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Supplementary Materials and Methods 
Yeast protein extraction and western blot analysis 
Yeast protein was extracted using 0.2 M NaOH (Kushnirov, 2000). Cells were grown overnight in liquid 
culture lacking leucine and tryptophan (-W/-L). The liquid culture was centrifuged 5 minutes at 4000 rpm 
and the proteins were extracted using 0.2 M NaOH. The extracts were centrifuged again, resuspended in 
SDS buffer and resolved by SDS PAGE. After blotting, membrane was incubated in blocking buffer (TBS 
containing 0.1% v/v Tween and 5% w/v BSA), for 1 h at room temperature and challenged with primary 
anti-HA antibody (Thermo Fisher Scientific, USA), diluted (1:20000 dilution) in TBS containing 0.1% v/v 
Tween and 1% w/v BSA, and incubated 1 h at room temperature. A HRP-conjugated anti-mouse antibody 
(GE Healthcare) was applied for 1 h at room temperature. Detection was carried out with ECL (GE 
Healthcare) following manufacturer’s instructions.  
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Figure S1: Germination percentage in terms of radicle emergence (day 6) (A,C) and cotyledon expansion 
(day 11) (B,D) of seeds treated with different concentrations of ABA or NaCl. Values indicate mean ± SD 
(n=20). Asterisks represent significance levels using Student t-test; * P value ≤ 0.05; ** P value ≤ 0.01; *** P 
value ≤ 0.005. 
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At4G01026-PYL7     1 --------------------------------------MEMIGGDDTDTEMYGALVTAQS
At1G01360-PYL9     1 ----------------------------------------MMDGVEGGTAMYGGLETVQY
Ca00g003406        1 -----------------------------------------MNNVERRSSSNSSSSEDDY
Ca12g001078        1 MPTCSIIFPLKMEQVLDRSAIRSSNRHCPFDSSDSHLPFAKAPPLKIMNIERRSNMEDEY
Ca03g002049        1 ----------------------------------------------MMNANGFSGVEKEY
At5G53160-PYL8     1 ------------------------------------------MEANGIENLTNPNQEREF
Ca08g001051        1 -------------------------------------------------------MEAQF
At4G27920-PYL10    1 -----------------------------------------------MNGDETKKVESEY
At2G38310-PYL4     1 -------------------MLAVHRPSSAVSDGDSVQIPMMIASFQKRFPSLS---RDST
Ca10g001629        1 ----------MPPTSPDSSVLLQRISSNTTHDFSYKQSHQHLQRRMPIPCSTE---VPDS
At5G05440-PYL5     1 ----------------MRSPVQLQHGSDATNGFHTLQPHDQTDGPIKRVCLTRGMHVPEH
AT2G40330-PYL6     1 -------------MPTSIQFQRSSTAAEAANATVRNYPHHHQKQVQKVSLTRGMADVPEH
Ca05g002062        1 ---------------MTSTLHPHHINHHTTTTTLTGNFHNQQQQPTNIS-------VPDN
At5G45860-PYL11    1 ------------------------------------------------------------
At5G45870-PYL12    1 ------------------------------------------------------------
At4G18620-PYL13    1 ------------------------------------------------------------
Ca02g001761        1 -----------------------------------------------------------M
At4G17870-PYR1     1 --------------------------------------------MPSELTPEERSELKNS
At5G46790-PYL1     1 -----------------MANSESSSSPVNEEENSQRISTLHHQTMPSDLTQDEFTQLSQS
Ca01g001047        1 ------------------------MDNRPEPDSQTGSITTHHLTVPPGLTPEEFQQLASS
Ca06g001547        1 -------MEQSESSSTHLHQQPEQQQQQQQQQPTGSSDPTHHLTLPPGFTPEESNNLSSS
At2G26040-PYL2     1 ---------------------------------------MSSSPAVKGLTDEEQKTLEPV
Ca12g000499        1 -------------------------------------MDGDGQLVPQGLTKEEFAQLEPL
At1G73000-PYL3     1 ------------------------MNLAPIHDPSSSSTTTTSSSTPYGLTKDEFSTLDSI

At4G01026-PYL7    23 LRLRHLHHCREN----QCTSVLVKYIQAPVHLVWSLVRRFDQPQKYKPFISRCTV---NG
At1G01360-PYL9    21 VRTHHQHLCREN----QCTSALVKHIKAPLHLVWSLVRRFDQPQKYKPFVSRCTV---IG
Ca00g003406       20 IRRHHRHDVRDD----QCSSSLVKHIKAPVHLVWSLVRRFDQPQRYKPFVSRCIV---QG
Ca12g001078       61 IRTHHRHMVKDN----QCSSSLVKLIKAPVNLVWSLVRRFDQPQRYKPFVSRCVV---QG
Ca03g002049       15 IRKHHLHQPKEN----QCSSFLVKHIRAPVHLVWSLVRRFDQPQKYKPFVSRCIA---QG
At5G53160-PYL8    19 IRRHHKHELVDN----QCSSTLVKHINAPVHIVWSLVRRFDQPQKYKPFISRCVV---KG
Ca08g001051        6 VERYHSHQPSDH----QSSSSLVKHIKAPVDIVWSLVRRFDQPQKYKPFISRCTV---KG
At4G27920-PYL10   14 IKKHHRHELVES----QCSSTLVKHIKAPLHLVWSIVRRFDEPQKYKPFISRCVV---QG
At2G38310-PYL4    39 AARFHTHEVGPN----QCCSAVIQEISAPISTVWSVVRRFDNPQAYKHFLKSCSVIGGDG
Ca10g001629       48 MACYHTHLVGPN----QCCSAVIQRISAPVSTVWSVVRRFDNPQAYKHFVKSCNVVVGDG
At5G05440-PYL5    45 VAMHHTHDVGPD----QCCSSVVQMIHAPPESVWALVRRFDNPKVYKNFIRQCRIVQGDG
AT2G40330-PYL6    48 VELSHTHVVGPS----QCFSVVVQDVEAPVSTVWSILSRFEHPQAYKHFVKSCHVVIGDG
Ca05g002062       39 LFHYHTYPLSPNNINNRCCSVVVLSISASINTVWSILRRFDNPQGYKNFLKSCHLIVGDG
At5G45860-PYL11    1 --------METSQKYHTCGSTLVQTIDAPLSLVWSILRRFDNPQAYKQFVKTCNLSSGDG
At5G45870-PYL12    1 --------MKTSQEQHVCGSTVVQTINAPLPLVWSILRRFDNPKTFKHFVKTCKLRSGDG
At4G18620-PYL13    1 ---------MESSKQKRCRSSVVETIEAPLPLVWSILRSFDKPQAYQRFVKSCTMRSGGG
Ca02g001761        2 VKLYHTHELSPN----QCSSLLVQSIDAPLPLVWSLVRKFEKPQCYKNFIGSCKLLSGEG
At4G17870-PYR1    17 IAEFHTYQLDPG----SCSSLHAQRIHAPPELVWSIVRRFDKPQTYKHFIKSCSVEQNFE
At5G46790-PYL1    44 IAEFHTYQLGNG----RCSSLLAQRIHAPPETVWSVVRRFDRPQIYKHFIKSCNVSEDFE
Ca01g001047       37 IMEFHSYRINSG----QCSSLLAQRIHAPVDTVWTVVRRFDKPQTYKHFIKSCNVDENFR
Ca06g001547       54 ITNFHSYRVNYT----QCSSLLGQRIHAPPHVVWSAVRRFEKPQIYKHFIKSCSVSENFS
At2G26040-PYL2    22 IKTYHQFEPDPT----TCTSLITQRIHAPASVVWPLIRRFDNPERYKHFVKRCRLISGDG
Ca12g000499       24 IRNYHTFEDLPN----TCTSLITQRIDAPADVVWPFVRRFDNPEKYKHFIKSCKIVSGDG
At1G73000-PYL3    37 IRTHHTFPRSPN----TCTSLIAHRVDAPAHAIWRFVRDFANPNKYKHFIKSCTIRVNGN

At4G01026-PYL7    76 D----PEIGCLREVNVKSGLPATTSTERLEQLDDEEHILGINIIGGDHRLKNYSSILTVH
At1G01360-PYL9    74 D----PEIGSLREVNVKSGLPATTSTERLELLDDEEHILGIKIIGGDHRLKNYSSILTVH
Ca00g003406       73 D----LEIGSVREVNVKSGLPATTSKERLELLDDDEHIFGVRIVGGDHRLRNYSSIITVH
Ca12g001078      114 D----LEIGSVREVNVRSGLPATTSKERLELLDDEEHIFAVKIVGGDHRLRNYSSIITVH
Ca03g002049       68 D----LEIGSLREVDVKSGLPATTSTERLELLDDEEHILSVRIIGGDHRLRNYSSIISLH
At5G53160-PYL8    72 N----MEIGTVREVDVKSGLPATRSTERLELLDDNEHILSIRIVGGDHRLKNYSSIISLH
Ca08g001051       59 D----LTIGSVREVNVKSGLPATTSTERLELLDDEEHILGIRIVGGDHRLKNYSSVITVH
At4G27920-PYL10   67 KK---LEVGSVREVDLKSGLPATKSTEVLEILDDNEHILGIRIVGGDHRLKNYSSTISLH
At2G38310-PYL4    95 DN-----VGSLRQVHVVSGLPAASSTERLDILDDERHVISFSVVGGDHRLSNYRSVTTLH
Ca10g001629      104 D------VGTLREVRVISGLPAASSTERLEILDDERHVISFSVVGGDHRLANYRSVTTLH
At5G05440-PYL5   101 LH-----VGDLREVMVVSGLPAVSSTERLEILDEERHVISFSVVGGDHRLKNYRSVTTLH
AT2G40330-PYL6   104 RE-----VGSVREVRVVSGLPAAFSLERLEIMDDDRHVISFSVVGGDHRLMNYKSVTTVH
Ca05g002062       99 KE-----VGSLREVNVISGLPATKSIERLEILDDEKKVMSISIVGGDHRLNNYRSVTTLH
At5G45860-PYL11   53 G------EGSVREVTVVSGLPAEFSRERLDELDDESHVMMISIIGGDHRLVNYRSKT-MA
At5G45870-PYL12   53 G------EGSVREVTVVSDLPASFSLERLDELDDESHVMVISIIGGDHRLVNYQSKT-TV
At4G18620-PYL13   52 GGKGGEGKGSVRDVTLVSGFPADFSTERLEELDDESHVMVVSIIGGNHRLVNYKSKTKVV
Ca02g001761       58 G------VGSIRELNLVSGFPGKKSIERLDFLDDDMHVCVFSVVDADHSFLNFKSTTTLH
At4G17870-PYR1    73 -----MRVGCTRDVIVISGLPANTSTERLDILDDERRVTGFSIIGGEHRLTNYKSVTTVH
At5G46790-PYL1   100 -----MRVGCTRDVNVISGLPANTSRERLDLLDDDRRVTGFSITGGEHRLRNYKSVTTVH
Ca01g001047       93 -----ISVGSTRDVTVISGLPAATSTERLDILDDERHVFGFSIIGGEHRLRNYRSVTTVH
Ca06g001547      110 -----MHVGATRDVYVISGLPANTSTERLDLLDDEKYVTGFSIIGGEHRLRNYRSVTSVH
At2G26040-PYL2    78 ------DVGSVREVTVISGLPASTSTERLEFVDDDHRVLSFRVVGGEHRLKNYKSVTSVN
Ca12g000499       80 ------GVGSIREVTVVSGIPASASTERLEILDDEKHILSFRVVGGEHRLTNYKSVTSVN
At1G73000-PYL3    93 GIKE-IKVGTIREVSVVSGLPASTSVEILEVLDEEKRILSFRVLGGEHRLNNYRSVTSVN

At4G01026-PYL7   132 PEMIDGRS------------GTMVMESFVVDVPQGNTKDDTCYFVESLIKCNLKSLACVS
At1G01360-PYL9   130 PEIIEGRA------------GTMVIESFVVDVPQGNTKDETCYFVEALIRCNLKSLADVS
Ca00g003406      129 PEIIEGRP------------GTMVVESFVVDVPDGNTKDETCYFVEALIRCNLKSLADVS
Ca12g001078      170 PEVIDGRP------------GTIVIESFVVDVPDGNTQDETCFFVEALIRCNLKSLADVS
Ca03g002049      124 PEVIDGRP------------GTLVIESFVVDVPEGNTKDETCYFVEALINCNLKSLADVS
At5G53160-PYL8   128 PETIEGRI------------GTLVIESFVVDVPEGNTKDETCYFVEALIKCNLKSLADIS
Ca08g001051      115 PETLDGRP------------GTLVIESFMVDVPEGNTQEETCYFVKALINCNLKSLADVS
At4G27920-PYL10  124 SETIDGKT------------GTLAIESFVVDVPEGNTKEETCFFVEALIQCNLNSLADVT
At2G38310-PYL4   150 PSPISG---------------TVVVESYVVDVPPGNTKEETCDFVDVIVRCNLQSLAKIA
Ca10g001629      158 PEQSFGG--------------TIVVESYVVDVPHGNTREETCVFVDTIVRCNLQSLSQIA
At5G05440-PYL5   156 ASDDEG---------------TVVVESYIVDVPPGNTEEETLSFVDTIVRCNLQSLARST
AT2G40330-PYL6   159 ESEEDSDG----------KKRTRVVESYVVDVPAGNDKEETCSFADTIVRCNLQSLAKLA
Ca05g002062      154 RTVEDDGD----------GDRTMVVESYVVDVPQGNTKEETIVFVDTIVRCNLQSLVQIA
At5G45860-PYL11  106 FVAADT------------EEKTVVVESYVVDVPEGNSEEETTSFADTIVGFNLKSLAKLS
At5G45870-PYL12  106 FVAAE-------------EEKTVVVESYVVDVPEGNTEEETTLFADTIVGCNLRSLAKLS
At4G18620-PYL13  112 ASPEDM------------AKKTVVVESYVVDVPEGTSEEDTIFFVDNIIRYNLTSLAKLT
Ca02g001761      112 EDKDQEKEKEVDGVRNYTINKTIAIESYVVDIPENSCKEDTCEVTDNILRWNLRSLAWVA
At4G17870-PYR1   128 RFEKEN------------RIWTVVLESYVVDMPEGNSEDDTRMFADTVVKLNLQKLATVA
At5G46790-PYL1   155 RFEKEEEE---------ERIWTVVLESYVVDVPEGNSEEDTRLFADTVIRLNLQKLASIT
Ca01g001047      148 ELNDDG------------KTWTVVLESYVVDVPEGNTEEDTRLFADTVVKLNLQKLATVT
Ca06g001547      165 GFENDG------------IIWTVVLESYVVDVPDGNTEEDTRLFADTVVKLNLQKLASVA
At2G26040-PYL2   132 EFLNQDS----------GKVYTVVLESYTVDIPEGNTEEDTKMFVDTVVKLNLQKLGVAA
Ca12g000499      134 EFNKD------------GKVYTIVLESYIVDIPPGNTGEDTKMFTDTVVKLNLQKLALVA
At1G73000-PYL3   152 EFVVLEKDKK-------KRVYSVVLESYIVDIPQGNTEEDTRMFVDTVVKSNLQNLAVIS

At4G01026-PYL7    76 D----PEIGCLREVNVKSGLPATTSTERLEQLDDEEHILGINIIGGDHRLKNYSSILTVH
At1G01360-PYL9    74 D----PEIGSLREVNVKSGLPATTSTERLELLDDEEHILGIKIIGGDHRLKNYSSILTVH
Ca00g003406       73 D----LEIGSVREVNVKSGLPATTSKERLELLDDDEHIFGVRIVGGDHRLRNYSSIITVH
Ca12g001078      114 D----LEIGSVREVNVRSGLPATTSKERLELLDDEEHIFAVKIVGGDHRLRNYSSIITVH
Ca03g002049       68 D----LEIGSLREVDVKSGLPATTSTERLELLDDEEHILSVRIIGGDHRLRNYSSIISLH
At5G53160-PYL8    72 N----MEIGTVREVDVKSGLPATRSTERLELLDDNEHILSIRIVGGDHRLKNYSSIISLH
Ca08g001051       59 D----LTIGSVREVNVKSGLPATTSTERLELLDDEEHILGIRIVGGDHRLKNYSSVITVH
At4G27920-PYL10   67 KK---LEVGSVREVDLKSGLPATKSTEVLEILDDNEHILGIRIVGGDHRLKNYSSTISLH
At2G38310-PYL4    95 DN-----VGSLRQVHVVSGLPAASSTERLDILDDERHVISFSVVGGDHRLSNYRSVTTLH
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At4G18620-PYL13   52 GGKGGEGKGSVRDVTLVSGFPADFSTERLEELDDESHVMVVSIIGGNHRLVNYKSKTKVV
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Figure S2: Aminoacid sequence alignment of A. thaliana and C. annuum PYLs. Secondary structural 
elements are indicated above the sequence alignment. The four conserved loops CL1-CL4 are highlighted by 
thick lines. Aminoacid sequences are shown starting from the indicated aminoacid position. Conserved 
residues are marked with black, while grey shading indicates residues with similar properties.  



Figure S3: Aminoacid sequence alignment of the cloned CaPP2C (Capana03g002491) and its closest 
Arabidopsis thaliana and Solanum lycopersicum orthologs. Aminoacid sequences are shown starting from 
the indicated aminoacid position. Conserved residues are marked with black, while grey shading indicates 
residues with similar properties. Residues interacting with ABA, Mn/Mg ions and PYLs are marked with 
asterisks, white triangles and black diamonds, respectively. 
Functional residues are based on studies by Melcher et al., 2010 and Santiago et al., 2012. 
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Solyc03g006960     1 ------------------------------------------------------------
Capana03g002491    1 ------------------------------------------------------------
At5g51760          1 ------------------------------------------------------------
At4g26080          1 MEEVSPAIAGPFRPFSETQMDFTGIRLG--------------------------------
AT1G72770          1 MEEMTPAVAMTLSLAANTMCESSPVEITQLKNVTDAADLLSDSENQSFCNGGTECTMEDV

Solyc03g006960     1 -------------MFSDKDDYSEKCRMRRRHRRIQMRRQHHPNL----------------
Capana03g002491    1 ------------------------------------------------------------
At5g51760          1 -----MTEIYRTISTGRGDDVSPTKCRERRRRRIEMRRQAAVFG----------------
At4g26080         29 ------------KGYCNNQYSNQDSENGDLMVSLPETSSCSVSG----------------
AT1G72770         61 SELEEVGEQDLLKTLSDTRSGSSNVFDEDDVLSVVEDNSAVISEGLLVVDAGSELSLSNT

Solyc03g006960    32 LSYLGQG----------------------------------------IFEAGKMEASSSS
Capana03g002491    1 ------------------------------------------------------------
At5g51760         40 EPSSSRNRDRTDMEVYSSFDVPLRKQARRSEIGGLPADIGGFLAPPAASSCQKSEAPVWK
At4g26080         61 SHGSESRKVLISRINSPNLNMKESAAADIVVVDISAGDEINGSDITS-EKKMISRTESRS
AT1G72770        121 AMEIDNGRVLATAIIVGESSIEQVPTAEVLIAGVNQDTNTSEVVIRLPDENSNHLVKGRS

Solyc03g006960    52 REPEATGPVVGAISIPGRQRVMEDTISIRPNLCSPEINRCR-------------PVDFFA
Capana03g002491    1 ------------------------------------------------------------
At5g51760        100 GEETEDEPLYGIVSVMGRSRKMEDSVTVKPNLCKPEVNRQR-------------PVHFFA
At4g26080        120 LFEFKSVPLYGFTSICGRRPEMEDAVSTIPRFLQSSSGSMLDGRFDPQS-----AAHFFG
AT1G72770        181 VYELDCIPLWGTVSIQGNRSEMEDAFAVSPHFLKLPIKMLMGDHEGMSPSLTHLTGHFFG

Solyc03g006960    99 VYDGHGGRHVASMCKERMHEVLEEELMRMKNNQDTGR--------QPLEGQRMEEAWRRV
Capana03g002491    1 -----------------MHVVLEEKLMRMRNNVDMGDGSRSCGRWQPWEGQRMEEAWKRV
At5g51760        147 VYDGHGGSQVSTLCSTTMHTFVKEELEQNLEEEEEGS-----------ENDVVERKWRGV
At4g26080        175 VYDGHGGSQVANYCRERMHLALAEEIAKEKPMLCDG--------------DTWLEKWKKA
AT1G72770        241 VYDGHGGHKVADYCRDRLHFALAEEIERIKDELCKRN-----------TGEGRQVQWDKV

Solyc03g006960   151 FKSCFLKIDEMASCICSECGSVGYECGCPLSVLKLTGSTAVVVVLT--DETIIVANCGDS
Capana03g002491   44 FKSCFLRIDEMASRICSESSTVGCQCDCLPNALGLTGSTAVVAILTDEYETIIVANCDDS
At5g51760        196 MKRSFKRMDEMATSTCVCG-TSVPLCNCDPREAAISGSTAVTAVLT--HDHIIVANTGDS
At4g26080        221 LFNSFLRVDSEIES----------------VAPETVGSTSVVAVVFP--SHIFVANCGDS
AT1G72770        290 FTSCFLTVDGEIEGKIGRAVVGSSDKVLEAVASETVGSTAVVALVCS--SHIVVSNCGDS

Solyc03g006960   209 RAVLSRSGSAIPLSYDHKPDKREERARIEARGGRVVFTDGARVEGVLSMSRAIGDNNLKP
Capana03g002491  104 RAVLSRSGSAIPLSYDHKPDRGEERARIEACGGRVVFADGARVEGILSISRAIGDNYLKP
At5g51760        253 RAVLCRNGMAIPLSNDHKPDRPDERARIEAAGGRVLVVDGARVEGILATSRAIGDRYLKP
At4g26080        263 RAVLCRGKTALPLSVDHKPDREDEAARIEAAGGKVIQWNGARVFGVLAMSRSIGDRYLKP
AT1G72770        348 RAVLFRGKEAMPLSVDHKPDREDEYARIENAGGKVIQWQGARVFGVLAMSRSIGDRYLKP

Solyc03g006960   269 YITSEPEMTFTKREAEDECLILASDGLWDVVSSDIACAVGRECLRQRDPSGNFSSRLSSV
Capana03g002491  164 YITSEPEMTFTKREAEYECLILASDGFWDVISSEVACEVGRECLREGDPAG---YSRAVV
At5g51760        313 MVAWEPEVTFMRRESGDECLVLASDGLWDVLSSQLACDIARFCLREETPSSLDLNRMAQE
At4g26080        323 SIIPDPEVTAVKRVKEDDCLILASDGVWDVMTDEEACEMARKRILLWHKKNAVAGDASLL
AT1G72770        408 YVIPEPEVTFMPRSREDECLILASDGLWDVMNNQEVCEIARRRILMWHKKNGAP------

Solyc03g006960   329 EGDSRGAMFSSRRACSAAALLTRLALGRNSCDNISVIVVDLKTNHSAV-----
Capana03g002491  221 GGDGRGEMFSPRSACSAAVLLTRLAPGRKSCDNISVIVVDLKRNHTAV-----
At5g51760        373 --DDNDGEQNPSRSVLAATLLTRLALGRQSSDNISVVVIDLKNSSQ-------
At4g26080        383 ADERRKEGKDP-AAMSAAEYLSKLAIQRGSKDNISVVVVDLKPRRKLKSKPLN
AT1G72770        462 PLAERGKGIDP-ACQAAADYLSMLALQKGSKDNISIIVIDLKAQRKFKTRT--

*

Solyc03g006960     1 ------------------------------------------------------------
Capana03g002491    1 ------------------------------------------------------------
At5g51760-AHG1     1 ------------------------------------------------------------
At4g26080-ABI1     1 MEEVSPAIAGPFRPFSETQMDFTGIRLG--------------------------------
At1g72770-HAB1     1 MEEMTPAVAMTLSLAANTMCESSPVEITQLKNVTDAADLLSDSENQSFCNGGTECTMEDV

Solyc03g006960     1 -------------MFSDKDDYSEKCRMRRRHRRIQMRRQHHPNL----------------
Capana03g002491    1 ------------------------------------------------------------
At5g51760-AHG1     1 -----MTEIYRTISTGRGDDVSPTKCRERRRRRIEMRRQAAVFG----------------
At4g26080-ABI1    29 ------------KGYCNNQYSNQDSENGDLMVSLPETSSCSVSG----------------
At1g72770-HAB1    61 SELEEVGEQDLLKTLSDTRSGSSNVFDEDDVLSVVEDNSAVISEGLLVVDAGSELSLSNT

Solyc03g006960    32 LSYLGQG----------------------------------------IFEAGKMEASSSS
Capana03g002491    1 ------------------------------------------------------------
At5g51760-AHG1    40 EPSSSRNRDRTDMEVYSSFDVPLRKQARRSEIGGLPADIGGFLAPPAASSCQKSEAPVWK
At4g26080-ABI1    61 SHGSESRKVLISRINSPNLNMKESAAADIVVVDISAGDEINGSDITS-EKKMISRTESRS
At1g72770-HAB1   121 AMEIDNGRVLATAIIVGESSIEQVPTAEVLIAGVNQDTNTSEVVIRLPDENSNHLVKGRS

Solyc03g006960    52 REPEATGPVVGAISIPGRQRVMEDTISIRPNLCSPEINRCR-------------PVDFFA
Capana03g002491    1 ------------------------------------------------------------
At5g51760-AHG1   100 GEETEDEPLYGIVSVMGRSRKMEDSVTVKPNLCKPEVNRQR-------------PVHFFA
At4g26080-ABI1   120 LFEFKSVPLYGFTSICGRRPEMEDAVSTIPRFLQSSSGSMLDGRFDPQS-----AAHFFG
At1g72770-HAB1   181 VYELDCIPLWGTVSIQGNRSEMEDAFAVSPHFLKLPIKMLMGDHEGMSPSLTHLTGHFFG

Solyc03g006960    99 VYDGHGGRHVASMCKERMHEVLEEELMRMKNNQDTGR--------QPLEGQRMEEAWRRV
Capana03g002491    1 -----------------MHVVLEEKLMRMRNNVDMGDGSRSCGRWQPWEGQRMEEAWKRV
At5g51760-AHG1   147 VYDGHGGSQVSTLCSTTMHTFVKEELEQNLEEEEEGS-----------ENDVVERKWRGV
At4g26080-ABI1   175 VYDGHGGSQVANYCRERMHLALAEEIAKEKPMLCDG--------------DTWLEKWKKA
At1g72770-HAB1   241 VYDGHGGHKVADYCRDRLHFALAEEIERIKDELCKRN-----------TGEGRQVQWDKV

Solyc03g006960   151 FKSCFLKIDEMASCICSECGSVGYECGCPLSVLKLTGSTAVVVVLT--DETIIVANCGDS
Capana03g002491   44 FKSCFLRIDEMASRICSESSTVGCQCDCLPNALGLTGSTAVVAILTDEYETIIVANCDDS
At5g51760-AHG1   196 MKRSFKRMDEMATSTCVCG-TSVPLCNCDPREAAISGSTAVTAVLT--HDHIIVANTGDS
At4g26080-ABI1   221 LFNSFLRVDSEIES----------------VAPETVGSTSVVAVVFP--SHIFVANCGDS
At1g72770-HAB1   290 FTSCFLTVDGEIEGKIGRAVVGSSDKVLEAVASETVGSTAVVALVCS--SHIVVSNCGDS

Solyc03g006960   209 RAVLSRSGSAIPLSYDHKPDKREERARIEARGGRVVFTDGARVEGVLSMSRAIGDNNLKP
Capana03g002491  104 RAVLSRSGSAIPLSYDHKPDRGEERARIEACGGRVVFADGARVEGILSISRAIGDNYLKP
At5g51760-AHG1   253 RAVLCRNGMAIPLSNDHKPDRPDERARIEAAGGRVLVVDGARVEGILATSRAIGDRYLKP
At4g26080-ABI1   263 RAVLCRGKTALPLSVDHKPDREDEAARIEAAGGKVIQWNGARVFGVLAMSRSIGDRYLKP
At1g72770-HAB1   348 RAVLFRGKEAMPLSVDHKPDREDEYARIENAGGKVIQWQGARVFGVLAMSRSIGDRYLKP

Solyc03g006960   269 YITSEPEMTFTKREAEDECLILASDGLWDVVSSDIACAVGRECLRQRDPSGNFSSRLSSV
Capana03g002491  164 YITSEPEMTFTKREAEYECLILASDGFWDVISSEVACEVGRECLREGDPAG---YSRAVV
At5g51760-AHG1   313 MVAWEPEVTFMRRESGDECLVLASDGLWDVLSSQLACDIARFCLREETPSSLDLNRMAQE
At4g26080-ABI1   323 SIIPDPEVTAVKRVKEDDCLILASDGVWDVMTDEEACEMARKRILLWHKKNAVAGDASLL
At1g72770-HAB1   408 YVIPEPEVTFMPRSREDECLILASDGLWDVMNNQEVCEIARRRILMWHKKNGAP------

Solyc03g006960   329 EGDSRGAMFSSRRACSAAALLTRLALGRNSCDNISVIVVDLKTNHSAV-----
Capana03g002491  221 GGDGRGEMFSPRSACSAAVLLTRLAPGRKSCDNISVIVVDLKRNHTAV-----
At5g51760-AHG1   373 --DDNDGEQNPSRSVLAATLLTRLALGRQSSDNISVVVIDLKNSSQ-------
At4g26080-ABI1   383 ADERRKEGKDP-AAMSAAEYLSKLAIQRGSKDNISVVVVDLKPRRKLKSKPLN
At1g72770-HAB1   462 PLAERGKGIDP-ACQAAADYLSMLALQKGSKDNISIIVIDLKAQRKFKTRT--



Figure S4: Aminoacid sequence alignment of Capana06g000398, Capana07g000875 cloned from pepper dry 
seeds and their closest Arabidopsis thaliana and Solanum lycopersicum orthologs. Aminoacid sequences are 
shown starting from the indicated aminoacid position. Conserved residues are marked with black, while grey 
shading indicates residues with similar properties. Residues interacting with ABA, Mn/Mg ions and PYLs 
are marked with asterisks, white triangles and black diamonds, respectively. Phosphatase sites are marked 
with white circles. 
Functional residues are based on studies by Melcher et al., 2010 and Santiago et al., 2012. 

At4g26080          1 ------------------------------------------------------------
At5g57050          1 ------------------------------------------------------------
Capana06g000398    1 ------------------------------------------------------------
Solyc06g076400     1 ------------------------------------------------------------
At2g29380          1 ------------------------------------------------------------
At5g59220          1 ------------------------------------------------------------
Capana07g000875    1 MFPTLAVSYKQGKLIYDESILPSCMDFSGYELVPSTTSLCKLPS-----VSVANHRVPRD
Solyc07g040990     1 ----MQDCFETGKLIYDESVLPTCIDFAGYELIPNTTSLLSEPNKCKLPCSVSNHRVSRD

At4g26080          1 ---------------------------MEEVSPAIAGPFRPFSETQMDFTGIRLGKGYCN
At5g57050          1 ---------------------------MDEVSPAVAVPFRPFTDPHAGLR------GYCN
Capana06g000398    1 ---------------------------MAEVCFG--------------VVTETETSPPCQ
Solyc06g076400     1 ---------------------------MAEVCFG--------------VVTETDSSSPCE
At2g29380          1 ---------------------------MAEICYE--------------VVTDACPSSVYE
At5g59220          1 ---------------------------MAEICYENETMMIETTATVVKKATTTTRRRERS
Capana07g000875   56 KAN-LMTVADCHEIRKGNNFSSTVIANGNCLIATDVKNDRSVGNNLISPADELLGNMTCS
Solyc07g040990    57 KANLFMTVADCHEIRIGKSFSSTVVGNGNCLIASEVEDGRSMDNNLISPTDELLGNMTCS

At4g26080         34 NQYSNQDSENGDLMVSLPETSSCSVSGSHGSESRKVLISRINSPNLNMKESAAADIVVVD
At5g57050         28 GESRVTLPESSCSGDGAMKDSSFEIN-----------------TRQDSLTSSSSAMAGVD
Capana06g000398   20 SNSRPVRRRRRRMELRKLNIIT----SETESG-----------IKRPKLKLLSGSVSRIC
Solyc06g076400    20 SSSRAVRRRR--MELRKIKVIAGVTQPETENG-----------IKRPKMKLISGSVSRIC
At2g29380         20 STPAHSRRRPR---------FQTVMHEDWEKN-----------CKRSKQEALATRYSSIP
At5g59220         34 SSQAARRRRMEIRRFKFVSGEQEPVFVDGDLQ-----------RRRRRESTVAASTSTVF
Capana07g000875  115 NYLVDEHRGMPSQECTDLEVKSGRTSPGDEDKKIG--------VSQTLRKSYSCDLANVL
Solyc07g040990   117 DSLVDERVSMPNQECTGLEVKVGKMPPRDEEKKVG--------VSQILRKSFSCSLANEL

At4g26080         94 ISAGDEINGSD--------------------ITSEKKMISRTESRSLFEFKSVPLYGFTS
At5g57050         71 ISAGDEINGSDEFDP-------------RSMNQSEKKVLSRTESRSLFEFKCVPLYGVTS
Capana06g000398   65 DNALENCSSDEEREDQ-LILAESTNGGSPPNIILAPILGSLNSTLVIRSVLACPKFGFSS
Solyc06g076400    67 DNAVESSSTDDDEEQ----LRLVETKGSPPTIILTPYLGPLNSTLLVQSVAYP-KFGFAS
At2g29380         60 RSSREDFSDQN-------------------------------------VDVSSPRYGVSS
At5g59220         83 YETAKEVVVLCESLS--------------------------STVVALPDPEAYPKYGVAS
Capana07g000875  167 VNESELVSDPASTGMNGVVVGAEDYKRKLSPSLLETSHEIKISRPNALCFDSVPLWGLTM
Solyc07g040990   169 VNESQLVSDIVST----MVVGAEDYKRKLSPSHLETSQEIKISRPNTLCFDSVPLWGLIT

At4g26080        134 ICGRRPEMEDAVSTIPRFLQSSSGSMLDG----RFDPQSAAHFFGVYDGHGGSQVANYCR
At5g57050        118 ICGRRPEMEDSVSTIPRFLQVSSSSLLDGRVTNGFNPHLSAHFFGVYDGHGGSQVANYCR
Capana06g000398  124 VCGRRRDMEDAVAIHPFFS------------QMEQEDGGELHYFAVYDGHGCSHVAMKCR
Solyc06g076400   122 VCGRRRDMEDAVAIHPSFC------------QMEQGNSGELHYFAVYDGHGCSHVATKCK
At2g29380         83 VCGRRREMEDAVAIHPSFS------------SPKNSE-FPQHYFGVYDGHGCSHVAARCR
At5g59220        117 VCGRRREMEDAVAVHPFFSR-----------HQTEYSSTGFHYCGVYDGHGCSHVAMKCR
Capana07g000875  227 IQGKRPEMEDTAIALPRFLRIPSQMLTDSPVSHALSQTLTAHLFGVYDGHGGSQVASYCH
Solyc07g040990   225 IQGKRPEMEDTAIALPKFLKIPSHILTDAPVSHALSQTLTAHLYGVYDGHGGSQVANYCH

At4g26080        190 ERMHLALAEEIAKEKP--------------MLCDGDTWLEKWKKALFN--SFLRVDSEIE
At5g57050        178 ERMHLALTEEIVKEKP--------------EFCDGDTWQEKWKKALFN--SFMRVDSEIE
Capana06g000398  172 ERLHELVKEELEKKKGN------NEAEWWVHAMDQSFSRMDKEVIEWNKKSVIGATCRCE
Solyc06g076400   170 ERLHELVKEELENTEG--------DHEEWEHLMNRSFNRMEKEVIEWN-KSVTGATCRCE
At2g29380        130 ERLHKLVQEELSSDME--------DEEEWKTTMERSFTRMDKEVVSWG-DSVVTANCKCD
At5g59220        166 ERLHELVREEFEADAD------------WEKSMARSFTRMDMEVVALN--ADGAAKCRCE
Capana07g000875  287 ERLHMALAHEIDIVKEVSHNVSVNWKEQWSKAFLNCFCRVDDEVGGFC---SETDGIEPD
Solyc07g040990   285 ERLHMVLAQEIDIMKEDPHNGSVNWKEQWSKAFLNCFCRVDDEVGGFC---SETDGIEPD

At4g26080        234 SVA--PETVGSTSVVAVVFPSHIFVANCGDSRAVLCRGKTALPLSVDHKPDREDEAARIE
At5g57050        222 TVAHAPETVGSTSVVAVVFPTHIFVANCGDSRAVLCRGKTPLALSVDHKPDRDDEAARIE
Capana06g000398  226 LQTPECDAVGSTAVVAVVTPDKIIVANCGDSRAVLCRNGQAIPLSNDQKPDRPDELHRIQ
Solyc06g076400   221 LHTPECDAVGSTAVVAVVTPDKIIVANCGDSRAILCRNGKAIPLSNDQKPDRPDELNRIQ
At2g29380        181 LQTPACDSVGSTAVVSVITPDKIVVANCGDSRAVLCRNGKPVPLSTDHKPDRPDELDRIE
At5g59220        212 LQRPDCDAVGSTAVVSVLTPEKIIVANCGDSRAVLCRNGKAIALSSDHKPDRPDELDRIQ
Capana07g000875  344 LSAIAPESVGSTAVVALVSPTHIIVANCGDSRAVLCRGKLPMPLSIDHKPNREDECSRIE
Solyc07g040990   342 LSVIAPEAVGSTAIVAVVSPSHIIVANCGDSRAVLCRGKLPMPLTIDHKPNREDECSRIE

At4g26080        292 AAGGKVIQWNGARVFGVLAMSRSIGDRYLKPSIIPDPEVTAVKRVKEDDCLILASDGVWD
At5g57050        282 AAGGKVIRWNGARVFGVLAMSRSIGDRYLKPSVIPDPEVTSVRRVKEDDCLILASDGLWD
Capana06g000398  286 EAGGRVIYWDGPRVSGVLAMSRAIGDNYLKPYVICEPEVTITARTPEDDCLILASDGLWD
Solyc06g076400   281 EAGGRVIYWDGPRVSGVLAMSRAIGDNYLKPYVICEPEVTITDRTSEDDCLILASDGLWD
At2g29380        241 GAGGRVIYWDCPRVLGVLAMSRAIGDNYLKPYVSCEPEVTITDRR-DDDCLILASDGLWD
At5g59220        272 AAGGRVIYWDGPRVLGVLAMSRAIGDNYLKPYVISRPEVTVTDRANGDDFLILASDGLWD
Capana07g000875  404 ELGGKVINWDGYRVSGVLAVSRSIDWKRECQEILETSQEILCLHILFGNCS---------
Solyc07g040990   402 ELGGKVINWDGHRVSGVLAVSRSIGDRYLRPYVIPDPEMMFVPRAKEDDCLILASDGLWD

At4g26080        352 VMTDEEACEMARKRILLWHKKNAVAG-------DASLLADERRKEGKDPAAMSAAEYLSK
At5g57050        342 VMTNEEVCDLARKRILLWHKKNAMAG-------EALLPAE-KRGEGKDPAAMSAAEYLSK
Capana06g000398  346 VVSNDTACGVAGMCLKGNAPSSV------------PENGACGSEMSFDQDCSDASMLLTK
Solyc06g076400   341 VVSNDTACGVAGMCLKGNASPAS------------MPGNGTDGEVNSDQCCSDASMLLTK
At2g29380        300 VVSNETACSVARMCLRGGGRRQD------------NED-----PAISDKACTEASVLLTK
At5g59220        332 VVSNETACSVVRMCLRGKVNGQVSSSPEREMTGVGAGNVVVGGGDLPDKACEEASLLLTR
Capana07g000875      ------------------------------------------------------------
Solyc07g040990   462 VLTNEEACDVARRRILLWHKKNGGTL-------------SRERGENVDPAAQDAAEYLTR

At4g26080        405 LAIQRGSKDNISVVVVDLKPRRKLKSKPLN
At5g57050        394 MALQKGSKDNISVVVVDLKGIRKFKSKSLN
Capana06g000398  394 LALARQSYDNVSVVVVDLKNKTES------
Solyc06g076400   389 LALARRSYDNVSVVVVDLKNYK--------
At2g29380        343 LALARNSSDNVSVVVIDLRR----------
At5g59220        392 LALARQSSDNVSVVVVDLRRDT--------
Capana07g000875      ------------------------------
Solyc07g040990   509 VALQRGSRDNISVIVVDLKAQRKFKKKT--

*

ABA  
Mn/Mg++ 
PYLs interaction 
Phosphate 

*

*

At4g26080-ABI1     1 ------------------------------------------------------------
At5g57050-ABI2     1 ------------------------------------------------------------
Capana06g000398    1 ------------------------------------------------------------
Solyc06g076400     1 ------------------------------------------------------------
At2g29380-HAI3     1 ------------------------------------------------------------
At5g59220-HAI1     1 ------------------------------------------------------------
Capana07g000875    1 MFPTLAVSYKQGKLIYDESILPSCMDFSGYELVPSTTSLCKLPS-----VSVANHRVPRD
Solyc07g040990     1 ----MQDCFETGKLIYDESVLPTCIDFAGYELIPNTTSLLSEPNKCKLPCSVSNHRVSRD

At4g26080-ABI1     1 ---------------------------MEEVSPAIAGPFRPFSETQMDFTGIRLGKGYCN
At5g57050-ABI2     1 ---------------------------MDEVSPAVAVPFRPFTDPHAGLR------GYCN
Capana06g000398    1 ---------------------------MAEVCFG--------------VVTETETSPPCQ
Solyc06g076400     1 ---------------------------MAEVCFG--------------VVTETDSSSPCE
At2g29380-HAI3     1 ---------------------------MAEICYE--------------VVTDACPSSVYE
At5g59220-HAI1     1 ---------------------------MAEICYENETMMIETTATVVKKATTTTRRRERS
Capana07g000875   56 KAN-LMTVADCHEIRKGNNFSSTVIANGNCLIATDVKNDRSVGNNLISPADELLGNMTCS
Solyc07g040990    57 KANLFMTVADCHEIRIGKSFSSTVVGNGNCLIASEVEDGRSMDNNLISPTDELLGNMTCS

At4g26080-ABI1    34 NQYSNQDSENGDLMVSLPETSSCSVSGSHGSESRKVLISRINSPNLNMKESAAADIVVVD
At5g57050-ABI2    28 GESRVTLPESSCSGDGAMKDSSFEIN-----------------TRQDSLTSSSSAMAGVD
Capana06g000398   20 SNSRPVRRRRRRMELRKLNIIT----SETESG-----------IKRPKLKLLSGSVSRIC
Solyc06g076400    20 SSSRAVRRRR--MELRKIKVIAGVTQPETENG-----------IKRPKMKLISGSVSRIC
At2g29380-HAI3    20 STPAHSRRRPR---------FQTVMHEDWEKN-----------CKRSKQEALATRYSSIP
At5g59220-HAI1    34 SSQAARRRRMEIRRFKFVSGEQEPVFVDGDLQ-----------RRRRRESTVAASTSTVF
Capana07g000875  115 NYLVDEHRGMPSQECTDLEVKSGRTSPGDEDKKIG--------VSQTLRKSYSCDLANVL
Solyc07g040990   117 DSLVDERVSMPNQECTGLEVKVGKMPPRDEEKKVG--------VSQILRKSFSCSLANEL

At4g26080-ABI1    94 ISAGDEINGSD--------------------ITSEKKMISRTESRSLFEFKSVPLYGFTS
At5g57050-ABI2    71 ISAGDEINGSDEFDP-------------RSMNQSEKKVLSRTESRSLFEFKCVPLYGVTS
Capana06g000398   65 DNALENCSSDEEREDQ-LILAESTNGGSPPNIILAPILGSLNSTLVIRSVLACPKFGFSS
Solyc06g076400    67 DNAVESSSTDDDEEQ----LRLVETKGSPPTIILTPYLGPLNSTLLVQSVAYP-KFGFAS
At2g29380-HAI3    60 RSSREDFSDQN-------------------------------------VDVSSPRYGVSS
At5g59220-HAI1    83 YETAKEVVVLCESLS--------------------------STVVALPDPEAYPKYGVAS
Capana07g000875  167 VNESELVSDPASTGMNGVVVGAEDYKRKLSPSLLETSHEIKISRPNALCFDSVPLWGLTM
Solyc07g040990   169 VNESQLVSDIVST----MVVGAEDYKRKLSPSHLETSQEIKISRPNTLCFDSVPLWGLIT

At4g26080-ABI1   134 ICGRRPEMEDAVSTIPRFLQSSSGSMLDG----RFDPQSAAHFFGVYDGHGGSQVANYCR
At5g57050-ABI2   118 ICGRRPEMEDSVSTIPRFLQVSSSSLLDGRVTNGFNPHLSAHFFGVYDGHGGSQVANYCR
Capana06g000398  124 VCGRRRDMEDAVAIHPFFS------------QMEQEDGGELHYFAVYDGHGCSHVAMKCR
Solyc06g076400   122 VCGRRRDMEDAVAIHPSFC------------QMEQGNSGELHYFAVYDGHGCSHVATKCK
At2g29380-HAI3    83 VCGRRREMEDAVAIHPSFS------------SPKNSE-FPQHYFGVYDGHGCSHVAARCR
At5g59220-HAI1   117 VCGRRREMEDAVAVHPFFSR-----------HQTEYSSTGFHYCGVYDGHGCSHVAMKCR
Capana07g000875  227 IQGKRPEMEDTAIALPRFLRIPSQMLTDSPVSHALSQTLTAHLFGVYDGHGGSQVASYCH
Solyc07g040990   225 IQGKRPEMEDTAIALPKFLKIPSHILTDAPVSHALSQTLTAHLYGVYDGHGGSQVANYCH

At4g26080-ABI1   190 ERMHLALAEEIAKEKP--------------MLCDGDTWLEKWKKALFN--SFLRVDSEIE
At5g57050-ABI2   178 ERMHLALTEEIVKEKP--------------EFCDGDTWQEKWKKALFN--SFMRVDSEIE
Capana06g000398  172 ERLHELVKEELEKKKGN------NEAEWWVHAMDQSFSRMDKEVIEWNKKSVIGATCRCE
Solyc06g076400   170 ERLHELVKEELENTEG--------DHEEWEHLMNRSFNRMEKEVIEWN-KSVTGATCRCE
At2g29380-HAI3   130 ERLHKLVQEELSSDME--------DEEEWKTTMERSFTRMDKEVVSWG-DSVVTANCKCD
At5g59220-HAI1   166 ERLHELVREEFEADAD------------WEKSMARSFTRMDMEVVALN--ADGAAKCRCE
Capana07g000875  287 ERLHMALAHEIDIVKEVSHNVSVNWKEQWSKAFLNCFCRVDDEVGGFC---SETDGIEPD
Solyc07g040990   285 ERLHMVLAQEIDIMKEDPHNGSVNWKEQWSKAFLNCFCRVDDEVGGFC---SETDGIEPD

At4g26080-ABI1   234 SVA--PETVGSTSVVAVVFPSHIFVANCGDSRAVLCRGKTALPLSVDHKPDREDEAARIE
At5g57050-ABI2   222 TVAHAPETVGSTSVVAVVFPTHIFVANCGDSRAVLCRGKTPLALSVDHKPDRDDEAARIE
Capana06g000398  226 LQTPECDAVGSTAVVAVVTPDKIIVANCGDSRAVLCRNGQAIPLSNDQKPDRPDELHRIQ
Solyc06g076400   221 LHTPECDAVGSTAVVAVVTPDKIIVANCGDSRAILCRNGKAIPLSNDQKPDRPDELNRIQ
At2g29380-HAI3   181 LQTPACDSVGSTAVVSVITPDKIVVANCGDSRAVLCRNGKPVPLSTDHKPDRPDELDRIE
At5g59220-HAI1   212 LQRPDCDAVGSTAVVSVLTPEKIIVANCGDSRAVLCRNGKAIALSSDHKPDRPDELDRIQ
Capana07g000875  344 LSAIAPESVGSTAVVALVSPTHIIVANCGDSRAVLCRGKLPMPLSIDHKPNREDECSRIE
Solyc07g040990   342 LSVIAPEAVGSTAIVAVVSPSHIIVANCGDSRAVLCRGKLPMPLTIDHKPNREDECSRIE

At4g26080-ABI1     1 ------------------------------------------------------------
At5g57050-ABI2     1 ------------------------------------------------------------
Capana06g000398    1 ------------------------------------------------------------
Solyc06g076400     1 ------------------------------------------------------------
At2g29380-HAI3     1 ------------------------------------------------------------
At5g59220-HAI1     1 ------------------------------------------------------------
Capana07g000875    1 MFPTLAVSYKQGKLIYDESILPSCMDFSGYELVPSTTSLCKLPS-----VSVANHRVPRD
Solyc07g040990     1 ----MQDCFETGKLIYDESVLPTCIDFAGYELIPNTTSLLSEPNKCKLPCSVSNHRVSRD

At4g26080-ABI1     1 ---------------------------MEEVSPAIAGPFRPFSETQMDFTGIRLGKGYCN
At5g57050-ABI2     1 ---------------------------MDEVSPAVAVPFRPFTDPHAGLR------GYCN
Capana06g000398    1 ---------------------------MAEVCFG--------------VVTETETSPPCQ
Solyc06g076400     1 ---------------------------MAEVCFG--------------VVTETDSSSPCE
At2g29380-HAI3     1 ---------------------------MAEICYE--------------VVTDACPSSVYE
At5g59220-HAI1     1 ---------------------------MAEICYENETMMIETTATVVKKATTTTRRRERS
Capana07g000875   56 KAN-LMTVADCHEIRKGNNFSSTVIANGNCLIATDVKNDRSVGNNLISPADELLGNMTCS
Solyc07g040990    57 KANLFMTVADCHEIRIGKSFSSTVVGNGNCLIASEVEDGRSMDNNLISPTDELLGNMTCS

At4g26080-ABI1    34 NQYSNQDSENGDLMVSLPETSSCSVSGSHGSESRKVLISRINSPNLNMKESAAADIVVVD
At5g57050-ABI2    28 GESRVTLPESSCSGDGAMKDSSFEIN-----------------TRQDSLTSSSSAMAGVD
Capana06g000398   20 SNSRPVRRRRRRMELRKLNIIT----SETESG-----------IKRPKLKLLSGSVSRIC
Solyc06g076400    20 SSSRAVRRRR--MELRKIKVIAGVTQPETENG-----------IKRPKMKLISGSVSRIC
At2g29380-HAI3    20 STPAHSRRRPR---------FQTVMHEDWEKN-----------CKRSKQEALATRYSSIP
At5g59220-HAI1    34 SSQAARRRRMEIRRFKFVSGEQEPVFVDGDLQ-----------RRRRRESTVAASTSTVF
Capana07g000875  115 NYLVDEHRGMPSQECTDLEVKSGRTSPGDEDKKIG--------VSQTLRKSYSCDLANVL
Solyc07g040990   117 DSLVDERVSMPNQECTGLEVKVGKMPPRDEEKKVG--------VSQILRKSFSCSLANEL

At4g26080-ABI1    94 ISAGDEINGSD--------------------ITSEKKMISRTESRSLFEFKSVPLYGFTS
At5g57050-ABI2    71 ISAGDEINGSDEFDP-------------RSMNQSEKKVLSRTESRSLFEFKCVPLYGVTS
Capana06g000398   65 DNALENCSSDEEREDQ-LILAESTNGGSPPNIILAPILGSLNSTLVIRSVLACPKFGFSS
Solyc06g076400    67 DNAVESSSTDDDEEQ----LRLVETKGSPPTIILTPYLGPLNSTLLVQSVAYP-KFGFAS
At2g29380-HAI3    60 RSSREDFSDQN-------------------------------------VDVSSPRYGVSS
At5g59220-HAI1    83 YETAKEVVVLCESLS--------------------------STVVALPDPEAYPKYGVAS
Capana07g000875  167 VNESELVSDPASTGMNGVVVGAEDYKRKLSPSLLETSHEIKISRPNALCFDSVPLWGLTM
Solyc07g040990   169 VNESQLVSDIVST----MVVGAEDYKRKLSPSHLETSQEIKISRPNTLCFDSVPLWGLIT

At4g26080-ABI1   134 ICGRRPEMEDAVSTIPRFLQSSSGSMLDG----RFDPQSAAHFFGVYDGHGGSQVANYCR
At5g57050-ABI2   118 ICGRRPEMEDSVSTIPRFLQVSSSSLLDGRVTNGFNPHLSAHFFGVYDGHGGSQVANYCR
Capana06g000398  124 VCGRRRDMEDAVAIHPFFS------------QMEQEDGGELHYFAVYDGHGCSHVAMKCR
Solyc06g076400   122 VCGRRRDMEDAVAIHPSFC------------QMEQGNSGELHYFAVYDGHGCSHVATKCK
At2g29380-HAI3    83 VCGRRREMEDAVAIHPSFS------------SPKNSE-FPQHYFGVYDGHGCSHVAARCR
At5g59220-HAI1   117 VCGRRREMEDAVAVHPFFSR-----------HQTEYSSTGFHYCGVYDGHGCSHVAMKCR
Capana07g000875  227 IQGKRPEMEDTAIALPRFLRIPSQMLTDSPVSHALSQTLTAHLFGVYDGHGGSQVASYCH
Solyc07g040990   225 IQGKRPEMEDTAIALPKFLKIPSHILTDAPVSHALSQTLTAHLYGVYDGHGGSQVANYCH

At4g26080-ABI1   190 ERMHLALAEEIAKEKP--------------MLCDGDTWLEKWKKALFN--SFLRVDSEIE
At5g57050-ABI2   178 ERMHLALTEEIVKEKP--------------EFCDGDTWQEKWKKALFN--SFMRVDSEIE
Capana06g000398  172 ERLHELVKEELEKKKGN------NEAEWWVHAMDQSFSRMDKEVIEWNKKSVIGATCRCE
Solyc06g076400   170 ERLHELVKEELENTEG--------DHEEWEHLMNRSFNRMEKEVIEWN-KSVTGATCRCE
At2g29380-HAI3   130 ERLHKLVQEELSSDME--------DEEEWKTTMERSFTRMDKEVVSWG-DSVVTANCKCD
At5g59220-HAI1   166 ERLHELVREEFEADAD------------WEKSMARSFTRMDMEVVALN--ADGAAKCRCE
Capana07g000875  287 ERLHMALAHEIDIVKEVSHNVSVNWKEQWSKAFLNCFCRVDDEVGGFC---SETDGIEPD
Solyc07g040990   285 ERLHMVLAQEIDIMKEDPHNGSVNWKEQWSKAFLNCFCRVDDEVGGFC---SETDGIEPD

At4g26080-ABI1   234 SVA--PETVGSTSVVAVVFPSHIFVANCGDSRAVLCRGKTALPLSVDHKPDREDEAARIE
At5g57050-ABI2   222 TVAHAPETVGSTSVVAVVFPTHIFVANCGDSRAVLCRGKTPLALSVDHKPDRDDEAARIE
Capana06g000398  226 LQTPECDAVGSTAVVAVVTPDKIIVANCGDSRAVLCRNGQAIPLSNDQKPDRPDELHRIQ
Solyc06g076400   221 LHTPECDAVGSTAVVAVVTPDKIIVANCGDSRAILCRNGKAIPLSNDQKPDRPDELNRIQ
At2g29380-HAI3   181 LQTPACDSVGSTAVVSVITPDKIVVANCGDSRAVLCRNGKPVPLSTDHKPDRPDELDRIE
At5g59220-HAI1   212 LQRPDCDAVGSTAVVSVLTPEKIIVANCGDSRAVLCRNGKAIALSSDHKPDRPDELDRIQ
Capana07g000875  344 LSAIAPESVGSTAVVALVSPTHIIVANCGDSRAVLCRGKLPMPLSIDHKPNREDECSRIE
Solyc07g040990   342 LSVIAPEAVGSTAIVAVVSPSHIIVANCGDSRAVLCRGKLPMPLTIDHKPNREDECSRIE
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DOMAIN II 

Capana06g001594    1 DIMRIIQEAKFLGEGSK-------------YGQAPAEAT----IDPDDSEGDLESEIETS
Capana01g000732    1 EIMKMIQEAKIPGVVSK-------------PEGKDPAGT----TVQDDTEEDLESEVDSS
Capana05g000287    1 EALAIIQEARKPEEGSK-----ASDYFVN----SSISMD----LDDFDTDADLDDEIDTS
Capana12g002655    1 EVLAIIEEARKPGEGPQ-----ACDLLVKGSSISMDDLD----EDDSDIDDDTDDEIETS
Capana04g000996    1 EVLAIIHEARVPLQVPK-----GGTYSCG----GSMELD----ELD---EADIEDVIETS
AtSnRK2.8          1 EIVWIIEEARKPITVATGLAGAGGSGGSSNGAIGSSSMD----LDDLDTDFDDIDTADLL
AtSnRK2.7          1 EIVKIIEEARKGVNGTD------NNGGLGLIDGSIDLDD----IDDADIYDDVDDDEERN
Capana08g002441    1 EIMQIITEATIPAAGTN-------SLNHYLTGSLDIDDD----MEEDLESDPD-LDIDSS
AtSnRK2.6          1 EIMQIIAEATVPPAGTQ-------NLNHYLTGSLDIDDD----MEEDLESDLDDLDIDSS
AtSnRK2.2          1 TIMQIISEATIPTVRNR-------CLDDFMADNLDLDDD----MDD-FDSESE-IDVDSS
AtSnRK2.3          1 TIMQIISEATIPAVRNR-------CLDDFMTDNLDLDDD----MDD-FDSESE-IDIDSS
Capana02g003135    1 TIMQIISEATVPPVG--------------LYNLEMMDDD----MDD-LDSDPD-LDIDSS
AtSnRK2.10         1 EIMKIVEEAKTPARVSRSIGAFGWGGGEDAEGKEE---DAEEEVEEVEEEEDEEDEYDKT
AtSnRK2.4          1 EIMKIVADAKTPPPVSRSIGGFGWGGNGDADGKEEDAEDVEEEEEEVEEEEDDEDEYDKT
Capana08g001898    1 EIMKIVEEAKAPPPASRSVSGFGWGGEEEEEEKEG------DAEEEVDEEEEEEDEYDKQ
Capana00g002391    1 EIMKIVTEARSPPPTSRPVPGFGWGTEEEEDGETK---------GDEEEEEEEEDEYEKQ
AtSnRK2.1          1 DIMKIVGEARNPAPSTSAVKSSGSGAD------EEEEE---DVEAEVEEEEDDEDEYEKH
AtSnRK2.5          1 DIMKIVGEARNPAPSSNAVKGFDDDEEDVEDEVEEEEE---EEEEEEEEEEEEEDEYEKH
AtSnRK2.9          1 EIMKIVGEARTIPNLSRPVESLG-------------------SDKKDDDEEEYLDANDEE

Capana06g001594   44 GDYIIHF-----------
Capana01g000732   44 SDFAVYV-----------
Capana05g000287   48 GDFVCAL-----------
Capana12g002655   52 GDFVCE------------
Capana04g000996   45 ADFTGLM-----------
AtSnRK2.8         57 SPL---------------
AtSnRK2.7         51 GDFVCAL-----------
Capana08g002441   49 GEIVYAM-----------
AtSnRK2.6         50 GEIVYAM-----------
AtSnRK2.2         48 GEIVYAL-----------
AtSnRK2.3         48 GEIVYAL-----------
Capana02g003135   41 GEIIYAM-----------
AtSnRK2.10        58 VKQVHASMGEVRVS----
AtSnRK2.4         61 VKEVHASG-EVRIS----
Capana08g001898   55 VKQAHQSLGDVRLS----
Capana00g002391   52 VKQVHASG-EFHITHDDA
AtSnRK2.1         52 VKEAQSCQESDKA-----
AtSnRK2.5         58 VKEAHSCQEPPKA-----
AtSnRK2.9         42 WYDDYA------------

Capana06g001594    1 DIMRIIQEAKFLGEGSK-------------YGQAPAEAT----IDPDDSEGDLESEIETS
Capana01g000732    1 EIMKMIQEAKIPGVVSK-------------PEGKDPAGT----TVQDDTEEDLESEVDSS
Capana05g000287    1 EALAIIQEARKPEEGSK-----ASDYFVN----SSISMD----LDDFDTDADLDDEIDTS
Capana12g002655    1 EVLAIIEEARKPGEGPQ-----ACDLLVKGSSISMDDLD----EDDSDIDDDTDDEIETS
Capana04g000996    1 EVLAIIHEARVPLQVPK-----GGTYSCG----GSMELD----ELD---EADIEDVIETS
AtSnRK2.8          1 EIVWIIEEARKPITVATGLAGAGGSGGSSNGAIGSSSMD----LDDLDTDFDDIDTADLL
AtSnRK2.7          1 EIVKIIEEARKGVNGTD------NNGGLGLIDGSIDLDD----IDDADIYDDVDDDEERN
Capana08g002441    1 EIMQIITEATIPAAGTN-------SLNHYLTGSLDIDDD----MEEDLESDPD-LDIDSS
AtSnRK2.6          1 EIMQIIAEATVPPAGTQ-------NLNHYLTGSLDIDDD----MEEDLESDLDDLDIDSS
AtSnRK2.2          1 TIMQIISEATIPTVRNR-------CLDDFMADNLDLDDD----MDD-FDSESE-IDVDSS
AtSnRK2.3          1 TIMQIISEATIPAVRNR-------CLDDFMTDNLDLDDD----MDD-FDSESE-IDIDSS
Capana02g003135    1 TIMQIISEATVPPVG--------------LYNLEMMDDD----MDD-LDSDPD-LDIDSS
AtSnRK2.10         1 EIMKIVEEAKTPARVSRSIGAFGWGGGEDAEGKEE---DAEEEVEEVEEEEDEEDEYDKT
AtSnRK2.4          1 EIMKIVADAKTPPPVSRSIGGFGWGGNGDADGKEEDAEDVEEEEEEVEEEEDDEDEYDKT
Capana08g001898    1 EIMKIVEEAKAPPPASRSVSGFGWGGEEEEEEKEG------DAEEEVDEEEEEEDEYDKQ
Capana00g002391    1 EIMKIVTEARSPPPTSRPVPGFGWGTEEEEDGETK---------GDEEEEEEEEDEYEKQ
AtSnRK2.1          1 DIMKIVGEARNPAPSTSAVKSSGSGAD------EEEEE---DVEAEVEEEEDDEDEYEKH
AtSnRK2.5          1 DIMKIVGEARNPAPSSNAVKGFDDDEEDVEDEVEEEEE---EEEEEEEEEEEEEDEYEKH
AtSnRK2.9          1 EIMKIVGEARTIPNLSRPVESLG-------------------SDKKDDDEEEYLDANDEE

Capana06g001594   44 GDYIIHF-----------
Capana01g000732   44 SDFAVYV-----------
Capana05g000287   48 GDFVCAL-----------
Capana12g002655   52 GDFVCE------------
Capana04g000996   45 ADFTGLM-----------
AtSnRK2.8         57 SPL---------------
AtSnRK2.7         51 GDFVCAL-----------
Capana08g002441   49 GEIVYAM-----------
AtSnRK2.6         50 GEIVYAM-----------
AtSnRK2.2         48 GEIVYAL-----------
AtSnRK2.3         48 GEIVYAL-----------
Capana02g003135   41 GEIIYAM-----------
AtSnRK2.10        58 VKQVHASMGEVRVS----
AtSnRK2.4         61 VKEVHASG-EVRIS----
Capana08g001898   55 VKQAHQSLGDVRLS----
Capana00g002391   52 VKQVHASG-EFHITHDDA
AtSnRK2.1         52 VKEAQSCQESDKA-----
AtSnRK2.5         58 VKEAHSCQEPPKA-----
AtSnRK2.9         42 WYDDYA------------

Capana06g001594    1 DIMRIIQEAKFLGEGSK-------------YGQAPAEAT----IDPDDSEGDLESEIETS
Capana01g000732    1 EIMKMIQEAKIPGVVSK-------------PEGKDPAGT----TVQDDTEEDLESEVDSS
Capana05g000287    1 EALAIIQEARKPEEGSK-----ASDYFVN----SSISMD----LDDFDTDADLDDEIDTS
Capana12g002655    1 EVLAIIEEARKPGEGPQ-----ACDLLVKGSSISMDDLD----EDDSDIDDDTDDEIETS
Capana04g000996    1 EVLAIIHEARVPLQVPK-----GGTYSCG----GSMELD----ELD---EADIEDVIETS
AtSnRK2.8          1 EIVWIIEEARKPITVATGLAGAGGSGGSSNGAIGSSSMD----LDDLDTDFDDIDTADLL
AtSnRK2.7          1 EIVKIIEEARKGVNGTD------NNGGLGLIDGSIDLDD----IDDADIYDDVDDDEERN
Capana08g002441    1 EIMQIITEATIPAAGTN-------SLNHYLTGSLDIDDD----MEEDLESDPD-LDIDSS
AtSnRK2.6          1 EIMQIIAEATVPPAGTQ-------NLNHYLTGSLDIDDD----MEEDLESDLDDLDIDSS
AtSnRK2.2          1 TIMQIISEATIPTVRNR-------CLDDFMADNLDLDDD----MDD-FDSESE-IDVDSS
AtSnRK2.3          1 TIMQIISEATIPAVRNR-------CLDDFMTDNLDLDDD----MDD-FDSESE-IDIDSS
Capana02g003135    1 TIMQIISEATVPPVG--------------LYNLEMMDDD----MDD-LDSDPD-LDIDSS
AtSnRK2.10         1 EIMKIVEEAKTPARVSRSIGAFGWGGGEDAEGKEE---DAEEEVEEVEEEEDEEDEYDKT
AtSnRK2.4          1 EIMKIVADAKTPPPVSRSIGGFGWGGNGDADGKEEDAEDVEEEEEEVEEEEDDEDEYDKT
Capana08g001898    1 EIMKIVEEAKAPPPASRSVSGFGWGGEEEEEEKEG------DAEEEVDEEEEEEDEYDKQ
Capana00g002391    1 EIMKIVTEARSPPPTSRPVPGFGWGTEEEEDGETK---------GDEEEEEEEEDEYEKQ
AtSnRK2.1          1 DIMKIVGEARNPAPSTSAVKSSGSGAD------EEEEE---DVEAEVEEEEDDEDEYEKH
AtSnRK2.5          1 DIMKIVGEARNPAPSSNAVKGFDDDEEDVEDEVEEEEE---EEEEEEEEEEEEEDEYEKH
AtSnRK2.9          1 EIMKIVGEARTIPNLSRPVESLG-------------------SDKKDDDEEEYLDANDEE

Capana06g001594   44 GDYIIHF-----------
Capana01g000732   44 SDFAVYV-----------
Capana05g000287   48 GDFVCAL-----------
Capana12g002655   52 GDFVCE------------
Capana04g000996   45 ADFTGLM-----------
AtSnRK2.8         57 SPL---------------
AtSnRK2.7         51 GDFVCAL-----------
Capana08g002441   49 GEIVYAM-----------
AtSnRK2.6         50 GEIVYAM-----------
AtSnRK2.2         48 GEIVYAL-----------
AtSnRK2.3         48 GEIVYAL-----------
Capana02g003135   41 GEIIYAM-----------
AtSnRK2.10        58 VKQVHASMGEVRVS----
AtSnRK2.4         61 VKEVHASG-EVRIS----
Capana08g001898   55 VKQAHQSLGDVRLS----
Capana00g002391   52 VKQVHASG-EFHITHDDA
AtSnRK2.1         52 VKEAQSCQESDKA-----
AtSnRK2.5         58 VKEAHSCQEPPKA-----
AtSnRK2.9         42 WYDDYA------------

Figure S5: Aminoacid sequence alignment of the C-terminal region in A. thaliana and C. annuum SnRK2s. 
According to the alignment of the domain II in the C-terminal region, SnRK2s are classified into SnRK2a 
and SnRK2b. Conserved residues are marked with black, while grey shading indicates residues with similar 
properties.  



AtPYL1/CaABI 

AtPYL2/CaABI 

AtPYL4/CaABI 

AtPYL3/CaABI 

AtPYL8/CaABI 

AtPYL7/CaABI 

AtPYL5/CaABI 

AtPYL6/CaABI 

AtPYL9/CaABI 

pBDGAL4/CaABI 

AtPYL10/CaABI 

AtPYL12/CaABI 

AtPYL11/CaABI 

AtPYL13/CaABI 

AtPYR1/CaABI 

-W/-L -W/-L 
-H/-A 

-W/-L 
-H/-A 
+ ABA 

Figure S6: Interaction test of CaABI with AtPYLs in the yeast two-hybrid assay. CaABI fused to the GAL4 
Activation Domain (AD) was co-transformed in yeast with AtPYLs cloned in frame with the GAL4 binding 
domain (BD) of pBDGAL4, with combinations shown in figure. Yeast cells grown on synthetic media (–W/–
L) and on synthetic, selective media without (–W/–L/–H/–A) or with 50 µM ABA (–W/–L/–H/–A+ABA) are 
shown. Pictures were taken after 3 days of incubation at 30◦C. 
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Figure S7: Western blot of protein extracts of yeast colonies co-transformed with the indicated 
combinations. Anti-HA antibody was used to detect signal, as detailed in supplementary material and 
methods. Three different colonies (#1-3) per combination were tested; M, marker; AH109, untransformed 
yeast strain, used as negative control.     
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Figure S8: BiFC assay in Nicotiana tabacum protoplasts. Combinations tested are shown in figure. Images 
were taken from samples untreated or treated for 2h with 50 µM ABA. Chlorophyll autofluorescence, YFP 
fluorescence and merged images are shown. Scale bars = 20 µm  in all panels.	
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Figure S9: Localization of YFP-CaABI/HAI/PYL2/PYL4 expressed in Nicotiana tabacum protoplasts. YFP 
fluorescence, chlorophyll autofluorescence, bright field and merged images are shown. Scale bars = 50 µm  
in all panels.	



Table S1. Primers used for absolute and relative qRT-PCR 

Name Sequence (5'-3')

CaABI For ACCCCGAGCAAAAGAAGACG
CaABI Rev CCGTGCTACATCACAGGCTT
CaAHG1 For CCGGAGATGACCTTCACCAA
CaAHG1 Rev CCTCACATGCTACCTCGCTT
CaEIF5A2 For CCTGTTATCGTGCTACTTTG
CaEIF5A2 Rev GTTTCATTGCCNTGCCAGAT
CaHAI For CGATCAAAAGCCGGATCGTC
CaHAI Rev GAACACCTGAAACACGAGGG
CaPYL2 For CCACCAGGGAATACTGGTGAA
CaPYL2 Rev TGCAGACATTGCCACTAAAGC
CaPYL4 For ACCACACTCACCTTGTTGGT
CaPYL4 Rev CGAACCACGGACCATACTGT
CaPYL8 For CCTGCAACAACGAGTACCGA
CaPYL8 Rev TAAGTCTGTGATCCCCGCCA
CaSnRK2.3 For TCTTTGTTGGGGATCCGGC
CaSnRK2.3 Rev CCATCAAGTCCGCTGGAAG
CaSnRK2.4 For AGCTGGCTGATGTTTGGTCA
CaSnRK2.4 Rev AGTTCTTCGGATCCTCCTGG
CaSnRK2.6 For CCCTGCACCAAGGCTAAAGA
CaSnRK2.6 Rev TGCAGGTGTACCAACAGTCG



Table S2. Primers used for Y2H plasmid constructs 

Name Sequence (5'-3')

EcoRI CaABI For AGAATTCATGTTTCCAACACTTGCTGT
XhoI CaABI Rev ATATCTCGAGTTAAATGAAATGCAAGGATGGT
SmaI CaHAI For TCCCCCGGGAATGGCAGAGGTTTGTTTTGGA
XhoI CaHAI Rev ATATCTCGAGCTAGCTCTCCGTTTTGTTCTT
SmaI CaPYL2 For   TCCCCCGGGAATGGATGGTGATGGCCAATT
PstI CaPYL2 Rev AACTGCAGTTATTCGTGCCCATGCAAT
SmaI CaPYL4 For TCCCCCGGGAATGCCGATACCGTGTTCAA
PstI CaPYL4 Rev AACTGCAGTCACGAAGATTTTTGTGTGA
EcoRI CaPYL8 For      AGAATTCATGAATGCTAATGGATTTA
BamHI CaPYL8 Rev      ATGGATCC TTAGACCTGATCAATGGGTT
EcoRI CaSnRK2.3 For AGAATTCATGGATCGAGGTCCGGGTCCGT
SalI CaSnRK2.3 Rev GCGTCGACTCACATTGCATATATGATCT
EcoRI CaSnRK2.6 For AGAATTCATGGATCGGACAGCAGTGACA
BamhI CaSnRK2.6  Rev ATGGATCCGAGCACATATTTAGAAGGGAA


