
0.070.130.220.100.07pbs3-2SAG

0.120.230.350.180.15pbs3-1SAG

0.511.962.442.051.42pbs3-2Free SA

0.412.102.551.761.99pbs3-1Free SA

SD AvgExp 3Exp 2Exp 1

 Supplemental Table S1. Salicylic acid levels in pbs3 mutants
normalized to Col-0 in pathogen infected leaves.

Free SA and SAG in µg/g fresh weight normalized to Col-0 24 hpi with Pst
avrRpt2 at OD600 0.0001 for three independent experiments each done in
triplicate. SA and SAG levels were calculated based on the average
percent recovery of an internal o-anisic acid standard for each experiment.
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 Supplemental Table S2. Primers used for qRT-PCR  

AGI #  Gene  

Name  

Primer sequences  Product  

s ize  

At5g19770  TUA3 

( -tubulin)  

Forward: 
5’ GTA TTG AAC GCA TCG TGT G 3’ 

Reverse: 

5’ TGG GAG CTT TAC TGT CTC GAA 3’  

92 bp 

At2g14610  PR 1  Forward: 

5’ CAT GGG ACC TAC GCC TAC C 3’ 

Reverse: 

5’ TTC TTC CCT CGA AAG CTC AA 3 ’  

86 bp 

At5g13320  PBS 3  Forward: 

5’ ACT GGA TTC TTG CTA AGT TCT G 3’ 

Reverse: 
5’ CAC ACC TTT CAC ATG CTT GGT T 3 ’  

135 bp 

At1g74710  ICS1 

(SID 2 )  

Forward: 

5’ AAA CAC GCC TGA GAG ACT ATT 3’ 

Reverse: 
5’ TCT TTC GGA CTG GTT AGT AAG T3’  

135 bp 
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PBS3

UBQ5

Col-0     eds16-1    pbs3-1      pbs3-2  
24 48 0 12 24 48 0 12 24 48 0 12 24 48      M   

Supplemental Figure 2



LKDLTSNVKSIQDNLLEEIITPNTKTEYLQRF---LIDRFD-----KELFKKNVPIVSYEDIKPYLDRVVNGESSDVISARTITGFLLSSGTSGGAQKMMPWNNKYLDNLTFIYDLRMQV15 At5g13320.PBS3

LEDLTSNVTQIQDNVLEEILTLNANTNYLQKF---FLGSFD-----KESFKKNVPVVTYEDVKPYIERVVNGEPSNVISARPITGFVLSTGTSGGAQKMMPWNEKYLDNLTFMYDLRMHI18 At1g23160

LEDLTSNVKQIQDNVLEEILTLNANTEYLRRF---LHGSSS-----KELFKKNVPVVTYEDVKPFIDRVTNGEPSDIISGNPITGFLLSSGTSGGKQKMFPRNNKYLENIKFIFYYRSLV16 At5g51470

LEELTSNAKQIQEDVLEEILTLNANTEYLHRF---LHGSSD-----KVLFKKNVPVVTYDDVKPYIERVANGEPSDVISGGPITMFLRSTGTSGGKQKVFPVNDKYIEKLGYVIALRSLA11 At1g48670

LEVLTTNAKQIQDDVLKEILTLNANTEYLKRF---LDGSSD-----KELFKKNVPVVSYNDVKPYIERVANGEPSDVISGGTITRFVQSTGTSGGIHKIFPVNDKYIENLGYLLAVSSLI10 At1g48660

LEDVTTNVKQIQDSVLEAILSRNAHTEYLSGF---LNGQAD-----KKSFKKNVPVVTYEDIKPYIDRIANGEPSDLICDRPISVLLTSSGTSGGVPKLIPLTTEELEQRISFASLYRPL17 At5g13360

LEDLTTNVKQIQDSVLEAILSRNAQTEYLRGF---LNGQVD-----KQNFKKNVPVVTYEDIRSYIDRIANGEPSDLICDRPISVLLTSSGTSGGVPKLIPLTTEDLEQRISFSSLYAPL17 At5g13370

LEDVTTNVTQIQDSILEAVLSRNAHTEYLKGF---LNGQVD-----KQTFKKNVPIVTYEDIKPYINRIANGEASDLICDRPISLLVMSSGTTAGIQNLIPLTTEDGEQRIMFGSLYRSL17 At5g13350

LEDVTTNVKKIQDSLLEAILSRNSQTEYLRGF---LTGQLD-----KQSFKKNVPIVTYEDIKPHIDRIANGEPSDLICDRPISLLLATTGTSGGIPKLIPLTAEELEQRILFGFLYVPL47 At5g13380

LEDLTTNAEAIQQQVLHQILSQNSGTQYLRAF---LDGEADKN---QQSFKNKVPVVNYDDVKPFIQRIADGESSDIVSAQPITELLTSSGTSAGKPKLMPSTAEELERKTFFYSMLVPI17 At1g28130

IEDVTTNADDVQRRVLEEILSRNADVEYLKRHG--LEGRTD-----RETFKHIMPVVTYEDIQPEINRIANGDKSQVLCSNPISEFLTSSGTSGGERKLMPTIEEELDRRSLLYSLLMPV28 At5g54510.DFL1

IEELTSNADQVQRQVLEEILTRNADVEYLRRHD--LNGRTD-----RETFKNIMPVITYEDIEPEINRIANGDKSPILSSKPISEFLTSSGTSGGERKLMPTIEEELDRRSLLYSLLMPV28 At4g27260

IEEMTRNPDSVQEKVLGEILTRNSNTEYLKRFD--LDGVVD-----RKTFKSKVPVVTYEDLKPEIQRISNGDCSPILSSHPITEFLTSSGTSAGERKLMPTIEEDLDRRQLLYSLLMPV27 At4g37390.YDK1

LERITSKAAEVQDNILRGILERNKDTEYLSKY---MNGSKD-----VLEFKRAVPIIIYKDIYPYIQRIANGEDSSLITGHSITEILCSSGTSAGEPKLMPTIPEDLDRRTFLYNLIIPI15 At2g47750

IEEMTRNVDFVQKKVIREILSRNSDTEYLKRFG--LKGFTD-----RKTFKTKVPVVIYDDLKPEIQRIANGDRSMILSSYPITEFLTSSGTSAGERKLMPTIDEDMDRRQLLYSLLMPV26 At2g23170

IEEITRNPDSVQEKVLGEILSRNSNTEYLKRFD--LNGAVD-----RKSFKSKVPVVIYEDLKTDIQRISNGDRSPILSSHPITEFLTSSGTSAGERKLMPTIEEDINRRQLLGNLLMPV27 At1g59500

IEEMTRNADTVQENLLAEILARNADTEYLRRFN--LCGATD-----RDTFKTKIPVITYEDLQPEIQRIADGDRSPILSAHPISEFLTSSGTSAGERKLMPTIKEELDRRQLLYSLLMPV26 At2g14960

FDEMTRNAHQVQKQTLKEILLKNQSAIYLQNCG--LNGNATDP---EEAFKSMVPLVTDVELEPYIKRMVDGDTSPILTGHPVPAISLSSGTSQGRPKFIPFTDELMENTLQLFRTAFAF17 At2g46370.JAR1

FEHVSENACKVQSETLRRILELNSGVEYLRKWLGTVDVEKMDDYTLETLFTSLVPIVSHADLDPYIQRIADGETSPLLTQEPITVLSLSSGTTEGRQKYVPFTRHSAQTTLQIFRLSAAY15 At4g03400.DFL2

ITKHVKG-VEEGKGMMFLFTKQESMTPSGLPARVATSSYFKSDYFKNRPSNWYYSYTSPDEVILCPNNTESLYCHLLCGLVQRDEVVRTGSIFASVMVRAIEVLKNSWEELCSNIRSGHL127 At5g13320.PBS3

ISNNVKD-VEKGKAMMFYFTKLESITPSGLPARVASSSYLKSNYFKNRPSNWYYSYTSPDEVTLCPDNKQNLYCHLLCGLVQRNEVTRMGSIFASVMVRAIKFLEDSWEELCSNIRSGQL130 At1g23160

ISKHIDG-LEHGKGMVFNFCTSENTTPSGLPSSAASTSFFKSDYFKNRPSYWHWSYTSPDEVILCSDTKQTLYCHLLCGLVQRDDVVKVGAAFVTILVRAINLLENSWKEICTNIRFGHL128 At5g51470

MSKHFDSGGEQGKAMEFHCTKPPSATPSGLP---------------------------------------------------RDEVVRVGAAFAFVLVRAIDFLEKHWKELCSNIRSGHV123 At1g48670

TSN--DKVDEKGKKMAFLYNRLESKTPSGLALSSSFTSYFMSDYFKNRSSKCNSEYTSPDQVILCPDNNQSVYCHLLCGLSQREKVVGVSATFAHALIKAINALQIYWKELSSNIRSGHV122 At1g48660

LYKYIEG-IRERKSFMLYFVTRESETASGILVRTMITCVLKSVTPAN-SFIWDQSQISPHAITTCSDTTQSMYCQLLCGLLQRDNVGRLGAPFASSFLKIIKFLEDHWPEFCSNIRTGCL129 At5g13360

LYKHIDG-LSEGKSLIFYFVTRESKTANGLMVRTMVTSFLKSIKQTN-SFLWDSLQVSPHAITTCADTTQSMYCQLLCGLLERDNVARLGAPFASSFLKVIKFLEDHWPELCSNIRTGRL129 At5g13370

LYKYVEG-IREGKSLTFYFVNPERETASGILIRTMITCILKSVNKTN-SSLWDRLQISPHEISTCEDTTQSMYCQLLCGLLQRDNVARLGAPFASVFIRVIKYLEGHWQELCSNIRTGRL129 At5g13350

VFKHIEG-LTQGKSLMFYFVTRESETVSGLMVRFMITCVLKSVNPTN-SFLWDRVQISPHAIAICEDTNQGMYCQLLCGLLQREHVARLGAPYASSFLKVIKFLEDHWPELCSNIRTGRL159 At5g13380

MNKYVDG-LDEGKGMYLLFIKPEIKTPSGLMARPVLTSYYKSQHFRNRPFNKYNVYTSPDQTILCQDSKQSMYCQLLCGLVQRSHVLRVGAVFASAFLRAVKFLEDHYKELCADIRTGTV131 At1g28130

MDQFVPG-LDKGKGMYFLFIKSESKTPGGLPARPVLTSYYKSSHFKNRPYDPYTNYTSPNQTILCSDSYQSMYSQMLCGLCQHKEVLRVGAVFASGFIRAIKFLEKHWPELARDIRTGTL141 At5g54510.DFL1

MSQFVPG-LENGKGMYFLFIKSESKTPGGLPARPVLTSYYKSSHFKERPYDPYTNYTSPNETILCSDSYQSMYSQMLCGLCQHQEVLRVGAVFASGFIRAIKFLEKHWIELVRDIRTGTL141 At4g27260

MNLYVPG-LDKGKGLYFLFVKSESKTSGGLPARPVLTSYYKSDHFKRRPYDPYNVYTSPNEAILCSDSSQSMYAQMLCGLLMRHEVLRLGAVFASGLLRAISFLQNNWKELARDISTGTL140 At4g37390.YDK1

VNKYITG-LDKGKAMYLNFVKAETSTPCGLPIRAVLTSYYKSKHFQCRPYDPFNDLTSPIQTILCEDSNQSMYCQLLAGLIHRHKVMRLGAVFASAFLRAISYLEKKWSQLCEDIRTGSL127 At2g47750

MNLYVPG-LDKGKALYFLFVKTESKTPGGLPARPVLTSYYKSEQFKRRPNDPYNVYTSPNEAILCPDSSQSMYTQMLCGLLMRHEVLRLGAVFASGLLRAIGFLQTNWKELADDISTGTL139 At2g23170

MNLYVPG-LDKGKGLYFLFVKSESTTSGGLPARPALTSYYKSDYFRTS--DSDSVYTSPKEAILCCDSSQSMYTQMLCGLLMRHEVNRLGAVFPSGLLRAISFLQNNWKELSQDISTGTL140 At1g59500

MNLYVPG-LDKGKGMYFLFVKSETKTPGGLPARPVLTSYYKSEHFRSRPYDPYNVYTSPNEAILCPDSFQSMYTQMLCGLLDRLSVLRVGAVFASGLLRAIRFLQLHWSRFAHDIELGCL139 At2g14960

RNRD-FPIDDNGKALQFIFSSKQYISTGGVPVGTATTNVYRNPNFKAGMKSITSPSCSPDEVIFSPDVHQALYCHLLSGILFRDQVQYVFAVFAHGLVHAFRTFEQVWEEIVTDIKDGVL132 At2g46370.JAR1

RSRF-YPIREGGRILEFIYAGKEFKTLGGLTVGTATTHYYASEEFKTKQETTKSFTCSPQEVISGGDFGQCTYCHLLLGLHYSSQVEFVASAFSYTIVQAFSFFEEIWREICADIKEGNL135 At4g03400.DFL2

SNWVTDLGCQNSVSLVLGGPRPELADTIEEICNQNS----WKGIVKRLWPNTKYIETVVTGSMGQYVPMLNYYCN-DLPLVSTTYGSSETTFGINLDPLCKPEDVSYTFMPNMSYFEFIP246 At5g13320.PBS3

SEWITDIGCRDSVSLVLGGPHPEAADTIEQICNQKC----WKGIITRLWPKAKYIETIVTGSMVQYVPTLNYYSNNMLPLISTIYASSETQFGLNLNPMCKPEDVSYTFMPNVSYFEFIP249 At1g23160

SEWITDISCRDSVSKILGEPNPELADLIENECNNKS----WEGIVPRLWPKAKFIECIATGQMAQHIPTLEFYSN-KLPSISSSYVSSETMFGINMSPLCKPENVSYTFLPNLSYFEFLL247 At5g51470

SEWITDLEGRNAVSTILRGPDSILADVIEQECSHKS----WEGIITRLWPKAKYIDCIITGQMSQYIPMLEFYSN-KLPIVSTTYGSSESTFGMNVDPLCKPQDTSYTCAPNISYFEFLP192 At1g48670

SEWITDLDCKNAVSAILGGPDPELADVIEQECSHKS----WEGIITRLWPKAKFIECIVTGQMAQYIPTLDFYSN-KLPIVSMVYGSSESIFGVNVDPLSKPQDVSYTFLPNISYFEFLP240 At1g48660

SDWITDPQCVSGIGKFLTAPNPELASLIEQECSQTS----WEAIVKRLWPKAKCIEAIVTGTMAQYNPLLEFYSG-GLPVISTFYGSSECFFGLNLNPLSKPNEVSYTIIPCMAYFEFLE247 At5g13360

SDWITDATCTSGIGKFLTAPNPELASLIEQECSKTS----WEAILKRLWPKAKCIESIITGTMAQYIPLLEFYSG-GLPLTSSFYGSSECFMGVNFNPLCKPSDVSYTIIPCMGYFEFLE247 At5g13370

SDWITDPQCVSGISKFLTAPNPDLASLIEQECSKTS----WEAIVKRLWPKAKCVEAVVTGSMAQYIPLLEFYGG-GLPLISSWYGSSECFMGVNVNPLCKPSDVSYTIIPSMAYFEFLE247 At5g13350

SDWITDAQCVSGIGNFLTAPDPDLANLIEQECSKTS----WEAILSRIWPKAKCIEAVITGTMAQYIPLLEFYGG-GLPLVSSWYGSSECFIGINLNPLSKPSDVSYTIIPSMGYFEFIE277 At5g13380

TSWITDSSCRDSVLSILNGPNQELADEIESECAEKS----WEGILRRIWPKAKYVEVIVTGSMAQYIPTLEFYSGG-LPLVSTMYASSECYFGINLNPLCDPADVSYTLLPNMAYFEFLP250 At1g28130

SSEITDSSVREAVGEIL-KPDPKLADFVESECRKTS----WQGIITRLWPNTKYVDVIVTGTMSQYIPTLDYYSNG-LPLVCTMYASSECYFGVNLRPLCKPSEVSYTLIPNMAYFEFLP260 At5g54510.DFL1

SSLITDPSVREAVAKIL-KPSPKLADFVEFECKKSS----WQGIITRLWPNTKYVDVIVTGTMSQYIPTLDYYSNG-LPLVCTMYASSECYFGVNLRPLCKPSEVSYTLIPSMAYFEFLP260 At4g27260

SSRIFDPAIKNRMSKILTKPDQELAEFLVGVCSQEN----WEGIITKIWPNTKYLDVIVTGAMAQYIPTLEYYSGG-LPMACTMYASSESYFGINLKPMCKPSEVSYTIMPNMAYFEFLP259 At4g37390.YDK1

NPMITDPGCQMAMSCLLMSPNPELASEIEEICGRSS----WKGILCQLWPKAKFIEAVVTGSMAQYIPALEFFSQGKIPLVCPMYASSETYFGVNVEPLSKPSDVVFTLLPNMCYFEFIP246 At2g47750

SSRISDPAIKESMSKILTKPDQELADFITSVCGQDNS---WEGIITKIWPNTKYLDVIVTGAMAQYIPMLEYYSGG-LPMACTMYASSESYFGINLKPMCKPSEVSYTIMPNMAYFEFLP258 At2g23170

SSKIFDHAIKTRMSNILNKPDQELAEFLIGVCSQEN----WEGIITKIWPNTKYLDVIVTGAMAEYIPMLEYYSGG-LPMASMIYASSESYFGINLNPMCKPSEVSYTIFPNMAYFEFLP257 At1g59500

DSEITDPSIRQCMSGIL-KPDPVLAEFIRRECKSDN----WEKIITRIWPNTKYLDVIVTGAMAQYIPTLEYYSGG-LPMACTMYASSECYFGLNLNPMSKPSEVSYTIMPNMAYFEFIP258 At2g14960

SNRITVPSVRTAMSKLLT-PNPELAETIRTKCMSLSN---WYGLIPALFPNAKYVYGIMTGSMEPYVPKLRHYAG-DLPLVSHDYGSSEGWIAANVTPRLSPEEATFAVIPNLGYFEFLP251 At2g46370.JAR1

SSRITLPKMRKAVLALIR-PNPSLASHIEEICLELETNLGWFGLISKLWPNAKFISSIMTGSMLPYLNKLRHYAG-GLPLVSADYGSTESWIGVNVDPHLPPEDVSFAVIPTFSYFEFIP254 At4g03400.DFL2

MD-GG---------------DK----NDVVDLEDVKLGCTYEPVVTNFAGLYRMRVGDIVLVTGFYNNAPQFKFVRRENVVLSIDSDKTNEEDLFKAVSQAKL--VLESSGLDLKDFTSY361 At5g13320.PBS3

VD-G----------------DK----NDVVDLADVKLGCCYEAVVTNFSGLYRIRVGDILVVTGFHNKAPQFRFIRRDNVVLSIDLDKTNEDDLFKAVNNAKL--TLDSSHLMLIDFTSY365 At1g23160

VD-AG---------------DK----TEIVDLVDVKLGCYYEPLVTNHSGLHRYKMGDILLVTGFYNNAPQFRFVRRGNLTLSIHLEITTDEDLLNAVTDAKM--VLESSNLMLMDFTSY362 At5g51470

VDHKG---------------DM----ASIVDLVDVKLGCYYEPVVTNYFGLHRYLIGDILQVTGFYNNTPQFRFVHRKNVVLSVRSETTTEEDILKALNHVGL--VLESSDLMLMGFTCY307 At1g48670

IDHEE---------------DM----NTIVDLVGVKLGCYYETVVTSYFGLHRYLIGDILQVTGFYNNTPQFRFVRRKNIVLSVNSEATTEQDILKGLASATL--VLESSNSMLTGFTCY355 At1g48660

VEKDY-E-------SGHDPAEN----PVVVDLVDVKIGHDYEPVVTTFAGLYRYRLGDVLRVTGFYNNAPQFHFVGRQKVVLSIDMDKTYDEDLLKAVTNASL--LLEPHDLMLMDFTSR362 At5g13360

VEKDHQE-------AGHDPTEK----PVVVDLVDVKIGHDYEPVVTTFSGLYRYRVGDVLRATGFYNNAPHFCFVGRQKVVLSIDMDKTYEDDLLKAVTNAKL--LLEPHDLMLMDFTSR362 At5g13370

VKKDQQE-------AGLDPIEN----HVVVDLVDVKIGHDYEPVVTTFSGLYRYRVGDLLRVTGFYNNSPHFRFVGRQKVVLSLHMANTYEEDLLKAVTNAKL--LLEPHDLMLMEFTSR362 At5g13350

VVKDRQE-------AGHVPAD-----PVVVDLVDVKIGHDYELLVTTFSGLYRYRLGDVLRVTGFHNNAPQFYFVGRQNVVLSIDLSKTYEEDLLKAVKNASL--LLEPHDLMLMDFTSR392 At5g13380

VDDKSHEEIHFATHSNTDDDDDALKEDLIVNLVNVEVGQYYEIVITTFTGLYRYRVGDILKVTGFHNKAPQFRFVQRRNVVLSIDTDKTSEEDLLNAVTQAKLNHLQHPSSLLLTEYTSY365 At1g28130

VHRNSGV----TSSISLPKALTEKEQQELVDLVDVKLGQEYELVVTTYAGLYRYRVGDVLSVAGFKNNAPQFSFICRKNVVLSIDSDKTDEVELQNAVKNAVT-HLVPF-DASLSEYTSY374 At5g54510.DFL1

VHRNNGV----TNSINLPKALTEKEQQELVDLVDVKLGQEYELVVTTYAGLCRYRVGDLLRVTGFKNKAPQFSFICRKNVVLSIDSDKTDEVELQNAVKNAVT-HLVPF-DASLSEYTSY374 At4g27260

HNHDGDG----A-------AEASLDETSLVELANVEVGKEYELVITTYAGLYRYRVGDILRVTGFHNSAPQFKFIRRKNVLLSVESDKTDEAELQKAVENASR-LFAEQ-GTRVIEYTSY374 At4g37390.YDK1

LGKN-------GTLSFDLDDDEQVPCDKVVDLVNVKLGRYYELVVTTFAGLYRYRIGDVLQVAGFYNGAPQFRFICRRNVVLSIDLDKTNEEDLHRSITLAKK---KLGSNAFLAEYTSY362 At2g47750

HHEVPTE--------------K----SELVELADVEVGKEYELVITTYAGLNRYRVGDILQVTGFYNSAPQFKFVRRKNVLLSIESDKTDEAELQSAVENASL-LLGEQ-GTRVIEYTSY374 At2g23170

HNHDGDG----G-------VEA----TSLVELADVEVGKEYELVITTYAGLYRYRVGDILRVTGFHNSAPQFKFIRRENVLLSIESDKTDEADLQKAVENASR-LLAEQ-GTRVIEYTSY372 At1g59500

LGG-----------------------TKAVELVDVNIGKEYELVVTTYAGLCRYRVGDILRVTGFHNSAPQFHFVRRKNVLLSIDSDKTDESELQKAVENASS-ILHEECGSRVAEYTSY372 At2g14960

VSETGEG------------------EEKPVGLTQVKIGEEYEVVITNYAGLYRYRLGDVVKVIGFYNNTPQLKFICRRNLILSINIDKNTERDLQLSVESAAK-RLS-EEKIEVIDFSSY366 At2g46370.JAR1

LYRRQNQS-------DIC-IDGDFVEDKPVPLSQVKLGQEYELVLTTFTGLYRYRLGDVVEVTSFHKGTPKLSFIYRRKLILTINIDKNTEKDLQRVVDKASQ-LLSRSTRAEVVDFTSH372 At4g03400.DFL2

ADTSTFPGHYVVYLEVDTKEGEEKETAQFELDEEALSTCCLVMEESLDNVYKRCRFKDGSIGPLEIRVVRQGTFDSLMDFFISQGASTGQYKTPRCIK-S-GKALQVLETCVVAKFF   459 At5g13320.PBS3

ADISTIPGHYVVYWEVKNKNEDKKSKKHIELKEETFSECCLLMEDSLDSVYKICRFKEESVGPLEIKVVRQGTFDSLMDYFISQGASIGQYKTPRCIK-S-GKALEVLEENVVATFF   462 At1g23160

ADISTTPGHYVLYWELKAKYRND----IVEIDKNVLVECCYVVEESLNNSYRVYRSKGGLIGALEIRLVQQGTFDALMEFFITQGASSTQYKTPICIK-S-TEALVILEENVHACFF   460 At5g51470

ADISTFPGHYVFYWELKAKDVQD----VFELEEKVMVKCCSLLEESFDEVYRKNRSKDECIGPLEIRVVQQGTFDSLMEYFISQGGSIAQYKTPICIN-S-SEALAVLENKVLARFF   406 At1g48670

ADISSFPGHYVFYWELKAKDVDD----VVELDENVLEECCYALEESFDALYKRLRSKEGSIGALEIKVVQQGTFDSLMEYFISKGGSVAQYKTPMCIN-S-SETLAVLEDKVIARFY   454 At1g48660

VDSSSYPGHYVLYWELGRKVKDA----KLELDQNVLEECCFTIEESLDAVYRKGRKNDKNIGPLEIKVVKPGAFDKLMNFFLSRGSSVSQYKTPRSVT-N-EEALKILEANVVSEFL   468 At5g13360

VDSSSFPGHYVIYWELGSKVKDA----KFEPNRDVMEECCFTVEESLDAVYRKGRKNDKNIGPLEIKVVKPGAFDELMNFFLSRGSSVSQYKTPRSVT-N-EEALKILEANVISEFL   469 At5g13370

VDSSSFVGHYVLYWELGSKVKDA----KLEPNRDVMEECCFTVEKYLDPLYRQERRKDKNIGPLEIKVVKPGAFDELMNFFLSRGSSVSQYKTPRSVK-T-EEAVKILEANVVSEFL   469 At5g13350

VDLSSLPGHYVLYWELGNKFKNA----KLDPKSNVLEECCLTVEESLDSIYREGRKNDKIIGPLEIKVVKPGAFDELMNFFLSRGSSVSQYKTPRSVT-H-EEALNILESNVVSEFL   498 At5g13380

ADTSSIPGHYVLFWELKPRHSND----PPKLDDKTMEDCCSEVEDCLDYVYRRCRNRDKSIGPLEIRVVSLGTFDSLMDFCVSQGSSLNQYKTPRCVK-S-GGALEILDSRVIGRFF   485 At1g28130

ADTSSIPGHYVLFWELCLN-GNT----PIP--PSVFEDCCLTIEESLNSVYRQGRVSDKSIGPLEIKMVESGTFDKLMDYAISLGASINQYKTPRCVK-F-APIIELLNSRVVDSYF   488 At5g54510.DFL1

ADTSSIPGHYVLFWELCLD-GNT----PIP--PSVFEDCCLAVEESFNTVYRQGRVSDKSIGPLEIKIVEPGTFDKLMDYAISLGASINQYKTPRCVK-F-APIIELLNSRVVDSYF   488 At4g27260

AETKTIPGHYVIYWELLGR-DQS----NALMSEEVMAKCCLEMEESLNSVYRQSRVADKSIGPLEIRVVRNGTFEELMDYAISRGASINQYKVPRCVS-F-TPIMELLDSRVVSAHF   481 At4g37390.YDK1

ADTSSVPGHYVLFWEIQG-----------HLEPKLMEECCVAVEEELDYIYRQCRTKERSIGALEIRVVKPGTFEKLMDLIISQGGSFNQYKTPRCVK-SNSATFKLLNGHVMASFF   472 At2g47750

AETKTIPGHYVIYWELLVK-DQT----NPP-NDEVMARCCLEMEESLNSVYRQSRVADKSIGPLEIRVVKNGTFEELMDYAISRGASINQYKVPRCVS-F-TPIMELLDSRVVSTHF   474 At2g23170

ADTKTIPGHYVIYWELLSR-DQS----NALPSDEVMAKCCLEMEESLNAVYRQSRVSDKSIGPLEIRVVQNGTFEELMDFSISRGSSINQYKVPRCVS-L-TPIMKLLDSRVVSAHF   475 At1g59500

ADTSTIPGHYVLYWELLVR-DGA----RQP-SHETLTRCCLGMEESLNSVYRQSRVADNSVGPLEIRVVRNGTFEELMDYAISRGASINQYKVPRCVN-F-TPIVELLDSRVVSAHF   468 At2g14960

IDVSTDPGHYAIFWEISG-----------ETNEDVLQDCCNCLDRAFIDAGYVSSRKCKTIGALELRVVAKGTFRKIQEHFLGLGSSAGQFKMPRCVKPSNAKVLQILCENVVSSYF   466 At2g46370.JAR1

ADVIARPGHYVIYWEIRG-----------EADDKALEECCREMDTAFVDYGYVVSRRMNSIGPLELRVVERGTFGKVAERCVGKCGGLNQFKTPRCT--TNSVMLDILNDSTIKRFR   483 At4g03400.DFL2
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