
Locus: 211    Probe: 5459−33_3    Target gene(s): CST1

23.5 23.7 23.9

Chromosome 20 (Mb)

0

6

12

18

24

30

36

42

48

54

S
tr

en
gt

h 
of

 a
ss

oc
ia

tio
n 

( −
lo

g 1
0(p

) )

0

20

40

60

R
ec

om
bi

na
tio

n 
ra

te
 (

cM
/M

b)

●
●

●●
●
●● ●●●●●●●●●●●●●●●●●●●

●●
●●●●●
●
●●●
●
●●●●●
●
●●●●●●●●●●●●●●●●●●●●

●●

●●●●● ●●●●
●●
●
●●●●●●●●●●●●●
●●●●●●●●●●●●
●
●●
●
●●
●
●●●●●●●●

●

●

●●
●●●
●●
●
●
●●

●

●●
●●

●

●●●
●
●
●
●
●●

●●●●●●●●●●●

●

●●
●
●●

●

●

●
●

●

●

●

●

●●●

●

●●●

●

●●●
●
●●●●●●●
●
●
●
●●●●

●●●● ●●●●●●●●
●
●●
●●●

●
●

●●

●

●
●
●
●

●

●

●

●●●
●●●●

●

●●●●
●

●

●●

●

●

●●●●

●●●

●

●

●
●

●

●●

●

●

●

●

●

●
●●
●
●
●
●

●

●●●●●●●●●●●●●●

●

●●●●●
●●●●●

●

●

●

●

●

●

●●

●

●
●●●●●●●●●●●●●

●

●
●●

●

●●●●●●●

●

●●●●●●●●●●●

●

●●

●

●●

●

●

●●

●

●●●●

●●●

●

●●●●●●

●

●●
●
●
●
●●●●●

●

●

●

●

●
●

●

●
●●

●

●

●●

●
●
●
●●●
●
●

●

●

●
●
●
●
●

●

●●●●●●●
●
●
●●●
●
●●
●
●●●●●●●●●●

●

●●●
●
●●

●●

●●

●

●
●
●
●●●●
●

●●

●

●

●●●●●●●●●

●

●
●
●●●●●●

●

●●
●●●●
●
●●●

●

●●
●

●

●

●
●●●

●

●

●

●●
●
●●

●

●●●

●

●●●
●
●●
●●●●
●
●

●●

●●

●

●

●●●●

●

●

●

●

●●

●

●
●
●

●

●
●●
●●●●

●

●

●●●

●

●

●

●

●●

●●

●

●
●●

●

●

●●

●
●●

●

●●

●

●

●

●●

●

●

●

●

●●

●

●

●

●●●
●
●

●
●
●●●

●

●●

●●

●
●●
●●
●
●●●

●

●

●

●

●●

●

●

●

●

●
●
●●
●
●

●

●●●
●

●

●●

●

●●●
●●●

●

●●●

●

●●
●
●

●

●

●

●

●●
●

●

●

●●●

●
●●●

●

●●●

●

●●

●

●

●

●

●

●

●●
●
●●

●●●●
●

●●
●

●

●

●

●

●

●●

●●●●●●●●
●●

●

●

●
●●●●

●

●

●

●●●●

●

●●●●
●●
●
●●

●

●

●

●

●●●

●

●●●●
●
●
●●●
●
●●
●
●●●
●
●●

●

●
●

●●●●
●

●●●●●
●●
●

●

●●

●●

●
●

●

●●●●

●
●

●

●

●●

●

●●●●●●●●

●

●●●●
●
●

●●

●●●

●

●●

●
●

●
●●●

●

●●

●

●●

●

●

●●

●

●

●●●●●●

●

●

●

●●●●

●
●
●

●

●●●

●

●●●●●●●●
●●●●●●

●

●●

●

●●●●●●●●●

●

●●●●●●

●

●●
●●●●●●●●●
●●●●●●●●●●
●●●●●●
●●

●

●●

●

●●●●●●●●●●●

●

●

●
●●

●

●●

●

●●

●

●●●●

●

●●●●●●●

●

●

●
●

●●●

●

●●●●●●●●

●

●●
●●
●●
●
●
●●●

●

●●●●

●

●●
●
●●
●

●

●●
●
●●
●
●
●
●●●●●●●
●●●
●●●●●●●●●●
●
●●●

●

●●●●●●●●●●
●
●●
●
●●
●
●●●●●●●●●
●
●
●●●●●●●

●

●●●
●●
●
●
●●●●

●
●●●●●●●●
●
●●

●

●

●
●
●●●●●●●
●●
●●
●
●●●●
●
●●●
●
●●●●●●●●●
●
●●

●

●
●●●●●●●●●
●
●
●
●●

●

●
●
●
●
●●●●●●●●●●●
●
●

●●●

●
●●●
●

●●

●●●●
●
●
●

●

●

●

●
●
●
●
●●●●
●
●●●●●
●●●●
●
●●
●●
●
●
●●
●
●
●●●

●●

●●●●

●●
●
●●●●
●●●
●
●●●●●●
●
●●
●
●●●●●

●

●
●●●●●●●●
●
●●●
●●●●●
●
●●
●●

●

●●●
●
●●
●
●●●●●●●
●
●●
●
●●
●
●
●
●●●●●
●
●●●●●●●●●●●●

●

●●●●
●●●●●

●●●●●●
●
●●●●●●
●●
●●●●●●●●
●●
●●●●

●

●●●

●
●
●

●●●●
●
●●●●
●●●●●●●
●
●●●
●●●●●●●
●●●

●

●
●
●
●●●

●●

●●●●
●
●●●

●

●●●

●

●
●
●
●
●
●
●●●

●

●●●
●
●●

●

●●●●
●
●
●
●

●
●
●
●●●
●●●
●
●●●
●●●●
●
●
●
●●
●
●●●●●●●●●●●
●●●●●●●
●
●●●

●

●
●●●
●
●●●●●

●

●
●
●●●
●●
●●
●
●
●
●●●

●●

●
●●
●
●
●

●

●●

●

●●
●●
●
●●●●●●●●●
●●
●●
●
●●●●
●●●
●●
●●●●●
●
●●●●●
●
●
●
●●●●●●●
●
●● ●●●●●●●●●●

●
●●●●●●
●●
●●●●●●

●

●●●●●●●●●●●●●●
●
●●●●●●●

●●●
●●●●●●●●●●●●●●
●
●●●●●●●●●●●
●
●●●●●●
●●●●●
●
●●●●●
●●●●●●
●●●

●
●
●
●●●●
●
●●
●
●●●

●

●●●

●
●●●
●●●●●

●

●
●
●●●●
●

●●
●●●●
●
●
●
●
●●●
●
●●●●●
●
●●
●
●●
●
●●●

●●
●
●●
●●●●●
●●
●

●
●
●●
●●
●●●
●●
●
●●
●●
●
●●●
●●●●
●
●
●
●●●●
●
●●●●
●
●●
●
●
●
●●●●●●●●●
●
●●
●●●
●●●●●●●●
●
●●●●●●
●
●●●●
●
●●
●●
●
●●
●
●
●●
●●
●

●

●
●
●●●●●
●
●
●●
●
●●
●●●●●
●
●●●●
●
●●●
●
●●
●
●●●●
●●
●●●●●●●

●
●
●
●●●●●●

●

●●
●
●●●
●●

●
●●
●

●●●●●
●●●●●●●
●
●●●●●●●●
●●●●
●
●●●●
●●●●●●
●●●●●

●●

●

●●

●●●

●●
●

●

●

●

●●

●●

●

●

●

●

●●

●

●

●●

●●
●
●

●

●●

●●
●●

●

●●
●

●

●

●●

●

●●●
●
●●●●

●

●●●●●●

●

●●●●

●

●●

●
● ● ●● ●

●

●●●●●●●
●●●●●

●

●●●●
●
●●●●●●●●●●●●●●●●●●●●●● ● ●●●

●●

rs2070856rs2070856rs2070856rs2070856rs2070856rs2070856rs2070856rs2070856rs2070856
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sentinel SNP
not in LD
LD r2 ≥ 0.2
LD r2 ≥ 0.5
LD r2 ≥ 0.8
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●
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recombination rate
transcript
unknown effect

direct effect on transcript
putative effect on transcript
direct regulatory effect

putative regulatory effect
multiple effects
associated with trait


