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Locus: 28 Probe: 4469-78 2 Target gene(s): CHST15

EOOOHE

sentinel SNP
not in LD
LDr?20.2
LDr?*20.5
LDr?*20.8

A VN
A
A
o
AVGED \’1‘ (Z ‘/A/A\’: ﬂo A

‘A.;'A 5 /’lzl/u/ 1t /s /’//

2/ a
‘A POE IR -"‘,-ﬂ':"/)S/A oy
A‘ZA\V A 00\9 RERA KB
e ATRCT i Gy I.-

RF$7A
SL$F2
SL£F1

‘rv

AR
LSS

/07/1

SL

”v//l

“QL 1“\\”‘

2A6

3 Ggott S&Es LRE4 REXC4 CAC TigEMEC
GTF3CH. ¢ ALGDS OB@28 1B MgD22 ADAMTS13 o ADAM]
I I I
136 136.2 136.4

Chromosome 9 (Mb)

recombination rate Vv direct effect on transcript < putative regulatory effect
e transcript o putative effect on transcript ®  multiple effects
o unknown effect A direct regulatory effect ® associated with trait
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