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ATGGETGEOCEAGCACCCCACGCCACCACAGCCGCACCAACCACCECCCATGEACTCCACT

treererrrrrrrrerrrrr e e rr e e
ATGGT GGCCGAGCACCCCACGCCACCACAGCCGCACCAACCACCGCCCATGGACTCCACT

GCCGGCTCTGGLATTGCCGLCCCGECEECEELEEUGEET GT GCGACCT GAGGAT GGAGCCC
treeeeereeereerererrererr e e e e e e e et
GCCGGCTCTGGLATTGCCGCCCCGECGELEGELEECGET GTGCGACCTGAGGAT GGAGCCT

AAGATCCCGGAGCCAT TCGTGT GECUGAACGGELGACGCGAGGLCGELGT CEGCEELGEAG
trereeereeereerererrererr e e e e e e ety
AAGATCCCGGAGCCATTCGTGTGECCGAACGGCGACGCGAGGCCGGLGTCGECGELGEAG

CTGGACATGCCCGTGETCGACGTGGECGTGET CCGUGACGEGLGACGLCGAGGEGCTGCGT

Prereereer et et e et e e bbb e e et e et e e el
CTGGACATGCCCEGTGETCGACGTGGECETGCTCCGLGACGGLGACGCCGAGGGGCTGCGT

Glu
CGCGCCGCGGCGCAGGTGGCCGCCGCGTGCGCCACGCACGGGTTCTTCCAGGTGTCC?&Q

Frrrrrreereeerreerrerreereretrrrerrerrrrerrrrrerererrerern
CGCGCCGCGGCGCAGGTGGCCGCCGCGTGCGCCACGCHCGGGTTCTTCCRGGTGTCCF@E

Gly
CACGGCETCGACGCCGCTCTGEOGC GG CEGCGCT CGACGEGCGCCAGCGACTTCTTCCGC
Frrrrrreereerrreerrerreerer et e et et e r et ety
CACGGCGETCGACGCCGCTCTGEoGC GG CGOGUT CGACGGOGUCAGCGACTTCTTCCGC

CTCCCGUTCGCCGAGAAGCGOCGLGUGCGCCGLETCCCGEECACCGTGTCCGECTACACT

trereeereeeeeerererrererr e e e e e e e et
CTCCCGCTCGCCGAGAAGCGLCGLGLGLGCCGCETCCCGEELACCETGTCCGGLTACACT

AGCGCCCACGCCGACCGOTTCGECCTCCAAGCTCCCATGGAAGGAGACCCTCTCCTTCGEC

treeeeereeeeeerererrererrrrrrrrerrrererer e e e e et
AGCGCCCACGUCGACCGLTTCGLUCTCCAAGCT CCCAT GGAAGGAGACCCTCTCCTTCGGEE

TTCCACGACCGCGCCGCCGCCCCCGTCGTCEGCCGACTACTTCTCCAGCACCCTCGGCCCC

treeeeereeereerererrererr e e e e e e e et
TTCCACGACCGLGCCGCCGCCCCCGTCETCECCGACTACT TCTCCAGCACCCTCGECCCC

GACTTCGCGCCAAT GEEGAGGET GTACCAGAAGTACT GCGAGGAGAT GAAGGAGCT GTCG
treeeeereeereerererrererr e e e e e e e et
GACTTCGCGCCAATGEEGAGGGT GTACCAGAAGTACT GCGAGGAGAT GAAGGAGCT GTCG



(o]

~

Tyr

a01 CTGACGATCATGGARACT CCT GEAGC T CAGCCT GGG ET GEAGUGAGGUTACTACACGEAG

FCLEEEEEE T e e e e ey e

a01 CTGACGATCAT GEARCT CCTGEAGCTCAGCCT GEECET GEAGCGAGGCTACTAT AGGEAG
Tyr

aal TTCTT GG EACAGCAGCTCAATCAT GO GETGCAACTACTACCCGCCATGCCCGGAGCCG

trrrrrerererrrrrrrererererrrrrerbrere et e rrerr e
661 TTCTTCGCGGACAGCAGCTCAATCATGCGET GCAACTACTACCCGCCATGCCCGGAGCCE

721 GAGCGGACGCTCGGCACGEECCCGCACT GCGACCCCACCGCCCTCACCATCCTCCTCCAG

trrrrrerererrrrrreerrrerertrrrerbrererrrrrrrrrrrerrr e
721 GAGCGGACGUTCGGCACGGGCCUCGCACT GCGACCCCACCGCCCTCACCATCCTCCTCCAG

781 GACGACGTCGGCGGCCTCGAGGETCCTCGTCGACGECGAAT GGCGCCCCET CAGCCCCETC
trrrrrerererrrrrrrererererrrrrererere e et e rrr e
781 GACGACGTCGGCGGCCTCGAGET CCTCGTCGACGECGAAT GGCGCCCCGT CAGLCCCETC

841 CCCGGUGCCATGGT CATCAACATCGGCGACACCTTCATGGCGCTGT CGAACGEGAGETAT

trrrrrerererrrrrreerrrererrrrrrrrrerrrerr et e e et e e e e
841 CCCGGCGCCATGGTCATCAACATCGGCGACACCT TCATGGCGCTGT CGAACGGGAGGTAT

901 AAGAGCTGCCTGCACAGGGCGEET GEGT GAACCAGLGGCGEEAGCGELGETCGETGGCGETTC
treererrereereerrerrrrererr et ree ettt et e rer e

901 AAGAGCTGCCTGCACAGGGCGET GEGT GAACCAGCGECGEEAGCGELGETCGETGGCGETTC
Gln

961 TTCCTGTGCCCGCGGGAGGACAGGGTGGTGCGGCCGCCGCCGAGCGCCGCCACGCCGCRG
trerrerrererreerrreerrererreereerereerrererrrrreer el

961 TTCCTGTGCCCGCEEGAGGACAGEGTGET GCGELCECCELCEAGCECCGCCACGCCGEG G
Tyr Arg

1021 CACTACCCGGACTTCACCTGGGCCGACCTCATGCGCTTCACGCAGCGCCACTACCGLGCC

teeer reeeerererrrrrreeereerreerrrrrrr e rrrrrrrr
1021 CACTAGCCGGACTTCACCTGGGCCGACCTCATGCGCTTCACGCAGCGCCACTACCELGEC

Stop codon
1081 GACACCCGCACGCTCGACGCCTTCACGCGLTGGLTCGCGLCELCGECOECCEACGECCGECT

trrrrrerererrrrrrrererererrrrerr e errrr et et et r e
1081 GACACCCGCACGCTCGACGCCTTCACGCGLTGGLTCECGLCELCGECOECCEACGECICGECT
1141 GCGACGGCGCAGGTCGAGGCGGCCAGCTGA
PR errt et er el
1141 GCGACGGCGCAGGTCGAGGCGGCCAGCTGA
Figure S1. Alignment of SD1/OsGA200x2 CDS from Nipponbare (Nip; top) and 9311

(bottom). Four SNPs were detected (shown in red). The genetic codon associated with

each SNP is labelled by a coloured box as follows: grey = no change in the encoded



9

10

11

12

13

14

15

16

17

18

19

20

amino acid (aa); light blue = a change in aa; yellow = a change from an aa to a stop

codon.

Figure S2. Genotyping the sd/ mutant. A pair of primers (SD1-F and SD1-R) were used

to differentiate Nip-type SD/ and the 9311-type mutated sd! allele.
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Figure S3. Five selected target proteins displaying consistent prominent changes in

protein abundance (fold change ratios >1.5 or <0.67) in response to both BR and GA

deficiency.
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Table S1. Primers and SG sequence used in this study

Primer Names

Sequence (5' — 3")

Usage

0s02g0587000-SG-seq

GAACGCGATGAGAGCCTGCC

SG sequence

0s02g0587000seq-F
0s02g0587000seq-R

GGACTATGAGCAAGCGTCGT,
CACCTTGGTGTCCTCCTTCT

Primers for
sequencing

0s02g0587000qRT-F
0s02g0587000qRT-R
0s03g0774200qRT-F
0s03g0774200qRT-R
0s03g0799000qRT-F
0s0320799000qRT-R
0Os07g0119400qRT-F
0Os07g0119400qRT-R
0s02g0249000qRT-F
0s02g0249000qRT-R
0s0320240700qRT-F
0s0320240700qRT-R
0s03g0812000qRT-F
0s03g0812000qRT-R
0Os01g0880800qRT-F
0Os01g0880800qRT-R
0s02g0209300qRT-F
0s02g0209300qRT-R
0s04g0390800qRT-F
0s04g0390800qRT-R
0s06g0675700qRT-F
0s06g0675700qRT-R
0Os011g0582400qRT-F
0Os011g0582400qRT-R
0s01g0233000qRT-F
0s01g0233000qRT-R
0s03g0379100qRT-F
0s03g0379100qRT-R
0s03g0700400qRT-F
0s03g0700400qRT-R
OsUBCqRT-F
OsUBCqRT-R

GCGGCGCGTATGATCTCTAT
ACATCGGTCACACACACAGT
CCTACATGGGCGCAGGGAA
TTGAGTGTCAGCATCAAACCG
CGAGCGAGCAATCTAGGGC
CCCCTCCTCGCAACTAACAA
AGCGAGGCATACAGTTCAGG
TACCGCAGAGTATGGCGTTG
CAAAGACAGAGCGACCAAGC
TTGCCCTCTCTGGTTGTTACC
GGAAGAACGAGCACAGGTTG
GAGGCGTTTCTCAGTCTCCT
CCTGAATGCACAAGAGCTGC
TCATCATCCCCACAACGACG
AGACCGTCCAGTACCTCATCG
GGCATGGTGATCCGCTTGTG
GATCAATCGGCTCAGGGAGG
GAAGTGCAGGTTGGTAGGGG
TCCCTCACCTGAAGAAGACGC
GGTGATCTCCGACTCGACCA
CAGGTACACCGCTCACTGG
GAGTGATCCCTCGAGAACGG
GAGAGAGAGCAACACTGCCG
TTACACTGCCTGGAGGATGG
GACCAAGGTTCTCACTGGAC
CGGGGAAATCAATCTTAGCCA
CGCCTGATTTCTCCTCCCCG
GCTATGCTGTCTCCTCTTCCG
CTGTCGCTGGTGGAGCAGAT
CGCCTTGATCGAGTAGCCCA

CCGTTTGTAGAGCCATAATTGCA
AGGTTGCCTGAGTCACAGTTAAGTG

Primers used
for qRT-PCR
analysis




