
  

0.0

0.2

0.4

0.6

0.8

1.0

1.2

10
-4

10
-3

10
-2

10
-1

S
h

a
n

n
o

n
 e

n
tr

o
p

y

Mutation rate ()

A

0.0

0.2

0.4

0.6

0.8

1.0

1.2

10
-5

10
-4

10
-3

S
h

a
n

n
o

n
 e

n
tr

o
p

y

Mutation rate ()

0

0.2

0.4

0.6

0.8

1

0 20 40 60 80 100

R
e

la
ti

v
e
 f

it
n

e
s

s
, 
f i

Hamming distance, d
iF

L

B


