
gi|85089859                                 1 ------------------------------------------------------------	 0------------------------------------------------
YGR029W                                     1 ------------------------------------------------------------	 0---------------------MKAIDKMTDNPPQEGLSGRKIIYDEDG
Esi0202_0015                                1 ------------------------------------------------------------	 0-----------------------------------MPSS--RRRSKDP
gi|17507677|                                1 ------------------------------------------------------------	 0-----------------------------------------MEIGPDG
gi|85093549|ref|XP_959716.1|                1 ------------------------------------------------------------	 0---MPTNVTD-NDPAQSGATATAPVDGSATEPPKKFPKG--VVLGKDG
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CMT484C|CMT484CT                            1 ------------------------------------------------------------	 0---MSRSVWFEKLRAGIG-----T--VATPLPL-------PNTAIRRS
gi|66823895                                 1 ----------MAFGNKI----NQ-----------ILDEKSH-------------------	 16---ITTPATTENENK--N-----KNKNVEITTIKKASFLSKDITNED
Cre14.g633000|Cre14.g633000.t1.2            1 SEQPVVNAAAVALGASV----SEAPAGPDVGGTAVPGAGTH-------------------	 96---MPNAAAA-----------------VSEAA-----AT---PAARK
gi|54112432|ref|NP_005253.3|                1 ---------------------MA---APG--ERGRFH-----------------------	 11-----------------------------------------------
Potri.001G296000|Potri.001G296000.1         1 ------------------------------------------------------------	 0------------------------------------TFY---RLLVSA
Medtr8g045480|Medtr8g045480.1               1 ------------------------------------------------------------	 0---------------------------MSEN-----------------
Glyma13g26970|Glyma13g26970.1               1 ------------------------------------------------------------	 0---------------------------MPEN-----------------
Glyma15g38020|Glyma15g38020.3               1 ------------------------------------------------------------	 0---------------------------MPEN-----------------
Phpat.019G062000|Phpat.019G062000.1         1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G114234|GRMZM2G114234_T01             1 ------------------------------------------------------------	 0---MP------------------------------------------L
LOC_Os03g10850|LOC_Os03g10850.1             1 ------------------------------------------------------------	 0---MPPP----------------------------------------A
Cucsa.097440|Cucsa.097440.1                 1 ------------------------------------------------------------	 0---------------------------MSEN-----------------
Bra014223|Bra014223                         1 ------------------------------------------------------------	 0---------------------------MAEN-----------------
AT1G49880                                   1 ------------------------------------------------------------	 0---------------------------MGEK-----------------
Carubv10010320m.g|Carubv10010320m           1 ------------------------------------------------------------	 0----------SAVNSETN-----KEKKMGEN-----------------
28152.t000030|28152.m000901                 1 ------------------------------------------------------------	 0---------------------------MSDN-----------------
Potri.009G090200|Potri.009G090200.1         1 ------------------------------------------------------------	 0---------------------------MPDN-----------------
Eucgr.G01264|Eucgr.G01264.1                 1 ------------------------------------------------------------	 0---------------------------MSEN-----------------
GSVIVG01037859001|GSVIVT01037859001         1 ------------------------------------------------------------	 0---------------------------MSET-----------------
PGSC0003DMG400002983|PGSC0003DMT40000772    1 ------------------------------------------------------------	 0------------------------------------------------
105740|105740                               1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.002G149100|Phpat.002G149100.1         1 ------MAPESKLGSAS----VQ---GRS--QLGVFGKGFQ-------------------	 26---VDKIRWEWPNPKGEG-----LQKLMSHEPI--AGML---NAVGN

gi|85089859                                 1 --MARRPHITLM	 10LVVGVI--------LFVFTTYMLSSSG----------------SS-GVVQHSE-T--L--	 40---DLGGSS-----GSGDHKSAS-GDGGSK-S
YGR029W                                    28 KPC--RSCNTLL	 37-DFQYVTG--------------------------------------KISNGLK-N-----	 52----L----------SSNGKLAG---TGAL--
Esi0202_0015                               12 ADCEDPACADMA	 23-DLLRKGR--------------------------------------ALAAKNKQKAASN-	 43----T----------ATDGKAAG---SQAQ--
gi|17507677|                                8 KPC--RACVSVE	 17-DMMKKGR--------------------------------------EMAEKIKKKESET-	 37----T---------------------------
gi|85093549|ref|XP_959716.1|               43 KPC--RSCTSFG	 52-AWASQAK--------------------------------------ATLKTSH-DMSST-	 71----A---------------------------
Cre03.g173200|Cre03.g173200.t1.2           57 ---------TGVT	 76---------ASSASTAAVRGGGLTPATIAASPL-------ASVSASMPTAPARAPAPAPF	 120AASSMA--------------------TATS
Vocar20008072m.g|Vocar20008072m            76 LMQSAHSPLASIS	 98AAFSHLQTRAADAAAALFPAGHLAAALENTSDIQRRVSLSDQSAQSMITGKDRGSYVLPF	 158ARVTVSGPSV----------------SHTA
CMT484C|CMT484CT                           32 QSWSRRFVARTI	 43VAFITVAG------LATIA----WHSS----------------SWR-------EAVFPT-	 69--KVFSQA-------STEAAAAAPDTARAA--
gi|66823895                                54 EDDCGTCELLGVT	 66EKKNQMFQMIS-------------------------------------------------	 77----INNNNN-----NNNNNNNN---NG---
Cre14.g633000|Cre14.g633000.t1.2           57 LSDCKSRACSGVL	 128KAFKRA---LHEE-GQTAAAGPPSPAS----------------S---LAASSPAPAPPPA	 165--PGASAPHPAAPASATIAAAVGTAMGAA
gi|54112432|ref|NP_005253.3|               12 ----GGN-L--FF	 17LPGGARSEMM-DD-LATDARGRGA--G----------------R-RDAAASASTPAQA--	 54--PTSDSP---VAEDASRRRPCR------AC
Potri.001G296000|Potri.001G296000.1        10 KKTADNPLLNLF	 21QTFQKVSNCIQAH-LSNFTGQPQNPSP----------------ST------SKKPLLA--	 56--LTSPPPSS----------------------
Medtr8g045480|Medtr8g045480.1               5 ------PVQALF	 10HHFEQVTNFVQHH-VSNFISH-IQLSG----------------PSG-------NASIE--	 43----V-------------------------PF
Glyma13g26970|Glyma13g26970.1               5 ------PLQTLF	 10HNIEQVSSFVQHH-LSNFIGLHHHP-------------------SS-------GPLLS--	 41----ISSSTK-------------------GPL
Glyma15g38020|Glyma15g38020.3               5 ------PLQALF	 10HNIEQVSSFVQHH-LSNFIGIHFQPSG----------------PHS-------GSLLS--	 44----ISSSTK-------------------APL
Phpat.019G062000|Phpat.019G062000.1         1 MGAGGRNWQLLK	 12QKF-RVSACAGVD-KSRIQDAERKEPE----------------D----------DELS--	 42----VRENEE---SGDEE----D--DDSSETQ
GRMZM2G114234|GRMZM2G114234_T01             4 TGW--NPLAPVL	 13QTVAAFSRHILIA-P-------DA----------------------GLDDHRLRPLLA--	 41--LSLSPPSP----------------------
LOC_Os03g10850|LOC_Os03g10850.1             6 WGWGSNPLEPVV	 17HTVAAFSRRLLIA-P-------DA----------------------APDEARLRPLLS--	 45--LSLSPPPT----------------------
Cucsa.097440|Cucsa.097440.1                 5 ------PIQSLF	 10QIAQKISTSIETH-LSNLLSHSTPHSR----------------S-------NHKPLSS--	 44----PFSSSY-----AT---PSY---------
Bra014223|Bra014223                         5 ------PWQPLL	 10HTFEKLSNCVQTH-LSNFIGIENTPRS----------------S-PT----IQNPI----	 44----SSDSSP------------T---------
AT1G49880                                   5 ------PWQPLL	 10QSFEKLSNCVQTH-LSNFIGIKNTPPS----------------SQST----IQNPI-I--	 46----SLDSSP------------P---------
Carubv10010320m.g|Carubv10010320m          17 ------PWQPLL	 22QTFEKLSNCVQTH-LSNFIGVKNTSLS----------------SS-A----IQNPISL--	 58----EDSSSP------------P---------
28152.t000030|28152.m000901                 5 ------PLQPLF	 10LTFQKVSNCIQTH-FSSFISQSNHHPS----------------L--A----NKKPLFS--	 45----ISSSNI-----IT---SDI---------
Potri.009G090200|Potri.009G090200.1         5 ------PLQHLF	 10---QKVSNCFQTH-LANFTGQPQNPSS----------------S--T----SKNTIFS--	 42----LSPPSSHVSSKIY---PAN---------
Eucgr.G01264|Eucgr.G01264.1                 5 ------PFLSLF	 10QNLEKISNSIQTH-LSTFIARPAN-PS----------------R--A----DNNALFS--	 44----VSSSPK-----PS---APS---------
GSVIVG01037859001|GSVIVT01037859001         5 ------PFHPLF	 10QTLEKLSHCIQNH-LSNFIGGTPSHSS----------------P--T----NERPHFS--	 45----ITSSSK-----AN---SSN---------
PGSC0003DMG400002983|PGSC0003DMT40000772    1 ------------	 0------------------------------------------------------------	 0----------------------------------
105740|105740                               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Phpat.002G149100|Phpat.002G149100.1        61 AVQCGHRAWEGLV	 73QQGIRSTNLCKIE-LPNFLRGKERQAS----------------QVRELVEEQEEPARA--	 114--A-VSPANVLMAQGATNANAAYTGVNGSQ

gi|85089859                                63 AFG--IS--DNILKGGSIAPKLENATAK	 86AELGRASWRLFHTMMARFPETPTAEESLALKTY--------------------IQLFARL	 126YPCGDCASHFQKLLK
YGR029W                                    66 -TGE-AS----ELMPGSRTYRKVDPPDV	 87EQLGRSSWTLLHSVAASYPAQPTDQQKGEMKQF--------------------LNIFSHI	 127YPCNWCAKDFEKYIR
Esi0202_0015                               57 -PSSSAA--ETDEHAASSSRNDGCPLDK	 81GELGAATWGLIHTTAAHYPEKPSKETQDQARAL--------------------VTGLAGL	 121YPCTYCRKDFREEVR
gi|17507677|                               39 -P-----------STSTGAKLHGCPVDK	 54DELGRSTWNLLHTMSVYYPEKPTDEDKDRARSF--------------------MSILGKT	 94YPCDFCAKDLRKDLKE
gi|85093549|ref|XP_959716.1|               73 -P----S--TIASAATLSTRRTDCPADV	 93ETLGRSSWTLLHSIAATYPPAPTPSEQNDLKSF--------------------MSLFAKL	 133YPCWVCAEDFQQYIK
Cre03.g173200|Cre03.g173200.t1.2          115 PLA--------AG--AASMSAAAQAAATAK	 150AEVGRATWTLLHMLAAQFPDRPSRQQQRDARTL--------------------VDCLTRI	 190YPCGDCAEHFAE
Vocar20008072m.g|Vocar20008072m           163 PVE--------APTSGVASAAAAGLAAAAK	 194AEVGRATWTLLHTLAAQFPERPTRQQRRDARTL--------------------VDCLTRI	 234YPCGDCARHFAE
CMT484C|CMT484CT                           91 -PG--LPRTMLTKAPGKIPFQDEKPPTR	 115AELGRAGWTLLHSIAANYPEVATPEMQTHARQF--------------------IASFAAL	 155YPCPTCREHFQGYV
gi|66823895                                94 ---NGNNNNDNKNNEDSKYWEPMPSPPTT	 119IELGNSGWTLLHTIAAYYPEKPSEKKKQDIKEF--------------------LQSFSKV	 159YPCKVCAKDFREI
Cre14.g633000|Cre14.g633000.t1.2          134 ACAAEGGAASGTAGGGAGASGAPPLPCPPDT	 223WELGRATWTFLHSVAAGYPESPSERQQGLMRGM--------------------VEGLAEF	 263YPCEVCREHLR
gi|54112432|ref|NP_005253.3|               75 VDFK--TW--MRTQQKRDTKFREDCPPDR	 99EELGRHSWAVLHTLAAYYPDLPTPEQQQDMAQF--------------------IHLFSKF	 139YPCEECAEDLRKRL
Potri.001G296000|Potri.001G296000.1        65 -----SK--TYPANIDTPTGKSAAAVTK	 85EELGKTTWAFPHTLAAQYPEHPTGQQKKDVKELSKS------------------------	 121---------------
Medtr8g045480|Medtr8g045480.1              47 -LK--AT--SVQPRDPVLKAKSSTPVTK	 69EDLGRSTWTFLHTLAAQYPDNPTRQQKKDVKEL--------------------VQILSRM	 109YPCKECADHFKEVLR
Glyma13g26970|Glyma13g26970.1              51 SKT--AT--SVQLADTAVKEKSAAPVTK	 74EELGRATWTFLHILAAQYPDNPTRQQKKDVKEL--------------------VQMLPRI	 114YPCRECRDHFKEVLR
Glyma15g38020|Glyma15g38020.3              54 AKT--AS--SVQLGDTAVKGKSAAPVTK	 77EELGRATWTFLHILAAQYPDNPTRQQKKDVKEL--------------------VQMLPRI	 117YPCGECRDHFKEVLR
Phpat.019G062000|Phpat.019G062000.1        62 LTV--LA--GDLSLEAPVKENWSGTVTK	 85EELGRSTWTFLHTLAAQFPIRPTKQQQKDVKEL--------------------MAIISRL	 125YPCKTCAEHFKEILK
GRMZM2G114234|GRMZM2G114234_T01            50 -----AP--PQPEVRKEKKDAKEAPLTK	 70EEVGRATWMLLHTIAAQFPDEPTRQQRRDAKEL--------------------MHIISRL	 110YPCKECADHFKEVLK
LOC_Os03g10850|LOC_Os03g10850.1            54 -PP--SP--PPPPPEVLKKDSKAAPLTK	 76EEVGRATWMLLHTIAAQFPDEPTRQQRRDAREL--------------------MAIISRL	 116YPCKECAEHFKEVLK
Cucsa.097440|Cucsa.097440.1                56 -PD--TT--S--MQSIDVIHTPAAPVTK	 76EVLGRATWTFLHILAAQYPDHPTRQQKKDVKEL--------------------MAILSRM	 116YPCGECADHFKEVLR
Bra014223|Bra014223                        52 -IT--IN--SSNLQKIPLKDKPIGPVTK	 74EDLGRATWTFLHTLAAQYPEKPTRQQKKDVKEL--------------------MAILSRM	 114YPCRECADHFKEILR
AT1G49880                                  54 -IA--TN--SSSLQKLPLKDKSTGPVTK	 76EDLGRATWTFLHTLAAQYPEKPTRQQKKDVKEL--------------------MTILSRM	 116YPCRECADHFKEILR
Carubv10010320m.g|Carubv10010320m          66 -IA--TN--SSSLQKLPFKDKSTGPVTK	 88EDLGRATWTFLHTLAAQYPEKPSRQQKKDVKEL--------------------MSILSRM	 128YPCRECADHFKEILR
28152.t000030|28152.m000901                57 -DT--AL--IQQPKYILNKGTSAAPVTK	 79EELGRATWTFLHTLAAQYPENPTRQQKKDVKQL--------------------MAILSRM	 119YPCKECADHFREVLR
Potri.009G090200|Potri.009G090200.1        59 -RD--TS--SVQPKDVLNKGKSAAPVTK	 81EELGRATWTFLHTLAAQYPEHPTRQQKKDVKELMKPWMSLVEIVNQPGTIHDTMAILSRM	 141YPCQECADHFKEVLR
Eucgr.G01264|Eucgr.G01264.1                56 -AN--FQ--AFGPEEVLKKVQTAAPVTK	 78EELGRATWTFIHTLAAQYPDKPTRQQKKDVKEL--------------------MAILSRM	 118YPCQECADHFKEILR
GSVIVG01037859001|GSVIVT01037859001        57 -KD--FT--LRQQKGLVDEGISANPVTK	 79VELGRATWTFLHTLAAQFPDNPTRQQKKDVKEL--------------------MAILSRM	 119YPCKECADHFKEVLR
PGSC0003DMG400002983|PGSC0003DMT40000772    1 ----M--LLQHSESPKKEKSSSPVTK	 20EELGRATWTFLHTLGAQYPDKPTRQQRKDVKEL--------------------MAILSRM	 60YPCNECADHFKEVLRANP
105740|105740                               1 ----------------------PVTR	 4EDLGRATWTFLHSLAAQYPDKPTRQQQKDVREL--------------------MAIISRM	 44YPCKECADHFKEVLKSNPV
Phpat.002G149100|Phpat.002G149100.1       142 QEEQT--ES--FRFPEFRVPEISSGGAVTK	 167EDLGRATWTFLHTLAAQYPDKPTRQQRRDVKEL--------------------MSIMTRL	 207YPCKTCADHFKE

gi|85089859                               142 KYPPQTSGRNAAAGWACFVHNEVNKRLKKEQFDCNK---IGDFYD	 183C-G--CGDEGAKKAGEAGAGAEVKTETKKGEDLKMD--------	 216    
YGR029W                                   143 ENAPQVESREELGRWMCEAHNKVNKKLRKPKFDCNF---WEKRWK	 184DG----WDE*----------------------------------	 189    
Esi0202_0015                              137 KLPPDVSSRVALSLWACQQHNLVNEKIGKPTFGCTL-PALDERWK	 180KGKPSCWEGG--------------AEGV*---------------	 194    
gi|17507677|                              111 SPPKVESREAFALWMCQLHNKVNEKTGKPKFECRD---VMQRWR	 151DG----WKDG--------------SCDY----------------	 161     
gi|85093549|ref|XP_959716.1|              149 KEEPKTGSRDEFGNWLCEAHNEVNRKLGKPTFDCSK---WQERWR	 190TG----WKDG--------------SCD-----------------	 199    
Cre03.g173200|Cre03.g173200.t1.2          187 IVRRDPPAVGSGREFRRWLCGVHNRVNSRLGKPVFNCDL---VEARWA	 247PLG--CSAEEAA-AGEPAAAGAGKGCELLGVGAKGGR*------	 281 
Vocar20008072m.g|Vocar20008072m           237 LVRRDPPVVSSGPAFRRWLCQIHNRVNARLGKPLFNCDL---VESRWA	 291PLG--CSAVEAA-TGEGGFNASEPGCELLGVGARAPPPRRRNE*	 331 
CMT484C|CMT484CT                          170 RTHPPALESREQFVKWCCRAHNAVNLRLGKPTIPCTDLQLLDKRWR	 215DCH--CDEQE--------------PQNMIRAARRLIESRRPNAG	 243   
gi|66823895                               173 MKETPPILDSQNDFALWLCNAHNNVNLQLGKPTFDCNL---INKRWK	 216INN--NNEFH----------------------------------	 224  
Cre14.g633000|Cre14.g633000.t1.2          216 EQVAARPPQVGSARELNMWLCGLHNEVNEMLGKPLFDCAR---VGERWR	 320EGP--AD--G--------------SCD*----------------	 329
gi|54112432|ref|NP_005253.3|              154 CRNHPDTRTRACFTQWLCHLHNEVNRKLGKPDFDCSK---VDERWR	 196DGW--KD--G--------------SCD-----------------	 205   
Potri.001G296000|Potri.001G296000.1       122 ---CTSWTHTEFSQWLCRLHNVVIRSPGKLVLPYER---VDARWG	 160KLE--CE*------------------------------------	 165    
Medtr8g045480|Medtr8g045480.1             125 SNPVQAGSHAEFSQWLCHVHNVVNRSIGKPIFPCER---VDARWG	 166KLD--CEQ-N--------------ACEIIGSTSIFGKIW*----	 188    
Glyma13g26970|Glyma13g26970.1             130 ANPVLTGSHAEFSQWLCHVHNVVNRSLAKPIFPCER---VDARWG	 171KLD--CEQ-N--------------ACEIIGSTSIFGRIWQKST*	 197    
Glyma15g38020|Glyma15g38020.3             133 ANPVQTGSHAEFSQWLCHVHNVVNRSLGKPIFPCER---VDARWG	 174KLD--CEQ-N--------------ACEIIGSTSIFRKIWKKST*	 200    
Phpat.019G062000|Phpat.019G062000.1       141 TNPPKAKSGLDLVQWMCQVHNLVNKSLGKPQFRCEQ---AELRWG	 182TFN--CD--G--------------ACDLHSRP*-----------	 196    
GRMZM2G114234|GRMZM2G114234_T01           126 ANPVQAGSQADFSQWLCYVHNVVNRSLGKPIFPCQR---VTARWG	 167KLD--CPE-R--------------SCDLEGSIDIMPNR*-----	 188    
LOC_Os03g10850|LOC_Os03g10850.1           132 ANPVQAGSQAEFSQWLCYVHNVVNRSLGKPIFPCQR---VNARWG	 173KLD--CPE-R--------------SCDLEGSNDIIPNR*-----	 194    
Cucsa.097440|Cucsa.097440.1               132 ANPVETGSHADFSRWLCRVHNVVNRSLGKPIFPCER---VDARWG	 173KLE--CEQ-R--------------ACDVLGSLPNFGEEDRH*--	 197    
Bra014223|Bra014223                       130 SNPPRAGSQEEFSQWLCHVHNTVNRSLGKLVFPCER---VDARWG	 171KLE--CEQ-K--------------SCDLHGTSMDF*--------	 189    
AT1G49880                                 132 SNPAQAGSQEEFSQWLCHVHNTVNRSLGKLVFPCER---VDARWG	 173KLE--CEQ-K--------------SCDLHGTSMDF---------	 191    
Carubv10010320m.g|Carubv10010320m         144 SNPAQAGSQEEFSQWLCHVHNTVNRSLGKLVFPCER---VDARWG	 185KLE--CEQ-R--------------SCDLHGTSMDF*--------	 203    
28152.t000030|28152.m000901               135 VNPVQAGSHTEFSQWLCHVHNVVNRSLGKLVFPCER---VDARWG	 176KLE--CEQ-R--------------ACDLQGTASNFGD-------	 196    
Potri.009G090200|Potri.009G090200.1       157 VNPVQAGSHAEFSQWLCHVHNVVNRSLGKLVFPCER---VDARWG	 198KLE--CEQ-R--------------ACDLQGTTN-FDED*-----	 218    
Eucgr.G01264|Eucgr.G01264.1               134 ANPVQAASHTEFSQWLCHVHNVVNRSLGKSVFPCER---VDARWG	 175KLE--CEL-R--------------ACDLQGTSTKFWD*------	 195    
GSVIVG01037859001|GSVIVT01037859001       135 ANPVQAGSQAEFSQWLCHVHNVVNRSLNKPIFPCKR---VDARWG	 176KLD--CEL-R--------------ACDLQGTPD-FGERSH*---	 198    
PGSC0003DMG400002983|PGSC0003DMT40000772   79 VQAGSQAEFSQWLCHVHNVVNRSLSKPKFPCDR---VDARWG	 117KLD--CEQ-R--------------ACDLQGTDK-FWF*------	 136       
105740|105740                              64 RANSGVDLSQWMCRVHNIVNRSLGKPQFSCER---VDARWG	 101ALH--CD--G--------------ACDVHGRLHSMKS*------	 120        
Phpat.002G149100|Phpat.002G149100.1       220 ILKAYPVKADSGAELAQWMCQVHNVVNRSLGKPHFPCER---VDARWG	 264ALH--CDEAG--------------ACDLEGRVLYR*--------	 283 




