
10−9 10−8 10−7 10−6 10−5
0

10−2

10−1

100

101

re
la

tiv
e

pr
ob

ab
ili

ty

replicate 1

10−9 10−8 10−7 10−6 10−5

KD [M]

replicate 2

10−9 10−8 10−7 10−6 10−5

replicate 3

1 mutations
2 mutations
3 mutations

0.0 0.5 1.0 1.5 2.0
0

10−2

10−1

100

101

re
la

tiv
e

pr
ob

ab
ili

ty

replicate 1

0.5 1.0 1.5 2.0

E [au]

replicate 2

0.5 1.0 1.5 2.0

replicate 3

A

B


