Supplementary Table S3. Amino acid sequences of CmoGS and CsaGS proteins used for phylogenetic tree construction

gene

ID or

abbre

viatio

species n amino-acid sequence

MALLSDLINLNLSETTEKVIVEYIWVGGSGMDLRSKARTLSGPVSDPAKLPKWNYDGSSTGQAPGEDSEVILYPQAIFKDPFRRGNNILVMCDTYTPAGEPIPTNKRCNAAKIFSHPDVAAEVPWYGIEQEYTLLQKEVKWPIGWPVGGFPGPQGPYYCGIGADKAWGRDIVDAHYKAC

VvGS1.1 LYAGINISGINGEVMPGQWEYQVGPSVGISAGDELWVSRYILERITEIAGVVLSFDPKPIQGDWNGAGAHTNYSTKSMRNDGGFEVIKKAIEKLGLRHKEHIAAY GEGNERRLTGRHETADINTFLWGVANRGASIRVGRDTEKAGKGYFEDRRPASNMDPY VVTSMIAETTILWKP
MAHITAPSVQCQVRVVPTSSFTARPMTAKLWNSLLLNQRKKGTSRSSARFRVLALQSESSTVNRLKDLLNLDITPY TDKITAEYIWIGGSGIDLRSKSRTISKPVKHPSELPKWNYDGSSTGQAPGEDSEVILYPQAIFKDPFRGGNNILVICDSY TPAGEPIPTNKRHGAAEIFSSQKVINEV
PWYGIEQEYTLLQTNVKWPLGWPVGGYPGPQGPYYCGAGADKSFGRDISDAHYKACLYAGINISGTNGEVMPGQWEYQVGPSVGIEAGDHIWCSRYILERITEQAGVVLSLDPKPIEGDWNGAGCHTNYSTKSMREDGGFEVIKKAILNLSLRHEVHISAYGEGNERRLTGKHETASI

VvGS2a DTFSWGVANRGCSIRVGRDTEKNGKGYLEDRRPASNMDPYVVTSLLAETTILWEPTLEAEALAAQKLSLKV
MSLLADLQNINLSDSTEKIIAEYIWIGGSGNDLRSKARTLSGPVTGPAQLPKWNYDGSSTGQAPGEDSEVILYPQAIFKDPFRGGDNILVMCDAYTPGGEPIPTNKRFNAAKIFSHPEVTAEEPWYGIEQEY TLLQKDVNWPLGWPVGGFPGPQGPYYCGIGADKAFGRDIVDAHYKACL

grape

VvGS1.3 YAGINISGINGEVMPGQWEFQVGPAVGISAGDELWVARYILERITEIAGVVVSFDPKPIKGDWNGAGAHTNYSTKSMRNTGGYDVIKKAIEKLGLRHKEHISAYGEGNERRLTGRHETADINTFCWGVANRGASIRVGRDTEKEGKGYFEDRRPASNMDPY VVTSMIAETTILWKP
MAQILAPSTQWQMRMTKNPANASPFTTKMWGSLFLKQKTKGTAKFSTKFRVCASKSESSTVNRLDDLLNMDIRPYTDKIIAEYVWIGGTGIDLRSKSRTISKPVEHPSELPKWNYDGSSTGQAPGEDSEVILYPQAIFKDPFRGGNNILVICDSYTPAGEPIPTNKRHRAAEIFGNKKVIDE
VPWFGIEQEYTLLQPNVKWPLGWPVGAYPGPQGPYYCAAGADKSFGRDISDAHYKACLYAGINISGTNGEVMPGQWEYQVGPSVGIEAGDHIWCSRYILERITEQAGVVLTLDPKPIEGDWNGAGCHTNYSTKSMREDGGYELIKKAILNLSLRHKEHISAYGEGNERRLTGKHETAN

VvGS2b INTFSWGVANRGCSVRVGRDTEKQGKGYLEDRRPASNMDPYIVTSLLAETTILWEPTLEAEALAAQKLALKV
MALLSDLINLNLSDVTEKIAEYIWIGGSGMDLRSKARTLSGPVSDPHKLPKWNYDGSSTGQAPGEDSEVILYPQAIFKDPFRRGNNILVMCDAY TPAGEPIPTNKRHNAAKIFSHPDVLAEETWYGIEQEY TLLQNSVKWPIGWPVGGYPGPQGPYYCGIGADKAFGRDIVDSHYKACL

VvGS1.2 YAGINISGINGEVMPGQWEFQVGPSVGISAGDELWVARYILERITEIAGVVVSFDPKPIQGDWNGAGAHTNYSTKSMRNDGGY EIIKKAIEKLGLRHKEHIAAYGEGNERRLTGRHETADINTFLWGVANRGASIRVGRDTEKEGKGYFEDRRPASNMDPY VVTSMIAETTILWKP
MSSSLLTDLVNLDLSESTDKVIAEYIWVGGTGMDVRSKARTLSGPVDDPSKLPKWNFDGSSTGQATGDDSEVILHPQAIFRDPFRKGKNILVMCDCYAPNGEPIPTNNRYNAARIFSHPDVKAEEPWYGIEQEYTLLQKHINWPLGWPLGGYPGPQGPYYCAAGADKSYGRDIVDAHY
KACLFAGINISGINAEVMPGQWEFQIGPVVGVSAGDHVWVARYILERITEIAGVVVSFDPKPIPGDWNGAGAHTNYSTKSMRSNGGYEVIKKAIKKLGMRHREHIAAYGDGNERRLTGRHETADINNFVWGVANRGASVRVGRDTEKDGKGYFEDRRPASNMDPYLVTAMIAETTIL

0sGS1.3 WEPSHGHGHGQSNGK

rice

0sGS2

0OsGS1.1

MAQAVVPAMQCQVGAVRARPAAAAAAAGGRVWGVRRTGRGTSGFRVMAVSTETTGVVTRMEQLLNMDTTPFTDKIIAEYIWVGGTGIDLRSKSRTISKPVEDPSELPKWNYDGSSTGQAPGEDSEVILYPQAIFKDPFRGGNNILVMCDTY TPAGEPIPTNKRNRAAQVFSDPKVVS

QVPWFGIEQEYTLLQRDVNWPLGWPVGGYPGPQGPYYCAVGSDKSFGRDISDAHYKACLYAGINISGTNGEVMPGQWEY QVGPSVGIEAGDHIWISRYILERITEQAGVVLTLDPKPIQGDWNGAGCHTNYSTKSMREDGGFEVIKKAILNLSLRHDLHISAYGEGNERRLTGLHETA

SIDNFSWGVANRGCSIRVGRDTEAKGKGYLEDRRPASNMDPYVVTALLAETTILWEPTLEAEVLAAKKLALKV

MASLTDLVNLNLSDTTEKIAEYIWIGGSGMDLRSKARTLSGPVTDPSKLPKWNYDGSSTGQAPGEDSEVILYPQAIFKDPFRKGNNILVMCDCY TPAGEPIPTNKRHNAAKIFSSPEVASEEPWYGIEQEY TLLQKDINWPLGWPVGGFPGPQGPYYCGIGADKSFGRDIVDSHYKACLY

AGINISGINGEVMPGQWEFQVGPSVGISAGDQVWVARYILERITEIAGVVVSFDPKPIPGDWNGAGAHTNYSTKSMRNDGGY EIIKSAIEKLKLRHKEHISAY GEGNERRLTGRHETADINTFSWGVANRGASVRVGRETEQNGKGYFEDRRPASNMDPYIVTSMIAETTIIWKP



0sGS1.2

MANLTDLVNLNLSDCSDKIIAEYIWVGGSGIDLRSKARTVKGPITDVSQLPKWNYDGSSTGQAPGEDSEVILYPQAIFKDPFRRGDNILVMCDCY TPQGEPIPTNKRHSAAKIFSHPDVVAEVPWYGIEQEYTLLQKDVNWPLGWPVGGFPGPQGPYYCAAGAEKAFGRDIVDAHYKAC

IYAGINISGINGEVMPGQWEFQVGPSVGIAAADQVWVARYILERVTEVAGVVLSLDPKPIPGDWNGAGAHTNFSTKSMREPGGYEVIKKAIDKLALRHKEHIAAY GEGNERRLTGRHETADINTFKWGVANRGASIRVGRDTEKEGKGYFEDRRPASNMDPY VVTGMIAETTLLWKQ

N

maize

ZmGS2

ZmGS1.2

ZmGS1.5

ZmGS1.3

ZmGS1.4

ZmGS1.1

MAQAVVPAMQCRVGVKAAAGRVWSAGRTRTGRGGASPGFKVMAVSTGSTGVVPRLEQLLNMDTTPYTDKVIAEYIWVGGSGIDIRSKSRTISKPVEDPSELPKWNYDGSSTGQAPGEDSEVILYPQAIFKDPFRGGNNVLVICDTY TPQGEPLPTNKRHRAAQIFSDPKVAEQVPWFG

IEQEYTLLQKDVNWPLGWPVGGFPGPQGPYYCAVGADKSFGRDISDAHYKACLYAGINISGTNGEVMPGQWEYQVGPSVGIEAGDHIWISRYILERITEQAGVVLTLDPKPIQGDWNGAGCHTNY STKTMREDGGFEEIKRAILNLSLRHDLHISAY GEGNERRLTGKHETASIGTFSW

GVANRGCSIRVGRDTEAKGKGYLEDRRPASNMDPYIVTGLLAETTILWQPSLEAEALAAKKLALKV

MALLSDLINLDLSGRTGKIIAEYIWVGGSGMDVRSKARTLSGPVDDPSKLPKWNFDGSSTGQAPGDDSEVILCPRAIFRDPFRKGQNILVMCDCYEPNGEPIPSNKRHGAAKIFSHPDVKAEEPWFGIEQEY TLLQKDTKWPLGWPLGGYPGPQGPYYCAVGADKSYGRDIVDAHYKAC

LYAGIDISGINGEVMPGQWEFQVGPAVGVSAGDQLWVARYILERITEIAGVVVSFDPKPIPGDWNGAGAHTNYSTKSMRSDGGYEVIKKAIGKLGLRHREHIAAYGDGNERRLTGRHETADINTFVWGVANRGASVRVGRDTEKEGKGYFEDRRPASNMDPY VVTSLIAETTMLWEP

SHSNGDGKGAAAP

MASLTDLVNLDLSDCTDRIIAEYIWVGGSGIDLRSKARVMCDCYTPQGEPIPSNKRYKAATVFSHPDVAAEVPWYGIEQEY TLLQKDVSWPLGWPVGGYPGPQGPYYCAAGADKAFGRDVVDAHYKACLYAGINISGINGEVMPGQWEFQVGPSVGISAGDEIWVARYILERITEMA

GIVLSLDPKPIKGDWNGAGAHTNYSTKSMREAGGYEVIKEAIEKLGKRHREHIAAY GEGNERRLTGRHETADINTFKWGVANRGASIRVGRDTEKEGKGYFEDRRPASNMDPY VVTGMIADTTILWKGN

MACLTDLVNLNLSDNTEKIIAEYIWIGGSGMDLRSKARTLSGPVTDPSKLPKWNYDGSSTGQAPGEDSEVILYPQAIFKDPFRRGNNILVMCDCYTPAGEPIPTNKRYNAAKIFSSPEVAAEEPWYGIEQEY TLLQKDTNWPLGWPIGGFPGPQGPY YCGIGAEKSFGRDIVDAHYKACL

YAGINISGINGEVMPGQWEFQVGPSVGISSGDQVWVARYILERITEIAGVVVTFDPKPIPGDWNGAGAHTNY STESMRKEGGYEVIKAAIEKLKLRHREHIAAY GEGNERRLTGRHETADINTFSWGVANRGASVRVGRETEQNGKGYFEDRRPASNMDPY VVTSMIAETTIIWKP

MACLTDLVNLNLSDTTEKHAEYIWIGGSGMDLRSKARTLPGPVTDPSKLPKWNYDGSSTGQAPGEDSEVILYPQAIFKDPFRRGNNILVMCDCYTPAGEPIPTNKRY SAAKIFSSLEVAAEEPWYGIEQEY TLLQKDTNWPLGWPIGGFPGPQGPYYCGIGAEKSFGRDIVDAHYKACLY

AGINISGINGEVMPGQWEFQVGPSVGISSGDQVWVARYILERITEIAGVVVTFDPKPIPGDWNGAGAHTNY STESMRKEGGY EVIKAAIEKLKLRHKEHIAAY GEGNERRLTGRHETADINTFSWGVANRGASVRVGRETEQNGKGYFEDRRPASNMDPY VVTSMIAETTIVWKP

MASLTDLVNLDLSDCTDRIAEYIWIGGTGIDLRSKARTVKGPITDPSQLPKWNYDGSSTGQAPGEDSEVILYPQAIFKDPFRKGNHILVMCDCY TPQGEPIPTNKRYSAAKVFSHPDVAAEVPWYGIEQEYTLLQKDVSWPLGWPVGGYPGPQGPYYCAAGADKAFGRDVVDAHYKA

CLYAGINISGINGEVMPGQWEFQVGPSVGISAGDEIWVARYILERITEMAGIVLSLDPKPIKGDWNGAGAHTNYSTKSMREAGGYEVIKAAIDKLGKRHKEHIAAYGEGNERRLTGRHETADINTFKWGVANRGASIRVGRDTEREGKGYFEDRRPASNMDPY VVTGMIAETTILWNG

N

Arabidopsis

thaliana

AtGS1.2

AtGS1.5

AtGS1.3

MSLLADLVNLDISDNSEKIIAEYIWVGGSGMDMRSKARTLPGPVTDPSKLPKWNYDGSSTGQAPGQDSEVILYPQAIFKDPFRRGNNILINVFYRFDQVMCDAY TPAGEPIPTNKRHAAAEIFANPDVIAEVPWYGIEQEY TLLQKDVNWPLGWPIGGFPGPQGPY Y CSIGADKSFGRDIV

DAHYKASLYAGINISGINGEVMPGQWEFQVGPSVGISAADEIWIARYILERITEIAGVVVSFDPKPIPGDWNGAGAHTNY STKSMREEGGY ENKKAIEKLGLRHKEHISAY GEGNERRLTGHHETADINTFLWGVANRGASIRVGRDTEKEGK GYFEDRRPASNMDPY VVTSMIAETTLL

WNP

MTSPLSDLLNLDLSDTKKIIAEYIWIGGSGMDIRSKARTLPGPVSNPTKLPKWNYDGSSTDQAAGDDSEVILYPQAIFKDPFRKGNNILVMCDAYRPAGDPIPTNNRHKAVKIFDHPNVKAEEPWFGIEQEY TLLKKDVKWPLGWPLGGFPGPQGPYYCAVGADKAFGRDIVDAHYKAC

LYSGLSIGGANGEVMPGQWEFQISPTVGIGAGDQLWVARYILERITEICGVIVSFDPKPIQGDWNGAAAHTNFSTKSMRKDGGLDLIKEAIKKLEVKHKQHIAAYGEGNERRLTGKHETADINTFSWGVADRGASVRVGRDTEKEGKGYFEDRRPSSNMDPYLVTSMIAETTIL

MSLLSDLVNLNLTDATGKIAEYIWIGGSGMDIRSKARTLPGPVTDPSKLPKWNYDGSSTGQAAGEDSEVILYPQAIFKDPFRKGNNILVMCDAYTPAGDPIPTNKRHNAAKIFSHPDVAKEEPWYGIEQEY TLMQKDVNWPIGWPVGGYPGPQGPYYCGVGADKAIGRDIVDAHYKA

CLYAGIGISGINGEVMPGQWEFQVGPVEGISSGDQVWVARYLLERITEISGVIVSFDPKPVPGDWNGAGAHCNY STK TMRNDGGLEVIKKAIGKLQLKHKEHIAAY GEGNERRLTGKHETADINTFSWGVANRGASVRVGRDTEKEGK GYFEDRRPASNMDPY VVTSMIAETTILG



AtGS1.4

AtGS2

AtGS1.1

MSSLADLINLDLSDSTDQIAEYIWIGGSGLDMRSKARTLPGPVTDPSQLPKWNYDGSSTGQAPGDDSEVIIY PQAIFKDPFRRGNNILVMCDAY TPAGEPIPTNKRHAAAKIFEDPSVVAEETWYGIEQEYTLLQKDIKWPVGWPVGGFPGPQGPYYCGVGADKAFGRDIVDSHYKACL

YAGINVSGTNGEVMPGQWEFQVGPTVGIAAADQVWVARYILERITELAGVVLSLDPKPIPGDWNGAGAHTNYSTKSMREDGGYEVIKKAIEKLGLRHKEHIAAY GEGNERRLTGKHETADINTFLWGVANRGASIRVGRDTEQAGKGYFEDRRPASNMDPY TVTSMIAESTILWKP

MAQILAASPTCQMRVPKHSSVIASSSKLWSSVVLKQKKQSNNKVRGFRVLALQSDNSTVNRVETLLNLDTKPY SDRIIAEYIWIGGSGIDLRSKSRTIEKPVEDPSELPKWNYDGSSTGQAPGEDSEVILYPQAIFRDPFRGGNNILVICDTWTPAGEPIPTNKRAKAAEIFSNKKVSGEVP

WFGIEQEYTLLQQNVKWPLGWPVGAFPGPQGPYYCGVGADKIWGRDISDAHYKACLYAGINISGTNGEVMPGQWEFQVGPSVGIDAGDHVWCARYLLERITEQAGVVLTLDPKPIEGDWNGAGCHTNYSTKSMREEGGFEVIKKAILNLSLRHKEHISAY GEGNERRLTGKHETASI

DQFSWGVANRGCSIRVGRDTEAKGKGYLEDRRPASNMDPYIVTSLLAETTLLWEPTLEAEALAAQKLSLNV

MSLVSDLINLNLSDSTDKITAEYIWVGGSGMDMRSKARTLPGPVTDPSQLPKWNYDGSSTGQAPGEDSEVILYPQAIFKDPFRRGNNILVMCDAYTPAGEPIPTNKRHAAAKVFSNPDVAAEVPWYGIEQEY TLLQKDVKWPVGWPIGGYPGPQGPYYCGIGADKSFGRDVVDSHYKA

CLYAGINISGINGEVMPGQWEFQVGPAVGISAADEIWVARYILERITEIAGVVVSFDPKPIPGDWNGAGAHCNY STKSMREEGGYEIIKKAIDKLGLRHKEHIAAY GEGNERRLTGHHETADINTFLWGVANRGASIRVGRDTEKEGKGYFEDRRPASNMDPYIVTSMIAETTILWNP

pumpkin

CmoCh08G004920

CmoCh14G017140

CmoCh15G007570

CmoCh01G003900

CmoCh17G009640

CmoCh06G014450

CmoCh14G008450

MNCLLELGFSLSDAVLLSRLFCRLLSHQAPFHFNASLSLSLSLSLSFAPAFSSASLAMSLLSDLINLNLTDSTDKIIAEY VWIGGSGLDLRSKARTLPGPVTDPAKLPKWNYDGSSTNQAPGDDSEVILYPQAIFKDPFRRGNNILVMCDAY TPSGEPIPTNKRFNAAKIFSHADVVAEEPWY

GIEQEYTLLQKDVHWPLGWPVGGFPGPQGPYYCGTGADKAFGRDIVDAHYKACLYAGVNISGINGEVMPGQWEYQVGPTVGIAAGDQVWISRYILERITEIAGVVLSFDPKPIKGDWNGAGAHTNYSTKSMRNDGGIDVIKKAIEKLGLRHKLHIAAYGEGNERRLTGRHETADINTF

SWGVANRGASVRVGRDTEQAGKGKLL

MAQILAPSVQWQLRTKQTSMSASSITPKMWSSLLLKQSSKVAVKSSAKFRVLALKSDGSTINRMEELLNLDVTPY TDKIIAEYIWIGGSGIDLRSKSRTISKPVEHPSELPKWNYDGSSTGQAPGEDSEVILYPQAIFKDPFRGGNNILVICDAY TPAGEPIPTNKRHRAAEIFSNKKVVDEIP

WYGIEQEYTLLQTNVKWPLGWPVGAYPGPQGPYYCGVGADKSFGRDISDAHYKACLYAGINISGTNGEVMPGQWEYQVGPSVGIEAGDHIWCSRYILERITEQAGVVLTLDPKPIEGDWNGAGCHTNY STKSMREEGGFDVIKKAILNLSLRHNEHISAY GEGNERRLTGKHETASIN

TFSWGVANRGCSIRVGRDTEKQGKGYLEDRRPASNMDPYVVTSLLAETTLLWEPTLEAEALAAQKLSLKV

MSSLSDLINLSLCDYTDKVIAEYIWVGGSGKDVRSKARTISEY VSDPSKLPKWNYDGSSTGQAPGEDSEVILYPQAIFRDPFRRGNNILVICDSY TPAGEPIPTNKRHAAAKIFSHPDVVAEEPWYGIEQEY TLLQKDVKWPIGWPIGGFPGPQGPYYCSAGADKTFGRDIVDAHYKACLF

AGVNISGINGEVMPGQWEFQVGPSVGISAADELWVARYILERITEIAGVVLSFDPKPIPGDWNGAGAHTNYSTKSMRKEGGYEVIKKAIEKLGLRHKEHIAAY GEGNERRLTGRHETADINTFLWGVANRGASIRVGRDTEKSGKGYFEDRRPASNMDPYTVTSMIAETTILWKP

MSVLSDLVNLDLSDSTDKVIAEYIWIGGSGMDLRSKARTLCGPVSDPSDVPKWSYDGSSTGQASGEDSEVILYPQAIFRDPFRRGNNILVLCDAYTAAGEPIPTNKRDAAAKIFSHPDVAAEVPWYGIEQEYNLLQKDGPYYCGVGADKAFGRDISEAHYKACLYAGINISGINGEVMPG

QWEFQVGPSVGISAGDEMWVARYILERITEIAGVVLCFDPKPIQGDWSVACADINYSTKSMRDDGGIK VIRKAIEKLKLRHKEHIAAYREGNKRRLNGQHETNDINTFSWGVANRCASVRVGRDTEKKGKGYFEDRRLPSNMDPY VATAMIAETTILWKP

MSLLSDLINLNLTDTTEKIIAEY VWIGGSGLDLRSKARTLPGPVTDPAKLPKWNYDGSSTNQATGDNSEVILHPQAVFKDPFRRGNNILVMCDAY TSAGEPIPTNTRFNAAKIFSEPDVVAEEPWFGIEQEY TLLQKDTRWPLGWPVGGFPGPQGPYYCGTGADKAFGRDIVDAHYKAC

LYAGINISGINGEVMPGQWEFQVGPTVGIASGDQIWIARYILERITEMAGVVLTFDPKPVQGDWNGAGAHANYSTKSMRDDGGIEVIKKAIEKLSLRHKEHIAAY GEGNERRLTGRHETADINNFSWGVANRGASVRVGRDTEKAGK GKVLRGSKASFEHGSLRGDFHDRRNNHSVE

ALNRLNRTTALWLQFVSPFDAFNCS

MVVGSSLYLYLYPAIFIPLFFIRHYRRRNPLLGLIFLPLSGTSLVQEMAQILAPSTQCQLRTKQSSMGGSPITPKMWSSLLMKQSKKGGVKSSAKFRVLALKSDGSTINRMEDLLKLDVTPY TDKITAEYIWIGGSGIDLRSKSRTISKPVEHPSELPKWNYDGSSTGQAPGEDSEVILYPQAI

FKDPFRGGNNILVICDAYTPAGEPIPTNKRHRAAEIFSNKKVVDEVPWYGIEQEY TLLQTNVKWPLGWPVGAYPGPQGPYYCGVGADKSFGRDISDAHYKACLY AGINISGTNGEVMPGQWEFQVGPSVGIEAGDHIWCARYILERITEQAGVVLSLDPKPIEGDWNGAGCHTNYSTK

SMREEGGFEVIKKAILNLSLRHKEHISAY GEGNERRLTGKHETASINSFSWGVANRGCSIRVGRDTEKEGKGYLEDRRPASNMDPYVVTSLLAESTLLWEPTLEAEALAAQKLALKV

MSLLSDLVNLDLSDSTEKIAEYIWIGGSGLDIRSKARTLSGPVSDPSELPKWNYDGSSTGQAPGKDSEVILHPQAIFRDPFRRGNNILVVCDAYTPAGEPIPTNKRHAAAKIFNHPEVSAEVPWYGIEQEY TLLQKDIKWPIGWPIGGFPGPQGPYYCGVGVDKAFGRDIVDAHYKACLYA

GVNISGINGEVMPGQWEFQVGPSVGISAGDELWVARYILERITEIAGVALSFDPKPIQGDWNGAGAHTNYSTKSMRNEGGYEVIKKAIQKLEYRHEKHIAAY GEGNERRLTGRHETADINTFSWGVANRGASVRVGRDTEKEGKGYFEDRRPASNMDPY VVTSMIAETTILWKP




poplar

PtGS1.1-831163

PtGS1.1-710678

PtGS1.2-819912

PtGS1.2-716066

PtGS1.3-827781

PtGS1.3-834185

PtGS2-725763

MSLLSDLINLNLSDSTEKITAEYLWIGGSGLDIRSKARTLSGPVSDPAKLPKWNYDGSSTGQAPGQDSEVILYPQAIFRDPFRRGNNILVICDAYTPAGEPIPTNKRCDAAKIFSHPEVVAEKPWYGLEQEYTLLQKDVKWPLGWPIGGYPGPQGPYYCGIGVDKAFGRDIVDAHYKACLY

AGINISGINGEVMPGQWEFQVGPSVGISAGDELWAARYILERITEVAGVVLSFDPKPIQGDWNGAGAHTNY STESMRNEGGY EIIKKAIEKLGLRHKEHIAAY GEGNERRLTGRHETADINTFKWGVADRGASIRVGRDTEKEGKGYFEDRRPASNMDPY VVTSMIAETTILWKP

MSLLSDLINLNLSDSTEKITAEYIWVGGSGMDIRSKGRTLPGPVSDPSKLPKWNYDGSSTGQAPGEDSEVILYPQAIFKDPFRRGNNILVICDTY TPAGEPIPTNKRCKAAKIFSHPDVVAEVPWYGLEQEYTLLQKDVKWPLGWPIGGYPGPQGPYYCGAGVDKAFGRDIVDAHYKACL

YAGINISGINGEVMPGQWEFQVGPSVGISSGDELWAARYILERITEVAGVVLSFDPKPIQGDWNGAGAHTNY STKSMRNEGGYEVIKKAIEKLGLRHKEHIAAYGEGNERRLTGRHETADINTFKWGVANRGASIRVGRDTEKEGK GYFEDRRPASNMDPY VVTSMIAETTILWKP

MSLLNDLININLSDTTEKIIAEYIWIGGSGMDLRSKARTLPGPVTDPAKLPKWNYDGSSTGQAPGEDSEVILYPQAIFKDPFRKGNNILVMCDAY TPAGEPIPTNKRFNAAKIFSNPAIAAEEPWFGIEQEY TLLQKDINWPLGWPVGGFPGPQGPYYCGVGADKSFGRDIVDSHYKACLY

AGINISGINGEVMPGQWEFQVGPAIGISAGDEVWVARYILERIAEIAGVVVSFDPKPIPGDWNGAGAHTNY STKSMRNDGGFAVIKKAIEKLGLRHKEHIAAY GEGNERRLTGRHETADINTFSWGVANRGASVRVGRDTEKDGKGYFEDRRPASNMDPY VVTSMVAETTIIWKP

MSLLNDLININLSDTTEKIIAEYLWIGGSGMDLRSKARTLPGPVTDPAELPKWNFDGSSTGQAPGDDSEVILYPQSIFKDPFRKGNNILVMCDAY TPAGEPIPTNKRFNAAQIFSDPVVAAEEPWYGIEQEY TLLQKDINWPLGWPVGGFPGPQGPYYCSVGADKSFGRDIVDAHYKACLY

AGINISGINGEVMPGQWEFQVGPSVGISAGDEVWVARYILERIAEIAGVVVSFDPKPIPGDWNGAGAHTNY STKSMRNEGGIAVIKKAIEKLGLRHKEHIAAY GEGNERRLTGRHETADINTFSWGVANRGASIRVGRDTEKEGK GYFEDRRPASNMDPY VVTSMIAETTIIWRP

MSLLTDLINLNLSDTTDKIIAEYIWIGGSGMDLRSKARTLDGAVSDPQKLPKWNYDGSSTGQAPGEDSEVILYPQAIFKDPFRRGNNILVMCDAYTPAGEPIPTNKRHSAAKIFSHPDVVAEVPWYGLEQEY TLLQKDLKWPLGWPVGGYPGPQGPYYCGAGADKAFGRDIVDSHYKA

CLYAGINISGINGEVMPGQWEFQVGPSVGISAGDELWVARYILERITEIAGVVVSFDPKPIPGDWNGAGAHTNY STKSMRNDGGFEIIKKAIGKLQLRHKEHIAAY GEGNERRLTGRHETADIHTFSWGVANRGASVRVGRDTEKEGK GYFEDRRPASNMDPYIVTSMIAETTILWKP

MSLLSDLINLDLSDTTDKIAEYIWIGGSGMDLRSKARTLNGVVSDPHKLPKWNYDGSSTGQAPGEDSEVILYPQAIFKDPFRRGNNILVMCDAY TPAGEPIPTNKRYNAAKIFSHPDVVAEVPWYGIEQEYTLLQKDLKWPIGWPVGGYPGPQGPYYCGAGADKAFGRDVVDSHYKA

CLYAGINISGINGEVMPGQWGFQVGPSVGISAGDELWVARYILERITEIAGVVVSFDPKPIPGDWNGAGAHTNY STKSMRNDGGFEVIKKAIGKLQLKHKEHIAAY GEGNERRLTGRHETADINTFSWGVANRGASVRVGRDTEKAGKGYFEDRRPASNMDPY VVTSMIADTTILWKP

MAQILAPSSQWQMRIAKNSAPACPMTAKMWSSLVLKQNKKGIAKSSAKFRVFALKSENSTINRMEDLLNLDLTPY TDKFIAEYIWIGGSGIDLRSKSRTISKPIEHPSELPKWNYDGSSTGQAPGEDSEVILYPQAIFKDPFRGGNNILVMCDTY TPQGEPIPTNKRHRAAEIFSNKK VIDE

VPWFGIEQEYTLLQTNVKWPLGWPVGGYPGPQGPYYCGAGADKSFGRDISDAHYKACMYAGINISGTNGEVMPGQWEY QVGPSVGIDAGDHIWISRYILERITEQAGVVLSLDPKPIEGDWNGAGCHTNY STKTMREEGGFEAIKKAILNLSLRHKEHISAYGEGNERRLTGKHETAS

IDTFSWGVANRGCSIRVGRETEKQGKGYLEDRRPASNMDPYIVTSLLAETTILYEPTLEAEALAAQKLSMNV

cucumber

Csa3G150160

Csa3G304140

Csa5G410730

Csa7G420690

MAQILAPSTQWQLRTKLTPMSSSPITPKMWSSILLKQNKKGAVKSSSKYRVLSVRSEGGTINRMEDLLNLDVTPY TDKITAEYIWIGGSGIDLRSKSRTISKPVEHPSELPKWNYDGSSTGQAPGEDSEVILYPQAIFKDPFRGGNNILVICDAYTPAGVPIPTNKRHRAAEIFSNKKVVDEIP

WYGIEQEYTLLQTNVKWPLGWPVGAYPGPQGPYYCGVGADKSFGRDISDAHYKACLYAGINISGTNGEVMPGQWEYQVGPSVGIEAGDHIWISRYILERITEQAGVVLSLDPKPIEGDWNGAGCHTNY STKSMREEGGFEVIKKAILNLSLRHKEHISAYGEGNERRLTGKHETASINT

FSWGVANRGCSIRVGRDTEKQGKGYLEDRRPASNMDPYVVTSLLAETTLLWEPTLEAEALAAQKLSLKV

MSLLSDLVNLNLSDSTEKIAEYIWIGGSGMDLRSKARTLSGPVSDPSKLPKWNYDGSSTGQAPGEDSEVILYPQAIFRDPFRRGNNILVVCDTYTPAGEPIPTNKRHAAAKIFSHPDVVAEVPWYGIEQEY TLLQKDVKWPIGWPIGGFPGPQGPYYCGVGVDKAFGRDIVDAHYKACL

YAGVNISGINGEVMPGQWEFQVGPSVGISAGDEIWVARYILERITEIAGVVLSFDPKPIQGDWNGAGAHTNYSTKSMREEGGYEVIKKAIEKLKLRHKEHIAAY GEGNERRLTGRHETADIHTFSWGVANRGASVRVGRDTEKEGKGYFEDRRPASNMDPY VVTSMVAETTILWKP

MSSLSDLINLDLCDFTDKIIAEYIWVGGSGKDVRSKARTISGPISDPSKLPKWNYDGSSTGQAPGQDSEVILYPQAIFRDPFRRGNNILVICDSY TPGGEAIPTNKRHGAAKIFSHPDVVAEEPWYGIEQEY TLLQKDVNWPIGWPIGGFPGPQGPYYCGAGADKTFGRDIVDAHYKACLYA

GVNISGINGEVMPGQWEFQVGPSVGISAADELWVARYILERITEMAGVVLSFDPKPIQGDWNGAGAHTNYSTKSMRGEGGYEVIKKAIEKLGVRHKEHIAAY GDGNERRLTGRHETADINTFLWGVANRGASIRVGRDTEKAGKGYFEDRRPASNMDPYTVTSMIAETTILWNP

MSLLSDLINLDLTNTTEKIIAEY VWIGGSGLDLRSKARTLPGPVTDPAKLPKWNYDGSSTNQAPGDDSEVIIYPQAVFKDPFRRGNNILVMCDAY TPAGEPIPTNKRFNAAKIFSNPDVVAEEPWY GIEQEY TLLQKDIHWPLGWPTGGFPGPQGPYYCGTGADKAFGRDIVDSHYKACL

YAGINISGINGEVMPGQWEY QVGPTVGIASGDQLWMSRYILERITEIAGVVVTFDPKPIQGDWNGAGAHTNY STKSMRNDGGINVIKKAIEKLSLRHKEHIAAY GEGNERRLTGRHETADINTFSWGVANRGASVRVGRDTEKAGKGYFEDRRPASNMDPY VVTSMIAETTILGKP




