Figure S8. Association analysis between telomere biology SNPs and telomere length in non-melanoma subjects.
[image: image1.png][} ¢ [} ...
L ® ®e o? o Oo
® L 1Y
® ® ® ®
[ ] L4 L [ LJ [ ]
® o, ' oo\ -
® .. L) Py
. 4 F X
P S
000 [ .0“.0.”0.000.
o o ooo 0‘ . oo ®
e o o‘“. . .. *
[} N ° L4 F)
° o0 . . o oo@o oo~ oo”
o ¢ ) . °® .‘ ....“
® ¢ ® ........
[
° ® ..“ o © ° ‘
¢ o0 L4 s 00.*

(14 ® “
°° L] ooo\ ¢ *
¢ » e°® o,
L B
o °* oo . N e ¢
¢ ° : o * °.e e
. o . . . * ° oooo L]
® o0 ..'. ..
¢ ° oo‘ooo hd ooooooQ
® M Y ’ )
° o
... ” ..
* * o ® o
L ] . ° ® o [ ]
° ® ~ ® o .. “
P . . ® 0oty
e o o M °
° o L L oo.o .
°
[ ] ‘ .. ... .'. - ‘. ™ ]
[ ] ° ° [ ] ' )

Gl

(enjea-d) oLbo| -

900dX
[ENRS]

€oeMId
51003y
olsavy

€115avy

dlcdd3L

¢4d3L
aosy

W1g

E€VION
Z¢4dNIL

ld3al

cddvd
LiXdaa
1003y

Ldvisavy
W1V
M=

LNIW
CSMNL
#1003

OANW

NaN

=l ENE

YNOW
oaxdd

NIM

LXNId

SHNL

110d
CYION

05avy
1431
LVION
od3L
LXaa
lddvd

wsavy




Figure S8 legend. Manhattan plot for the SNP-based association analysis and telomere length in non-melanoma subjects. Different colors correspond to different genes. Bonferroni correction at the 5% level corresponds to a P-value of 1.05×10-4 and the corresponding –log10(P-value) is 3.98.

