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Supplemental Table S1 Oligonucleotides used in this study
	Primer
	Sequence (5'–3')
	Amplification efficiency (%)
	R2
	Experiment

	psaA-F
	GCGAGCAAATAAAACACCTTTC
	91.2
	0.945
	RT-qPCR

	psaA-R
	GTACCAGCTTAACGTGGGGG
	
	
	RT-qPCR

	psbA-F
	CCCTCATTAGCAGATTCGTTTT
	107.7
	0.967
	RT-qPCR

	psbA-R
	ATGATTGTATTCCAGGCAGAC
	
	
	RT-qPCR

	rbcL-F
	CTTGGCAGCATTCCGAGTAA
	101.3
	0.973
	RT-qPCR

	rbcL-R
	ACAACGGGCTCGATGTGATA
	
	
	RT-qPCR

	rbcS-F
	TCCGCTGAGTTTTGGCTATTT
	90.5
	0.967
	RT-qPCR

	rbcS-R
	GGACTTGAGCCCTGGAAGG
	
	
	RT-qPCR

	rpoA-F
	CCATTCCCACAAGCAAAAAT
	105.3
	0.948
	RT-qPCR

	rpoA-R
	TCTTACCGCCTTCCGTAGAA
	
	
	RT-qPCR

	rpoB-F
	AAGAATTCCTGACTATTGCATGGGAA
	100.6
	0.922
	RT-qPCR

	rpoB-R
	GTTAGAGCGCCGATGGGTAAC
	
	
	RT-qPCR

	CAB1R-F
	AGATGGGTTTAGTGCGACGAG
	94.9
	0.971
	RT-qPCR

	CAB1R-R
	TTTGGGATCGAGGGAGTATTT
	
	
	RT-qPCR

	CAB2R-F
	TGTTCTCCATGTTCGGCTTCT
	96.3
	0.924
	RT-qPCR

	CAB2R-R
	GCTACGGTCCCCACTTCACT
	
	
	RT-qPCR

	CAO1-F
	GTTGAACGTGAGTTCAAAGTCC
	92.4
	0.93
	RT-qPCR

	CAO1-R
	GGGTCCCTAACTTCACTTGGG
	
	
	RT-qPCR

	HEMA1-F
	CGCTATTTCTGATGCTATGGGT
	90.9
	0.977
	RT-qPCR

	HEMA1-R
	TCTTGGGTGATGATTGTTTGG
	
	
	RT-qPCR

	RNRS-F
	ACGTGCTCGCCTTCTTCG
	104.4
	0.932
	RT-qPCR

	RNRS-R
	CAGCGCATGGCCCAGT
	
	
	RT-qPCR

	RpoTP-F
	GTTGAACGTGAGTTCAAAGTCC
	106.9
	0.945
	RT-qPCR

	RpoTP-R
	GGGTCCCTAACTTCACTTGGG
	
	
	RT-qPCR

	YGL1-F
	AACCTTACCGTCCTATTCCTT
	91.5
	0.986
	RT-qPCR

	YGL1-R
	CCATACATCTAACAGAGCACC
	
	
	RT-qPCR

	OsFBA1-F
	CTTGGGACAGTACATCTC
	90.7
	0.98
	RT-qPCR

	OsFBA1-R
	AATCTTCTTGCCATCTACA
	
	
	RT-qPCR

	OsActin-F
	CCTGACGGAGCGTGGTTAC
	95.8
	0.983
	RT-qPCR

	OsActin-R
	CCAGGGCGATGTAGGAAAGC
	
	
	RT-qPCR

	OsUBQ5-F
	ACCTTCATGGCCAACCACTT
	102.2
	0.947
	RT-qPCR

	OsUBQ5-R
	CTAAGCCTGCTGGTTGTAGA
	
	
	RT-qPCR

	TK1-F
	TGATGACAACCACATTTCCA
	104
	0.946
	RT-qPCR

	TK1-R
	TAACCCAGATTGTATGCCAC
	
	
	RT-qPCR

	TK2-F
	ACTCATGATTCAATTGGCCT
	95.4
	0.956
	RT-qPCR

	TK2-R
	GCAGGTCGAAGCATTAGTAT
	
	
	RT-qPCR

	Prkase-F
	GAACAGGTCTCTTCCAAACT
	98.4
	0.973
	RT-qPCR

	Prkase-R
	TTAAACTTTTGCCGCTTCAG
	
	
	RT-qPCR

	SBPase-F
	TCTCATGTCTGCAAGTATGC
	103.4
	0.961
	RT-qPCR

	SBPase-R
	TCGAATGCTACACTGAAACC
	
	
	RT-qPCR

	FBPase-F
	CTCTTGAGGACGTGTTACAG
	95
	0.962
	RT-qPCR

	FBPase-R
	GATCAAGTGTGAAGCCATTG
	
	
	RT-qPCR

	OsFBA1-GFP-F
	aggaccggtcccgggggatccATGGCGTCTGCTACTCTCCTCA
	p35S-OsFBA1-GFP

	OsFBA1-GFP-R
	gcccttgctcaccatggatccGTAGACGTAGTTCTTGACGAACATGC
	p35S-OsFBA1-GFP

	FBA1-GUS-F
	gatagttacagaaccgacgactcgtcGCTGTTCTATGACTGGTTGTTTTTCG
	pOsFBA1-GUS

	FBA1-GUS-R
	ggtttctacaggacggacgagtcgtcGTGAGGTGGAGGTTGGCCTC
	pOsFBA1-GUS



