Table S1. Mutations in nfxB
	bp changea
	site (bp)
	Sequence contextb
	protein changec
	Number of mutation occurrence for:

	
	
	
	
	WT
	mutS
	mutT
	mutY
	mutM
	2AP
	CPT
	HP

	AT>GC
	41

77

86

119

149

161

248

260

263

365

377

440

452

518

533

562
	GGCGCTGGCAG
GACGCTGAAGG
GGAACTGGCCG
CACCCTGCACC
CAACCTGGTGC
GATGCTCGAGG
GCGCCTGATCA
GGAACACCTCA
ACACCTCACCC
AGCGCTGGACG
CTTCTTCCTGC
CACCGAACTGT
CACCCTGGTCT
TACCCTGGAGC
GTTCCTCCATG
GCTCCTGACCC
	L14P

L26P

L29P

L40P

L50P

L54P

L83P

H87R

L88 P

L122P

F126S

L147P

L151P

L173P

L178P

Stop188R
	0

0

0

0

0

1

0

2

0

0

0

1

0

0

0

0
	2

3

6

4

2

0

3

6

1

0

1

3

5

1

1

2
	0

0

0

0

0

0

0

1

0

0

0

0

0

0

0

0
	0

0

0

0

0

0

0

0

0

0

0

0

0

0

0

0
	0

0

0

0

0

0

0

0

0

0

0

0

0

0

0

0
	0

0

0

0

1

0

0

0

0

1

0

0

0

0

0

0
	0

0

0

0

0

0

0

0

0

0

0

0

0

0

0

0
	0

0

0

0

0

0

0

0

0

0

0

0

1

0

0

0

	GC>AT
	65

88

91

107

113

116

124

125

140

154

190

199

271

298

346

385

388

406

523

538

539
	CCGCCCGCGAG
AACTGGCCGAG
TGGCCGAGGCG
CGTAAGCAAGG
CAAGGCCACCC
GGCCACCCTGC
TGCACCGCTTC
GCACCGCTTCT
CACGCGGGACA
TGGTGCAGATG
TGAACCAGATC
TCATCCAGGCC
CCCACCGCGAG
TATTCCAGTAC
GCTGGCAGTCC
TGCGCGGACAG
GCGGACAGCAG
TGTTTCGCATC
TGGAGCAGATG
TCCATGGCGCC
CCATGGCGCCT
	P22L

A30T

E31K

S36N

A38V

T39I

R42C

R42H

R47Q

Q52Stop

Q64Stop

Q67Stop

R91C

Q100Stop

Q116Stop

G129R

Q130Stop

R136C

Q175Stop

G180S

G180D
	4

0

1

2

0

0

1

4

0

0

1

0

0

0

1

0

0

0

2

0

1
	2

1

0

0

1

1

0

0

1

1

0

0

1

0

0

2

0

2

0

1

3
	0

0

0

0

0

0

0

0

0

0

0

0

0

0

0

0

0

0

0

0

0
	0

0

0

0

0

0

0

0

0

0

0

0

0

0

0

0

0

0

0

0

0
	0

0

0

0

0

0

0

0

0

0

0

0

0

1

0

0

0

0

0

0

0
	3

0

0

0

0

0

2

0

0

0

0

1

0

0

1

0

0

0

0

0

0
	0

0

0

0

0

0

0

0

0

0

0

0

0

0

0

0

0

0

0

0

0
	1

0

0

1

0

0

0

0

0

0

0

0

0

0

0

0

1

0

0

0

0

	AT>TA
	41

119

149
	GGCGCTGGCAG
CACCCTGCACC
CAACCTGGTGC
	L14Q

L40Q

L50Q
	3

1

1
	0

0

0
	0

0

0
	0

0

0
	0

0

0
	0

0

0
	2

0

0
	0

0

0

	AT>CG
	41

106

109

110

115

119

170

365

392

433

524

527

530

536

564
	GGCGCTGGCAG
GCGTAAGCAAG
TAAGCAAGGCC
AAGCAAGGCCA
AGGCCACCCTG
CACCCTGCACC
GGACCACGGAG
AGCGCTGGACG
GCAGAAAGGCG
TGTTCACCGAA
GGAGCAGATGT
GCAGATGTTCC
GATGTTCCTCC
CCTCCATGGCG
TCCTGACCCTC
	L14R

S36R

K37Q

K37T

T39P

L40R

H57P

L122R

Q131P

T145P

Q175P

M176R

F177C

H179P

Stop188C
	0

0

0

0

18

1

0

0

0

0

0

0

0

0

0
	0

0

0

0

0

0

0

0

0

0

0

1

0

0

0
	0

6

3

1

0

0

3

2

2

3

3

0

1

4

0
	0

0

0

0

0

0

0

0

0

0

0

0

0

0

0
	0

0

0

0

2

0

0

0

0

0

0

0

0

0

0
	0

0

0

0

0

0

0

0

0

0

0

0

0

0

0
	1

0

0

0

1

0

0

0

0

0

0

0

0

0

1
	0

0

0

0

3

0

0

0

0

0

0

0

0

0

0

	GC>TA
	82

91

175

214

223

232

256

274

358

475

484
	TGAAGGAACTG
TGGCCGAGGCG
ACGGAGAGACC
GACCTGGAGCA
ATGCCGAGCCT
CTCTGGAGGCG
ATCAAGGAACA
ACCGCGAGCTG
ACCTGGAAGCG
ATGCGGAACGT
GTCGCGGACGG
	E28Stop

E31Stop

E59Stop

E72Stop

E75Stop

E78Stop

E86Stop

E92Stop

E120Stop

E159Stop

G162Stop
	1

0

0

0

0

2

0

0

0

0

0
	0

0

0

0

0

0

0

0

0

0

0
	0

0

0

0

0

0

0

0

0

0

0
	0

1

1

0

0

0

1

4

1

1

1
	0

0

0

1

0

0

0

1

0

0

0
	0

0

0

0

0

0

0

0

0

0

0
	0

0

0

0

1

0

0

1

0

0

0
	0

0

0

0

0

0

0

0

0

0

0

	GC>CG
	62

88

125

459

541
	CGACCGCCCGC
AACTGGCCGAG
GCACCGCTTCT
GTCTACGGCAT
GAACTGTTCAT
	R21P

A30P

R42P

Y153Stop

A181P
	0

0

1

0

2
	0

1

0

0

0
	0

0

0

0

0
	0

0

0

0

0
	2

0

0

1

0
	0

0

0

0

0
	0

0

0

0

0
	0

0

0

0

0

	1-bp insertion
	5insC

40insC

102insC

163insG

182insT

443insG

496insA

519insG
	GATGACCCTGA
AGGCGCTGGCA
GCCGGCGTAAG
TGCTCGAGGAC
GACCGTACTGA
ACTGTTCATCA
CGGCCAGCTCC
ACCCTGGAGCA
	frameshift* 

frameshift

frameshift

frameshift

frameshift

frameshift

frameshift

frameshift
	0

1

1

1

1

1

0

1
	1

0

0

0

0

0

0

0
	0

0

0

0

0

0

0

0
	0

0

0

0

0

0

0

0
	0

0

0

0

0

0

0

0
	0

0

0

0

0

0

0

0
	0

0

0

0

0

0

1

0
	0

0

0

0

0

0

0

0

	1-bp deletion
	89delC

98delC

115delA

120delG

136delA

144delC

172delG

184delC

308delC

317delT

373delT

464delT

475delG

515delC

539delG
	AACTGGCCGAG
GGCGGCCGGCG
AGGCCACCCTG
ACCCTGCACCG
GCGGCACGCGG
CGGGACAACCT
CCACGGAGAGA
CCGTACTGAAC
CCGCCCGGACT
CTTCCTCGACC
ACGCCTTCTTC
CGGCATGGTCG
ATGCGGAACGT
GCATACCCTGG
CCATGGCGCCT
	frameshift*

frameshift*

frameshift*

frameshift*

frameshift*

frameshift*

frameshift*

frameshift*

frameshift

frameshift

frameshift

frameshift

frameshift

frameshift

frameshift
	1

1

1

0

1

0

0

1

1

1

0

1

0

1

3
	0

0

0

0

0

0

1

0

0

0

1

0

0

0

0
	0

0

0

0

0

0

0

0

0

0

0

0

0

0

0
	0

0

0

0

0

0

0

0

0

0

0

0

0

0

0
	0

0

0

0

0

1

0

0

0

0

0

0

0

0

0
	0

0

0

0

0

0

0

0

0

0

0

0

0

0

0
	0

0

0

1

0

0

0

0

0

0

0

0

1

0

0
	0

0

0

0

0

0

0

0

0

0

0

0

0

0

0

	1bp<del <15bp
	44-45

105-107

136-147

161-172

184-195

194-205

195-205

215-227

232-241

323-335

341-351

445-456

463-464

520-530

537-538

537-547

538-549
	
	frameshift

36del
46-49del 

54-58del
62-66del
65-68del, C69S

frameshift

frameshift*

frameshift

frameshift

frameshift

49-52del
frameshift

frameshift

frameshift

frameshift

frameshift
	1

1

1

0
0
1

1

1

0

1

0

1

0

1

1

0

1
	0

0

0

0
0

0

0

0

0

0

0

0

0

0

0

0

0
	0

0

0

0

0
0

0

0

0

0

3

0

0

0

0

0

0
	0

0

0

0
0

0

0

0

0

0

0

0

0

0

0

0

0
	0

0

0

0
0

0

0

0

0

0

0

0

0

0

0

0

0
	0

0

0

0
0

0

0

0

0

0

0

0

0

0

0

0

0
	0

0

0

0
1

0

0

0

0

0

0

0

0

0

0

0

0
	0

0

0

1

0

0

0

0

1

0

0

0

1

0

0

1

0

	15bp<del <150bp
	39upstream-3

45-89

297-404

364-471

367-481

439-465
	
	1del
16-30del
frameshift

122-157del
frameshift

147-151del
	0

1

1

1

1

0
	0

0

0

0

0

0
	0

0

0

0

0

0
	0

0

0

0

0

0
	0

0

0

0

0

0
	1

0

0

0

0

0
	0

0

0

0

0

0
	0

0

0

0

0

1

	del>150 bp
	30upstream-182

38-339

127-402

255-484
	
	frameshift

frameshift

44-134del
frameshift
	0

1

1

0
	0

0

0

0
	0

0

0

0
	0

0

0

0
	0

0

0

1
	0

0

0

0
	1

0

0

0
	0

0

0

0

	Duplication
	4-5

79-90

152-295

376-381

417-438

503-504

526-529
	
	frameshift*

27-30dup
52-98dup
26-27dup
frameshift

frameshift

frameshift
	1

1

1

1

1

1

1
	0

0

0

0

0

0

0
	0

0

0

0

0

0

0
	0

0

0

0

0

0

0
	0

0

0

0

0

0

0
	0

0

0

0

0

0

0
	0

0

0

0

0

0

0
	0

0

0

0

0

0

0

	Total
	
	
	
	93
	61
	32
	10
	10
	10
	12
	12


anfxB was sequenced from independent colonies derived from the WT, mutS, mutT, mutM and mutY strains and the WT strain treated with mutagens 2-aminopurine (2AP), cisplatin (CPT) and hydrogen peroxide (HP). bSequences surrounding the mutational site are showed for all base substitutions and deletions and insertions of 1-bp. The nucleotide undergoing mutation is indicated in bold. The A, T, C and D nucleotides are colored in purple, green, cian and yellow, respectively. cFrameshifts that cause premature stop codons are indicated by an asterisk (*). The main protein changes are indicated for >1-bp deletions and duplications.
PAGE  
2

