Table S3. RDM scoresa
	Dinucleotide
	Strain

	
	WT
	mutS
	mutT

	AA
	0.0
	0.0
	5.3

	AG
	0.6
	0.0
	3.6

	AC
	4.7
	1.7
	1.7

	AT
	0.0
	0.4
	1.6

	GA
	0.9
	0.0
	0.0

	GG
	0.9
	1.9
	0.0

	GC
	1.8
	1.0
	0.0

	GT
	0.0
	0.0
	0.0

	CA
	5.5
	1.6
	4.4

	CG
	2.0
	1.2
	0.0

	CC
	1.0
	0.8
	0.0

	CT
	1.8
	7.4
	0.5

	TA
	0.0
	0.0
	0.0

	TG
	1.8
	8.5
	0.5

	TC
	0.2
	1.2
	0.2

	TT
	0.0
	0.6
	0.6


aThe relative dinucleotide mutability (RDM) scores were calculated using iMARS as depicted in Material and Methods
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