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Fig. S1. pyl8 mutants show no differencein root growth compared to the wild type
when exposed to NaCl or mannitol stress. Lateral root lengttfA-B) and primary root length
(C) of Col-0 andbyl8 mutant seedlings at five dpt to media with or withNaCl or mannitol. N
> 8 seedlings. Data are mean = S.E.Nbs0.05, Student’'s-test.
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Fig. S2. Expression of stress-responsive genesin roots of pyl8 mutant seedlings.
Quantitative RT-PCR was conducted on 3-day-oldIsegxlat 12 hour post transfer to media
(/2 MS, 1% sucrose) with or without 5 UM ABA. Taepression levels dRD29A, RD29B and
KIN1 in Col-0 without ABA treatment were set as 1. I8 experimentsData are mean + S.E.M.,
*p<0.05, ** p<0.01, Student’s-test.



PYL8

0.5

Relative expression

0.0

Fig. S3. Expression of PYL8 in wild-type seedlings exposed to ABA. Quantitative RT-
PCR was conducted on 3-day-old seedlings at 12 paatrtransfer to media (1/2 MS, 1%
sucrose) with or without 5 uM ABA. The expressiendl of PYL8 in Col-0 without ABA

treatment was set as 1. N ®xperimentsData are mean + S.E.Mp<0.05, Student’'s-test.
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Fig. $4. Theinteraction between PYL8 and MYB77 isnot reduced by
overexpression of ABI1or ABI2. PYL8-MYB77 interaction in LUC complementation assay
in aba2-1 mutant protoplasts with 5 uM ABA. N =e&perimentsData are mean + S.E.M.,
*p<0.05, Student’s-test.
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MYB core: CNGTTR

R=A/G

N=A/C/IGIT

MBSI, CRGTTA, TCGACATGGCGGTTATGTIAACTGCCATGG
M1, CTGTTC, TGGTGACTGTTCGGCTGAGCTGGACGCTAG

M2, CAGTGA, AAACCCTAAGCCCCGCCCCACCCGCAGTGA
M3, CCATTA, CACCACCATTACAGAATCCCACCTGGCCCA

MBSI M1 M2 M3
MYB77 - + + - + + - + + - + +
Radiolabeled probe + + + + + + + + + + + +
+ + +

recognized by MYB77 and MY B44. (A) Oligonucleotides used in EMSA assay. Sequences of

Unlabeled probe - - + - -

IAA1 promoter:
ATGTATCTAGATATTTTCTTGAATCAATCCGAATAACGAATAGTTGCAAAA-
CATAAACCTAGCGTGATCGTGTGGTAGAAGGACGAAGGTCGAGAAGTT-
CTCTTACTCTTATGATTTTCTCTTTACTCATTTGACCGTAAGAGAAAGAA-
ACGGCTAGGATCTCGCGTACGCAACTGGCGGAGACAAATCAGGACCGT-
TGAAAATAAGAAAGAAGCCGCGTCCAAAATCTTTGTGTCCCACCTTTGT-
CCCCTTGCCTCTAACTTGCCTCCTCATGCTCCCCGACAACGTCATAATT-
CATATCTCTCTCTCTCTCTCGTTAACCCTAATTTCAAAGCATCTTTCCTTA-
TATAAATCTCTCTCTCTCCCTCACCATTACACAACACACACAAGCATTTT-
CAAGGATATCAAATCACAATCCCAAGAAGAGCAATAACAAGAGAAGAAG-
AAGTAGTTCAAGAATTAAGGAAGAGAGCTTCTCCGTTAAAGTATAGTGA-
GAGAAT

IAA7 promoter:
TAACTGTTGGAACTTCAATTTTACAAAGTATTTCCGGCTAACTTTTCGGC-
GAGTTTTTCAGTGAAGTTTGTCACAAAAATAAGAATGATC-ATATTTTTGG-
AATCTTTGTAATCGTTTTCAAAGTTTTCTCTCCGGATTTTCGCGGTTCTA-
CAATAATTACATTACATATCATGATCAATATGTGACCTGATCCTCGTAGTTA-
ATTAAAACATAATTTCCCGGTCACCATTCAAAACTTTCTAGATGGAAGATT-
AACAAAACAAAATTATCTTAGCTTAATTTTGTAGTAACAGAGAAGAAATGA-
TTAACTAACATCTAATCAAGCCCACGTGTCATAAACCCCACCAATGAAGA-
AAAAAGAGCAAAAGACATGCACATGCAATTACACGAATACATACACCCCA-
CCACCATCCTCCCTCCTTATATTATTATTGCCCCTTCCTCTCCTTTCTTCT-
TCCCCTCTTACCTTTTCAGAGAGAGAAACAATATTTCTAATCTATTACAAG-
TAAC

IAA17 promoter:
CCACTTAATTCACTTGGTTGCTTCGAATGTGTTTCATAATTCACTTGTAAT-
TTTAAAATCTTTCCTTCACTTGTGCTTTCGCTTGTAATCTCAAAATGTTAT-
ATATCTCTTTTAACGGGAGAAAAACGATTAAAGACGGATTAAAATATATAT-
CCATTTTGTATAGTCAAATGCAATAATATATACATAATCTACAAGATAAATC-
ATAAGAAAGATTCAATAACAGTAATAGAGTAATAACAGTGATTACTGATT-
AGTCTAAAAGACTAAAACTCGAGGATGATGACTTAATCAAAGGGCTTAG-
ATTCATCCACGTGTCTAAAACCCGTTTAATCAAAGATCTCTTAAATACGA-
CATACACATGCAGCTACCTCCTAGACAGAGATATAATACAGACTCATCTC-
ACTTTGTATTATTTGAGTGTTTTTATAAAACCATTTTTCCATCTTCCTCATC-
ACCTTCCCAAGAAGAAGAACACCAAAGAAGAAGAAAGGTTAATA

IAA19 promoter:
TGGGATGTTAGGAGAAGGAGATTCGGATTCCAATGATCCAACGGTCAGA
GAAAAATCAGAAGAAAATTTCACAACCGTAGGATCTGTTCCCTTAACCAC
CTTGTAATGCCGGTCTTTATTAATTTTGAGAAAAAAATAAAAACAGCACCA
AACTTATGTCTCTCATGTGACCGACCACCGCATCCTCAGTTGACCTGTCT
CTGCCCCCACTTTGTCTCCCCACACAAACTGAATAACAAGAAGAAGAAG
ACTTTAGATATCAAATGACTCCACGTGTCGATATTGGATTGGTTTTCATTG
GTTGTATCGTGTGGACCAACGAAGCAACATATAAA-AAGCACGACGCGGT
GCCATTACTACAATAAGAGAAGTGTAGGAGAAGAAAGTTCTCATTTCATA
ATTGTATCAAATTGTGAGAGGAAAAAAAGAAGTTCAAGAA

GH3.2 promoter:
CCCCTACGCTACAATACATAATATGAAAAATAAATTAATCGTTGATTAACTT-
AAAGTCACTCCGTTAATAACGTTATAAGCAAAGCTTATTAGTTTTTTTGAC-
CGTCATTATCGACGACCAAACAAAGAAAGAGTCCCAACAAATTATGCCA-
CGTAAGTCCAGAACGACGCCTATGAAACCAATAAGACAAAAATTCAAAA-
ACCAAAACATCCGTGAAAACTCTTACGTGGCGGTGACATGTGGGTCCC-
TTATGTCTCCATTAACTAACATAAGCTTATTGTCGACTGTACCTTTTGTCC-
CCCGTCTCGGCTACAACCCTGTGACAAACAAAGATCAAGTCAAAATATC-
TAACCTAAAGTACTCTCGTCCACGTGGACATTGCTGACGTGGAACTTCT-
CCCTTCTATAAATACAGGCTTCTCTTCGCCGAATTATACTCATCAAACGA-
GTAAAACATTTGCTAATATTAAACACTTTTTCTTTTAGAAAAAAAAACAAAT

PIN1 promoter:
AAAGCGCACAAGGCCGCCTCTTTCACTATCCCCAAAGCTCCACCACGC-
ACCCATCAACCACCATTTTTATTTCGTTTTTATTACATTCAAAAAAACTTC-
TTTTTGTCGTATTTCAATCAAAATTACATCACACACACTATTATGTTGGAAT-
GTTTAACAAAACAAATAAATATGTTGAGCTATTCCAATTTTACATTTAATGT-
TTTTTTACTCCTACACGTAAACTACTTTTGAATATAATATCTAGAAACTAAC-
CAAATAATCGAAAACGAAAATAATAAAATCAGCAAACAGTTTTAGCTTCAT-
TAACAAAATATATATATGTTTAATTAAAAAATATGGTATTTTCTCAACGGAC-
AAAAAAATAAAATAAAAAGAATATAAAAATGTGGTCTCTTCTCAACACTCA-
CTTTACTCTTTTTTCCCTCTTCACCACTTCTCTCTCAAACTAAAGACAAA-
AGCTCTTCTCTCTTCCCTCTCTCTTCTCCGGCGAACAAAAG

HAT2 promoter:
CTTCAGACACAAAACACATATACATGTGTACACTTGAAAACATATTGGCC-
ATCTTATTTGTTTTGGACAAACTGCCATCTTATTATGCATGGGTTCTTGTA
AGGAATAAACTAAAAATGTTTGTGAAAGAAAAAGAAAAACACAAATATTGA
GAAAGTACAAAAAGAAAGACATGGCAAAGGCCAAAGGGGGGACACAAG
TTGGAGATAAAGTAATACAAGTCCAAAAACAAAGAAACAATAATGATGGAT
TGTAATTAGCCACCTGACAAAATCTCTCATCATTCAAAGTACTATATTAATC
CCCTCTCTTCTTCATTACCATCTCACATCTCTCTCTATTTCTCTTCCACAAA
GAGTCCTAACTTCGAGTTGAAACAAACACCATTTCTCATCTCTATCTCAGA
AAGAACAAACCATTTCGTGTTCTTTCTTTCTCTATTCTCATAAGGAAATATA
ATTCCTGAAACTGTTGAGTTCTTGTGAAAGGAAATAAAAAAC

Fig. S5. The promoter region of auxin-regulated genes contains MBS elements

interest are underline@®) Binding between MYB77 and DNA oligonucleotides @ining

MBSI motif and mutated MBSI motif (M1-3) in EMSA sey.(C) Binding between PYL8 and
MBSI motif-containing DNA oligonucleotide¢D) The 439-bp region of the translational start
of IAA19 is shown. MBSI elements are marked with 1&).The 500-bp regions of the

translational start of the indicated auxin-regudagenes are shown. MBSI and MBSII
(GTTAGTTA) elements are marked with red.
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Fig. S6. Sequence alignment of MYB77 and itsparalogs. MYB77, MYB44, MYB70
and MYB73 fromArabidopsis were aligned using ClustalX 2.0.5 with the defaelttings and
were viewed using the GeneDoc softwdre://www.nrbsc.org/gfx/genedgcR2R3 MYB
subgroup 22 contains two conserved motifs: TGLYMSPxand GXFMxVVQEMIXXEVRSYM.
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Fig. S7. PYL8 enhancesthe abilities of MYB44 and MYB73 to activate | AA19pro-
LUC expression in abil-1 mutant protoplasts. IAA19pro-LUC expression imbil-1 mutant
protoplasts co-transformed with the indicated coratons ofPYL8, MYB44, MYB73 and
|AA19pro-LUC with varying concentration of ABA and IAA. N =ekperimentsData are mean
+ S.E.M., **p<0.01, ***p<0.001, Student'stest.



Table S1. Primersused for plasmid constructions.

Plasmids

Forward primers

Reverseprimers

1AA19pro-LUC

1AA19proF:
AGAGGATCCTGGGATGTTAGGAGAAGGAGATTCG

1AA19proR:
CTTCCATGGTTCTTGAACTTCTTTTTTTCCTCTCAC

pHBT95-MYB44

CGGCTCCCTCTCCCCTTGCTCCGTGGATCC
ATGGCTGATAGGATCAAAGGTCCAT

GTAGTCTGGAACGTCGTATGGGTAAGGCCT
CTACTCGATTCTCCCAACTCCAATTTGAC

pHBT95-MYB73-HA

CGGCTCCCTCTCCCCTTGCTCCGTGGATCC
ATGTCAAACCCGACCCGTAAG

GTAGTCTGGAACGTCGTATGGGTAAGGCCT
CTCCATCTTCCCAATTCCG

pHBT95-MYB77

CGGCTCCCTCTCCCCTTGCTCCGTGGATCC
ATGGCGGATCGTGTTAAAGG

GTAGTCTGGAACGTCGTATGGGTAAGGCCT
CTACTCAACCTTAGGTGTTATTACTCC

pHBT95-MYB61-HA

CGGCTCCCTCTCCCCTTGCTCCGTGGATCC
ATGGGGAGACATTCTTGCTGTTAC

GTAGTCTGGAACGTCGTATGGGTAAGGCCT
AAGGGACTGACCAAAAGAGACG

GCTCATATGGCCATGGAGGCCAGTGAATTC

ATTCATCTGCAGCTCGAGCTCGATGGATCC

ATGGCGGATCGTGTTAAAGG

AD-MYBA4 ATGGCTGATAGGATCAAAGGTCCAT CTACTCGATTCTCCCAACTCCAATTTGAC
GCTCATATGGCCATGGAGGCCAGTGAATTC ATTCATCTGCAGCTCGAGCTCGATGGATCC
AD-MYBT3 ATGTCAAACCCGACCCGTAAG CTCCATCTTCCCAATTCCG
GCTCATATGGCCATGGAGGCCAGTGAATTC ATTCATCTGCAGCTCGAGCTCGATGGATCC
AD-MYBT7 ATGGCGGATCGTGTTAAAGG CTACTCAACCTTAGGTGTTATTACTCC
GCTCATATGGCCATGGAGGCCAGTGAATTC ATTCATCTGCAGCTCGAGCTCGATGGATCC
AD-MYB6L ATGGGGAGACATTCTTGCTGTTAC CTAAAGGGACTGACCAAAAGAGACG
6PL-MYBT7 GAAGTTCTGTTCCAGGGGCCCCTGGGATCC ATGCGGCCGCTCGAGTCGACCCGGGAATTC

CTACTCAACCTTAGGTGTTATTACTCC

pET28a-PYL8

ATCGGATCC ATGGAAGCTAACGGGATTG

ATCGAATTCTATAGTCTCGGGGTGAAG

PENTR-MYB77

CACCATGGCGGATCGTGTTAAAGG

CTCAACCTTAGGTGIATTACTCC

cLUC-ABI1

CAGATCTCGTACGCGTCCCGGGGCGGATCC
ATGGAGGAAGTATCTCCGGC

TGTTTGAACGATCTGCAGTCTAGAGTCGACTTA
TCAGTTCAAGGGTTTGCTCTTG






