
XP_642798.1                    1 ------------------------------------------------------------ 0---------------------ME-----------------A------------TADNNNN 10I-----DS------QEQEIIG-------EPNFFQS
Esi0055_0058                   1 NSSRATPPAA-ASSKHSQARGDGGKEPWRREAASTPADAAGCTKLASGGCRRGAVGGTAA 85AAGAASVRPSIEALEASLQGLLGSVPLVRIAHADGAAAVAVEAA------GAEGEGDAAA 139------------AVSELEDGD-------KPEYI
CMF062C                        1 ------------------------------------------------------------ 0---------------------MASTF----KTTAGTGAGEETH------ARDSYPGRDTT 29IRREELPSGLRDALP----------------YTSS
g10494                         1 ------------------------------------------------------------ 0---------------------MGLVY----SRADDAKAPPAKAG---------PGGDSS- 25------PPPMPNFSFA---SQ-------AAAVAKE
Vocar20011569m                 1 ------------------------------------------------------------ 0---------------------MGVVY----SKADDAKQPAP------------AKQDTA- 22------PPPMPNFSFA---AS-------AAAVAKE
Phpat.018G049400               1 ------------------------------------------------------------ 0---------------------MGSAI----SYC---SPHHA------------------- 13-------------------LT----------AAVC
Phpat.022G024000               1 ------------------------------------------------------------ 0---------------------MGSAV----SYC---SPQQI------------------- 13-------------------QT----------VDLC
Medtr8g106070                  1 LKSRIETPSPSAQERTDVSNTEG------------PLNII-EKKGIQNKCQRKPRGRPKK 107DCGLPNLAM----------NIMQNTS----INNPDVRPTPVLNMN--TTYRQALRQNDSR 151----TDELTVATMVPPIP-------------T
Bra018846                      1 ------------------------------------------------------------ 0------------------------------------------------------------ 0---------MAGFASPNVTAQ-------F---HSKT
403082                         1 ------------------------------------------------------------ 0---------------------MGSNL----SHAAAPPPPPVAT-----------PDKIS- 23--------------PQPPAAP-------P--AKED
Phpat.022G068500               1 ------------------------------------------------------------ 0---------------------MGAVF----AKSDSPS----------------------- 12-----------------------------------
Carubv10011140m                1 ------------------------------------------------------------ 0------------------------------------------------------------ 0---------MEGFPPPIYMAQ-------V---NAKT
AT1G50400                      1 ------------------------------------------------------------ 0------------------------------------------------------------ 0---------MEGFSPPINTAQ-------V---DAKT
GRMZM2G120876                  1 ------------------------------------------------------------ 0---------------------MGSSV----SQAGAPPPHPPTYA---------S----TP 22----PFAPAAADAAD-AAAAP-------PPKPHEE
LOC_Os01g16910                 1 ------------------------------------------------------------ 0---------------------MGAVV----SHASAAAPPPPPTG---------Y----AP 22----FVDP------A-AAAAP-------PPAEKDA
PGSC0003DMG402020176           1 ------------------------------------------------------------ 0-------------------------M----AT--LVPPA--------------------- 8-----------------ATAS-------PAGSKPTV
Carubv10014148                 1 ------------------------------------------------------------ 0------------------------------------------------------------ 0---------MADLLPPLTAAQ-------V--DAK-T
AT3G20000                      1 ------------------------------------------------------------ 0------------------------------------------------------------ 0---------MADLLPPLTAAQ-------V--DAK-T
Bra035826                      1 ------------------------------------------------------------ 0------------------------------------------------------------ 0---------MADLFPPLVTAQ-------I--DDK-P
Bra038249                      1 ------------------------------------------------------------ 0------------------------------------------------------------ 0---------MADLFPPLVTAQ-------I--DGKPP
LOC_Os03g20750                 1 ------------------------------------------------------------ 0---------------------MGSAA----SA--AAPPPP-PTA---------QPHMAAP 23----PYGAGLAGILPPKPDGE----------EEGK
GRMZM2G043983                  1 ------------------------------------------------------------ 0---------------------MGSVA----SA--AA-PPSPHSA---------LPQEGAP 23----PYGPGLAGILPQTSVGE----------E---
GRMZM2G174696                  1 ------------------------------------------------------------ 0---------------------MGSVA----SA--AVPPPPPQSA---------LPQAGAP 24----PYGPGLAGILPQMSKGE----------E---
Eucgr.J00343                   1 ------------------------------------------------------------ 0-------------------------M----AG--VVPPEEAAA----------KAA---- 15----A---------------A----------AAPE
Medtr8g106010                  1 ------------------------------------------------------------ 0-------------------------M----AT--MVPPI--------------------- 8--------------------P----------TADDK
Glyma05g34360                  1 ------------------------------------------------------------ 0-------------------------------M--ATPIPPP------------------- 8-------P------------A----------AAAAA
Glyma08g05280                  1 ------------------------------------------------------------ 0-------------------------M----AT--LIPPPPP------------------- 10-------P------------P----------PPPA
Potri.007G000200               1 ------------------------------------------------------------ 0-------------------------M----AG--FVPPGTTLL----------GNE---- 15----ATSA------------A----------AKKV
Potri.014G004100               1 ------------------------------------------------------------ 0-------------------------M----AG--FVAPGTTLL----------GNE---- 15----ATSE------------A----------AKKI
30131.t000418|30131.m007267    1 ------------------------------------------------------------ 0-------------------------M----AG--IVPPPTTAS----------S------ 13--------------------------------KTI
Cucsa.094410                   1 ------------------------------------------------------------ 0-------------------------M----AG--LAPPTAATA----------TAA---- 15----PYPL------------P----------IPPK
GSVIVG01038525001              1 ------------------------------------------------------------ 0-------------------------M----AG--FVPPPAPPA----------------- 12-------------------------------PPAP
gi|17531993                    1 ------------------------------------------------------------ 0------------------------------------------------------------ 0--------------------------------MATP
gi|530415486                   1 ------------------------------------------------------------ 0---------------------MGNVLAASSPPA-GPPPPPAPALVGLPPPPPSPPGF--- 35-----TLPPLGGSLGAGTSTSRSSERTPGAATASA
gi|530365482                   1 ------------------------------------------------------------ 0------------------------------------------------------------ 0---------MGNTLGLAP--------------MGTL
gi|21362030                    1 ------------------------------------------------------------ 0------------------------------------------------------------ 0------------------------------------
YMR203W                        1 ------------------------------------------------------------ 0--------------------------------M-SA-PTPLAEASQIPTIPALSPLT--- 23-----AKQSKGNFFSSNPISS--------FVVDTY
gi|85103565                    1 ------------------------------------------------------------ 0----------------------------------------------MASFSTESP----- 9----------LAMLRDNAIYS--------SLSDAFN

XP_642798.1                   28 FLVKNLPFYKSLPYPGKAEDMISEV 52KGLVNDDI--YEGAKVDVTFKIS--PFFETSH-------------QLNVYTPNENSR--- 92-------TPKYSNQ-NVYSK-------------------------DSTLLYGKIDSERRL 119FGRFD
Esi0055_0058                 128 QRADEQAAQMRQQLRRPAQFADQFLEV 180SQLTQVHS--FEGFRLDMSKAVT--PTFFTSH-------------NVFFGNPQFPSGHY- 222-----------QGTLTVVGESET-------------------------MV--RASMD--- 241-
CMF062C                       49 SWWWRAIERTELPNPGAYEEINQEA 73NTVLRPNL--FDGTRFDMNLPLT--PTLSTGH-------------SIEMGSTQTT----- 111--------PGYALSVNYITNT--------------------------LIAVSRMDMTGRF 137NGRL
g10494                        45 IKESERPNYLELPQPVRYEDIQREG 69IISLKPDT--FEGLRFEINKPLN--QHFFLSH-------------NLFMGNMELQTGGR- 111-QIIKTPVGTYEFGATTVSESQN------------------------LVLMGRLASDGRL 146SGRI
Vocar20011569m                42 IKESELPDYLSLPQPVRYEDIQREG 66IISLKPDT--FEGLRFEINKPLN--QQFFLSH-------------SLFMGNTELQTGGR- 108-QILKTPVGTYEFGATVVNEAQT------------------------FLMLGRIGTDGRL 143SGRI
Phpat.018G049400              20 GDDIKLPEYTNLPCPVMYEEITREA 44YMSLKPEH--FEGLRFDISRAVN--NKFAMSN-------------RVFMGLIDLPGNSG- 86-SVQKQSTGHFDVGANLVDQKGK------------------M---DVVLVMRRILSEGRL 124SAKVK
Phpat.022G024000              20 GSEGKAPESTNLPCPVKYEEINHEA 44YMSLKPGL--FEGLRFDVYRSMN--RKFGLSN-------------SLFMGSVDLPDCAP- 86-DPLKQSTAHFELGANLIDQKGK------------------M---DVVLMMGRVLSKGCM 124SARVK
Medtr8g106070                107 ADDKKVDQKVDHSNLPCPIPFEELHREA 194MMSLKPEL--FEGMRFDFTKILN--QKFSLNH-------------SVSMGPTEIPSQSA- 236-EVIKIPTANYEFGANFIDHPKVYLPDTTQFE*--------------------------- 267
Bra018846                     18 KIEEKVDYSNLPCPKPYEDIHLEA 41TISLKPEL--FEGFRLNYTKRMN--HKFSLIH-------------SLLMGNSEFPAER-S 83QHIFKTPTSSYEFGANLID-PKL-------------------------MLDGRLMMDGTV 117IARFNS
403082                        36 EKPDAKVDYFNLPCPVKYEEIQREV 60SMALKPDL--FEGLRFDFNRPLN--EVFSLSH-------------SVLMGSIEVPQQSP- 102-QIVKVPSAHYEFGANFLSPRL--------------------------FLVGRVLTDGRL 135NARV
Phpat.022G068500              13 PDRSPSPDWLNLPCPVKYDEIQREN 37IMSLKPEL--FEGLRFDFTKPLN--QRFSLSH-------------SLFMGSVEVPSQGA- 79-QIIKVPAAHYEFGANLIDQRMM-------------------------MLIGRILTDGRM 113SARIK
Carubv10011140m               18 KVDEKVDYSNLPCPIIYEEVHREA 41YMALKPEL--FEGFRFDYNKMLN--NKFFLSH-------------SLLMGPTEVP--TRS 82SEIIKIPTANYEFGANFVD-PRL-------------------------FLVGGIMMDGRL 116NVKGKC
AT1G50400                     18 KLDEKVDYSNLPCPVLYEELNREA 41TMALKPEL--FEGFRLDYNKSLN--QKFFLSH-------------SILMGPTEVPNPTPS 84SEIIKIPTANYDFGAGFID-PKL-------------------------YLIGRITTDGRL 118NARAKF
GRMZM2G120876                 46 EATEEKVDYLNLPCPVPYEEIQREA 70FMALKPDL--FEGMRFDLTKMIT--PYFALTH-------------SVAMGSIEIPAQG-S 112E-VIKVPTSNYEFGANFIN-QRT-------------------------MLMGRVSHEGRE 145NIRV
LOC_Os01g16910                40 AADEEKVDYMNLPCPVPYEEIQREA 64FMSLKPDV--FEGLRFDFTKMLN--PFFGLSHSGFGCIVTILVRLSVSMGSMELPSQG-A 119D-VIKVPTSNYEFGANFMD-PKM-------------------------MLIGRVSHDGRV 152TARV
PGSC0003DMG402020176          21 IEPEKVDYFNLPCPIPYEEIHREA 44LMSLKPEL--FEGMRFDFTRGLN--QRFSLSH-------------R*------------- 73------------------------------------------------------------ 73-------
Carubv10014148                18 KVDEKVDYSNLPCPVPYEELHREA 41FMSLKADN--FEGLRFDFTKALN--QKFSLSH-------------SVMMGPTEVPSQS-S 83E-TIKIPTANYEFGANYFD-PKVIFLVISCFHVLIVMKEMKMTVNIQLMLIGRVMTDGRM 141TARVKA
AT3G20000                     18 KVDEKVDYSNLPSPVPYEELHREA 41LMSLKSDN--FEGLRFDFTRALN--QKFSLSH-------------SVMMGPTEVPAQS-P 83ETTIKIPTAHYEFGANYYD-PKL-------------------------LLIGRVMTDGRL 117NARLKA
Bra035826                     18 KVDEKVDYSNLPCPVPYDELHREA 41YISLKTEN--FEGFRFDFTKGLN--QKFALCH-------------SVMMGPMEVPSQS-P 83DTTIKIPTAHYEFGANYAD-PKL-------------------------MLVGRVMTDGRT 117SARVRA
Bra038249                     19 KADEKVDYSNLPCPAPYDELHREA 42YMSLKSET--FEGLRFDFSKGLN--QRFSLSH-------------SVMMGPTEVPSQS-P 84DTTIKIPTAHYEFGANYFD-PKL-------------------------MLVGRVMTDGRL 118NARLKA
LOC_Os03g20750                45 KKEVEKVDYLNLPCPVPFEEIQREA 69LMSLKPEL--FEGLRFDFTKGLN--QKFSLSH-------------SVFMGSLEVPSQS-T 111E-TIKVPTSHYEFGANFID-PKL-------------------------ILVGRVMTDGRL 144NARV
GRMZM2G043983                 42 -KKEEKVDYLNLLCPVPFEEIQREA 65LMSLKPEL--FEGLRFDFTKGLN--QKFSLSH-------------SVFMGSLEVPAQG-S 107E-TIKVPTAHYEFGANFLD-PKL-------------------------MLIGRVMTDGRL 140NARV
GRMZM2G174696                 43 -KKDEKVDYLNLPCPVPFEEIQREA 66LMSLKPEL--FEGLRFDFTKGLN--QKFSLSH-------------SIFMGSLEVPAQA-S 108E-TIKVPTAHYEFGANFLD-PKL-------------------------MLIGRVMTDGRL 141NARV
Eucgr.J00343                  22 QVAPEKVDYLNLPCPIPYEEIHREA 46MMSLKPDV--FEGFRFDFTKGLN--PQFALSH-------------SVSMGVAEVPSQS-T 88E-TIKIPTAQYEFGVNFMD-PKL-------------------------MLFGRLLTDGRL 121NARAK
Medtr8g106010                 15 KVDQKVDYSNLSCPIAFEELHREA 38MMSLKPEL--FEGLRFDFTKMLN--QKFSLNH-------------SVSMGPTEIPSQS-A 80E-VIKIPTANYEFGANFIDHPKL-------------------------LLLGRAMTDGRV 114TARVKY
Glyma05g34360                 16 AADTKVDYLNLPCPIPFEELHREA 39MMSLKPDL--FEGMRFDFTKMLN--QKFSLNH-------------SVLMGPTEVPSQS-T 81E-TIKIPTAHYEFGSTFIDHPRL-------------------------LLWGRILTDGRL 115NARVKC
Glyma08g05280                 17 AAADPKVDYLNLPCPIPFEELHREA 41MMSLKPDL--FEGMRFDFTKMLN--QKFSLNH-------------SVLMGPTEVPSQS-T 83E-TIKIPTAHYEFGSTFIDHPRL-------------------------LLWGRILTDGRL 117NARVK
Potri.007G000200              25 NEVHKNVDYMNLPCPIPYEELHREA 49LMSLKPEY--FEGMRFDFTKGLN--QKFSLSH-------------SVMMGPMEIPSQS-S 91E-AIKIPTAHYEFGANFID-QRT-------------------------MLIGRVLTDGRL 124NARVK
Potri.014G004100              25 NEVHKKVDYLNLPCPIPYEELHREA 49LMSLKPEY--FEGMRFDFTKGLN--QKFSLSH-------------SVMMGPMEIPSQS-S 91E-AIKIPTAHYEFGANFID-QKT-------------------------MLIGRVLTDGRV 124NARVK
30131.t000418|30131.m007267   17 NEVHSKVDYMDLPCPIPYEELHREA 41LMSLKPEL--FEGMRFDFTKGLN--QKFSLSH-------------SVFMGPMELPSQS-S 83E-TIKIPTAHYEFGANYID-PKL-------------------------MLFGRVLTDGRL 116NARVK
Cucsa.094410                  25 KTEDEKVDYLNLPCPIPYEEIHREA 49FMSLKPEL--FEGMRFDFTKGLN--QKFSLSH-------------SVFMGPTEIPNQS-A 91E-TIKIPTATYEFGANFID-PKL-------------------------MLFGRILTDGRL 124NARVK
GSVIVG01038525001             17 PKPDEKVDYLDLPCPIPYEEIHREA 41LMSLKPEL--FEGMRFDFTKGLN--QKFSLSH-------------SVFMGPTEIPSQS-S 83E-TIKIPTAHYEFGANFID-PKL-------------------------MLFGRILTDGRL 116NARVK
gi|17531993                    5 TESELASPIPQTNPGSYEELHRKA 28-RDVFPTC--FEGAKLMVNKGLS--SHFQVSH-------------TLSLSAMN------- 63--------TGYRFGATYVGTNQV------------------GPAEAYPILLGDTDVNGNT 97TATILHQ
gi|530415486                  66 SGAAEDGACGCLPNPGTFEECHRKC 90-KELFPIQ--MEGVKLTVNKGLS--NHFQVNH-------------TVALSTIGE------ 126--------SNYHFGVTYVGTKQL------------------SPTEAFPVLVGDMDNSGSL 160NAQV
gi|530365482                  14 PRRSPRREEPLPNPGSFDELHRLC 37-KDVFPAQ--MEGVKLVVNKVLS--SHFQVAH-------------TIHMSALGL------ 73--------PGYHLHAAYAGDWQL------------------SPTE--------------- 92-------
gi|21362030                    1 ------------------------ 0-----------------------------------------------MGNTLGL------ 7--------PGYHLHAAYAGDWQL------------------SPTEVFPTVVGDMDSSGSL 41NAQVLLLLA
YMR203W                       46 KQLHSHRQSLELVNPGTVENLNKEV 70SRDVFLSQYFFTGLRADLNKAFSMNPAFQTSH-------------TFSIGSQAL------ 111--------PKYAFSALFANDNLF--------------------------AQGNIDNDLSV 137SGRL
gi|85103565                   28 AFQERRKQFGLSNPGTIETIAREV 51QRDTLLTNYMFSGLRADVTKAFSLAPLFQVSH-------------QFAMGER-L------ 91--------NPYAFAALYGTNQIF--------------------------AQGNLDNEGAL 117STRFNY

XP_642798.1                  125 QGFFNNSIRVSLT---NMMDKSFK----------NNLA---GELEFKLPFMNFC- 162-----------------LKADTENQRGFSFLTSISKKLAIGYENSYLFNH-----SQSIK 200QIQFFVN--NPLSTWSLVVGNTA--QIGSSYVYRQKN
Esi0055_0058                 216 --ADC----NVSMDAHA---PLGMPGLAG----------KLTVHQGKNDVI--QGTALY 279HGDTCSGQISLGT----------GPTEISYNQAVTPHLSMGGQGQFSSAQ-----QAVGL 324LYGFKYN--TPSWAVLGRLIGGGANVVTAQYLR
CMF062C                      142 FYTHTPRLISKLLVSRQPAEDPAAAAAMLAAATGGAAIQPPPPTSATTTVMYDLDY 197RGSDYSANLKLGT---------GGVISLAYMQSIVPSFSMGGEGFFQLRN-----KFSAL 243TAAARFL--TTDGIFSATVASFG--PVVASYVHRVN
g10494                       151 KYDVANWLGFKVQA----------------------QLA---NAANQSQVMLDTDV 181KGGDWNAQLKLGA---------PGFVGLNYFQSLTPKLSAGGEFFYLPSN-----PKSGV 227GLALRHQ--GDKHVATCQVATTG--LMNMQYTHKVT
Vocar20011569m               148 KYDVTSWLGLKVHC----------------------QLA---NAANQSQVMVDTDL 178KGGDWNAQLKLG----------PGFIGTNYFQSLTPKLSAGGEFFWLPST-----PKSGV 223GLALRHQ--GDKHVATCQVATTG--IMNMQYTHKVS
Phpat.018G049400             130 YDVNNRFSIKADA----------------------QLT---NEPHFTLGMFNFDY 159KGYDYQARLTMGN---------NAYYGINYMQSVTPKLSLGGEGIWLGHQ-----RKSSM 205GLAARYK--ADTVICTGHVKSEG--QINFTYVQRLSD
Phpat.022G024000             130 CDITNRFSIKANA----------------------ELT---NEPHFSVGMFNFDY 159KGNDYQAQLTMGN---------SAFYSVNYTQRVTPKLSLGGEWMWFGHQ-----RKSCM 205GLAARYQ--TDSVITTALVKSEG--DICCTYIQKLSD
Medtr8g106070                208 ------------------------------------------------------------ 267------------------------------------------------------------ 267--------------------------------
Bra018846                    124 VLKENFTIKTTA----------------------QLT---NELDQSQGVFTVDY 152KGSDYRTQFQLGNYKNQFKPGTSSLFRANYIQHVTPKLSLGGEVLYLSEH-----RKSVV 207GYVARYE--TDKMVASGQVASSG--VAIMNYVHKVTDK
403082                       140 KADFTENFSMRLNA----------------------QLT---NEPHFSQGMFQFDY 170KGKDYQTQFQFGN---------RAFYGANYIQSITPSLALGGEVFWVGHQ-----RKSGL 216GLAARYS--NDKVIATGQVATTG--MVSLTYVQRVS
Phpat.022G068500             119 YDFTDRFSVKVNA----------------------QLT---NEPHFSQGMFHFDY 148RGKDYQTQLQLGN---------NAFYGFNYIQSVTPTVALGGEVFWLGHQ-----RKSGI 194GFAGRYN--TDKVVATGQFASTG--IVSLTYVQRVSD
Carubv10011140m              123 DLTDNFSIKANA----------------------QLT---NEEPMPQGAFSFDY 151KGSDYRTQLQIGN---------GSFYGANYIQHVTPRLSLGAEVFWVGQQ-----RQSGV 197GYVARYE--TDKMVASGQVASNG--LAVMNYVQKVSEK
AT1G50400                    125 DLTDNFSVKANA----------------------LLT---DEEDKSQGHLVIDY 153KGSDYRTQLQLGN---------NSVYAANYIQHVTPHLSLGGEAFWLGQQ-----LMSGV 199GYAARYE--TDKTVASGQIASTG--VAVMNYVHKVSEK
GRMZM2G120876                150 KHDITDNLSLKINA----------------------QLT---SEPHYSQGMLNFDY 180KGKDFRSQVQFGN---------NGFYGANYIQSVSKNLSLGTEAFWLGQQ-----RKSGV 226GVVARYD--TKKMVATAQIATTG--MVALSYVQKVS
LOC_Os01g16910               157 KCDLLENLCLKINA----------------------QLT---NEPHYSQGMFSFDY 187KGKDFRSQFQLGN---------NAFYGGNYIQSVTKNLSLGTEAFWLGQQ-----RKSGV 233GFVARYD--TKKMVATGQIATTG--LVSLSYVQKVS
PGSC0003DMG402020176          74 ----------------------------------------------------- 73------------------------------------------------------------ 73-----------------------------------------
Carubv10014148               148 DLTDKLVVKANA----------------------QIT---NEPHLSHAMFNFDY 176MGSDYRAQLQLGN---------SALIGATYIQSVTNRLSLGGEVFWAGVP-----RKSGI 222GYAARYE--TDKMVASAQVASTG--AVVMNYVQKISDK
AT3G20000                    124 DLTDKLVVKANA----------------------LIT---NEEHMSQAMFNFDY 152MGSDYRAQLQLGQ---------SALIGATYIQSVTNHLSLGGEIFWAGVP-----RKSGI 198GYAARYE--TDKMVASGQVASTG--AVVMNYVQKISDK
Bra035826                    124 DLTDKLMMKANA----------------------QIT---NEPHMSSAMFHFDY 152MGSDYRAQLQFGN---------SALIGANYIQSVTPRLSLGGEVFWAGGP-----RKSGI 198GYAARYE--TDKMVASGQVASTG--LLLMNYVQKVSDK
Bra038249                    125 DLSDKLILKANA----------------------QLT---GEPHMSHAVFNFDY 153MGKDYRAQLQLGN---------SALVGATYIQSVTPRLSLGGEVFWAGVP-----RKSGI 199GYAARYE--TDQMVASAQVASTG--NVVMNYVQKISEK
LOC_Os03g20750               149 KCDLTDDLTLKINA----------------------QLT---HEPHYSQGMFNFDY 179KGTDYRAQFQIGN---------NAFYGANYIQSVTPNLSMGTEIFWLGHQ-----RKSGI 225GFASRYN--SDKMVGTLQVASTG--IVALSYVQKVS
GRMZM2G043983                145 KCDLTDNLMLKVNA----------------------QLT---QEAHYSQGMFNFDY 175KGSDYRAQFQIGN---------NAFYGANYIQSVTPNLSMGTEMFWLGHQ-----RKSGI 221GFACRYN--TDKMVGTLQVASTG--IVALSYVQKIS
GRMZM2G174696                146 KCDLTDNLTLKVNA----------------------QLT---QEAHYSQGMFNFDY 176KGSDYRAQFQIGN---------NAFYGANYIQSVTPNLSMGTEMFWLGHQ-----RKSGI 222GFASRYN--TDKMVGTLQVASTG--IVALSYVQKIS
Eucgr.J00343                 127 WDLTDNFSFKANG----------------------LLT---GEPHMSHGMFNFDY 156KGSDYRAQFQAGS---------GALFGANYIQSVTPHLSLGGEVFWAGQH-----RKSGI 202GYAARFN--TDKMVATGQVASTG--MVALSYVQKVSE
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