SUPPLEMENTARY Table S10. Primers used in this study.
	Primer
	Sequence (5’ to 3’)a
	Purpose/Description
	Source

	[bookmark: _Hlk17702927]For mutant construction

	xanA-1F
	CGGGATCCTCTTGCGGATCTGTCGG
	Amplify a 452 bp upstream homologue arm of xanA
	This study

	xanA-1R
	CCCAAGCTTGGCCAAGTCCTCGTTGAGTTC
	
	This study

	xanA-2F
	CCCAAGCTTCGGCGAGATCAACTTCAAGGT
	Amplify a 557 bp downstream homologue arm of xanA
	This study

	xanA-2R
	GCTCTAGAGGTGTTGCGGCCTTTGG
	
	This study

	imp-1F
	CGGGATCCAGTCAGTGCGGTAACGCAAGA
	Amplify a 329 bp upstream homologue arm of imp
	This study

	imp-1R
	CCCAAGCTTCCGGCAACATCAAGATCAGC
	
	This study

	imp-2F
	CCCAAGCTTGCGCTTGAGTTCCTTGATGAT
	Amplify a 276 bp downstream homologue arm of imp
	This study

	imp-2R
	GCTCTAGAGCTGTTTGGCCGTAGATGGT
	
	This study

	rocF-1F
	CGGGATCCAAACGATTGATCACGGCACT
	Amplify a 725 bp upstream homologue arm of rocF
	This study

	rocF-1R
	CCCAAGCTTACATCGTCGAGCTCAACCC
	
	This study

	rocF-2F
	CCCAAGCTTAATCAGGGAAACCGGCACGTA
	Amplify a 663 bp downstream homologue arm of rocF
	This study

	rocF-2R
	GCTCTAGACGCTTCGCATGAAAGACGTT
	
	This study

	minD-1F
	CGGGATCCGCTTACTTGTCGCCGTCTTCC
	Amplify a 323 bp upstream homologue arm of minD
	This study

	minD-1R
	CCCAAGCTTCCCGATGCGATTCACATCCG
	
	This study

	minD-2F
	CCCAAGCTTACTTTCTTGCCGCGCTTT
	Amplify a 411 bp downstream homologue arm of minD
	This study

	minD-2R
	GCTCTAGAAGAACTGCGACCTGACCGTA
	
	This study

	[bookmark: _Hlk495014584]bfr-1F
	CGGGATCCGCGTTTCAGGAAATAAAACTGCT
	Amplify a 365 bp upstream homologue arm of bfr
	This study

	bfr-1R
	CCCAAGCTTGCTGTACCAGACCTCGAAG
	
	This study

	bfr-2F
	CCCAAGCTTCCTTTCATGGTGTGCTCCAACGA
	Amplify a 475 bp downstream homologue arm of bfr
	This study

	bfr-2R
	GCTCTAGACTTGTCCAGGTCTACGGCCTT
	
	This study

	For construction of genetic complementary strain

	CΔxanA-F
	CCCAAGCTTGAAATTGCGTGCCGTCTT
	Amplify a 2032 bp fragment containing xanA gene and its predicted promoter
	This study

	CΔxanA-R
	GGGGTACCTCAGCCGCGCAGCAGGTTGGA
	
	This study

	CΔimp-F
	CGGAATTCTCAGAACGTGGCGTCGAACTCGC
	Amplify a 1065 bp fragment containing imp gene and its predicted promoter
	This study

	CΔimp-R
	CCCAAGCTTACCAGCACCAGGCGCGAGAC
	
	This study

	CΔrocF-F
	CGGAATTCTCAATCCCGCATCAGCGTCGATT
	Amplify a 1237 bp fragment containing rocF gene and its predicted promoter
	This study

	CΔrocF-R
	CGGGGTACCCCTGTTGCTTGATGGCCTGA
	
	This study

	CΔminD-F
	CGGAATTCTTAGCCTCCGAACAGCTTGCTGA
	Amplify a 954 bp fragment containing minD gene and its predicted promoter
	This study

	CΔminD-R
	CGGGGTACCCATCGCTGGCAACTACAAGG
	
	This study

	CΔbfr-F
	CGGAATTCTCAACCGGCAGCGTGGCCCTTGT
	Amplify a 833 bp fragment containing bfr gene and its predicted promoter
	This study

	CΔbfr-R
	CGGGGTACCCGCATCGAGCTGATTTGTG
	
	This study

	For RNA-Seq data validation

	LOC_Os01g61880.1F
	GAGAGCTTCGGCAAGTGCAT
	Respiratory burst oxidase
	This study

	LOC_Os01g61880.1R
	CCTTGAGCTGCTCCTTGGTG
	
	This study

	LOC_Os04g49350.1F
	GGACCGGTGCATGGATTTGT
	Pentatricopeptide repeat domain containing protein
	This study

	[bookmark: _Hlk26307684]LOC_Os04g49350.1R
	TACAGCCTCCTGTCCAGTCG
	
	This study

	LOC_Os03g06630.1F
	TCCCACGCTTCTTCAAGCAC
	Heat stress transcription factor
	This study

	LOC_Os03g06630.1R
	AGATGCCTCTGGCCTCTCAG
	
	This study

	LOC_Os09g28390.1F
	CCAAGCTCGAGATGCTCGTC
	Abscisic acid 8'-hydroxylase 3
	This study

	LOC_Os09g28390.1R
	ATGCTTGGGCACAGGGAATG
	
	This study

	LOC_Os08g33820.1F
	CAGGCGATAACGGGTTCGAC
	Chlorophyll A-B binding protein
	This study

	LOC_Os08g33820.1R
	CCGATCTTCGTCAGCACCTC
	
	This study

	LOC_Os04g41960.1F
	CACTACGCCAGGTACAGGGA
	NADP-dependent oxidoreductase
	This study

	LOC_Os04g41960.1R
	TCCTCCACGTACGCGATCTT
	
	This study

	LOC_Os02g41510.1F
	CCTCGGAGGAGGAGTTCCAG
	R2R3-type MYB transcription factor
	This study

	LOC_Os02g41510.1R
	TCATCTCCATCCCGGAGTCG
	
	This study

	LOC_Os03g09220.1F
	TCTGAGGTCGGTGTCGAGTC
	BTH-induced protein phosphatase 2C 1
	This study

	LOC_Os03g09220.1R
	GTTTCCATCCCGTCCACACC
	
	This study

	LOC_Os09g11480.1F
	CCACAAGGCAAGGACCAACT
	Ethylene-responsive transcription factor
	This study

	LOC_Os09g11480.1R
	CGTCGAGCAGGAAGCAGAAC
	
	This study

	eEF1a-F
	TTTCACTCTTGGTGTGAAGCAGAT
	Elongation factor Tu
	This study

	eEF1a-R
	GACTTCCTTCACGATTTCATCGTAA
	
	This study

	actin-F
	TCTTACGGAGGCTCCACTTAAC
	Actin
	This study

	actin-R
	TCCACTAGCATAGAGGGAAAGC
	
	This study
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