Supplementary Table S2. The amino acid sequences of PYR/PYLs from Arabidopsis and tomato used in phylogenetic tree construction.

>AtPYL1
MANSESSSSPVNEEENSQRISTLHHQTMPSDLTQDEFTQLSQSIAEFHTYQLGNGRCSSLLAQRIHAPPETVWSVVRRFDRPQIYKHFIKSCNVSEDFEMRVGCTRDVNVISGLPANTSRERLDLLD
DDRRVTGFSITGGEHRLRNYKSVTTVHRFEKEEEEERIWTVVLESYVVDVPEGNSEEDTRLFADTVIRLNLQKLASITEAMNRNNNNNNSSQVR
>AtPYL2
MSSSPAVKGLTDEEQKTLEPVIKTYHQFEPDPTTCTSLITQRIHAPASVVWPLIRRFDNPERYKHFVKRCRLISGDGDVGSVREVTVISGLPASTSTERLEFVDDDHRVLSFRVVGGEHRLKNYKSVTS
VNEFLNQDSGKVYTVVLESYTVDIPEGNTEEDTKMFVDTVVKLNLQKLGVAATSAPMHDDE
>AtPYL3
MNLAPIHDPSSSSTTTTSSSTPYGLTKDEFSTLDSIIRTHHTFPRSPNTCTSLIAHRVDAPAHAIWRFVRDFANPNKYKHFIKSCTRFVRDFANPNKYKHFIKSCTIRVNGNGIKEIKVGTIREVSVVSGLP
ASTSVEILEVLDEEKRILSFRVLGGEHRLNNYRSVTSVNEFVVLEKDKKKRVYSVVLESYIVDIPQGNTEEDTRMFVDTVVKSNLOQNLAVISTASPT
>AtPYL4
MLAVHRPSSAVSDGDSVQIPMMIASFQKRFPSLSRDSTAARFHTHEVGPNQCCSAVIQEISAPISTVWSVVRRFDNPQAYKHFLKSCSVIGGDGDNVGSLRQVHVVSGLPAASSTERLDILDDER
HVISFSVVGGDHRLSNYRSVTTLHPSPISGTVVVESYVVDVPPGNTKEETCDFVDVIVRCNLQSLAKIAENTAAESKKKMSL
>AtPYL5
MRSPVQLQHGSDATNGFHTLQPHDQTDGPIKRVCLTRGMHVPEHVAMHHTHDVGPDQCCSSVVQMIHAPPESVWALVRRFDNPKVYKNFIRQCRIVQGDGLHVGDLREVMVVSGLPAVSS
TERLEILDEERHVISFSVVGGDHRLKNYRSVTTLHASDDEGTVVVESYIVDVPPGNTEEETLSFVDTIVRCNLQSLARSTNRQ
>AtPYL6
MPTSIQFQRSSTAAEAANATVRNYPHHHQKQVQKVSLTRGMADVPEHVELSHTHVVGPSQCFSVVVQDVEAPVSTVWSILSRFEHPQAYKHFVKSCHVVIGDGREVGSVREVRVVSGLPAAFS
LERLEIMDDDRHVISFSVVGGDHRLMNYKSVTTVHESEEDSDGKKRTRVVESYVVDVPAGNDKEETCSFADTIVRCNLQSLAKLAENTSKFS
>AtPYL7
MEMIGGDDTDTEMYGALVTAQSLRLRHLHHCRENQCTSVLVKYIQAPVHLVWSLVRRFDQPQKYKPFISRCTVNGDPEIGCLREVNVKSGLPATTSTERLEQLDDEEHILGINIIGGDHRLKNYSSI
LTVHPEMIDGRSGTMVMESFVVDVPQGNTKDDTCYFVESLIKCNLKSLACVSERLAAQDITNSIATFCNASNGYREKNHTETNL
>AtPYL8
MEANGIENLTNPNQEREFIRRHHKHELVDNQCSSTLVKHINAPVHIVWSLVRRFDQPQKYKPFISRCVVKGNMEIGTVREVDVKSGLPATRSTERLELLDDNEHILSIRIVGGDHRLKNYSSIISLHPE
TIEGRIGTLVIESFVVDVPEGNTKDETCYFVEALIKCNLKSLADISERLAVQDTTESRV
>AtPYL9
MMDGVEGGTAMYGGLETVQYVRTHHQHLCRENQCTSALVKHIKAPLHLVWSLVRRFDQPQKYKPFVSRCTVIGDPEIGSLREVNVKSGLPATTSTERLELLDDEEHILGIKIIGGDHRLKNYSSILTV
HPEIIEGRAGTMVIESFVVDVPQGNTKDETCYFVEALIRCNLKSLADVSERLASQDITQ
>AtPYL10
MNGDETKKVESEYIKKHHRHELVESQCSSTLVKHIKAPLHLVWSIVRRFDEPQKYKPFISRCVVQGKKLEVGSVREVDLKSGLPATKSTEVLEILDDNEHILGIRIVGGDHRLKNYSSTISLHSETIDGKT
GTLAIESFVVDVPEGNTKEETCFFVEALIQCNLNSLADVTERLQAESMEKKI
>AtPYL11



MKTSQEQHVCGSTVVQTINAPLPLVWSILRRFDNPKTFKHFVKTCKLRSGDGGEGSVREVTVVSDLPASFSLERLDELDDESHVMVISIIGGDHRLVNYQSKTTVFVAAEEEKTVVVESYVVDVPEG
NTEEETTLFADTIVGCNLRSLAKLSEKMMELT

>AtPYL12
MKTSQEQHVCGSTVVQTINAPLPLVWSILRRFDNPKTFKHFVKTCKLRSGDGGEGSVREVTVVSDLPASFSLERLDELDDESHVMVISIIGGDHRLVNYQSKTTVFVAAEEEKTVVVESYVVDVPEG
NTEEETTLFADTIVGCNLRSLAKLSEKMMELT

>AtPYL13
MESSKQKRCRSSVVETIEAPLPLVWSILRSFDKPQAYQRFVKSCTMRSGGGGGKGGEGKGSVRDVTLVSGFPADFSTERLEELDDESHVMVVSIIGGNHRLVYNYKSKTKVVASPEDMAKKTVVVES
YVVDVPEGTSEEDTIFFVDNIIRYNLTSLAKLTKKMMK

>AtPYR1
MPSELTPEERSELKNSIAEFHTYQLDPGSCSSLHAQRIHAPPELVWSIVRRFDKPQTYKHFIKSCSVEQNFEMRVGCTRDVIVISGLPANTSTERLDILDDERRVTGFSIIGGEHRLTNYKSVTTVHRFEK
ENRIWTVVLESYVVDMPEGNSEDDTRMFADTVVKLNLQKLATVAEAMARNSGDGSGSQVT

> SIPYR1.1 Solyc06g061180
MEQSDNSTTHVHQEAEEEPNPTHQFMLPPGLTPEESDELKSSVTDFHSYQVNSSQCSSLLAQRIHAPPHVVWPVVRRFEKPQIYKHFIKSCSVAENFSMVVGATRDVNVISGLPANTSTERLDLLD
DEKYVTGFSIIGGEHRLKNYRSVTSVHGFERHGRIWTVVLESYVVDVPEGNTEEDTRLFADTVVKLNLQKLASVAEAIALGGNGEIS

>SIPYR1.2 Solyc08g076960
MDNKPETSLDNPVHQRSEPGSETGSSLSTITTHHLTVPPGLTPEEFQELSSSIAEFHSYRINPGQCSSLLAQRIHAPVETVWTVVRRFDKPQTYKHFIKSCSVGEDFRMTVGSTRDVTVISGLPAATST
ERLDILDDDRHVTGFSIIGGEHRLRNYRSVTTVHGFERDGEIWTVVLESYVVDVPEGNTEEDTRLFADTVVKLNLQKLASVTETLAREAGNGSVNSRDASHR

>SIPYL2.1 Solyc08g065410
MRIEAPANVVWPFVRRFDNPQKYKHFIKSCKMTGDGGVGSIREVSVVSGIPASTSTERLEILDDEKHILSFKVVGGEHRLNNYKSVTSVYNEFEKNGKAYTIVLESYIVDIPQGNTGEDTKMFTDTVVKL
NLOQKLGVVAMAAMHGHE

>SIPYL2.2 Solyc12g095970
MDGDRQLLVPQGLTQEEFVELEPLIRNYHTFEDLPNTCTSLVTQRIDAPVYDVVWPFIRRFDNPEKYKHFIKSCRIVSGDGGVGSIREVTVVSGIPASTSTERLEILDDEKHILSFRVVGGEHRLTNYKSV
TSVNEFKKNGKIYTIVLESYIVDIPEGNTGEDTKMFTDTVVKLNLQKLALVAMSTMHGHE

>SIPYL4.1 Solyc06g050500
MPSSLQLHRINPTTATLAVKQPQLSQATTWFSPVSTSVPDNVLHHHTHVVGPNQCCSAVLQSISAPIDTVWSLVRRFDNPQAYKHFLKSCHVIVGDGDVGTLREVRVVSGLPAGSSTERLEILDD
EKHVLSFSVVGGDHRLNNYRSVTTLHRAAEEGSTVVVESYVVDVPQGNTKEETCVFVDTIVRCNLQSLAQIAQNLAKTSKNHDEDPQLKIHRLYDFVDCKVGSCKCLNVLLWYIMVCCVFCITTN
HFVTITYILLNIFKVLTVKDIFLSS

>SIPYL4.2 Solyc10g076410
MIPNPQKSSILLQRITSNNPCNCNKQSLHHHTPIPCTADIPDSVVKYHAHLVGPYQCCSAAIQRISAPVSTVWSVVRRFDNPQAYKHFIKSCHLIDGDGNVGTLREVRVISGLPAVNSTERLEILDEE
RHVISFSVVGGDHRLANYKSVTTLHPEPFGNGTIVVESYVVDIPKGNTKDETCVFVDTIVKCNLLSLKQIAENLK

>SIPYL4.3 Solyc10g085310
MPPSSSDSSVLLQRISSNNTHDFAYKQSHHQLQRRMPIPCSTEVPDSVSRYHTHTVSPDQCCSAVIQRISAPVSTVWSVVRRFDNPQAYKHFVKSCHVVVGDGDVGTLREVRVISGLPAASSTER
LEILDDERHVISFSVVGGDHRLANYRSVTTLHTEPSSGNEAAAAAASAETIVVESYVVDVPPGNTREETCVFVDTIVKCNLQSLSQIAQNSAR



>SIPYL6.1 Solyc02g076770
MDQIDIYSNPKCIRPIMLFTNQPKNSKALEEMIKLHHTHELSPKQCSSFLVKVIDAPLPLVWSLVRKFDKPQCYKNFISSCTLISGEGGVGSIREVNLVSGFPGKRSIERLDILDDDMHVSVFSVVDGD
HSFSNFKSIMTLHEDKVEEDHDIGNYYKTVVIHSYVVDIPEISCRDDTCEVTDNILRWNLRSLAWVAENMDTNDQVSSLDLNEKEITC

>SIPYL6.2 Solyc03g095780
MPCSVQLQRINPTTTTTLAGNFHKPPQPTCIHPVQFSVPNNHLHYHTHAVSPNQCCSAVVQTISAPIHAVWSLVRRFDNPQAYKHFLKSCHVIVGDGNVGTLREVQVISGLPAASSTERLEILDDK
EHVISFSVVGGDHRLNNYRSVTTLHPADDENGTVVVESYVVDIPTGNTKEETCVFVDTIVRCNLQSLAQIATANR

>SIPYL6.3 Solyc05g052420

MSISIIGGDHRLNNYRSVTTLHRAAADDGGDGGRTVVVESYVVDVPQGNTKEETRVFIDTIVRCNLQWLGQIAENLEKTKSN

>SIPYL6.4 Solyc09g015380
MPPKSSLLLQRITTTTTSTSSKQRTPIPCTTQVPDSITSHHTHSVSPNQCCSAVIQRISAPISTVWSVLRRFDNPQAYKHFVKSCHVIGGDGKVGTVREVRVISGLPAANSMERLEILDEERHVISFSVV
GGDHRLVNYRSVTTLHSDQSSGTTIVVESYVVDIPHGNTTEETCVFVDTIVKCNLQSLAQIVENSNTTNLK

>SIPYL8.1 Solyc01g095700
MESQFIERYHSHQPSEHQCSSSLVKHIKAPVDIVWSLVRRFDQPQKYKPFISRCTVKGDLTIGSVREVNVKSGLPATTSTERLELLDDEEHILGIRIVGGDHRLKNYSSVITVHPETLDGRPGTLVIESFV
VDVPEGNTKEETCYFVKALINCNLKSLADVSERMAMQGGVLPVSVNWSSSNOIEI

>SIPYL8.2 Solyc03g007310
MNANGFCGVEKEYIRKHHIHEPKENQCSSFLVKHIRAPVHLVWSLVRRFDQPQKYKPFISRCIVQGDLGIGSLREVDVKSGLPATTSTERLELLDDEEHILSVRIVGGDHRLRNYSSVISVHPEVIDGR
PGTLVLESFVVDVPEGNTKDETCYFVEALINCNLKSLADVSERLAVQDRTEPIDQV

>SIPYL9.1 Solyc08g082180
MVSIMNVDRKISSEDEYIRRHHRHDVRDNQCSSSLVKHIKAPVYHLVWSLVRRFDQPQRYKPFVSRCIVQGDLEIGSVREVNVKSGLPATTSKERLELLDDDEHIFGVKIVGGDHRLRNYSSHTVHPK
VIDGRPGTMVVESFVVDVPDGNTKDETCYFVEALIRCNLKSLADVSERLAVQGHMEPIDRM

>SIPYL9.2 Solyc12g055990
MMNNMEDEYIRRHHRHVLDHNQCSSSLVKRIKAPYNLVWSLVRRFDQPQRYKPFVSKCVVQGDLEIGSVRKVNVRSGLPATTSKERLELLDDEEHIFGVKIVGGDHRLQNYSSHTVHPEVIDGRP
GTIVIESFVVDIPDGNTKDETCFFVEALIRCNLKSLADVSKRLAVQGHTDPIDRI



