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Supplementary Figure 1

The te mutant shows enhanced ABA responses.

(a) Enhanced tolerance to drought of te plants. Water was withheld from 3-week-old plants for 10 days, then
the photograph was taken. The left and right panel show the seedlings before and after dehydration,
respectively. Scale bars, 5 cm. (b) Increased survival rates of te plants under drought stress, compared to
wild type plants (WT). Water was withheld for 10 days from 3-week-old plants and then the survivorship
was counted. Values are means = s.d. (n=30 seedlings). (c-e) The expression of LEA3 (c), LIP9 (d) and
RAB16A (e) in WT, te and OE17 plants. (f) Measurement of ABA levels in WT, te and OE17 plants. Values
are means = s.d. (n=3 replicates) in b-f. All plants in c-f are one-week-old. Student’s t-test analysis indicated
a significant difference (compared to WT, *P<0.05, **P<0.01) in b-e. gfw, gram fresh weight.
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Supplementary Figure 2

The te mutant exhibits reduced sensitivity to GA.

(@) 1 M GA; more effectively induces a-amylase secretion by OE17 and wild type (WT) than by te half
seeds, as shown by the degradation of starches in the medium in these a-amylase assays. The half seeds were
plated on medium for three days at 30 °C. (b-d) Treatment with 100 uM GA; for 12 hours effectively
induces the expression of a-amylase gene RAmy1A in WT and OE17 plants but not in te plants. Values are
means * s.d. (n=3 replicates). Student’s t-test analysis indicates a significant difference (compared with
control, **P<0.01).



| 5 s o s s 0 2 s o s @ v 5 s v

0s01g0827800(0OsPYL/RCAR1) [P YA - A- - - - - VRPEPPPQLSRPIGSG- - - - - nmmo - NG RGINGS & timal § Bersas o 31
050290226801 (OsPYL/RCAR2) EPH------- MERJILR -« - - - e = - - - —_— ElVAS EAER- - 22
0s0290255500(0sPYL/RCAR3) WIVEVGGG- - - - AAEMAAGRR - = = - - - = = - - = - - WRLBDERCDLR- - ----«===--- 30
0s03g0297600(0sPYL/RCAR4) WP CIPA- - - - - SSPGIPHQHQHQHHRALAGVGMAVGCAAEAAVAAAGVAGTRCGAHDGE 55
0s05g0213500(0sPYL/RCARS) VG LVGGGGWRVGDDAAGGGG - - - « = = = = = = = = = GGVAAGAAA- - - - - - - - o oo - -
0s05g0473000(0sPYL/RCARE) (WP YT - A- - - - - PRPPPP-QHSRIGGCGGGGVLKAAGHMAGHAASC- - - = - - - --ox--
0s06g0527800(0OsPYL/RCAR7) [WING AGG - - - - - AGGBMAAGKLPMVSHRRVQ----CRLIDKRCELR- - -« -==---««-
0s06g0528300(0OsPYL/RCARS) [WINGVGG - - - - - AGGMAAGKLPMVSHRRVQ----WRLBDERCELR- -

0s06g0562200(0OsPYL/RCAR9) EAH:==-< =« == VERPILR == = wiwwe & swnss ---EGLT-EEER- -
0s1090573400(0sPYL/RCAR10) MEQQ - - - - - - - - PAGLGLTAEEY---cc-uowconc--

At1g01360(PYLO/RACAR1)
At4g17870(PYR1/RACAR11)
At5g46790(PYL1/RACAR12)

PYL1

0s01g0827800(OsPYL/RCAR1)
0s02g0226801(0OsPYL/RCAR2)

ANS

100

110

120

PEFNVWS V VR RIEDRPQEIY KL4F I K'S C
PLENAVWR! vREFENP QRIY KEIF 1 KS C

83
82

0s02g0255500(0sPYL/RCAR3) PVEERVWS LVRREDQPQINF k[JF vEE C X
0s03g0297600(0OsPYL/RCAR4) PERRIVWS VVRRFEDQPQEIY KIAF VRS C L]
0s0590213500(0sPYL/RCARS) PVEERVWS L vREFDQPQRY KF vER C S
0s05g0473000(OsPYL/RCARS) P VEEYVWS VVRREDRPQEIY KEIF I RS C Y]
0s06g0527800(0OsPYL/RCAR7) PLERIVWS LVRRFDQPQINF KIAF v R IEN
0s06g0528300(OsPYL/RCARS) PLEREVWS LVRRFDQPQINF K[JF VRN C N
0s06g0562200(0sPYL/RCAR) PVERAVWZ! v REF 80
0s10g0573400(0sPYL/RCAR10) PERXAVW . VVRREF 76
At1g01360(PYL9/RACAR1) PLEERVWS LVRREDQPQSY K[dF vEL C K3
At4g17870(PYR1/RACAR11) PEEFIVWS I VRREDKPQEEY KIIF I KS C ]
At5g46790(PYL1/RACAR12) PEEREVWS VVRREDRPQMY KEIF 1 kS C Y]

PYL1 B (v T B2

| 1?0 ; 1z|;o
0s01g0827800(0sPYL/RCAR1) RAVDGDGG - - - - - - - AVES VREVIAVVSGLP  TSSEIERLEVLDDDREVLS FRI VGG EHR L EENE
0s0290226801(OsPYL/RCAR2) E[MAAGDG - - - - - - - IRIVGS VREVEVVSGLP (STSTERLEILDDDRHVLS FRVVEGGDHR L REEEH
0s02g0255500(0sPYL/RCAR3)  EMIKG[]- - - - - - - - - [1[d16SVREVNVASGLP . TRSTERLELLDDNEHI LSIMREAVEGDHR L K JEE]
0s03g0297600(OsPYL/RCAR4) AMLAGDGG - - - - - BVET LREVRJVVSGLP SSEAERLEI LDDEFHVLS FRVVGGEHR L KIS
0s05g0213500(0sPYL/RCARS) VMRGG - - - - - - - - DI L1 GSVREVNV[ATELP S TTSTERLELLDDDEHI LSMKEVEGDHR L R IBEH]
0s05g0473000(0sPYL/RCARE) R[MLDGDGDG - - - G ANANISVENRY R A < IR TSSﬂERLEILDDEEVLSFRVVGGEHRL 149
0s06g0527800(0sPYL/RCAR7)  VWRE[]- - - - - - - - i1 VAG[MVREVNVEISGLP  TEISTERLELLDDN[EHI L 1GGDH 142
0s06g0528300(0sPYL/RCAR8) VR E[]- - - - - - - - i1 ERYG[q1 REVNVISGLP TEISTERLELLDDNEHI L 1GGDH LK 142
0s06g0562200(0sPYL/RCAR9) AMAAGDG - - - - - - - VGSVREV.V\/SGLP STSTERLEMLDDDRHI ISFRVVGGQHR L RSEX]
0s10g0573400(0sPYL/RCAR10) V[HR PEJP HHD D NG NDHR P (< R [RENAEGAYS §3 < TRTASS S o AW oW M WoTs] A HIR W F G TR T (3NN 136
At1g01360(PYL9/RACAR1) TMiGpy- - ------- [ GS LREVNV[ISGLP . TTSTERLELLDDEEHI L[GIK I IGGDHR L Kbl
Atdg17870(PYR1/RACAR11) sMEeQlY- - ---- - VGRDV“VISGLP MrsTerLDILDDEREVEREFE! 1 66 EH R L [t
At5g46790(PYL1/RACAR12) NS ER)- - - - - - - [F3VVGIERIRDVNVISGELP 145

PYL1 B —————————————— ==}l B4 e

Lid loop one Lid loop two

240
0s01g0827800(0sPYL/RCARY)  [NIEERNARRE - @Arn- - - - - - - WEETRVFEVDTIVRCNLQS L. ESEE
0s0290226801(0sPYL/RCAR2) [ AEqVVVESYVVDVPEGNTEEDTRMFEIDTVVKANLQEAL 192
0s02g0255500(0sPYL/RCAR3) R4S SR Ly IPAV 1 DG - - - - - - g7 LVIESFVVDVPEGNTKDET[EAFVERLLKCNLKS L, ItQ
0s03g0297600(0sPYL/RCAR4) A4 L EAMBAYIP SPSAP - - - - - - IRYYTVVVESYVVDVPRGNTEIEDTRVEVDTIVKCNLQS L 214
0s05g0213500(0sPYL/RCARS) [(\A4s SRV IA%: PEs 1DG - - - - - - [REXET LVIESFVVDVPDGNTKDET[ERAFVERVIKCNLES L. JREY
0s05g0473000(0sPYL/RCARE) NAISWARAY - [T AAG - - - - - - XYYV VVESYVVDVPEIGNTEIDETRMFVDT I VRCNLQS L . [l¥]
0s06g0527800(0sPYL/RCAR?7) VSI ------ a7 LVVESFVVDIPDGNTKDDFIEVLRCNLMTL 196
0s0690528300(0sPYL/RCARS) [\R4s SRY L il [qv 1 DG - - - - - - BT LVVESFIVDVPEGNTKDDRERAF I EIVLRCNLRT L/ ISES
0s06g0562200(OsPYL/RCARY) NVRSVTSVVVVESVVVDVPDGNTEDTRMF DTVVKNLQ 193
0s10g0573400(OsPYL/RCAR10) 187
At1g01360(PYL9/RACAR1) 174
At4g17870(PYR1/RACAR11) 172
At5g46790(PYL1/RACAR12) 202

PV ——(Gu— 87
Lid loop two
250 260
e | sem |- e s )

0s01g0827800(0sPYL/RCAR1) R T VEAR[WAP E PRANGS IDHA- - - - - 208
0502g0226801(0OsPYL/RCAR2) ANJET S SEHP PAIAGNHH - - - - - - - - - - 207
0s02g0255500(0OsPYL/RCAR3) E Ri8VV K DQTEPLDR------=-- 204
0s03g0297600(0OsPYL/RCAR4) K T AIAK =~ RAAGS == & ~iavaiaii & 229
0s05g0213500(0OsPYL/RCARS) E R NMPTSPLEQ---=-=-=-~-- 209
0s05g0473000(0sPYL/RCARE) R T AIHQ P RIA Aeiscis o o sismarais & 216
Os0690527800(OsPYL/RCAR7) D ERLANP ===~ - siswia o einses o 206
Os06g0528300(OsPYL/RCAR8) D E R L A N Pinnese o simsimimin wimimamie = 206
0s06g0562200(0sPYL/RCARY) A RRR B s oramess 207
0Os10g0573400(0OsPYL/RCAR10) S A N N A AAAAAPPPPPPAAAE 212
At1g01360(PYL9/RACAR1) D R SQBELTO - creionn = miimmgs = 187
At4g17870(PYR1/RACAR11) T ANMBRNEGDGSGSQVT - - - - - - 191
At5g46790(PYL1/RACAR12) S AUNRNNNNNNSSQVR- - - - - - 221

PYL

Supplementary Figure 3

Alignment of PYR/PYL/RCAR proteins.

Alignment of 10 rice PYR/PYL/RCAR proteins and 3 Arabidopsis PYR/PYL/RCAR proteins shows the
conserved three-dimensional structural motifs. In addition, the conserved D-box mainly located in Lid loop
one (composed of B3 and B4) is shown.
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Supplementary Figure 4

Cell-free degradation assays of eight OsPYL/RCAR proteins.

(a)The eight His-OsPYL/RCAR proteins remained relatively stable after 1 hour in te plant extracts,
compared to in wild type (WT) plant extracts. 50 uM MG132 effectively inhibited the degradations of eight
His-OsPYL/RCAR proteins in WT plant extracts. ‘Input’ shows the amounts of each His-OsPYL/RCAR
protein used in the assay. (b)The quantification analysis of relative His-OsPYL/RCARSs/Input protein levels
corresponding to Figure a. Values are means + s.d. (n=3 replicates). Asterisks mark significant differences
compared to Input according to Student’s t test (*P < 0.05, **P < 0.01).
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Supplementary Figure 5

Functional analysis of R10.

(a) gRT-PCR analysis shows that R10 is expressed in many rice tissues, including roots, young stems, old
stems, leaves, sheaths and panicles. (b) The R10-GFP fusion protein is localized in both the nucleus and

cytoplasm of rice root cells. BF, bright-field image. (c) qRT-PCR analysis shows that the expression of R10
5



is upregulated in R10-GFP overexpression line L5°F and L6 compared to Nipponbare (Nip) vector control.
(d) gRT-PCR analysis shows the relative expression level of OsPYL/RCAR1, OsPYL/RCARS3,
OsPYL/RCAR4-10 in R10 RNAI line L5"N and L9"NA compared to Nipponbare (Nip) vector control. (e)
ABA inhibition of growth of Nipponbare, L5, L6°F, L5"™A and L9""A' seedlings. Seeds of Nipponbare,
L5°E, L6°F, L5RNAT and LORNAT were grown on MS medium containing 0, 1, 2, or 5 uM ABA for 5 days.
Photographs were taken on day 5. (f-i) Germination time courses on MS medium containing 0 uM ABA (f),
1 uM ABA (9), 2 uM ABA (h), or 5 uM ABA (i). Values are means * s.d. (a, ¢ and d, n=3 replicates; f-i,
n=30 seedlings). Student’s t-test analysis indicates a significant difference (compared with control, *P<0.05,
** P<0.01). Scale bars, 100 um (b) and 1 cm (e).
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Supplementary Figure 6

Characterization of the R10 RNAI line in the te background.

(a) gRT-PCR analysis shows the relative expression level of the R10 in R10 RNAI line in the te background
(te®ORNAY compared to the te vector control. Values are means + s.d. (n=3 replicates). Student’s t-test
analysis indicates a significant difference (compared with control, ** P<0.01). (b and ¢) Germination time
courses of WT, te and te *'°RNA' on MS medium containing 0 pM ABA (b) or 2 uM ABA (c). (d) Seedling

heights of WT, te and te *"NA grown for 5 days on MS medium containing 0 uM ABA or 2 uM ABA.
Values are means + s.d. in b-d (n=30 seedlings).
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Supplementary Figure 7

TE interacts with three rice SnRK2 proteins (SAPK10, SAPK8 and SAPK?9) in vivo.

(a) BiFC analysis showing interactions between TE and SAPK10, SAPK8 or SAPK9 in N. benthamiana leaf
epidermis cells. eYFP, eYFP fluorescence; ER marker, a fluorescent marker protein localized in endoplasmic
reticulum; BF, bright-field image. White arrowheads indicate the nuclear membrane. Scale bar, 50 um. (b)
Yeast two-hybrid assay shows that TE interacts with SAPK10 or SAPK8 but BD-SAPK9 shows strong
auto-activation. Yeast transformants were plated on the control medium (SD-Leu/-Trp (-LT)) and selective
medium (SD-Leu/-Trp/-His/-Ade plus X-a-gal) (-LTHA+X-a-gal). AD, activating domain; BD, binding
domain; SD, synthetic dropout.
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Supplementary Figure 8

The quantification analysis of relative R10/HSP82 protein levels

The quantification analysis of relative R10/HSP82 protein levels corresponding to Figure 4a (a) and Figure
4b (b). Note: in (a), the R10 protein level in OE17 seeds after 4h cycloheximide treatment (regardless of GA
application) is notably less than that in OE17 seeds before treatment. Values are means + s.d. (n=3 replicates).
Asterisks mark significant differences according to Student’s t test (**P < 0.01). N.S. =no significant.
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Supplementary Figure 9

Interruption of the GA signaling pathway stabilizes rice SnRK2 proteins.

(a) Western blot analysis shows the levels of SAPK10 protein 1, 3 or 6 hours after addition of 100 uM GA3
or Paclobutrazol (a GA biosynthesis inhibitor). WT: wild type. (b-d) Western blot analysis shows the levels
of SAPK10-GFP, SAPK8-GFP and SAPK9-GFP proteins 1, 3 or 6 hours after addition of 100 uM GAjzor
Paclobutrazol. The ‘a-HSP82’ signal shows that roughly equal amounts of total plant extracts were used.
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Effects of ABA or GA on rice SNRK2 mRNA expression.
(a-c) qRT-PCR results show that ABA can promote the expression of SAPK10 (a) and SAPK8 (b) but not
SAPK9 (c) in WT plants; but GA3; does not substantially alter the expression of all three rice SnRK2 genes
(a-c) in WT plants. Values are means + s.d. (n=3 replicates). Asterisks mark significant differences according
to Student’s t test (*P < 0.05, **P < 0.01).
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Supplementary Figure 11
Western blot scanned films.
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Supplementary Figure 12
Western blot scanned films.
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Supplementary Table 1. Primers used for construction of transgenic plasmids

OsPYL/RCAR10

overexpression

RARC10- over- F

TCTGCACTAGGTACCTGCAGATGGAGCAGCAGGAGGAAG

RARC10- over- R

ATGGATCCGTCGACCTGCAGTTCCGCCGCCGCCGGTGGAG

OsPYL/RCAR10 RNAI

RCAR10-S-F TTCTGCACTAGGTACCAGGCCTG ATGGAGCAGCAGGAGGAAGTG
RCAR10-S-R CTGACGTAGGGGCGATAGAGCTC CTATTCCGCCGCCGCCGGTGGAG
RCAR10-X-F CGGGGATCCGTCGACTAC ATGGAGCAGCAGGAGGAAGTG
RCAR10-X-R AGGTGGAAGACGCGTTAC CTATTCCGCCGCCGCCGGTGGAG

SAPK Overexpression

SAPK10-over-F

TCTGCACTAGGTACCTGCAGATGGACCGGGCGGCGCTGAC

SAPK10-over-R

ATGGATCCGTCGACCTGCAG
GTGGTGGTGGTGGTGGTGTCACATAGCGTATACTATCTC

SAPKS8-over-F TCTGCACTAGGTACCTGCAGATGGCAGCGGCGGGGGCCGG
SAPK8-over-R ATGGATCCGTCGACCTGCAG

GTGGTGGTGGTGGTGGTGTTACATCGCATAGACGATCTC
SAPK9-over-F TCTGCACTAGGTACCTGCAGATGGAGAGGGCGGCGGCGGG
SAPK9-over-R ATGGATCCGTCGACCTGCAG

GTGGTGGTGGTGGTGGTGTTACATGGCATATACGATCTC
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Supplementary Table 2. Primers used for construction of protein expression plasmids

Fragment

Forward primer (5’ — 3°)

Reverse primer (5’ —3”)

MBP-TE-His

MBP-TE(S77A)-His

MBP-TE(S77D)-His

M BP-TEN195-HiS

MBP-TEn195(S77A)-
His

M BP-TEc155-HiS

MBP-TEc1s5(T457A)-
His
GST-OsPYL/RACA
R10

His-OsPYL/RACA
R1

His-OsPYL/RACA
R2

His-OsPYL/RACA
R3

His-OsPYL/RACA
R4

His-OsPYL/RACA
RS

His-OsPYL/RACA
R6

His-OsPYL/RACA
R7

His-OsPYL/RACA
R8

His-OsPYL/RACA
R9

His-OsPYL/RACA
R10

TTCAGAATTCGGATCCATGGATCACCACCACCACCA
CCTG

Primer as above

Primer as above

AAGGACCATAGCATATATGCALCAICTtCCtCCtCCtCCtC
CtCGGTCGCCGATGGAGAACT

Primer as above

TTCAGAATTCGGATCCCAACACTCGGCGCACCCGGT
ACTG

Primer as above

TGGATCCCCGGAATTCATGGAGCAGCAGGAGGAAGT
G

TCGCGGATCCGAATTCATGCAACCATCCACCTCTTGC

TCGCGGATCCGAATTCATGGAGCCCCACATGGAGAG

TCGCGGATCCGAATTCATGGTGGAGGTGGGAGGAGG
AGC

TCGCGGATCCGAATTCATGCCGTGCATCCCGGCGTC
CA

TCGCGGATCCGAATTCATGGTGGGGCTTGTGGGAGG
A

TCGCGGATCCGAATTCATGCCGTACACCGCTCCACG

G

TCGCGGATCCGAATTCATGAACGGCGCTGGTGGTGC

TCGCGGATCCGAATTCATGAACGGCGTTGGTGGGGC

TCGCGGATCCGAATTCATGGAGGCGCACGTGGAGAG

TCGCGGATCCGAATTCATGGAGCAGCAGGAGGAAGT
G

15

CGACTCTAGAGGATCCTCAATGATGATGATGATGATGATGCCGGATGT
AGCTCCTAACAAATGATGT

Primer as above, PGEX-4t-1-TE (S77A) plasmid as the PCR template

Primer as above, PGEX-4t-1-TE (S77D) plasmid as the PCR template

TAGAGGATCCGAATTCTCAATGATGATGATGATGATGATGGCCAGTGC

CCCTCGTCGT

Primer as above, PGEX-4t-1-TE (S77A) plasmid as the PCR template

CGACTCTAGAGGATCCTCAATGATGATGATGATGATGATGCCGGATGT

AGCTCCTAACAAATGATGT

Primer as above, PGEX-4t-1-TE (T457A) plasmid as the PCR template

GTCGACCCGGGAATTCCTATTCCGCCGCCGCCGGTGGAG

GACGGAGCTCGAATTCTCATGCATGATCGATCGATCCG

GACGGAGCTCGAATTCCTAATGGTGGTTGCCGGCGG

GACGGAGCTCGAATTCTCACCGGTCGAGGGGCTCGGTT

GACGGAGCTCGAATTCTCACGAGCCGGCGGCCCTCGCGL

GACGGAGCTCGAATTCCTACTGTTCAAGTGGCGAGGTGGGT

GACGGAGCTCGAATTCCTAGGCGGCGCGCGGCG

GACGGAGCTCGAATTCTCAAGGATTGGCAAGGCGCTCCT

GACGGAGCTCGAATTCTCAAGGATTGGCAAGGCGCTC

GACGGAGCTCGAATTCCTAGTCGCGCCGCCGCGAAGCA

GACGGAGCTCGAATTCCTATTCCGCCGCCGCCGGTGGAG



D-box mutation in

His-OsPYL/RACAR10-m

His-SAPK10

His-SAPK8

His-SAPK9

GST-SAPK10

GST-SAPK8(217-361aa)

GST-SAPK9(207-371aa)

GAGGCCCTCGACGCCCTCGACGACGC

TCGCGGATCCGAATTCATGGACCGGGCGGCGCTGAC

TCGCGGATCCGAATTCATGGCAGCGGCGGGGGCCGG

TCGCGGATCCGAATTCATGGAGAGGGCGGCGGCGG
G

ATTAGAATTCATGGACCGGGCGGCGCTGAC

CCTTTCGAGGATCCTGAAGATCCCAA

GCCGGAATTCAAAGAATACGATGGCAAGAC

GGCGTCGAGGGCCTCGGTGCTGGT

GACGGAGCTCGAATTCTCACATAGCGTATACTATCTC

GACGGAGCTCGAATTCTTACATCGCATAGACGATCTC

GACGGAGCTCGAATTCTTACATGGCATATACGATCTC

GCCGCTCGAGTCACATAGCGTATACTATCT

TTACATGGCATATACGATCTCTCCGCTGCTCTCAAT

GCGACTCGAGTTACATCGCATAGACGATCT
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Supplementary Table 3. Primers used for construction of BiFC plasmids

Fragment Forward primer (5’ — 3°) Reverse primer (5> — 3°)

SAPK8 GCCTACTAGTGGATCC CGAGGTCGACGGATCC
ATGGACCGGGCGGCGCTGAC TCACATAGCGTATACTATCTC

SAPK9 GCCTACTAGTGGATCC CGAGGTCGACGGATCC
ATGGCAGCGGCGGGGGCCGG TTACATCGCATAGACGATCTC

SAPK10 GCCTACTAGTGGATCC CGAGGTCGACGGATCC
ATGGAGAGGGCGGCGGCGGG TTACATGGCATATACGATCTC

R10 CGATAGTACTGTCGAC TACCCTCGAGGTCGAC
ATGGAGCAGCAGGAGGAAGTG TTCCGCCGCCGCCGGTGGAGGAG
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Supplementary Table 4. Primers used in Real time Quantitative RT-PCR

Primer sequences (5’ — 3”)

Gene

Name Forward primer Reverse primer

Ubiquitin ACCACTTCGACCGCCACTACT ACGCCTAAGCCTGCTGGTT
OsPYL/RCAR1 CTCCAGTCGCTTGCGCGAAC GATAAGTATGAAAAATAAAGAGCCCG
OsPYL/RCAR3 ACCTGGTTTGGTCTCTGGTGA GTGCTCATTGTCATCTAACAGCTC
OsPYL/RCAR4 CAAGAACTACCTCTCGGTCACCA AGGTTGCACTTGACGATGGTGT
OsPYL/RCAR5 GCACATCAAGGCTCCTGTTCAC GTCTTGACGTTGACCTCGCGC
OsPYL/RCARG6 AGGTTGATGCTTATCGCTTCTTG TACTCTGTGTTGTCTACAAGCGAAA
OsPYL/RCAR8 AAACCTTTTGTGAGAAACTGTGTAATG CTCTAACCTCTCAGTGCTCCTTGT
OsPYL/RCAR9 ACACCAGGATGTTCACCGACAC GACGACGATTTATTGACGAGGC
OsPYL/RCAR10 GCTCGCTCGACATCTTCTTCACTCC GCCTCCACCGTCGCCCGCA

LEA3 GCCGTGAATGATTTCCCTTTG CACACCCGTCAGAAATCCTCC

LIP9 TGGAATTTGGAAGTGTTTGGC CCCACACGAAACACAAACTTC

RAB16A CATGGACAAGATCAAGGAGAAGC CTTATTATTCAGGAAGGTGACGTGG
SAPK10 GTGTGGAGTAACCCTCTACGTAATGCT TGATCTCGGGGATAGAGATTCTAGTG
SAPK8 TGAGATTATAAATCACCGATCGTTGAAA AGCCTCATCTTCACTGAACCGTACATTC
SAPK9 AGCAACAATTCCAGCAGCAGGCACCA CTCAATGTCAAGGTCAAGGTCCGAGTCCATA
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