVKWEGVWRELGCLSRTA------SFAVRKESGHSLKSSLSHAMVIDSRN
gi|17552460           168 LYRSLAHMPW---NQSDVD---ENAAVLAYNGQ-------------	 194LWNQKLLHQVKLNAIWRTLRA-TRDA------AFSVREQAGHTLKFSLENAVAVDTRDRP

CMO061C|CMO061CT      300 P	 300LA------PRQGTNAQWNCELAGLGGDPAT---------------------RFIRS----	 329----------------------------------ELSWQWN
Esi0503_0006          226 	 225LL------LLLLLLLLLLLLLLLLLPSPPVGDTHTFGMR-----IGLMGDTSFAKG----	 270----------------------------------MLEMQRHI
Cre06.g308900         288 PG	 289AGGAAATLGGAGWAVRATTELAGLLPPSAAGAGAGAGVGVGGGGSGPSSELRYVRQ----	 345----------------------------------QVDAVA
Vocar20007806         279 LG	 280AGGAAAALGGAGWAVKSTTEVAGLVPPSSSGAGGS-SLGTG----------GYCGG----	 325----------------------------------PVDLVA
139554|139554         234 	 233VR------PTEGFAFSTSSQIAGLGPDARL--------------------SRFFRQ----	 263----------------------------------ELDFRFAV
Phpat.023G045500      290 SV	 291FR------PRRGIAFISTTQIAGLGPDAKL--------------------LRFARQ----	 321----------------------------------EVELRL
Phpat.024G008700      287 SV	 288FR------PRRGIAFVSTTQIAGLGPDSKL--------------------LRFARQ----	 318----------------------------------EVELRF
LOC_Os11g01490        293 SR	 294IR------PTRGYAYLFSSQVGGLAPESKD--------------------ARYIRQ----	 324----------------------------------ELDLRV
LOC_Os12g01500        294 SR	 295IR------PTRGYAYLFSSQVGGLAPESKD--------------------ARYIRQ----	 325----------------------------------EIDLRV
GRMZM2G057557         286 SS	 287IR------PARGYAFMSTSQVGGLAPGSKY--------------------SRFLRQ----	 317----------------------------------EFDLRV
GRMZM2G062080          93 ----PARGYAFMSTSQVGGLAPESKY--------------------SRFLRQ----	 120----------------------------------EFDLRMALP-LG----
GRMZM5G832582         173 --	 172------------------------------------------------------------	 172----------------------------------EFDIRG
AC197705.4_FG007      300 SH	 301LR------PTKGYAFQSTSQVGGLW-NSKG--------------------LRYFRQ----	 330----------------------------------EFDVRG
LOC_Os05g39390        292 SH	 293LR------PTKGYAFLSTSQVGGLW-DSKG--------------------LRFFRQ----	 322----------------------------------EFDVRG
AT3G11070             301 SS	 302LR------PTNGYAFISTSQIGGLAPDSRS--------------------LRFLKQ----	 332----------------------------------EVDLRY
Carubv10013427        303 NSY	 305LR------PTNGYAFVSTSQIGGLAPDSRS--------------------LRFLKQ----	 335----------------------------------EIDLR
Bra001389             293 SY	 294LR------PTSGYAFSSTSQIGGLAPDSRS--------------------LRFLKQ----	 324----------------------------------EIDLRC
Bra034868             289 SY	 290LR------PTSGYAFSSTSQIGGLAPDSRS--------------------LRFFKQ----	 320----------------------------------EIDLRC
Bra009118             300 SS	 301LR------PTRGYSFVSTSQIGGLVPDSRT--------------------LRFLRQ----	 331----------------------------------EIDLKY
AT5G05520             298 SS	 299LR------PTRGYSFISTSQIGGLAPDSRT--------------------LRFLRQ----	 329----------------------------------EIDLRY
Carubv10000717        298 SS	 299LR------PTRGYSFISTSQIGGLAPDSRV--------------------LRFLRQ----	 329----------------------------------EVDLRY
Medtr5g083050         294 SR	 295IR------PTKGYAFVSTTHFGGLAPNHQS--------------------LRFLRQGRPS	 329QVRGLRNTCLLQPILQEFDVKSHPMNECLENKLLEFDVRF
Medtr3g071450         287 SP	 288IR------PTKGLAFVSTTHLGGLTPDNRS--------------------LRFLRQ----	 318----------------------------------EFDARY
Glyma11g35531         299 SP	 300IR------PTKGYAFLSTTHFGGLTPDPRS--------------------LRFLRQ----	 330----------------------------------EFDVRC
Glyma02g43160         303 SP	 304IR------PTKGYAFLSTTHVGGLTPDPRS--------------------LRFLRQ----	 334----------------------------------EFDVRF
Glyma14g06250         305 NST	 307IR------PTKGYVFLSTTHVGGLTLDPRS--------------------LRFLRQ----	 337----------------------------------EFDVR
Eucgr.J00180          310 NSP	 312IR------PTRGYAFLSTSQIGGLTPDPRS--------------------ARFIRQ----	 342----------------------------------ELDLR
29814.t000035         290 SP	 291LR------PTHGYAFVSTTQVGGLAPDSRS--------------------LRFLRQ----	 321----------------------------------ELDLRC
Potri.008G071800      291 SP	 292LR------PTRGFAFVSTTQIGGLAPDSRS--------------------LRFLRQ----	 322----------------------------------ELDLRC
Potri.010G185600      296 SP	 297LR------PTHGFAFVSSTQIGGLAPDSRS--------------------LRFLRQ----	 327----------------------------------ELDLRC
Cucsa.137480          306 NSA	 308VR------PTRGYAFVSTSQVGGLAPDHRS--------------------LRFVRQ----	 338----------------------------------EFDLR
GSVIVG01032775001     238 	 237LR------PTQGYAFISTSQIGGLVPDYRS--------------------LRFLRQ----	 267----------------------------------EIDLRCAI
PGSC0003DMG400008029  294 SP	 295LR------PTRGYAFLSSSQIGGVLPDHRG--------------------LRFLRQ----	 325----------------------------------ELDFRY
YNL026W               290 I	 290MC------PTKGSMLKWSNELSPGKH---------------------------LKT----	 313----------------------------------QLELNSV
gi|85098006           298 NP	 299ML------PQAGYLVRTAAELAGWGPLKGD--------------------VSFAKS----	 329----------------------------------EVELSA
gi|225543166          269 SS	 270IL------PRRGALLKVNQELAGY--TGGD--------------------VSFIKE----	 298----------------------------------DFELQL
gi|17552460           248 	 247IL------ASRGILARFAQEYAGV--F-GD--------------------ASFVKN----	 274----------------------------------TLDLQAAA

CMO061C|CMO061CT      337 VPLTGADGSELVRNVDDSL	 355AAGDAAPSPPERLMPPIVFSVGFQGGMIIPFHQALAAMKDRKSEHRAGPRHALRQTRICD	 415RFFVGG---------SANAFRGF
Esi0503_0006          279 PLFGVEL-----------	 285---------GPETYSPVTLSLCASGGAIRPFG-------------------PSKRTFFSD	 317RFNLG----------GPMTLRGFP
Cre06.g308900         352 NVP-ME--------------	 356------------ETGAVVFSVGASAGLLLPWGPEGG---------------LTRPTCIAD	 389RFFLG----------GPSSLRG
Vocar20007806         332 NVP-MD--------------	 336------------DTGAVVFSLGLSAGLLLPWG-EGA---------------LSRPSCIAD	 368RFFLG----------GPSSLRG
139554|139554         272 P-LG--------------	 274------------VFN-AALNLGASAGLIVPWG-KDF---------------LSKSTPLSD	 305RFYMGGPSCLVSELRGPFSLVGFR
Phpat.023G045500      328 AIP-LG--------------	 332------------LAN-AALNLGVAGGIILPWG-PGY---------------KTKATPIGD	 363RFYVGGHSSLLGELKGPSALLG
Phpat.024G008700      325 AIP-LG--------------	 329------------FAN-AAINLGVAGGVILPWG-PGY---------------KTKATPISD	 360RFYMGGHSSLLGELKGPSALLG
LOC_Os11g01490        331 ALP-LG--------------	 335------------VLN-GALNAGVAAGIIHPLA-RGS---------------TGSISPLSE	 366QFYLGGNRSLMCRLGGPSSLLG
LOC_Os12g01500        332 ALP-LG--------------	 336------------VLN-GAVNAGVAAGIIHPLA-RGS---------------TGSISPLSE	 367QFYLGGNRSLMCRLGGPSSLLG
GRMZM2G057557         324 ALP-LG--------------	 328------------VLN-GALNAGVAAGVIHPLE-RGS---------------AGSVSPLVE	 359RFNLGGNRALVCRLGGPSSLLG
GRMZM2G062080         132 ----------	 131------------VLN-GALNAGVAAGVIHPLE-RGS---------------AGSVSPLVE	 162RFNLGGNMPLVCHLGGPSSLLGFKTRGLRAAT
GRMZM5G832582         179 AVP-LG--------------	 183------------FYN-AALNAGISAGVILPLG-RGF---------------MESPSSVPD	 214RFFLGGHSSPVISLCSLTSLLG
AC197705.4_FG007      337 AVP-LG--------------	 341------------FYS-AALNVGVGAGVILPLA-GGF---------------MNSTSSVPE	 372RFYLGGNSSPVCSLGGPSSLLG
LOC_Os05g39390        329 AVP-LG--------------	 333------------FYN-SALNVGLGVGAILPLG-RGF---------------MNLSSSVPD	 364RFYLGGHSSPVCSLSGLSSLLG
AT3G11070             339 AVP-FG--------------	 343------------FYN-AAINFGVSGGVSFPWG-SGY---------------QNRPSSIPE	 374RFFLGGNSSPVCSLSGPSALWG
Carubv10013427        341 YAVP-FG--------------	 346------------FYN-TALNFGVSGGVSFPWG-SGY---------------QNRPSSVPE	 377RFFLGGNSSPLCSLGGPSALW
Bra001389             331 AFP-FG--------------	 335------------FYN-AALNLGVSGGVTFPWG-SGY---------------QNRPSSVPE	 366RFFLGGNSSPVCSLGGPSALWG
Bra034868             327 AVP-LG--------------	 331------------FYR-AALNFGVSGGVSFPWG-SGY---------------RNRASSVPE	 362RFFLGGNSSPVCSLSGPSALWG
Bra009118             338 AVP-LG--------------	 342------------FYR-SALNFGVSGGITFPWG-SGY---------------KSRGSSVSE	 373RFFLGGNISPVCSLGGPSALWG
AT5G05520             336 AVP-LG--------------	 340------------FYR-AALNFGIAGGITFPWG-SGY---------------KSRASCVPE	 371RFFLGGNISPVCSLGGPSALWG
Carubv10000717        336 AVP-LG--------------	 340------------FYR-AALNFGVSGGITFPWG-SGY---------------KSRASYVPE	 371RFFLGGNLSPVCSLGGPSALWG
Medtr5g083050         370 AVP-FG--------------	 374------------FYN-TALNLGISAGAVFPWG-QGF---------------RTKPSPLPE	 405RFYLGGDFSPVCTLGGPRTLWG
Medtr3g071450         325 AVP-FG--------------	 329------------FYN-TALNLGISAGAIFPWG-HDF---------------MKKPSPLPE	 360RFYLGGDFSPVCTLGGPMTLWG
Glyma11g35531         337 VIP-FG--------------	 341------------FYN-TALNLGISAGAVFPWG-HGF---------------MNKPSPLPE	 372RFYLGGDFSPVCTLGGPITLWG
Glyma02g43160         341 AVP-FG--------------	 345------------FYN-TALNLGISAGAVFPWG-HGF---------------RTKSSPLPE	 376RFYLGGDFSPVCTLGGPTTLWG
Glyma14g06250         343 FSVP-FG--------------	 348------------FYN-TALNLGISAGAVFPWG-NGF---------------KTKPSPLPE	 379RFYLGGDFSPVCTLGGPTTLW
Eucgr.J00180          348 YALP-LG--------------	 353------------FYH-AAINVGISSGVIFPWG-CGF---------------LQKPSPLPE	 384RFFMGGNTSPFYSLGGPTSLL
29814.t000035         328 AIP-LG--------------	 332------------FLR-SALNLGISVGVVFPWG-TGF---------------SNMPSPLPE	 363RFFVGGNLSPVCTLGGPMAFYG
Potri.008G071800      329 AIP-LG--------------	 333------------FYH-SALNLGISAGVVFPWG-SGF---------------SSMPSPLPE	 364RFFLGGNLSPVCTLGGPTSLWG
Potri.010G185600      334 AIP-LG--------------	 338------------FYR-SALNLGISAGVVFPWG-SGF---------------SSMPSPLPE	 369RFFLGGNLSPVCTLGGPTSLWG
Cucsa.137480          344 YAIP-FG--------------	 349------------FDR-AAMNFGVSAGVVFPWG-NGF---------------LNKPSSLPE	 380RFFLGGDFSPVCTIGGPTTVW
GSVIVG01032775001     276 P-LG--------------	 278------------FYR-TALNLGISGGVIFPWG-NGA---------------LSMPSSLPE	 309RFFLGGNSSPVCTLGGPTTLLGFK
PGSC0003DMG400008029  332 ALP-LG--------------	 336------------FYN-AAFNIGISAGVTVPWG-SGF---------------LSHPTYLPE	 367KFFLGGNSSPVCALGGPSSLLG
YNL026W               321 KSWMN--------------	 325------------DDF-ITFSTTIKTGYLKNL-----------------SSQQSLPVHICD	 355KFQSG----------GPSDIRGF
gi|85098006           336 AQA-LP--------------	 340------------LPG-VSVGAGFRAGLLYPLP-MGYSL----------SSTSVAPSRIND	 376RFQLG----------GPTDVRG
gi|225543166          305 NKQ-LI--------------	 309------------FDS-V-FSASFWGGMLVPI--------------------GDKPSSIAD	 335RFYLG----------GPTSIRG
gi|17552460           283 P-LP--------------	 285------------LGF-I-LAASFQAKHLKGL--------------------GDREVHILD	 311RCYLG----------GQQDVRGFG



CMO061C|CMO061CT      430 RNRGLGPSA--------------------DGDSIGGD	 446VYYKLGLHLGVPIVTSAVA--RSLGLQFHTFCAIGDCREWSDAV----------------	 488-----
Esi0503_0006          332 FYGAGPRSPKEEGG------------CEGGDALGGD	 355IRYTASASLGFPFPVPAMA---TAGWRGYLFTNLGNLTTWDT------------------	 394---PLK
Cre06.g308900         402 FKYKGVGPTDVRRPPEGRAAAAADSASAAPRRDALGGD	 439AYTSIFASLMFQLPHPALK---LLRLHGHAFVNGGNVIQLAGTGRS--------------	 482PSEL
Vocar20007806         381 FKYKGAGPSDVRRPPAGTSRG--EQAQLSGRRDALGGD	 416VYTSIFASLMFQLPHPALK---LLNLHGHAFVNGGNVMQLSGTGRA--------------	 459PATL
139554|139554         330 TRGVGPRELRRLVKSGN------EEEIGKRDTLGGD	 359FAINGFADLSFDLPLKFLK---EHDIHAHVFACSGNILSLADRK----------------	 400-NMTAQ
Phpat.023G045500      386 FRTRGVGPNELRRTTASQTDKVDSEVETSLKRDTLGGD	 423LAVSGFADISFDLPMQFLK---SYGIHAHTFACAGNLVPLTGNNT---------------	 465TQWS
Phpat.024G008700      383 FRTRGVGPSELRRSLTSPTNKGEGEVDTRPKRDTLGGD	 420LAVSGFADFSFDLPMRFLN---QYGIHAHTFACAGNLVPLTGENI---------------	 462PQWS
LOC_Os11g01490        389 FKKRGLGTDLQS--STPENS--ENVASTSPELSARGGD	 422IAVTAFADLSFDIPLKPLR---ELGIHGHAFVSAGNLAKLTEPDL---------------	 464RKFP
LOC_Os12g01500        390 FKKRGLGTDLRS--STPENS--ENVASTSPELSARGGD	 423IAVTAFADLSFDIPLKPLR---ELGIHGHAFVSAGNLAKLTEPDL---------------	 465RKFP
GRMZM2G057557         382 FKTRGLRAATESRTQDPNTP--GNGTSPSPELNGLGGE	 417VAVTAFADLSFDLPLKPLR---ELGIHGHAFVCAGNLGRLTECDL---------------	 459RKFP
GRMZM2G062080         195 ESRTHDPNTP--GNGTSPSSKLNGLGGE	 220VAVTAFADLSFDLPLKPLR---ELGIHGHAFVCAGNLGRLTECDL---------------	 262RKFPATEFLQ-TFR
GRMZM5G832582         237 FKTRGVGPTELRRIVPSESV--TNESTASPGWDYLGGD	 272FAVSAFADLSFDLPLKLFQ---DAGIHGHAFLSAGNLAKLSEGEF---------------	 314RNFS
AC197705.4_FG007      395 FRLRGVGPTEARRHVLNNSE--S-GS-ADPGRDYLGGD	 428LAVSAFADLSFDLPLKIFR---DAGIHGHAFLTAGNLAKLSEGEY---------------	 470KNFS
LOC_Os05g39390        387 FRTRGIGPTEPRRLVPSESE--D-GSAASPGRDYLGGD	 421LAVSAFADLSFDLPLKIFR---DAGIHGHAFLTAGNLAKLSEGEY---------------	 463KKFS
AT3G11070             397 FKTRGVGPSEPKRKGD-------------SERDFVGGD	 421AAVTAFADLSFDLPVRWLR---ERGIHGHVFACAGNMAKLSENEF---------------	 463RNFT
Carubv10013427        399 GFKTRGLGPNEPRRKGD-------------SERDFVGGD	 424AAVTAFADLSFDLPVRWLR---ERGIHGHVFASVGNMAKLSENEF---------------	 466RNF
Bra001389             389 FKTRGLGPNEPKRKGD-------------DERDFIGGD	 413AAVTAFADLSFDLPVRWLR---ERGVHGHVFACGGNMAKLTENEF---------------	 455RNVT
Bra034868             385 FSTRGLGPNEARRKGD-------------VERDFVGGD	 409AAVTAFADLSFDLPVRWLR---ERGVHGHVFACAGNTAKLTENEF---------------	 451RNLS
Bra009118             396 FKTRGLGPNEPRREVEDDKS--GD----TYERDFVGGD	 427VAVTAFADLSFDFPLRWFR---ERGIHGHVFACAGNIAELSGNKY---------------	 469RNFT
AT5G05520             394 FKTRGLGPNEPRREVQDDES--GD----TYERDFVGGD	 425VAVTAFADLSFDFPLKWFR---DRGIHGHVFACAGNMAELSENKY---------------	 467RNFT
Carubv10000717        394 FKTRGLGPSERRREVQDDES--SD----THERDFVGGD	 425VAVTAFADLSFDFPLKWFR---DRGIHGHVFACAGNMAELSENKY---------------	 467RKLT
Medtr5g083050         428 FKTRGVGPTEPRRQKSDEEN--DD------TLDFIGGD	 457LAVTAFADLSFDLPIRWLK---EQGIHGHIFAGSGNAAKLTQNEF---------------	 499RNFS
Medtr3g071450         383 FKTRGLGPAEPRRQSRDVFN--DDNSD-SSKWDSVGGD	 417LSVTAFADLSFDLPIRWLR---EHGVHGHVFAGAGNTAKLTQNEY---------------	 459KHFS
Glyma11g35531         395 FKTRGLGPTEPQRRSRDGII--DDNDD-SSRWDFIGGD	 429LAVTAFADLSFDLPVRWLR---DHGIHGHVFAGAGNTAKLTQNEY---------------	 471KHFS
Glyma02g43160         399 FKTRGLGPTEPRRQNRDGSN--DDNVD-SSGWDFVGGD	 433LAVTAFADLSFDLPIRWLR---EHGIHGHVFAGSGNAAKLTQNEY---------------	 475KHFS
Glyma14g06250         401 GFKTRGLGPTEPRRQNRDGSN--DDNVD-SSGWDFIGGD	 436FAVTAFADLSFDLPIMWLR---EHGIHGHVFAGSGNAAKLTKNEY---------------	 478KHF
Eucgr.J00180          406 GFRTRGMGPTEPRRQTGND----------DLERDYVGGD	 434LALTTFADLSFDLPFSWCQ---KSGIYGHVFACAGNLAKLTQNEF---------------	 476RNF
29814.t000035         386 FRTRGLGPTEPRRQLQSNST--DDSAD--PGRDYLGGD	 419LAVTAFADLSFDFPSKWCQ---AKGIHGHVFASAGNVDKLTENAY---------------	 461RNFS
Potri.008G071800      387 FRTKGLGPTEPRRQLQNNPA--DENAD--SGRDYLGGD	 420LAVAAFADFSFDFPSKWLS---AKGIHGHLFASAGNVDKLTENSY---------------	 462RNFS
Potri.010G185600      392 FRTRGLGPTEPRRQFRSNPA--NENTD--SGRDHLGGD	 425LALAVFADFSFDFPSKWLS---AKGIHGHFFVSAGNVEKLTENAY---------------	 467RNFS
Cucsa.137480          402 GFKTRGMGPTEPRREVRDENK--DDNND-SLGRDFVGGD	 437LAVTAFADLSFDLPIRWLR---EHGIHGHIFAGAGNLAKLTENEF---------------	 479RSF
GSVIVG01032775001     334 SRGLGPTERRRLIRDKSN--GENSE-TSGRDVIGGD	 366LAVTAFADLSFDLPLKLFR---DAGIHGHVFACAGNLTKLTENEF---------------	 408RKFSFQ
PGSC0003DMG400008029  390 FKTRGLGPAEPRRQVTENST--DESSDASSAMDFVGGD	 425LAVTAFADLSFDLPLRVLR---EAGIHGHAFACTGSLNKLTENAY---------------	 467KDLS
YNL026W               369 QTFGLGPRD--------------------LYDAVGGD	 385AFVSYGLSVFSRLPWKKVE---KSNFRLHWFFNGGKLVNHDNTS----------------	 426LGNCI
gi|85098006           389 FSMGGLGPHD--------------------GADSVGGD	 406VFAAGSVNMLLPLPRAGPT----SPLRFQLFANGGRLVALQGKKTAEGSVSLDSGAVASG	 462MKSA
gi|225543166          348 FSMHSIGPQS--------------------EGDYLGGE	 365AYWAGGLHLYTPLPFRPGQGGFGELFRTHFFLNAGNLCNLNYG---------------EG	 410PKAH
gi|17552460           326 LNTIGVKA--------------------DNSCLGGG	 341ASLAGVVHLYRPLIPP-------NMLFAHAFLASGSVASVH-------------------	 375SKNLVQ

CMO061C|CMO061CT      489 -AWRQ-SWRMSAGLGLACC-TSLGRFEVNWARILRRGDGDRFD-EGFSISFFQSF	 539S*-	 540  
Esi0503_0006          398 QYGR-DTRVSVGVAAAWNFLGVGRLEINYAHVLRRSPRDLHRERPLQFGFGVSF	 450E*P	 452   
Cre06.g308900         487 LSEFGS-SWRWSCGTGLVLP-TPFGRFEANYCVLLSSQEHDRVK-RGLQLGFAASS	 539VA*	 541 
Vocar20007806         464 LSDFGS-TFRWSCGTGLVVP-TPLGRFEANYCVILSSQEHDRVR-RGIQLGFAASN	 516M*-	 517 
139554|139554         406 KFFS-GFRSSVGAGLVIP-TRMFRLEINYCRVLKYQENDRVR-KGFQLCFSPP*	 455---	 455   
Phpat.023G045500      470 LRNFLS-GFRVSSGAGIVIP-TKLFRLEVNYCYLLRYQENDRIK-RGVQISLNSPQ	 522*--	 522 
Phpat.024G008700      467 PRNFLS-GFRVSSGAGIVIP-TKLFRLEVNYCYLLRHQENDRVK-RGVQISLSSPQ	 519*--	 519 
LOC_Os11g01490        469 LAEFLQ-TFRSSAGFGVVVP-TRLFRIEVNYCHILKQFDYDLGK-AGIQLNFSSP*	 520---	 520 
LOC_Os12g01500        470 LAEFLQ-TFRSSAGFGVVVP-TRLFRIEVNYCHILKQFDYDLGK-AGIQLNFSSP*	 521---	 521 
GRMZM2G057557         464 VTEFLQ-TFRSCAGWGVVVP-TRLFRVEMNYCYILKQLDHDGGK-TGIQLNFSSS*	 515---	 515 
GRMZM2G062080         276 SCAGWGIVVP-TRLFRVEMNYCYILKQLDHDGGK-TDIQFNFSSS*	 318---	 318           
GRMZM5G832582         319 FSKFGR-TFRSSAGVGIILP-TKLLRAEINYCYILKQFEHDRGK-TGIQFSFSSPM	 371*--	 371 
AC197705.4_FG007      475 ASEFRQ-TFRSSAGVGIILP-TKLFRVEVNYCRILKQAEHDSAK-TGIQFSFSSPM	 527*--	 527 
LOC_Os05g39390        468 LSEFGR-TFRSSAGVGIILP-TKLFRVEVNYCYILKQAEHDSGR-TGIQFSFSSPL	 520*--	 520 
AT3G11070             468 APKFLE-TFRTSVGAGIVLP-TSLFRMELNYCHILKKQEHDQAR-SGVFLTFSASS	 520*--	 520 
Carubv10013427        470 SAPKFLE-TVRTSVGAGIVLP-TSVFRMELNYCHVLKKQEHDQAR-SGVCVTFSASS	 523*--	 523
Bra001389             460 APKLLE-TFRTSVGAGIVLP-TSLFRMEINYCHILKKQEHDKAK-SGFFLTFSA*-	 510---	 510 
Bra034868             456 APKFME-TFRTSVGAGIVLP-VSLFRMELEESYHQP-------C-RNFWQNLQFQA	 501V*-	 502 
Bra009118             474 APKFLE-TFRSTVGAGIVLP-TSLFRMELNYCHIVKKQEHDRAK-SGFFMTFSTPS	 526S*-	 527 
AT5G05520             472 APKLLE-TFRSSVGAGIVVP-TSLFRMELNYCHILKKQEHDRAK-SGFFMTFSTSS	 524*--	 524 
Carubv10000717        472 APKLLE-TFRSSIGAGIVVP-TSLFRMELNYCHILKKQEHDRAK-SGLFVTFSTS*	 523---	 523 
Medtr5g083050         504 PRKFLD-SFRLSAGCGIVIP-TRLFRLEANYFHILRKDEHDNGK-TGFKFSFSAPF	 556GS*	 558 
Medtr3g071450         464 PRRFLE-SFRSSVGCGFVVP-TSLFRLEANYYYVLKQTEHDRGK-NGFRFSFSAPS	 516*--	 516 
Glyma11g35531         476 PRKFLE-SFRTSVGCGFVVP-TRLFRLEGNFYYILKQNEHDRGK-TGFRFSFSAPS	 528*--	 528 
Glyma02g43160         480 PRKFLE-SFRMSVGCGVVIP-TRLFRLEGNYFYILRKDEHDRGK-TGFRFSFSAPS	 532*--	 532 
Glyma14g06250         482 SPRKFLE-SFRMSVGCGVVIP-TRLFRLEGNYFYILRKGEHDRGK-TGFRFSFSAPS	 535*--	 535
Eucgr.J00180          480 SFQNFLK-SCRSSVGAGIVVP-TSIVRVEVNYCYVLKQYEFDRGK-TGLRVSFSST*	 532---	 532
29814.t000035         466 LQKFVE-SSRSTVGVGIVVP-TNLFRLELNYCFILKKFEYERGK-SGFRVSFSTPS	 518*--	 518 
Potri.008G071800      467 LQKFTQ-SFRSSVGVGVVIP-TNLFRMELNYCNILKKFGEDRGK-SGFRVSFSSPS	 519*--	 519 
Potri.010G185600      472 LRKFTE-SFRSSVGVGVVIP-TNLFRMELNYCYILKKFGEDCGK-SGFRVSFASPS	 524*--	 524 
Cucsa.137480          483 SFQKFME-TFRTSVGVGVVVP-TRLFRLEGNFYYILKQQEHDRGK-TGFRFSISAPS	 536*--	 536
GSVIVG01032775001     415 KFLD-SFRSSAGFGIIVP-TKLFRMEVNYCYILKQFEHDHGR-TGVQFSFSAT*	 464---	 464   
PGSC0003DMG400008029  472 LQKFKE-SFRASAGFGVIVP-TKLFRMEVNYCYILKQQEHDRGK-TGVQFSFSSSF	 524*--	 524 
YNL026W               432 GQLSK-EHSTSTGIGLVLR-HPMARFELNFTLPITAHENDLIR-KGFQFGLGLAF	 483L*-	 484  
gi|85098006           467 VAELANGLPSIAAGFGLVYA-HPVARFELNFSLPLVVRRGEEAR-KGLQVGVGINF	 520L*-	 521 
gi|225543166          415 IRKLAE-CIRWSYGAGIVLRLGNIARLELNYCVPMGVQTGDRIC-DGVQFGAGIRF	 468L*-	 469 
gi|17552460           382 QLQD-TQRVSAGFGLAFVFKSIFRLELNYTYPLKYVLGDSLL-GGFHIGAGVNF	 433L*-	 434   


