SUPPLEMENTAL FIGURE 1
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[bookmark: _Hlk8573065][bookmark: _Hlk43805748]Figure S1. UCSC Genome Browser view of the NAMPT promoter region with the location of the functional SNPs rs59744560 and rs61330082, histone modifications and several ENCODE data. The region shows an enrichment for the active histone mark H3K27ac, the H3K4me3 associated with active promoters, and it has a promoter element identified by GeneHancer (GH07J106281).
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Figure S2. Linkage disequilibrium among SNPs in the NAMPT promoter region for the East Asian (CHB+JPT) population. The numbers below the rs IDs correspond to the number of SNPs found for this population. Values for pairwise D´ are presented in each box; those without values refer to D´=1. Color scheme: bright red, D′ = 1 and logarithm of odds (LOD) ≥ 2.
image1.png
Y =T T MR
e | 1es,204500 10,208,000 195,205,500l 10o,26,000] 108,208,500
e s o, SN o v B 2RO o ASSEEERRERY oo’ SRR Dot iR o Revense
Simp1e NCleot ide Falorphisns (cbSHP 151) Found in = 17 of Samples
resseszss | [ A et R Y FEETaiten] BRI
reliseires || esshasoasa reresres | rearaade| Teaieanese|
100 _ Lokaznc park Coften Found He: Tetient=) on 7 caly Lines fron ENcoDE
1552 FoKANGS Mar COFEen Found NEA FROMSEErs)_on T Zei1 1mnes rrom ENCODE

FOKANEL Mark (OFCen Found Near RESuTSTord EISNSNTS) on 7 G211 1ines from ENCODE

Errancers S promsters rron Cereranceoomre c1 e

S anerSen 1€ 10 1T TS TR Tron ENCOvE (e e s
—

——
e iption Factor cnie_seq cUSPSE SO Therors, 120 cETTICuREE) Prom ENCODE &

|




image2.png
za00eelas! ~

vhucz8es)

3

99z108€81

Block 1 (0 kb)
1




