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Figure S1. Genomic region overview of the promoter of PPARA gene where the
assay was performed (highlighted in light blue). The overview shows the
transcriptions factor which has been demonstrated to be bound to the region by in
vivo experiment (ENCODE project). The image was extracted from GRCh37/hg39

assembly of UCSC Genome Browser.
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Figure S2. Genomic region overview of the promoter of RXRA gene where the
assay was performed (highlighted in light blue). The overview shows the
transcriptions factor which has been demonstrated to be bound to the region by in
vivo experiment (ENCODE project). The image was extracted from GRCh37/hg39
assembly of UCSC Genome Browser.
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Figure S3. Genomic region overview of the promoter of LXRB gene where the
assay was performed (highlighted in light blue). The overview shows the
transcriptions factor which has been demonstrated to be bound to the region by in
vivo experiment (ENCODE project). The image was extracted from GRCh37/hg39
assembly of UCSC Genome Browser.
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Figure S4. Genomic region overview of the promoter of SREBF1 gene where the
assay was performed (highlighted in light blue). The overview shows the
transcriptions factor which has been demonstrated to be bound to the region by in

vivo experiment (ENCODE project). The image was extracted from GRCh37/hg39
assembly of UCSC Genome Browser.



scate 1 ko { nots
enra: | 42,227,500 42,228, 000] 42,228, 500] 42,229, 800] 42,229,500] 42,230, 000]
Haplotupes to GRCh37 Reference Seduence
Fatches to GRCh37 Reference Seauence
& 05, RS & Comparat ive Genomics)

(Refseq, Gengay

oKase010.c22.8 diedk
Swesea
Refsea sene predict ions fron NesT
Rerseq curated
Pub1icat ions: Seauences in Scient if ¢ Art icies
Seavences
i
Gene Expression in 83 tissues fron GTEX RNA-seq of 8555 samples (570 donors)
res-g21011.7
s [l LLPRIN | E [ Y
TT1 H"I I I| " I ” l
ChG 15180z (13 1anaz < 300 Bsses are Liont orsen)
o 150
Jiscames Mark COFcon Foun NEmt ELCBOTer s Cr L Ce T e frCh ELCCE
Layered Hak4mes N
oo TSKETRE MATK COfen FouS NESr MCE e REotISors £ IERENTE) on 7 CE11 |ines Troh ELCOCE
[Ipep—
o
ChlaZe HuperSens 1t U 1oy Clusters iz ce | tupes From ENCO0E (%)
ONase Clusters I
e er IO o FaCTCr CIIFSec (1oL TRCTOTS) TToh EHCODE (it T aCoriok Mot ifs
PoLren cox: I————— 01 o e 1 e —
stars PoLren ARecasasgL 1ML UK
Usra starsn G
o1 reers crc ————
u ' T E
2NF143 PHFS MAZ I E—— PAXS. E
P e 1
TCF12 I HDACT
e T cror
£ 1 E——cs3trLE | TCr
T — E2F1L ™
e Fac onte ve
e 108 Ve TeTaTeS ERTe T COeTuRT O TS ST
100 vere. cons it il IERARRPNA
o - e L),,Nwp_m,ww,m,w,ﬁw\,mﬁ,,whﬂﬂ..wJ/,Ar,huhu,_mkurl.,m«rwu‘mbL%Wr,www,l‘wwlmlw%,l‘lm i Aokt IRTTI ”
as
e iz a1 ionmenics of 100 vercenrates
| D I I | I |

anprey
Simple Nucleotide Polunorphisns (ABSNP 156) Found in >= 1% of Samples
common swesc1sey | Il ||| (] | i | I il (AN 1
Repeatins Elenents by Repeathasker
— — - — —

Figure S5. Genomic region overview of the promoter of SREBF2 gene where the
assay was performed (highlighted in light blue). The overview shows the
transcriptions factor which has been demonstrated to be bound to the region by in
vivo experiment (ENCODE project). The image was extracted from GRCh37/hg39
assembly of UCSC Genome Browser.
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Figure S6. Genomic region overview of the promoter of SCD gene where the assay
was performed (highlighted in light blue). The overview shows the transcriptions
factor which has been demonstrated to be bound to the region by in vivo
experiment (ENCODE project). The image was extracted from GRCh37/hg39
assembly of UCSC Genome Browser.
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Figure S7. Genomic region overview of the promoter of LPL gene where the assay
was performed (highlighted in light blue). The overview shows the transcriptions
factor which has been demonstrated to be bound to the region by in vivo
experiment (ENCODE project). The image was extracted from GRCh37/hg39
assembly of UCSC Genome Browser.
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Figure S8. Genomic region overview of the promoter of LRP1 gene where the
assay was performed (highlighted in light blue). The overview shows the
transcriptions factor which has been demonstrated to be bound to the region by in
vivo experiment (ENCODE project). The image was extracted from GRCh37/hg39
assembly of UCSC Genome Browser.
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Figure S9. Genomic region overview of the promoter of C3 gene where the assay
was performed (highlighted in light blue). The overview shows the transcriptions
factor which has been demonstrated to be bound to the region by in vivo
experiment (ENCODE project). The image was extracted from GRCh37/hg39
assembly of UCSC Genome Browser.
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Figure S10. Genomic region overview of the promoter of LEP gene where the assay
was performed (highlighted in light blue). The overview shows the transcriptions factor
which has been demonstrated to be bound to the region by in vivo experiment

(ENCODE project). The image was extracted from GRCh37/hg39 assembly of UCSC
Genome Browser.
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Figure S11. Genomic region overview of the promoter of TNF gene where the assay
was performed (highlighted in light blue). The overview shows the transcriptions factor
which has been demonstrated to be bound to the region by in vivo experiment

(ENCODE project). The image was extracted from GRCh37/hg39 assembly of UCSC
Genome Browser.
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Figure S12. Genomic region overview of the promoter of PPARG gene where the
assay was performed (highlighted in light blue). The overview shows the
transcriptions factor which has been demonstrated to be bound to the region by in
vivo experiment (ENCODE project). The image was extracted from GRCh37/hg39
assembly of UCSC Genome Browser.




