
−4.8

−1.9

1

3.9
error−free translesion synthesis

G
S

Z
group 1
group 2
group 3
group 4
group 5
group 6
group 7
group 8

RCHY1

SPRTN

RFC5

RFC2

RFC2

RFC3

POLH

POLH

RPA3

POLH

RPA1
−1.5 1.1∆ e



−4

−2

0

2

4

error−free translesion synthesis
G

S
Z

on
−
off

# features = 37

1

2



gr
ou

p 
1

gr
ou

p 
2

gr
ou

p 
3

gr
ou

p 
4

gr
ou

p 
5

gr
ou

p 
6

gr
ou

p 
7

gr
ou

p 
8

−4

−2

0

2

4

6

error−free translesion synthesis
G

S
Z


