GRAS family transcription factor

family protein [Arabidopsis thaliana]
NCBI Reference Sequence: NP_178266.1

GenPept Identical Proteins Graphics

>NP_178266.1 GRAS family transcription factor family protein [Arabidopsis
thalianal
MKRDHHQFQGRLSNHGTSSSSSSISKDKMMMVKKEEDGGGNMDDELLAVLGYKVRSSEMAEVALKLEQLE
TMMSNVQEDGLSHLATDTVHYNPSELYSWLDNMLSELNPPPLPASSNGLDPVLPSPEICGFPASDYDLKV
IPGNAIYQFPATIDSSSSSNNOQNKRLKSCSSPDSMVTSTSTGTQIGGVIGTTVITTTTTTTAAGESTRSVI
LVDSQENGVRLVHALMACAEAIQONNLTLAEALVKQIGCLAVSQAGAMRKVATYFAEALARRIYRLSPPQ
NQIDHCLSDTLQMHFYETCPYLKFAHFTANQAILEAFEGKKRVHVIDFSMNQGLOQWPALMQALALREGGP
PTFRLTGIGPPAPDNSDHLHEVGCKLAQLAEAIHVEFEYRGFVANSLADLDASMLELRPSDTEAVAVNSV
FELHKLLGRPGGIEKVLGVVKQIKPVIFTVVEQESNHNGPVFLDRFTESLHYYSTLFDSLEGVPNSQDKV
MSEVYLGKQICNLVACEGPDRVERHETLSQWGNRFGSSGLAPAHLGSNAFKQASMLLSVEFNSGQGYRVEE
SNGCLMLGWHTRPLITTSAWKLSTAAY

221-581 Motif Domain

https://www.ebi.ac.uk/interpro/result/InterProScan/iprscan5-R20221027-080812-0001-93212281-p1m/

Sequence

» Sequence title 46
0 MKRDHHQFQG RLSNHGTSSS SSSISKDEMM MVEKKEEDGGG NMDDELLAVI GYKVRESSEMA EVALKLEQLE
T0 TMMSNVQEDG LSHLATDTVH YNPSELYSWL DNMLSELNPP PLPASSNGLD PVLPSPEICG FPASDYDLEKV
140 IPGNAIYQFP AIDSSSSSNN QNKRLKSCSS PDSMVTSTST GTQIGGVIGT TVITTTTTTT AAGESTRSVI
210 LVDSQENGVR ATQ ANFATVEKQOIGCLEA DAG. ] AEATLAMERT YRLSPPQ)
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GRAS Protein 221-581

LVHALMACAEAIQQNNLTLAEALVKQIGCLAVSQAGAMRKVATYFAEALARRIYRLSPPQNQIDHCLSDTLOMHFYET
CPYLKFAHFTANQAILEAFEGKKRVHVIDFSMNQGLQWPALMQALALREGGPPTFRLTGIGPPAPDNSDHLHEVGCKL
AQLAEAIHVEFEYRGFVANSLADLDASMLELRPSDTEAVAVNSVFELHKLLGRPGGIEKVLGVVKQIKPVIFTVVEQESN
HNGPVFLDRFTESLHYYSTLFDSLEGVPNSQDKVMSEVYLGKQICNLVACEGPDRVERHETLSQWGNRFGSSGLAPAH
LGSNAFKQASMLLSVFNSGQGYRVEESNGCLMLGWHTRPLITTSAWK



Description Max score Total score Query cover E value Ident

chrie 564 564 100% 1le-179 75%
chril 374 906 100% 5e-114 53%
chre3s 369 562 100% 6e-112 53%
chro4 224 470 100% 4e-62 35%
chrel 221 969 100% S5e-61 40%
chrog 219 1723 100% 2e-60 53%
chre2 198 1125 100% 3e-53 35%
chree 192 845 100% 3e-51 36%
chres 175 822 100% le-48 48%
chre7 168 649 100% 6e-43 31%

1. AtPAT1 (119-490)

>AED95624.1 GRAS family transcription factor [Arabidopsis thalianal

MYKQPRQELEAYYFEPNSVEKLRYLPVNNSRKRFCTLEPFPDSPPYNALSTATYDDTCGSCVITDELNDFK
HKIREIETVMMGPDSLDLLVDCTDSFDSTASQEINGWRSTLEAISRRDLRADLVSCAKAMSENDLMMAHS
MMEKLROQMVSVSGEPIQRLGAYLLEGLVAQLASSGSSIYKALNRCPEPASTELLSYMHILYEVCPYFKFG
YMSANGAIAEAMKEENRVHIIDFQIGQGSQWVTLIQAFAARPGGPPRIRITGIDDMTSAYARGGGLSIVG
NRLAKLAKQFNVPFEFNSVSVSVSEVKPKNLGVRPGEALAVNFAFVLHHMPDESVSTENHRDRLLRMVKS
LSPKVVTLVEQESNTNTAAFFPRFMETMNYYAAMFESIDVTLPRDHKQRINVEQHCLARDVVNITIACEGA
DRVERHELLGKWRSRFGMAGFTPYPLSPLVNSTIKSLLRNYSDKYRLEERDGALYLGWMHRDLVASCAWK

QEINGWRSTLEAISRRDLRADLVSCAKAMSENDLMMAHSMMEKLROMVSVSGEPIQRLGAYLLEGLVAQLASSGSST
YKALNRCPEPASTELLSYMHILYEVCPYFKFGYMSANGAIAEAMKEENRVHIIDFQIGQGSQWVTLIQAFAARPGGP
PRIRITGIDDMTSAYARGGGLSIVGNRLAKLAKQFNVPFEFNSVSVSVSEVKPKNLGVRPGEALAVNFAFVLHHMPD
ESVSTENHRDRLLRMVKSLSPKVVTLVEQESNTNTAAFFPRFMETMNYYAAMFESIDVTLPRDHKQRINVEQHCLAR
DVVNIIACEGADRVERHELLGKWRSRFGMAGFTPYPLSPLVNSTIKSLLRNYSDKYRLEERDGALYLGWMHRDLVA

AtGRAS (221-581)

MKRDHHQFQGRLSNHGTSSSSSSISKDKMMMVKKEEDGGGNMDDELLAVLGYKVRSSEMAEVALKLEQLE
TMMSNVQEDGLSHLATDTVHYNPSELYSWLDNMLSELNPPPLPASSNGLDPVLPSPEICGFPASDYDLKV
IPGNATYQFPAIDSSSSSNNQONKRLKSCSSPDSMVTSTSTGTQIGGVIGTTVITTTTTTTAAGESTRSVI
LVDSQENGVRLVHALMACAEAIQONNLTLAEALVKQIGCLAVSQAGAMRKVATYFAEALARRIYRLSPPQ
NQIDHCLSDTLOMHFYETCPYLKFAHFTANQAILEAFEGKKRVHVIDFSMNQGLOQWPALMQALALREGGP
PTFRLTGIGPPAPDNSDHLHEVGCKLAQLAEATHVEFEYRGFVANSLADLDASMLELRPSDTEAVAVNSV
FELHKLLGRPGGIEKVLGVVKQIKPVIFTVVEQESNHNGPVFLDRFTESLHYYSTLFDSLEGVPNSQDKV
MSEVYLGKQICNLVACEGPDRVERHETLSQWGNRFGSSGLAPAHLGSNAFKQASMLLSVEFNSGQGYRVEE
SNGCLMLGWHTRPLITTSAWKLSTAAY

AtGRAS (221-581)

LVHALMACAEAIQONNLTLAEALVKQIGCLAVSQAGAMRKVATYFAEALARRIYRLSPPONQIDHCLSDTLOMHFYE
TCPYLKFAHFTANQAILEAFEGKKRVHVIDFSMNQGLOQWPALMOALALREGGPPTFRLTGIGPPAPDNSDHLHEVGC
KLAQLAEATHVEFEYRGFVANSLADLDASMLELRPSDTEAVAVNSVFELHKLLGRPGGIEKVLGVVKQIKPVIFTVV
EQESNHNGPVFLDRFTESLHYYSTLFDSLEGVPNSQDKVMSEVYLGKQICNLVACEGPDRVERHETLSQWGNREFGSS
GLAPAHLGSNAFKQASMLLSVENSGQGYRVEESNGCLMLGWHTRPLITTSAWK

AtLAS



MLTSFKSSSSSSEDATATTTENPPPLCIASSSAATSASHHLRRLLFTAANFVSQSNFTAAQNLLSILSLN
SSPHGDSTERLVHLFTKALSVRINRQQODQTAETVATWTTNEMTMSNSTVFTSSVCKEQFLFRTKNNNSD
FESCYYLWLNQLTPFIRFGHLTANQAILDATETNDNGALHILDLDISQGLQWPPLMQALAERSSNPSSPP
PSLRITGCGRDVTGLNRTGDRLTRFADSLGLQFQFHTLVIVEEDLAGLLLQIRLLALSAVQGETIAVNCV
HFLHKIFNDDGDMIGHFLSAIKSLNSRIVTMAEREANHGDHSFLNRFSEAVDHYMAIFDSLEATLPPNSR
ERLTLEQRWFGKEILDVVAAEETERKQRHRRFEIWEEMMKRFGFVNVPIGSFALSQAKLLLRLHYPSEGY
NLQFLNNSLFLGWQNRPLFSVSSWK

>AtLAS Pfam Domain
SSAATSASHHLRRLLFTAANFVSQSNFTAAQNLLSILSLNSSPHGDSTERLVHLFTKALSVRINRQQODQTAETVAT
WTTNEMTMSNSTVFTSSVCKEQFLFRTKNNNSDFESCYYLWLNQLTPFIRFGHLTANQAILDATETNDNGALHILDL
DISQGLOQWPPLMOALAERSSNPSSPPPSLRITGCGRDVTGLNRTGDRLTRFADSLGLQFQFHTLVIVEEDLAGLLLQ
IRLLALSAVQGETIAVNCVHFLHKIFNDDGDMIGHFLSATIKSLNSRIVTMAEREANHGDHSFLNRFSEAVDHYMATF
DSLEATLPPNSRERLTLEQRWFGKEILDVVAAEETERKQRHRRFEIWEEMMKRFGFVNVPIGSFALSQAKLLLRLHY
PSEGYNLQFLNNSLFLGWQNRPLFSVSSWK

AtSCL

>CAB10504.1 SCARECROW like protein [Arabidopsis thaliana]
MEATVKIFYYGTGVKSKIRELEVSLLSGDTKVEEFSGFSPAAGKSWNWDELLALTPQLDLKEVLVEAARA
VADGDFATAYGFLDVLEQMVSVSGSPIQRLGTYMAEGLRARLEGSGSNIYKSLKCNEPTGRELMSYMSVL
YEICPYWKFAYTTANVEILEAIAGETRVHIIDFQIAQGSQYMFLIQELAKHPGGPPLLRVTGVDDSQSTY
ARGGGLSLVGERLATLAQSCGVPFEFHDAIMSGCKVQREHLGLEPGFAVVVNFPYVLHHMPDESVSVENH
RDRLLHLIKSLSPKLVTLVEQESNTNTSPFLSRFVETLDYYTAMFESIDAARPRDDKQRISAEQHCVARD
IVNMIACEESERVERHEVLGNGGSE

Pfam >AtSCL

LKEVLVEAARAVADGDFATAYGFLDVLEQMVSVSGSPIQRLGTYMAEGLRARLEGSGSNIYKSLKCNEPTGRELMSY
MSVLYEICPYWKFAYTTANVEILEAIAGETRVHIIDFQIAQGSQYMFLIQELAKHPGGPPLLRVTGVDDSQSTYARG
GGLSLVGERLATLAQSCGVPFEFHDAIMSGCKVQREHLGLEPGFAVVVNFPYVLHHMPDESVSVENHRDRLLHLTIKS
LSPKLVTLVEQESNTNTSPFLSRFVETLDYYTAMFESIDAARPRDDKQRISAEQHCVARDIVNMIACEESERVERHE
VL

AtSHR (Short Root Like Protein)

>NP_195480.1 GRAS family transcription factor [Arabidopsis thalianal
MDTLFRLVSLQOQQQQSDSITITNQSSLSRTSTTTTGSPQTAYHYNFPONDVVEECFNFFMDEEDLSSSSSH
HNHHNHNNPNTYYSPFTTPTQYHPATSSTPSSTAAAAALASPYSSSGHHNDPSAFSIPQTPPSFDFSANA
KWADSVLLEAARAFSDKDTARAQQILWTLNELSSPYGDTEQKLASYFLQALFNRMTGSGERCYRTMVTAA
ATEKTCSFESTRKTVLKFQEVSPWATFGHVAANGAILEAVDGEAKIHIVDISSTFCTQWPTLLEALATRS
DDTPHLRLTTVVVANKFVNDQTASHRMMKEIGNRMEKFARLMGVPFKFNI IHHVGDLSEFDLNELDVKPD
EVLAINCVGAMHGIASRGSPRDAVISSFRRLRPRIVITVVEEEADLVGEEEGGFDDEFLRGFGECLRWFRV
CFESWEESFPRTSNERLMLERAAGRAIVDLVACEPSDSTERRETARKWSRRMRNSGFGAVGYSDEVADDV
RALLRRYKEGVWSMVQCPDAAGIFLCWRDQPVVWASAWRPT

SVLLEAARAFSDKDTARAQQILWTLNELSSPYGDTEQKLASYFLOALFNRMTGSGERCYRTMVTAA
ATEKTCSFESTRKTVLKFQEVSPWATFGHVAANGAILEAVDGEAKIHIVDISSTFCTQWPTLLEALATRS
DDTPHLRLTTVVVANKFVNDQTASHRMMKEIGNRMEKFARLMGVPFKFNI IHHVGDLSEFDLNELDVKPD
EVLAINCVGAMHGIASRGSPRDAVISSFRRLRPRIVITVVEEEADLVGEEEGGFDDEFLRGFGECLRWEFRV
CFESWEESFPRTSNERLMLERAAGRAIVDLVACEPSDSTERRETARKWSRRMRNSGFGAVGYSDEVADDV
RALLRRYKEGVWSMVQCPDAAGIFLCWRDQPVVWASAWR



OSRGA3 (RGL3)

>0A092748.1 RGL3 [Arabidopsis thalianal]
MKRSHQETSVEEEASSMVEKLENGCGGGGDDNMDEFLAVLGYKVRSSDMADVAQKLEQLEIVLSNDIASS
SNAFNDTVHYNPSDLSGWAQSMLSDLNYYPDLDPNRICDLRPITDDDECCSSNSNSNKRIRLGPWCDSVT
SESTRSVVLIEETGVRLVQALVACAEAVQLENLSLADALVKRVGLLAASQAGAMGKVATYFAEALARRIY
RIHPSAAAIDPSFEEILQMNFYDSCPYLKFAHFTANQAILEAVTTSRVVHVIDLGLNQGMQWPALMQALA
LRPGGPPSFRLTGVGNPSNREGIQELGWKLAQLAQAIGVEFKFNGLTTERLSDLEPDMFETRTESETLVV
NSVFELHPVLSQPGSIEKLLATVKAVKPGLVTVVEQEANHNGDVFLDRFNEALHYYSSLFDSLEDGVVIP
SQDRVMSEVYLGRQILNVVATEGSDRIERHETLAQWRKRMGSAGFDPVNLGSDAFKQASLLLALSGGGDG
YRVEENDGSLMLAWQTKPLIAASAWKLAAELRR

LVQALVACAEAVQLENLSLADALVKRVGLLAASQAGAMGKVATYFAEALARRIYRIHPSAAAIDPSFEEILQMNFYD
SCPYLKFAHFTANQAILEAVTTSRVVHVIDLGLNQGMOWPALMOQALALRPGGPPSFRLTGVGNPSNREGIQELGWKL
AQLAQAIGVEFKFNGLTTERLSDLEPDMFETRTESETLVVNSVFELHPVLSQPGSIEKLLATVKAVKPGLVTVVEQE
ANHNGDVFLDRFNEALHYYSSLFDSLEDGVVIPSQDRVMSEVYLGRQILNVVATEGSDRIERHETLAQWRKRMGSAG
FDPVNLGSDAFKQASLLLALSGGGDGYRVEENDGSLMLAWQTKPLIAASAWK

S1DELLA

>NP_001234365.1 DELLA protein GAI [Solanum lycopersicum]
MKRDRDRDREREKRAFSNGAVSSGKSKIWEEDEEEKPDAGMDELLAVLGYKVKSSDMADVAQKLEQLEMA
MGTTMEDGITHLSTDTVHKNPSDMAGWVQSMLSSISTNFDMCNQENDVLVSGCGSSSSIIDFSQNHRTST
ISDDDLRAIPGGAVENSDSNKRHRSTTSSFSTTSSSMVTDSSATRPVVLVDSQETGVRLVHTLMACAEAV
QQENLTLADQLVRHIGILAVSQSGAMRKVATYFAEALARRIYKIYPODSMESSYTDVLOMHFYETCPYLK
FAHFTANQAILEAFTGCNKVHVIDFSLKQGMOWPALMOQALALRPGGPPAFRLTGIGPPQPDNTDALQQVG
WKLAQLAETIGVEFEFRGFVANSLADLDATILDIRPSETEAVAINSVFELHRLLSRPGAIEKVLNSIKQT
NPKIVTLVEQEANHNAGVFIDRFNEALHYYSTMFDSLESSGSSSSASPTGILPQPPVNNQDLVMSEVYLG
RQICNVVACEGSDRVERHETLNQWRVRMNSSGFDPVHLGSNAFKQASMLLALFAGGDGYRVEENDGCLML
GWHTRPLIATSAWKLLPDSGTGAGEVEL

VDSQETGVRLVHTLMACAEAVQQENLTLADQLVRHIGILAVSQSGAMRKVATYFAEALARRIYKIYPQDSMESSYTD
VLOMHFYETCPYLKFAHFTANQATLEAFTGCNKVHVIDFSLKQGMOWPALMQALALRPGGPPAFRLTGIGPPQPDNT
DALQQVGWKLAQLAETIGVEFEFRGFVANSLADLDATILDIRPSETEAVAINSVFELHRLLSRPGAIEKVLNSIKQT
NPKIVTLVEQEANHNAGVFIDRFNEALHYYSTMFDSLESSGSSSSASPTGILPQPPVNNQDLVMSEVYLGRQICNVV
ACEGSDRVERHETLNQWRVRMNSSGFDPVHLGSNAFKQASMLLALFAGGDGYRVEENDGCLMLGWHTRPLIATSAWK

OsSLR1

DELLA protein SLR1, putative, expressed >LOC_0s06g03710.1

OsSLR1
MLAGCSFSSSRHQOMSTAQRFDILPCGFSKRGSRGDGAAPRVAGDARSGATTCSFRTHPAP
PVTQSVSWGAKPEPGGNGNGAHRAVKRAHDEDAVEEYGPIVRAKRTRMGGDGDEVWFHQS
IAGTMQATAAGEGEEAEEEKVFLVPSAAAFPHGMAAAGPSLAAAKKEEYSKSPSDSSSSS
GTDGGSSAMMPPPQPPEFDARNGVPAPGQAEREALELVRALTACADSLSAGNHEAANYYL
ARLGEMASPAGPTPMHRVAAYFTEALALRVVRMWPHMFDIGPPRELTDDAFGGGDDDAMA
ILRILNAITPIPRFLHFTLNERLLREFEGHERVHVIDFDIKQGLOQWPGLLQSLAARAVPPA
HVRITGVGESRQELQETGARLARVAAALGLAFEFHAVVDRLEDVRLWMLHVKRGECVAVN
CVLAMHRLLRDDAALTDFLGLARSTGATILLLGEHEGGGLNSGRWEARFARALRYYAAAF
DAVDAAGLPEASPARAKAEEMFAREIRNAVAFEGPERFERHESFAGWRRRMEDGGGFKNA
GIGEREAMQGRMIARMFGPDKYTVQAHGGGGSGGGEALTLRWLDQPLYTVTAWTPAGDGA
GGSTVSASTTASHSQQS

GOAEREALELVRALTACADSLSAGNHEAANYYLARLGEMASPAGPTPMHRVAAYFTEALALRVVRMWPHMEDIG
PPRELTDDAFGGGDDDAMALRILNAITPIPRFLHFTLNERLLREFEGHERVHVIDFDIKQGLOWPGLLQSLAAR
AVPPAHVRITGVGESRQELQETGARLARVAAALGLAFEFHAVVDRLEDVRLWMLHVKRGECVAVNCVLAMHRLL



RDDAALTDFLGLARSTGATILLLGEHEGGGLNSGRWEARFARALRYYAAAFDAVDAAGLPEASPARAKAEEMFA
REIRNAVAFEGPERFERHESFAGWRRRMEDGGGFKNAGIGEREAMQGRMIARMFGPDKYTVQAHGGGGSGGGEA
LTLRWLDQPLYTVTAWT

Medicago Trunctula

> >MtrunAl7_Chrlg0159461
MSLITISPELADASYGNAKLYSLKGADVTPGLSSHDFAPDKHRSMYMNDSYSSESYEKYFLDSPTEELIEPSSSGISGNSV
HADGDSSYQLRANSGGSMITDNPFDTYVSSTRQRDAYQSNFESDFLESESPDCFEFDGDMRLKIQELERALLGDNNDECD
DDEENMFRTVQSMEIDPDFAECANPIQNKSHHDSPKESLSSDSNLSSTSSTKEISQNFPRTPKQLLYECASALSEGNEVK
ASAMIDDLRQLVSIQGEPSDRIAAYMVEGLAARLASSGKCIYKALKCKEPPSSDRLAAMQILFEVCPCFKFGFIAANGAI
SEATKDDKKVHIIDFDINQGSQYITLIQTLASRPGKPPYVRLTGVDDPESVQRSVGGLSIIGQRLEKLAEVLGLPFEFRA
VASRSSIVTPSMLNCRPGEALVVNFAFQLHHMPDESVSTVNERDQLLRMVKSLNPKLVTVVEQDVNTNTSPFLPRFVEAY
NYYSAVFESLDATLPRESQDRVNVERQCLARDIVNVIACEGEDRIERYEVAGKWRARMKMAGFTSSPMSTNVKEAIRELTI
RQYCDKYKIIEEMGGLHFGWEDKNLIVASAWK

>MtGRAS

LSSDSNLSSTSSTKEISQNFPRTPKQLLYECASALSEGNEVKASAMIDDLRQLVSIQGEPSDRIAAYMVEGLAA
RLASSGKCIYKALKCKEPPSSDRLAAMQILFEVCPCFKFGFIAANGAISEAIKDDKKVHIIDFDINQGSQYITL
IQTLASRPGKPPYVRLTGVDDPESVQRSVGGLSIIGQORLEKLAEVLGLPFEFRAVASRSSIVTPSMLNCRPGEA
LVVNFAFQLHHMPDESVSTVNERDQLLRMVKSLNPKLVTVVEQDVNTNTSPFLPRFVEAYNYYSAVFESLDATL
PRESQODRVNVERQCLARDIVNVIACEGEDRIERYEVAGKWRARMKMAGFTSSPMSTNVKEAIRELIRQYCDKYK
ITEEMGGLHFGWEDKNLIV

>AFT82684 .1 GRAS23 GRAS type transcription factor, partial [Zea mays subsp.
mays]
MVMDAGLHEPCALLPGSKRDSHMLVYPQIAAAANGFTAQELESLLFLSSDGITLAAGSGGGGGGGSYLNV
APTTVVPPAPTNRASPPRDVSAAPPSVGQPDDSEAFSDIVLGYINRMLMAEDIDDKFEHYPEHPAVLAAE
KPFLEILAERPSSSGGSAVESPGGSSVGNSCYSARSCTCATATAASDAFGAVLTPALDFPSAAFLQPPQL
YODLSPEGSVVDAGGAWPYDSTEFYQLHSNPSSFASSNGSCATISDGFESLLSSPGVMPDVGFTDFAVQS
QOAMQFCRGFEEASKFLPDESKLVIDLEKPASVTSLVANIKGENRFAEVKAEKADVQAEIHRGKKHEYGD
DLDAEEGRRSKHSAPAIDTDHLVREMMDKVLLCNGETCSKGVKELREALQHDVAKNSHGVHGKGSGHGKG
RGKKQPKKEVVDLETLLVHCAQSVATDDRRGATELLKQIRQHASPNGDGDQRLAHCFANGLEARLAGNGS
QIYKSLIMTRFPCTDVLKAYQLYLAACPFKKISHFFANQTIMNAVEKAKKVHIVDYGIYYGFQWPCLIQR
LSTRPGGPPRLRITAIDTPHPGFRPAERIEETGRYLKDYAETFNVPFEFRAIPSRFEAVQIEDLHIAKDE
LLIVNSMFKFKTLMDESVVAESPRNMVLSTIRKMNPHLFIHGIINGSYNAPFFASRFREALYHYSAIFDM
LETNIPRDNEQRLLIESALFGREAINVISCEGLERMERPETYKQWQVRYQRAGFRQLPINQDIMKRAREK
VRCYHKDFLIDEDNRWLLQGWKGRIVLALSTWKPDHRSP

PATDTDHLVREMMDKVLLCNGETCSKGVKELREALQHDVAKNSHGVHGKGSGHGKGRGKKQPKKEVVDLETLLV
HCAQSVATDDRRGATELLKQIRQHASPNGDGDQRLAHCFANGLEARLAGNGSQIYKSLIMTRFPCTDVLKAYQL
YLAACPFKKISHFFANQTIMNAVEKAKKVHIVDYGIYYGFQWPCLIQRLSTRPGGPPRLRITAIDTPHPGFRPA
ERIEETGRYLKDYAETFNVPFEFRAIPSRFEAVQIEDLHIAKDELLIVNSMFKFKTLMDESVVAESPRNMVLST
IRKMNPHLFIHGIINGSYNAPFFASRFREALYHYSAIFDMLETNIPRDNEQRLLIESALFGREAINVISCEGLE
RMERPETYKQWQVRYQRAGFRQLPINQDIMKRAREKVRCYHKDFLIDEDNRWLLOQGWKGRIVL






