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Table S4. List of Primer used in this study 


	Name of Genes
	Primers 5’ to 3’

	ClpB
	CGCCAGATGGTGGATATTCT
TGTTCAAACTCCCCCTTCAC

	icmf
	CTTTGCCCGCTCTAACTTTG
ATACCGGCTTCCTGGAAAAT

	impA
	GTAGAAAAGCTCGCCACCAG
CCTCCAGCAGTGGATAGAGC

	impB
	CGACAATTTCGACGAAGTCA
TATCTTCCAGCATCCGTTCC

	impC
	ACTGAAACCGACGAGATGCT
TCACCACCAAACTGACCGTA

	impD
	TCACACCGGTTGGACTGATA
GATTCGCGCATATTCAACCT

	impE
	GCTTCGACTGGTTGATGGAT
AGAAGCGGTCTTCAACCTGA

	impG
	AACGCTGCCTTGTTATCCAC
TCCAGCGTCACTTCAATCTG 

	impH
	AACGCTGCCTTGTTATCCAC
TCCAGCGTCACTTCAATCTG

	IMPI
	CCTCAAGGGTGAGTTCCGTA
CGCAAGTCATCGAAACTGTC

	impJ
	GGGGCTTTCTTGATGTTGAA
ACCACCTTTTCGTTGGTGAG

	impK
	CTCGGCAGTTACCGATCATT
CGACCACTATCACGCTCAGA

	impM
	GTCGCTATTTCCCGCTGAC
ATCAGCGATTGTTCGATGC

	PrpC
	GGGAGAAATGGAATGAAGCA
CGATATGGGCAACAGAAACC

	VasD/Lip
	GTCATGACATTGACGCGAAC
TGATCACCCCTTCTTTTTCG



