www.impactjournals.com/oncotarget/ Oncotarget, Supplementary Materials 2017

Genomic variants link to hepatitis C racial disparities

SUPPLEMENTARY MATERIALS
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Supplementary Figure 1: Genomic view of primer design for SAA41 alternative splicing qRT-PCR validation. Gene
structure view of S4A41 from TAC 2.0 software (to scale) and approximate positions of qRT-PCR amplicons (not to scale) are shown. The
positions of primer sets in Supplementary Table 1 (constitutive C and alt-spliced A) are shown. Splicing Index (SI) from qPCR data is
calculated for alt-spliced amplicons by normalizing their fold change to the average fold change of constitutive amplicons. Splice Indices
=9.12 and 3.21 for CA and AA, respectively. In effect, SI is a fold-change measure of the alt-spliced event.
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Supplementary Figure 2: Genomic view of primer design for SLC13A45 alternative splicing qRT-PCR validation. Gene
structure view of SLC1345 from TAC 2.0 software (to scale) and approximate positions of qRT-PCR amplicons (not to scale) are shown.
Splicing Index (SI) from qPCR data is calculated for alt-spliced amplicons by normalizing their fold change to the average fold change of
constitutive amplicons. Splice Indices = -1.61 and -1.12 for CA and AA, respectively.
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Supplementary Table 1:PCR primer sequences
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Name* sil:gilizog te Exon Forward (5'-3") Reverse (5'-3") tAeI;l:.a(lilég)
SAAlcons 409 to 640 3to4 AS,;F (? gggéigc} ggéigggggé 60
i wen 0 OO0 jmon
A Doils 13 OCTACAGCACAGA  CCCOTGAGAA
AOXicns  owsis a6 ATOGCCATGICTT  GGAAACTICA
AOXlex4.5as 309 to 427 4to5 ((:j((:j[}fg”(r:g? GA};"IC“} gégg}ggg GA:/I 60
AOKIexi2i3as 11670123 12013 GOOGGACACAT | GGGTACAGTTA
SCiAsons  lwi® TGIGOCCCCTT  ACTTGGAGACA g,
SLC13A5vlas 1518 to 1645 10to 11 ?&T}ggégiig ((}}TT ggﬁgﬁgﬁi 60
SLC13A5v2as 1423 to 1536 10to 11 G((};(é[;?gg?ggA ggzgggzg%% 60
o w1 SCWIGMOM koo,
PoNAASIeons 2635y 1 TAGCTGOTITCG  CGTAGCAGAG
IF0cons 33047 204 JACOGAMACG  CAGGCCTCCA g,
DBAow  4lSwsi9 w2 CAATAGCTAGCC  GOCAGCAMC
ROBOlcons 112 to 304 1to3 EC(?AGS g gggg T}Sggﬁgg%ég(} 60
ACTINaph 162001768 12013 CAGGACCGIGT  CAGATIGTCCC
swoss ey JQGTIGCTtecemor
G e ses  ISCCCOMC Gencacns

Bold = Reference genes.

cons = constitive.
v1-v3 = variant 1-3.

as = alternative splicing.
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Supplementary Table 2: Clinical characteristics of the study cohort
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Caucasian American (CA) African American (AA)

Variables Normal Normal

HCV) HCV+ (CIR) HCV+HCC HCV) HCV+ (CIR) HCV+HCC
éfs’gz)ears’ Mean — 485(38-64)  51(32-61) 553 (48-67)  42.3(38-50)  48.3(33-62)  59.3 (56-66)
Male sex, n (%) 4(67) 4(57) 5(83) 3 (100) 3(67) 3(67)
Laboratory values,
mean (SD)
ALBUMIN(g/dL) NA 3.1(0.7) 2.77(0.3) NA 2.6(0.5) 1.6(0.6)
AST(U/L) NA 47(14.4) 91(104) NA 75.6(94) 88(10)
ALT(U/L) NA 27(1.5) 64(86.3) NA 51(5.4) 66 (4.6)
BIL-T(mg/dL) NA 4(1.7) 2.1(1.1) NA 53(3.1) 2.2(0.8)
HEMOGLOBIN NA 9.1(1.8) 13.9(1.7) NA 9.3(2.1) 12(1.8)

CIR= Cirrhotic; HCV+/HCC = HCV-associated Hepatocellular carcinoma.

HCV genotype =Ia.



