
Figure S4 

C−>A C−>G C−>T T−>A T−>C T−>G

0
25
50
75

100

0
25
50
75

0
100
200
300
400

S
1

S
2

S
3

A
−A

A
−C

A
−G

A
−T

C
−A

C
−C

C
−G

C
−T

G
−A

G
−C

G
−G

G
−T

T−
A

T−
C

T−
G

T−
T

A
−A

A
−C

A
−G

A
−T

C
−A

C
−C

C
−G

C
−T

G
−A

G
−C

G
−G

G
−T

T−
A

T−
C

T−
G

T−
T

A
−A

A
−C

A
−G

A
−T

C
−A

C
−C

C
−G

C
−T

G
−A

G
−C

G
−G

G
−T

T−
A

T−
C

T−
G

T−
T

A
−A

A
−C

A
−G

A
−T

C
−A

C
−C

C
−G

C
−T

G
−A

G
−C

G
−G

G
−T

T−
A

T−
C

T−
G

T−
T

A
−A

A
−C

A
−G

A
−T

C
−A

C
−C

C
−G

C
−T

G
−A

G
−C

G
−G

G
−T

T−
A

T−
C

T−
G

T−
T

A
−A

A
−C

A
−G

A
−T

C
−A

C
−C

C
−G

C
−T

G
−A

G
−C

G
−G

G
−T

T−
A

T−
C

T−
G

T−
T

Trinucleotide sequence motifs

Es
tim

at
ed

 m
ut

at
io

ns

Mutation Signatures in 55 patients with SCCE 



Supplementary information, Figure S4 Mutation signatures identified in 55 patients 

with SCCE. Each signature is displayed according to the 96 substitution classification 

defined by the substitution class and sequence context. The mutation types are on the 

horizontal axes, whereas vertical axes depict the estimated number of mutations 

attributed to a specific mutation type. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 




