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g8 ERATGGCTTCCTCTAT 65
LAY A TGGCTTCCTCTAT 65
E {8l B A TGGCTTCCTCTATG 65
AIRBCS3B yyclelshigslelifaliv Yy 65
AIRBCSIA 130
AIRBCSIB eAAGTCLTCCGC 130
AtRBCS2B EABGTC!TCCGC 130
AIRBCS3B cAAGTJTCCGC 130
ARBCSIA  edigieler:VeAler:V.Iclel Y. AF: 195
AtRBCS1B CTTCCATJCBAGCB = eGGAAGAGTT. ECTGCAT {AGGTGTGGCCO/CCOL A 195
AIRBCS2B CTTCCATJCBAGCB 2 GJGGAAGAGTT ECTGCATJ}’AGGTGTG GCJCCHA 195
AIRBCS3B A l‘CTGCATG"IAGGTGTGGCC!CJA 195
AIRBCS14 ! AugiNes GAATTGGCTAAGGAAGTTGACTR 260
EiLGiaY A AGTTTGAGACTCT; TCTTACC z Ale{ci{e GAATTGGCTAAGGAAGTTGACTA 260
EU el B AAGTTTGAGACTC 'IHTCTTACC z A el ciGAATTGGCTAAGGAAGTTGACTR 260
AIRBCS3B  Ly:eywgerereuyel 'IHTCTTACC z Aelcis GAATTGGCTAAGGAAGTTGACTA 260
AIRBCSI1A A AACTGGATTCCTTGTGTTGAATTCGAGTTIcGAG 310
AIRBCS1B VP TGGATTCCTTGTGTTGBATTCGAGT'IEGA 310
AIRBCS2B AR !-“TGGATTCCTTGTGTTGBATTCGAGTﬁ 310
AIRBCS3B R 325
AIRBCS1A4 375
ey G ATTTGTGTACCGTGAGCACGEAACH CIWCCCGGATACTALGATGGACG e TACTGGACAATGTG 375
1 ey G ATTTGTGTAC CGTGBGC}\CGJMJ CiWCCCGGATAC T%GE\TGGAC G TACTGGACAATGTGG 375
AIRBCS3B  (er¥igel ey le) CGTGAGCACGJAAJ CisCCCGGATACTA 390
EiLG AT ERAAGCTTCCleTTGTTCGGI TGCACCGACTCCGCTCAAGTGTTGAAGGAAG A i 440
e A AGCTTCCL TTGTTCGE, TGCACCGACTCCGCTCAAGTGTTGAAGGAAG AL AR 440
AIRBCS2B ) AGCTTCJTTGTTC GJTGCACCGACTCCGCTCRAGTGTTGB}! GGBRAG A P 440
AIRBCS3B Iz AGCTTCO‘TTGTTC GC!TGCACCGACTCCGCTCAAGTGTTGAA GGARAG AL AR 455
EU SV EEGCGAGTACCCO Y. MGCCTTCATTAGGATCATCGGATTCGACAACACCCGTCAAGTCCAETGCATCRE 508
e I GG AGTACCCelelele GCCTTCATTAGGATCATCGGATTCGACAACACCCGTCAAGTCCALI TGCATCA 505
WEL7d 8 B GGAGTACCCUNccls GCCTTCATTAGGATCATCGGATTCGACAACACCCGTCAA GTCCAﬂTGCATC A 505
Tl {e k) A GGAGTACCCEele[eGCCTTCATTAGGATCATCGGATTCGACAACACCCGTCAA GTCCAHTGCATC B 520
E AT ERRGTTTCATTGCCTACAAGCO; eGTTAA. . 543
E ey A GTTTCATTGCCTACAAGCCECCAAGCTTCACHIG Y elalidiyy 545
{8 BEGTTTCATTGCCTACAAGC cAAGCTTA 545
el (%) I GTTTCATTGCCTACAAGC CAAGCTTA 560

Figure S1. Multiple alignment of four RBCS gene sequences in Arabidopsis thaliana.
Highlight homology level: 100%, black; >75%, pink; >50%, light blue; no homolog, white.



Table S1. Primers used in this study.
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Gene ID

Primers (5’ to 3')

Purpose

RBCSIA4 (At1g67090)

CACAAAGAGTAAAGAAGAACAATGGC
AGATGGGGGATAAAGTTTTGAGG
AATTTCCGGACTTAACGTTTGTTT
CATCAGACAGTTGAGAATCCGATAGA

Forward primer for RT-PCR
Reverse primer for RT-PCR
Forward primer for qRT-PCR
Reverse primer for QRT-PCR

RBCSIB (At5g38430)

GGCAAAAGAAGAAGAAGAAGAAG
CCTTCAGTTTTTTCACTTTGGCA
GCCAAAGTGAAAAAACTGAAGGTT
AAGAGCAGAAATGAAGTGATATGAATAGA

Forward primer for RT-PCR
Reverse primer for RT-PCR
Forward primer for qRT-PCR
Reverse primer for qRT-PCR

RBCS2B (At5g38420)

ACAAACAAGTAAGTAAGAGAAAAACC
ATAGTTCCTCAACTGTTAAGTCGGC
ACCCATTTCTATGTGGTCAATGC
TTCACTTTCAAACAATAGTTCCTCAAC

Forward primer for RT-PCR
Reverse primer for RT-PCR
Forward primer for qRT-PCR
Reverse primer for qRT-PCR

RBCS3B (At5g38410)

CACCAGTAGGAAAACAAGTCAGTAAG
CAGACAATAGGAAATGAAATGAGCAGAG
CCTATTGTCTGTGTTCTTTTTCTCTTTATG
TCAAGACGCACGGATATATAAATTACA

Forward primer for RT-PCR
Reverse primer for RT-PCR
Forward primer for qRT-PCR
Reverse primer for qRT-PCR

GCAATCGGGAAGCATTTCCTC

Forward primer for gqRT-PCR

PHYA (At1g09570
(Atlg ) CATCAGCCCTGGACAGATGTG Reverse primer for qRT-PCR
GCAAATGGCTGATGGATTCG Forward primer for gqRT-PCR
PHYB (At2g18790) .
CACTAGCAGTTGACAATGGTCG Reverse primer for QRT-PCR
GCTGCAAGCTCTTTACCATC F d pri for qRT-PCR
HYS5 (At5g11260) orwar@ primer forq
AGCATCTGGTTCTCGTTCTG Reverse primer for qRT-PCR
GACCAGCTCTTCCATCGAGAA Forward primer for qRT-PCR
ACTIN2 (At3g18780
(At3g ) CAAACGAGGGCTGGAACAAG Reverse primer for qRT-PCR
CCTTTCTCTCTTTCCATTGCGTT Forward primer for RT-PCR
TGTTATTTATTGTCACTACCTCC R i for RT-PCR
18S rRNA (A2201010) evetse primer for

AATTGTTGGTCTTCAACGAGGAA
AAAGGGCAGGGACGTAGTCAA

Forward primer for qRT-PCR
Reverse primer for qRT-PCR




