
0 1 2 3 4 5

(δhi +δhj )/2

0.0

0.2

0.4

0.6

0.8

1.0
cu

m
u
la

ti
v
e
 f

re
q
u
e
n
cy

miRNA seed
biased bootstrap
unbiased bootstrap

10-3 10-2 10-1 100
0.0

0.5

1.0

0 1 2 3 4 5

|δhi−δhj |/2

0.0

0.2

0.4

0.6

0.8

1.0

cu
m

u
la

ti
v
e
 f

re
q
u
e
n
cy

all pairs
correlated pairs

10-3 10-2 10-1 100
0.0

0.5

1.0

101 102 103 104

site distance

0.0

0.2

0.4

0.6

0.8

1.0

cu
m

u
la

ti
v
e
 f

re
q
u
e
n
cy

A B C


