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Definitions
Cis association: Any association between a CpG and a miRNA located on the same chromosome
Trans association: Any association between a CpG and a miRNA located on different chromosomes
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Fig. S3

Q

Number of associations

—logio(p)

20000 40000 60000

0

40

30

20

10

n 64%

B miR cluster A
E miR cluster B
E miR cluster C

36%

Neg CpG cor Pos CpG cor

In cis mimQTLs

® negincismimQTL * posincis mimQTL

itk

IIIIIIIIIIII
1 2 4 6 8 10 13 17 23

.
~
3

‘%
L 1]

Chromosome

b All mimQTLs
40 —
e CpG =+ CpG * miRNA
30 -
a
& 20
o
|
10
O T T T T T T I
12 4 6 8 10 13 17 22
Chromosome



Fig. S4
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Fig. S10
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Fig. S11
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