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Abstract: Hepatocellular carcinoma (HCC) is one of the leading causes of cancer-related deaths
globally. The risk factors for HCC include chronic hepatitis B and C virus infections, excessive
alcohol consumption, obesity, metabolic disease, and aflatoxin exposure. In addition to these viral
and environmental risk factors, individual genetic predisposition is a major determinant of HCC
risk. Familial clustering of HCC has been observed, and a hereditary factor likely contributes to
the risk of HCC development. The familial aggregation may depend on a shared environment
and genetic background as well as the interactions of environmental and genetic factors. Genome-
wide association studies (GWASs) are one of the most practical tools for mapping the patterns of
inheritance for the most common form of genomic variation, single nucleotide polymorphisms. This
approach is practical for investigating genetic variants across the human genome, which is affected by
thousands of common genetic variants that do not follow Mendelian inheritance. This review article
summarizes the academic knowledge of GWAS-identified genetic loci and their association with
HCC. We summarize the GWASs in accordance with various chronic hepatitis virus infection statuses.
This genetic profiling could be used to identify candidate biomarkers to refine HCC screening
and management by enabling individual risk-based personalization and stratification. A more
comprehensive understanding of the genetic mechanisms underlying individual predisposition to
HCC may lead to improvements in the prevention and early diagnosis of HCC and the development
of effective treatment strategies.

Keywords: liver cancer; hepatitis B; hepatitis C; genome-wide association study; host

1. Epidemiology of Hepatocellular Carcinoma

Liver cancer ranks sixth as the most commonly diagnosed cancer and the third leading
cause of cancer-related death [1]. Among all cancers, liver cancer accounts for 4.7% of
new cancer cases and 8.3% of cancer deaths. Liver cancer incidence has stabilized in men
after decades of a steep increase. However, it continues to rise in women by more than
2% annually [2]. Liver cancer caused approximately 30,000 deaths in 2021 [2] and resulted
in the loss of 12.5 million disability-adjusted life-years after diagnosis [3]; these statistics
indicate its significant burden.

Hepatocellular carcinoma (HCC) is the most common histological type of liver cancer,
accounting for over 75% of all primary liver cancers globally [4]. In general, HCC incidence
and mortality rates are roughly equivalent because of the disease’s poor prognosis. The
substantial variation in the incidence and mortality rates of HCC across geographical regions
is attributed to differences in environmental exposure levels and timing, chronic hepatitis
virus infection prevalence, access to healthcare resources, and the ability to early detect and
promptly treat cancer [5]. Most HCC cases are estimated to occur in low-income or middle-
income countries, particularly in Eastern Asia, Southeast Asia, and Sub-Saharan Africa.
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The majority of HCC cases occur in patients with underlying liver disease, most of
which result from chronic hepatitis B virus (HBV) and hepatitis C virus (HCV) infection or
excessive alcohol consumption. Universal HBV vaccination programs and the implementa-
tion of direct-acting antiviral agents against HCV may change the etiological landscape of
HCC. The prevalence of these two major risk factors of HCC may decline in the coming
years. The increasing prevalence of nonalcoholic fatty liver disease (NAFLD), which, to-
gether with obesity and metabolic syndrome, elevates the risk of developing HCC and acts
as a critical contributor to HCC after HBV and HCV infections have been controlled [6,7].
Estimates show that the increase in the average body mass index from 1991 to 2011 resulted
in the incidence of liver cancer more than doubling.

In addition to viral and environmental risk factors, individual genetic predisposition
may affect the risk of developing HCC. The influence of genetic factors was supported by
considerations of heritability [8,9] and familial aggregations. Multiple genetic studies, using
either the candidate gene approach or the genome-wide approach, have identified potential
variants associated with HCC. In this article, we review the evidence from epidemiological
studies as well as the genetic risk factors for HCC. As the genome-wide association study
(GWAS) is a practical method of investigating genetic variants across the human genome,
which is affected by thousands of common genetic variants that do not follow Mendelian
inheritance, we summarize the findings of relevant GWASs, focusing on the impact of
chronic hepatitis virus infection status on genetic loci associated with HCC.

2. Risk Factors for HCC
2.1. HBV

Chronic HBV infection is particularly prevalent in the Asia-Pacific region and in Sub-
Saharan Africa, where the infection is predominantly acquired during the perinatal period
or in early childhood. HBV has been classified as a human carcinogen by the International
Agency for Research on Cancer [10]. Approximately 5% of the world’s population, or
between 240 million and 350 million people, have chronic HBV infection. HBV has a
primary role in the etiology of HCC. The incidence of HCC among carriers seropositive for
hepatitis B surface antigen (HBsAg) is much higher compared to those seronegative for
HBsAg (1158 vs. 5 per 100,000 person-years), resulting in a relative risk (RR) of 223 [11]. In
addition, cirrhosis and HCC accounted for 54.3% and 1.5% of all deaths among HBV carriers
and noncarriers, respectively [11]. Among individuals with chronic HBV, hepatitis B e
antigen (HBeAg) [12] and the serum HBV DNA level are associated with a long-term risk
of HCC development [13]. These seromarker measurements are essential for diagnosing,
treating, and monitoring patients. Moreover, the HBV genotype C and specific variants of
the basal core promoter and precore are associated with HCC development independent
of the serum HBV DNA level [14]. Quantitative HBsAg level is also associated with HCC
in a dose-response manner, particularly in patients seropositive for HBsAg with a low
HBV DNA level (<106 copies/mL) [15]. Several new markers have been identified as being
associated with HCC risk after follow up [16,17], providing insights into the treatment of
patients through antiviral therapy.

2.2. HCV

HCV is widely acknowledged as a major cause of chronic liver disease and the demand
for liver transplantation. Patients with chronic HCV infection are often asymptomatic,
which can result in unawareness of their illness until it progresses to end-stage liver disease.
HCV infection plays a role in tumorigenesis through repetitive damage, regeneration,
and fibrosis, and approximately 90% of HCV-associated HCC cases are preceded by liver
cirrhosis [18]. Liver cirrhosis occurs in 20% to 30% of patients with chronic HCV infection
after two to three decades [19]. Once cirrhosis has developed, approximately 1–4% of these
patients will develop HCC each year [20]. The detectable serum HCV RNA level is a marker
indicating the active replication of HCV, and 65% to 80% of serum samples seropositive
for anti-HCV have detectable serum levels of HCV RNA [21,22]. Long-term follow-up
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studies have indicated that patients with elevated serum HCV RNA levels have a higher
risk of HCC and liver-related death compared to those with undetectable levels, reinforcing
the importance of antiviral treatment for those with chronic HCV infection [23,24]. In
addition to RNA levels, HCV genotype one is prevalent in most geographical regions
associated with an increased risk of HCC [25]. Seromarkers, including glycoprotein [26],
immunological proteins [27], and circulating bile acids [28] are also associated with HCC
risk, and they can assist in the early detection of HCC and subsequent intensive care. The
treatment options for HCV infection have undergone significant improvements with the
introduction of direct-acting antivirals. These drugs offer a new avenue for HCV treatment,
inspiring hope that patients with chronic HCV infection can be cured in an effective and
straightforward manner. Although treatment-induced RNA clearance is associated with a
considerable reduction of the risk of HCC, the absolute risk of HCC remains high, which
implies that ongoing surveillance for HCC may be necessary [29].

2.3. Alcohol Consumption

Excessive alcohol consumption is another risk factor for HCC [30]. A meta-analysis
revealed that people who consume considerable amounts of alcohol have an approximately
twofold greater risk of developing liver cancer [31] and that the relationship may vary by
sex. Alcohol is associated with a nearly fourfold increased risk in women compared with a
59% increased risk in men [31]. Alcohol consumption mediated the association between
the risk of HCC and polymorphisms of the enzymes associated with alcohol metabolism,
ADH1B (Alcohol dehydrogenase 1B), and ALDH2 (Aldehyde Dehydrogenase 2) [32]. In
addition, alcohol synergizes with other risk factors for HCC, such as diabetes and HCV
infection. In patients with excessive alcohol consumption (over 80 g/day), the associated
RR of HCC increased from 2.4 to 9.9 among patients with diabetes and increased from 19.1
to 53.9 among patients with HCV infection [33].

2.4. Aflatoxin

Aflatoxin is produced by the molds Aspergillus flavus and Aspergillus parasiticus, which
contaminate various types of food such as grains, maize, legumes, and nuts. An esti-
mated 4 billion people globally are at risk of aflatoxin exposure [34]; intake of aflatoxin-
contaminated food increases the risk of HCC [35]. A meta-analysis [36] indicated that
aflatoxin and HBV infection increased the HCC risk sixfold and elevenfold, respectively,
whereas the two risk factors together increased HCC risk 54-fold. The measurement
of blood levels of aflatoxin B1–albumin adducts has demonstrated a significant dose-
response increase in risks of cirrhosis and HCC among chronic HBV carriers [37]. In
addition, serum levels of aflatoxin B1–albumin adducts are an independent predictor of
HCC risk in individuals with an acquired HCV infection (odds ratio = 3.65; 95% confidence
interval (CI) = 1.32–10.10), even after adjustment for other HCC-related risk factors [38].
Individuals with HBV or HCV infection or considerable alcohol consumption are more
susceptible to aflatoxin-associated HCC than those without these risk factors [38].

2.5. Obesity, Diabetes, and NAFLD

Excessive body weight is a significant risk factor for several cancer types, and a
five-unit increase in body mass index is associated with an RR of liver cancer of 1.59
(95% CI = 1.35–1.87) [39]. In a long-term follow-up study, extreme obesity (body mass in-
dex ≥30 kg/m2) was observed to be independently associated with a fourfold increased risk
of HCC among patients that were anti-HCV-seropositive (RR = 4.13; 95% CI = 1.38–12.4)
and with twofold increased risk among patients without HBV or HCV infection (RR = 2.36;
95% CI = 0.91–6.17) after controlling for other metabolic components [40]. In addition,
alcohol consumption and obesity exhibit a synergistic association with the risk of HCC
development (RR = 7.19; 95% CI = 3.69–14.00). Even after relevant risk factors for HCC are
controlled, individuals who consume alcohol and have extreme obesity have a 3.82 times
greater risk of developing HCC than those who do not consume alcohol and do not have
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extreme obesity. The prevalence of diabetes is growing much more rapidly in developing
countries than in developed countries, with projected increases of 69% and 20% in develop-
ing and developed countries, respectively [41]. Furthermore, type two diabetes mellitus
has been observed to be independently associated with the incidence of HCC [42].

The prevalence of the metabolic fatty liver disease is rapidly increasing due to people’s
sedentary behavior, low levels of physical activity, and high caloric intake. NAFLD places
a substantial burden on public health, affecting 25% of the adult population globally and
incurring high healthcare costs [43]. Although the incidence of NAFLD-related HCC is
considerably lower than that of other HCC-related etiologies [44], such as chronic HBV
and HCV infection, the prevalence of NAFLD is higher than that of chronic viral hepatitis.
Therefore, identifying patients with a high risk of developing NAFLD through HCC clinical
surveillance is necessary [45].

2.6. Family History of HCC

Family history of HCC provides evidence of a direct link between heritable factors
and the risk of HCC (Table 1) [46–55]. However, familial aggregation may be influenced by
shared environmental factors and genes. One study examined the family environment risk
by estimating HCC risk among spouses [56]. However, no spouse–case correlation was
observed for liver cancer, suggesting that the environmental risk factors shared between
spouses were limited and that the study may have detected genetic effects contributing
to HCC risk. A case-control study revealed that a family history of liver cancer increased
HCC risk independently of HBV or HCV infection [55]. A familial predisposition to HCC
was investigated among individuals seropositive for HBsAg [54], indicating that HBV
carriers with a family history of HCC had a 2.41-fold greater risk of developing HCC
(95% CI = 1.47–3.95) compared with those without a family history of HCC. In addition,
first-degree relatives of the case group individuals were more likely to have HCC than first-
degree relatives of the control group individuals, further suggesting the genetic tendency
of HCC. Notably, the synergistic effects of HBV and a family history of HCC multiplied
the risk of developing HCC [57]. The synergy between these factors remained significant
after stratification by HBeAg serostatus and HBV DNA level. In addition to the positive
associations between a family history of HCC and HCC risk, the presence of such a family
history is associated with an earlier diagnosis of HCC [58], suggesting that proper clinical
monitoring of individuals with a family history is necessary.

Table 1. Family History of HCC.

Study (Authors, Year)
Number of Subjects

OR (95% CI) Comments
Cases Controls

Case-control study

[51] 229 266 1.60 (0.70–4.80)

• Adjusted variables are age and sex;
• Family members with HCC are parents and siblings;
• No differences between cases and controls in the family history

of malignancies other than liver cancer.

[46] 200 200 4.59 (1.02–20.75)

• Adjusted variables are age, alcohol consumption, smoking
status, and HBV;

• Family members with HCC are parents, siblings, children,
spouses, and spouse’s siblings and parents;

• The cohort is composed of men only;
• Familial tendency may result from shared environmental

exposure to, for example, dietary mycotoxin or contaminants.

[49] 204 410 3.80 (1.60–8.90)

• Adjusted variables are age and sex;
• Family members with HCC are parents, siblings, and children;
• Positive family history of liver cancer, especially a familial

clustering of HBV infection in mother-to-child transmission, is
associated with HCC risk.
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Table 1. Cont.

Study (Authors, Year)
Number of Subjects

OR (95% CI) Comments
Cases Controls

[53] 320 1408 2.90 (1.50–5.30)

• Adjusted variables are age, sex, area of residence, education
level, alcohol consumption, smoking status, and personal
cirrhosis or hepatitis;

• Family members with HCC are parents, siblings, and children.

[47] 284 464 2.30 (1.20–4.50)

• Adjusted variables are age, sex, date of participation, area of
residence, education level, alcohol consumption, and HBV or
HCV infection;

• Family members with HCC are parents, siblings, and children.

[52] 111 424 3.98 (1.26–12.59)

• Adjusted variables are age, sex, alcohol consumption, and
smoking status;

• Family members with HCC are parents, siblings, and children;
• The synergistic effect for HCC development between the Pro

allele of p53 Arg72Pro and family history of HCC in
individuals who are HBV-negative (OR = 11.81; 95% CI =
2.59–53.84).

[48] 347 1075 4.10 (1.30–12.90)

• Adjusted variables are age, sex, ethnic group, education level,
alcohol consumption, smoking status, and diabetes mellitus;

• Family members with HCC are parents, siblings, and children;
• HBV or HCV infection and family history of liver cancer

indicate a higher risk of HCC (OR = 61.9; 95% CI = 6.60–579.70).

[55] 229 431 2.38 (1.01–5.58)

• Adjusted variables are age, sex, education level, alcohol
consumption, smoking status, and HBV or HCV infection;

• Family members with HCC are parents, siblings, and children;
• Risk estimates in this study are consistent with the pooled RR

from the meta-analysis of published data.

Cohort study

[54] 553 4684 2.57 (2.03–3.25)

• Adjusted variables are age and sex of relatives;
• Family members with HCC are parents, siblings, and children;
• The cohort is composed of men who are HBsAg-positive;
• The ORs for HCC with history of HCC are separated in

accordance with the type of relative.

[50] 173 240 2.58 (1.01–6.60)

• Adjusted variables are age, sex, ethnic group, AFP, and
cirrhosis;

• Family members with HCC are parents, siblings, children,
grandmothers, great-grandmothers, grandfathers, uncles,
nephews, and half-brothers;

• The cohort comprises individuals who are HBsAg-positive.

Abbreviations: OR, odds ratio. CI, confidence interval. HBsAg, hepatitis B surface antigen. HCC, hepatocellular
carcinoma. HBV, hepatitis B virus. HCV, hepatitis C virus. Pro, proline. Arg, arginine. AFP, alpha-fetoprotein. RR,
relative risk.

2.7. Genetic Susceptibility

Genetic susceptibility to HCC is characterized by genetic heterogeneity. Several un-
linked genetic defects that are rare in the general population—such as mutations in the
genes for a homeostatic iron regulator, alpha 1-antitrypsin deficiency, glycogen storage
diseases, porphyria (hydroxymethylbilane synthase and uroporphyrinogen decarboxy-
lase), tyrosinemia (fumarylacetoacetate hydrolase), and Wilson disease (ATPase copper-
transporting beta)—increase susceptibility to HCC [59].
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2.8. GWASs for Identifying Genetic Susceptibility to HCC

The GWAS is a practical and widely used method for discovering genetic predisposi-
tions to diseases or other phenotypes [60]. A GWAS maps the patterns of inheritance for
the most common form of genomic variation, the single nucleotide polymorphism (SNP).
An estimated 10 million common SNPs with a minor allele frequency of at least 5% are
transmitted across generations in blocks, which enables a few particular or tag SNPs to
capture the vast majority of SNP variation within each block. Several hundred thousand
to more than a million SNPs are assayed in a GWAS of thousands of individuals; thus,
GWASs are powerful tools for investigating the genetic architecture of complex diseases.
In contrast to the candidate gene approach, which explores the association of prespecified
genetic variants to specific phenotypes, GWASs test common variants across the human
genome to determine associations with disease susceptibility. Therefore, GWASs can be
used to discover novel variants and provide valuable insights into the influences of genes
on diseases. However, GWASs require testing an enormous number of associations between
SNPs and the phenotypes of interest; the thresholds of statistical significance are therefore
stringent [61], and a large sample is necessary. In addition, SNPs identified through GWASs
generally tend to have an effect of a relatively small to a modest size. The tiered design is
an approach frequently used to manage sample sizes. A subset of SNPs determined to be
significant in the genome-wide phase (the discovery set) is genotyped in a second tier (the
replication set), producing a smaller subset of significantly associated SNPs that are then
tested in a third tier (a second replication set), and so forth. We reviewed and summarize
several GWASs that were conducted to identify genetic variants associated with HCC, with
the summary presented separately for the different chronic hepatitis virus infections.

3. GWASs for Identifying Variants Susceptible to HCC in Individuals with Different
Viral Hepatitis Status
3.1. GWASs for Identifying Variants Associated with HBV-Related HCC

Several GWASs that have examined genetic variants associated with HCC among pa-
tients with HBV infection are summarized in Table 2. However, some studies lacked a repli-
cation phase following the identification of some variants in the discovery phase [62–64].
Zhang et al. [65] conducted a GWAS to investigate genetic susceptibility to HBV-related
HCC and identified rs17401966 in the KIF1B (kinesin family member 1B) gene, which
exhibited a significant association in the discovery phase as well as in 3 replication phases.
The protein and mRNA expression of the KIF1B gene were significantly elevated in non-
tumor tissues in rs17401966 G allele carriers, which is consistent with the idea that the
KIF1Bβ gene can act as a tumor suppressor [66]. One of the replication phases included
testing in family trios, in which the significant association of rs17401966 with HBV-related
HCC was calculated through transmission–disequilibrium tests. Another GWAS [67,68]
involved family trios and revealed rs10272859 in the CDK14 (cyclin-dependent kinase 14)
gene to be associated with HCC among patients with HBV infection. The patients with HBV
seropositive HCC carrying the risk G allele of rs10272859 were determined to have a poor
prognosis, suggesting that this variant may assist in the improvement of risk stratification
and decision-making during early treatment. In regards to familial HCC among HBV carri-
ers, Lin et al. [62] compared patients with HBV-related HCC who had first-degree relatives
with HCC to controls with chronic HBV infection and identified 51 SNPs clustered in the
GLUL (glutamate-ammonia ligase) and TEDDM1 (transmembrane epididymal protein one)
genes that were significantly associated with familial HBV-related HCC.
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Several loci in the human leukocyte antigen (HLA) located on chromosome six were
determined to be associated with HCC. Furthermore, two SNPs, rs9272105 in the HLA-
DQA1/DRB1 locus and rs455804 in the GRIK1 (glutamate ionotropic receptor kainate
type subunit one) gene, were revealed to be significantly associated with HBV-related
HCC [69]. By comparing individuals with HBV natural clearance, defined on the basis
of those who were seronegative for HBsAg and anti-HCV antibodies and seropositive
for both antibodies to hepatitis B surface antigen and hepatitis B core antibody, with
asymptomatic HBV carriers, investigators determined that, in addition to susceptibility
to HBV-related HCC, rs9272105 had a negative association with HBV chronic infection.
After imputation, the study also revealed that HLA-DRB1*04:04 and HLA-DRB1*09:01
were relevant for HCC risk. Another GWAS [70] discovered loci at the STAT4 (signal
transducer and activator of transcription 4) gene and HLA-DQ. Similarly, another study [63]
identified two SNPs, rs115126566 in the HLA-DPA1/DPB1 locus and rs114401688 in the
HLA-DQB1/DRB1 locus, associated with the risk of HBV-related HCC; rs114401688 was
detected in linkage disequilibrium with rs9272105 in a different study [70]. The HLA
complex is the most crucial region for humans with respect to infection and innate and
adaptive immunity. Imputation methods [71] for predicting HLA genotypes on the basis of
SNPs may overcome HLA direct genotyping problems, specifically its labor-intensive, time-
consuming, and expensive nature. Therefore, imputation approaches have typically been
employed when the SNPs near the HLA region are identified through a GWAS [69,70,72].

Chan et al. [68] identified variants in chromosome 8p12 that were associated with
HCC among HBV carriers; this chromosome harbors an expressed sequence tag. To control
for potential confounding factors, including gender and ethnicity, one study [73] used a
sample of solely Chinese men and identified nine SNPs significantly associated with the
risk of HBV-related HCC; the two SNPs for which the statistical evidence of an association
signal was strongest were rs2120243 in the VEPH1 (ventricular zone expressed PH domain
containing one) gene and rs1350171 in the FZD4 (frizzled class receptor four) gene. One
of the genome-wide significant SNPs, rs4561519 in the KIF2B (kinesin family member 2B)
gene, is within the same kinesin family as rs17401966 in the KIF1B gene, which is consistent
with the findings of a related study [65].

In contrast to previously mentioned studies that examined the risk of HBV-related
HCC, Zeng et al. [64] recruited participants who were not only infected with HBV but
also had elevated serum liver enzymes. The researchers discovered that rs2833856 in the
EVA1C (EVA-1 homolog C) gene was associated with chronic HBV susceptibility, whereas
rs4661093 in the ETV3 (ETS variant transcription factor three) gene indicated a risk of
progression from decompensated cirrhosis to HCC.
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Table 2. GWASs of HBV-Related HCC Susceptibility.

Study
(Authors, Year) Gene SNP OR (95% CI)

Number of Subjects

CommentsDiscovery
Phase

Replication
Phase(s)

Cases Controls Cases Controls

[65] KIF1B rs17401966 1.64 (1.49–1.82) 355 360 1962 1430

• Includes 159 family trios;
• HBsAg(+), anti-HBc(+), but anti-HCV(−);
• Free of HDV and HIV infection;
• Free of other liver diseases, including autoimmune or toxic hepatitis,

primary biliary cirrhosis, and Budd–Chiari syndrome;
• Replication phase: 4 cohorts with pooled results;
• rs17401966: associated with the KIF1B protein and mRNA

expression.

[68]
Non-coding RNA
on chromosome

8p12

rs12682266
rs7821974
rs2275959
rs1573266

1.38 (N/A), p = 3.76 × 10−5

1.33 (N/A), p = 2.32 × 10−4

1.31 (N/A), p = 5.19 × 10−4

1.39 (N/A), p = 2.71 × 10−5

95 97 500 728
• All patients are free of antiviral treatment;
• HBsAg(+) and anti-HBc(+). One of the patients with HCC is

anti-HCV(+).

[69] HLA-DQA1/DRB1 rs9272105 1.28 (1.22–1.35)
1538 1465 4431 4725 • HBsAg(+), anti-HBc(+), but anti-HCV(-).GRIK1 rs455804 1.19 (1.12–1.25)

[70] HLA-DQB1/DQA2
STAT4

rs9275319
rs7574865

1.49 (1.36–1.63)
1.21 (1.14–1.28) 1161 1353 4319 4966

• HBsAg(+), anti-HBc(+), but anti-HCV(−);
• Free of HDV and HIV infection;
• Free of other liver diseases, including autoimmune or toxic hepatitis

and primary biliary cirrhosis;
• Replication phase: 6 cohorts with pooled results;
• Significance determined using p < 5 × 10−3 and LD r2 < 0.2 between

markers.

[73]

VEPH1 rs2120243 1.76 (1.39–2.22)

50 50 282 278
• Restricted to men;
• HBsAg(+), anti-HBc(+), but anti-HCV(−);
• rs4561519 in KIF2B: within the same kinesin family as the SNP

(rs17401966 in KIF1B), as extracted from Zhang [65].

FZD4 rs1350171 1.66 (1.33–2.07)
FZD4 rs1048338 1.64 (1.31–2.04)

L3MBTL4 rs2212522 1.57 (1.25–1.97)
FZD4 rs7116140 1.51 (1.22–1.88)

PCDH9 rs4480667 1.52 (1.21–1.90)
PRMT6 rs4417097 1.48 (1.19–1.85)
LHX1 rs9893681 1.65 (1.22–2.21)
KIF2B rs4561519 1.52 (1.14–2.02)

[62] GLUL, TEDDM1 51 SNPs within 2 SNP
clusters, 3 LD blocks

Ranging from 0.14 (0.05–0.41)
to 9.87 (3.46–28.16) 139 139 101 N/A

• HBsAg(+). Patients with anti-HCV(−) not excluded;
• Cases: restricted to familial HBV-related HCC; defined as follows:

# Phase 1 of GWAS: with ≥1 first-degree relatives with HCC;
# Phase 2 of GWAS: with ≥2 first-degree relatives with HCC;
# Phase 1 of GWAS: restricted to men;
# Phase 2 of GWAS: not restricted to individuals with chronic

HBV; number of controls not provided.
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Table 2. Cont.

Study
(Authors, Year) Gene SNP OR (95% CI)

Number of Subjects

CommentsDiscovery
Phase

Replication
Phase(s)

Cases Controls Cases Controls

[67] CDK14 rs10272859 1.28 (1.18–1.38) 537 737 3796 2544

• Includes 189 family trios;
• HBsAg(+), anti-HBc(+), but anti-HCV(−);
• Free of HDV and HIV infection;
• Free of other liver diseases, including autoimmune or toxic hepatitis,

primary biliary cirrhosis, and Budd–Chiari syndrome;
• rs10272859: associated with the overall survival of 192 patients with

HCC.

[63] HLA-DPA1/DPB1
HLA-DQB1/DRB1

rs115126566
rs114401688

1.29 (1.19–1.47)
1.64 (1.33–1.96) 1161 1353 N/A N/A

• HBsAg(+), anti-HBc(+), but anti-HCV(−);
• rs114401688: in LD with an SNP (rs9272105), as extracted from Jiang

[70].

[64] EVA1C rs2833856 2.84 (N/A),p = 1.62 × 10–6 214 93 N/A N/A • HBsAg(+), anti-HBc(+), but anti-HCV(−);
• rs2833856: associated with risk of HCC among patients with chronic

HBV infection;
• rs4661093: associated with risk of HCC among patients with

HBV-related decompensated cirrhosis.
ETV3 rs4661093 2.84 (N/A),p = 2.26 × 10−6 214 188 N/A N/A

Abbreviations: OR, odds ratio. CI, confidence interval. GWAS, genome-wide association study. HCC, hepatocellular carcinoma. HBV, hepatitis B virus. LD, linkage disequilibrium. N/A,
not applicable. SNP, single nucleotide polymorphism. (+), seropositive for. (−), seronegative for.



Viruses 2023, 15, 559 10 of 20

3.2. GWASs for Identifying Variants Associated with HCV-Related HCC

The GWAS approach has been highly successful in determining genetic variants associ-
ated with interferon-based antiviral treatment responses [74–76] and adverse effects [77,78]
during treatment for chronic HCV infection. Discovering genetic variants related to HCC
susceptibility may facilitate efficient and targeted surveillance for high-risk patients or
prioritizes patients requiring treatment with novel antiviral agents.

In Table 3, we summarize several GWASs that investigated potential genetic variants
associated with HCV-related clinical outcomes. Most of these studies examined HCC
susceptibility regardless of treatment status. One study [79] compared an HCV-related
HCC group with an anti-HCV seronegative control group and identified two genome-
wide significant variants, namely rs2596542 in the MICA (MHC class I polypeptide-related
sequence A) gene and rs9275572 in the HLA-DQA and HLA-DQB loci. The investigators
then compared the HCV-related HCC group to a control group with chronic HCV infection
and also compared the chronic HCV infection group to an anti-HCV seronegative control
group. The results demonstrated that rs2596542 was associated with progression from
chronic HCV infection to HCC and not chronic HCV infection susceptibility. However,
rs9275572 was associated with both progressions from chronic HCV infection to HCC and
chronic HCV infection susceptibility. Moreover, haplotype analysis revealed that the effect
of the risk allele of rs2596542 on HCV-related HCC susceptibility was stronger than that
of the risk haplotype of rs2596542 and rs9275572, suggesting that rs2596542 is a principal
variant in this region.

In addition, the rs2596542 risk AA genotype was determined to have low serum levels
of MICA, supporting a possible biological association. Another GWAS [80] was conducted
to compare patients with HCC to those without HCC among patients with HCV infection.
The study identified rs1012068, located in the DEPDC5 (DEP domain containing five)
gene, as being significantly associated with HCC among those with HCV infection. The
significance remained after adjustment for other covariates, including alcohol consumption,
diabetes mellitus, and obesity, and was increased after adjustment for age, gender, and
platelet count. The mRNA expression level of the DEPDC5 gene was significantly higher in
the paired HCC tumor and adjacent nontumor liver tissues.

With the increased availability of direct-acting antiviral agents for treating HCV, most
patients with chronic HCV may experience treatment-induced RNA clearance resulting
from effective antivirals. However, patients with a sustained virologic response (SVR)
remain at risk of developing HCC [81]. A study indicated that the three-year and five-year
HCC incidence rates after SVR is achieved through interferon-based therapy were 0.5%
to 2.0% and 2.3% to 8.8%, respectively [82]. Matsuura et al. [83] conducted a GWAS to
investigate possible genetic variants associated with HCC development among clinical pa-
tients with chronic HCV infection who achieved SVR, analyzing patients with undetectable
HCV RNA 24 weeks after cessation of treatment. The variant rs17047200, located within
the intron of the TLL1 (tolloid-like one) gene on chromosome four, reached genome-wide
significance, and the patients who carried the AT or TT genotype had an increased risk of
HCC; the adjusted rate ratio was 1.78 (1.17–2.70). The study also revealed that the level of
TLL1 mRNA was increased in a rodent model of liver injury and the liver tissues of patients
with fibrosis in comparison with controls.
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Table 3. GWASs that Identified SNPs Associated With Susceptibility to HCV-Related HCC or Liver Cirrhosis.

Study (Authors,
Year)

Phenotype Gene SNP OR (95% CI)

Discovery
Phase Replication Phase(s)

Comments
Cases Controls Cases Controls

[79] HCV-related HCC
MICA rs2596542 1.39 (1.27–1.52)

721 3890 673 2596
• Cases: anti-HCV(+) but HBsAg(−);
• Controls: anti-HCV(−). Also free of cancer, diabetes, and

tuberculosis.
HLA-

DQA/DQB rs9275572 1.30 (1.19–1.42)

[80] HCV-related HCC DEPDC5 rs1012068 1.75 (1.51–2.03) 212 765 710 1625

• Restricted to individuals aged over 55 years;
• Anti-HCV(+) but HBsAg(−);
• DEPDC5 mRNA expression;
• Significantly different in tumor and nontumor tissues;
• Not associated with rs1012068 in either HCC cases or the

controls.

[83] HCV-related HCC TLL1 rs17047200 2.37 (1.74–3.23) 123 333 130 210

• Restricted to SVR after interferon-based treatment for chronic
HCV infection;

• Anti-HCV(+) but HBsAg(−);
• Also excluded history of HCC, decompensated cirrhosis,

autoimmune hepatitis, primary biliary cirrhosis, and HIV
infection;

• Survival analysis based on prospective data: rs17047200 is
associated with the cumulative incidence of HCC.

[84] HCV-related HCC HLA-DQB1

rs9274684
rs9275521
rs2647046
rs6928482
rs2856723
rs9275086
rs9275210
rs2858324

1.54 (1.36–1.74)
1.56 (1.35–1.80)
1.56 (1.35–1.80)
1.95 (1.73–2.19)
2.68 (2.32–3.09)
2.10 (1.84–2.40)
1.36 (1.20–1.54)
2.42 (2.11–2.78)

520 749 669 429

• Anti-HCV(+) but HBsAg(−);
• Survival analysis based on prospective data;
• HCV genotype serves as an effect modifier for HLA-DQB1 in

relation to HCC risk.

[85]

sALT(U/L) of
anti-HCV(+)
individuals:

BUB1B rs568800 803 486

• Anti-HCV(+) but HBsAg(−);
• GWAS: baseline quantitative sALT;
• Replication phase: grouped into 3 levels of serial sALT;
• Survival analysis based on prospective data: rs568800 is

associated with the cumulative incidence of HCC.

Persistently ≤15 1 (Reference)
Ever >15 but never

≤45 1.41 (1.11–1.78)

Ever >45 1.86 (1.34–2.60)

[86] HCV-related liver
cirrhosis HLA rs910049

rs3135363
1.46 (N/A), p = 9.15 × 10−11

1.37 (N/A) p = 1.45 × 10−10 682 1045 936 3800
• Liver cirrhosis among patients with anti-HCV(+);
• Anti-HCV(+) but HBsAg(−).

Abbreviations: OR, odds ratio. CI, confidence interval. GWAS, genome-wide association study. HCC, hepatocellular carcinoma. HCV, hepatitis C virus. HIV, human immunodeficiency
virus. SNP, single nucleotide polymorphism. SVR, sustained virologic response. sALT, serum alanine transaminase. (+), seropositive for. (−), seronegative for. ‡ All studies listed in this
table were conducted on the Japanese population, except those of Lee and Liu, which were conducted on the Taiwanese population.
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A Taiwanese study applied the genome-wide approach and explored potential SNPs
associated with HCC among patients with HCV infection [84]. All of the patients were
seronegative for HBsAg. Initially, 502 patients with HCC were compared with 749 patients
without HCC. The investigators identified a cluster of eight SNPs with significantly different
distributions between the two groups. These SNPs were replicated in external samples
successfully. The SNPs were located close to the HLA gene on chromosome six, which is a
highly polymorphic and complex region. The study performed high-resolution HLA-DQB1
genotyping to determine the associated risk for HCC incidence in one cohort consisting
of patients with anti-HCV seropositivity. The variants on HLA-DQB1*0602 and HLA-
DQB1*0301 were significantly associated with HCC after long-term follow up. The adjusted
rate ratios for the association with HCC were 0.45 (0.30–0.68) and 2.11 (1.34–3.34) for
DQB1*03:01 and DQB1*06:02, respectively.

One GWAS involved treating the serum alanine transaminase (ALT) level, a sero-
marker for liver inflammation, as a quantitative trait and used 564,464 SNPs to examine
SNP–ALT associations among 803 anti-HCV seropositives [85]. Twelve SNPs were poten-
tially associated with ALT levels upon the first investigation and were further examined to
test their associations with serial ALT levels during a follow-up. Among the study partici-
pants, the serial ALT levels were categorized into the following three groups: 158 (19.7%)
patients with an ALT level persistently ≤15 U/L, 327 (40.7%), patients with an ALT level
consistently >15 U/L and never >45 U/L, and 318 (39.6%) patients with an ALT level
consistently >45 U/L during the follow up. In total, 4 of the 12 SNPs were significantly
associated with long-term ALT levels, however, only one (rs568800) was successfully vali-
dated among patients with HCV infection in an external population. The A allele (vs. the C
allele) of rs568800 was associated with an ALT level >15 U/L but ≤45 U/L and an ALT
level > 45 U/L, with the adjusted odds ratios being 1.41 (1.11–1.78) and 1.86 (1.34–2.60),
respectively. Notably, the associations were pronounced among individuals that were anti-
HCV seropositive but seronegative for HCV RNA. The study implied that rs568800 must
be assessed in clinical patients with treatment-induced RNA clearance. Finally, patients
carrying the A allele had increased HCC risk. With the CC genotype as the reference group,
the adjusted hazard ratios for HCC were 2.09 (0.90–4.89) for the genotype AC and 2.64
(1.13–6.17) for the genotype AA.

3.3. GWASs for Identifying Variants Associated with HCC Unrelated to Chronic Hepatitis Virus Infection

Table 4 summarizes the result of several GWASs investigating HCC-associated SNPs
that are not related to viral hepatitis, and these studies were conducted in different pop-
ulations [86–90]. In one study [90], general controls were compared to nonalcoholic
steatohepatitis-derived HCC (NASH-HCC), which was diagnosed through the histological
identification of nonalcoholic steatohepatitis features in nontumor liver tissue in patients
with HCC. The study identified the statistically significant SNPs: rs2896019 in the PNPLA3
(patatin-like phospholipase domain containing three) gene and rs17007417 in the DYSF
(dysferlin) gene. PNPLA3 has been consistently reported to be a strong genetic determinant
for NAFLD, whereas rs17007417 in the DYSF gene is a novel locus associated with NASH-
HCC. The study then compared the genotype distributions of these two SNPs in patients
with NASH-HCC, general controls, and four subgroups of patients with NAFLD, which
were subclassified in accordance with a long-term histological progression indicated by
steatosis, steatonecrosis, steatohepatitis, and steatohepatitis with fibrosis. The results re-
vealed a strong association of PNPLA3 with NASH-HCC and steatohepatitis with fibrosis in
one of the subgroups compared with the general control groups. However, no associations
between PNPLA3 and less severe types of NAFLD—namely steatosis, steatonecrosis, and
steatohepatitis—were discovered compared with general controls. These results indicated
that the PNPLA3 gene might predispose patients in the later stages of NAFLD to HCC.
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Table 4. GWASs of the Susceptibility of HCC Unrelated to Viral Hepatitis.

Study (Authors,
Year) Gene SNP OR (95% CI)

Number of Subjects

CommentsDiscovery
Phase

Replication
Phase(s)

Cases Controls Cases Controls

[87] WNT3A-WNT9A rs708113 0.72 (0.64–0.80) 775 1332 874 1059

• Alcohol-related liver disease: history of alcohol consumption of >60
g/day over 10 years, together with increased AST and ALT or
cirrhosis;

• European cohort.

[88]
PNPLA3

rs2281135 1.64 (1.39–1.95)

239 512 466 943

• General controls without a history of viral hepatitis or other liver
diseases;

• Significance remains after adjustment for body mass index and
hepatitis virus infection;

• Moderate-to-high heterogeneity among replication cohorts;
• Multiancestral: the United States, Japan, Singapore, and Taiwan.

rs2896019 1.60 (1.35–1.89)
rs4823173 1.61 (1.36–1.90)

SAMM50
rs3761472 1.55 (1.30–1.83)
rs3827385 1.49 (1.26–1.76)

[89] IFNL3, IFNL4 rs8107030 1.44 (1.28–1.62) 1866 19574 N/A N/A

• Status of HBV and HCV infection not mentioned;
• Excluded patients with esophageal, gastric, colorectal, breast, or

pancreatic cancer because of potential confounding;
• Japanese.

[90] PNPLA3 rs2896019 3.37 (2.21–5.14)
58 7672 N/A N/A

• NASH-HCC susceptibility among the general controls;
• NAFLD diagnosed through liver biopsy;
• No history of HBV or HCV infection;
• Japanese.

DYSF rs17007417 2.74 (1.85–4.06)

Abbreviations: OR, odds ratio. CI, confidence interval. AST, aspartate aminotransferase. ALT, alanine transaminase. GWAS, genome-wide association study. HCC, hepatocellular
carcinoma. NASH, nonalcoholic steatohepatitis. NAFLD, nonalcoholic fatty liver disease. N/A, not applicable. SNP, single nucleotide polymorphism. (+), seropositive for. (−),
seronegative for.
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A large-scale GWAS in a Japanese population identified novel susceptibility loci across
different diseases [89]. The investigators compared patients with HCC with general controls
and revealed that rs8107030, located between the IFNL3 (interferon lambda three) and
IFNL4 (interferon lambda four) genes, was associated with HCC susceptibility. Patients
with cancers of the esophagus, stomach, colon, breast, or pancreas were excluded from the
control group; however, the presence of a substantial number of patients with type two
diabetes mellitus (T2DM) and coronary artery disease (CAD) in the control group may
have led to erroneous correlations with the risk alleles of T2DM and CAD. The authors
claimed that the results were not biased, as excluding all patients with T2DM or CAD from
the control group did not affect the effect size estimates.

All of the previously mentioned studies were conducted in Asian populations, whereas
Trépo et al. [87] performed a GWAS on a European population to investigate the risk
of HCC development in patients with alcohol-related liver disease. They discovered
four significant SNPs: the novel variant rs708113 in the WNT3A-WNT9A (Wnt family
member 3A-Wnt family member 9A) gene and three SNPs located in genes known to
be associated with alcohol-related liver disease, cirrhosis, or HCC, namely the PNPLA3,
TM6SF2 (transmembrane 6 superfamily member two), and HSD17B13 (hydroxysteroid
17-beta dehydrogenase 13) genes.

4. Limitations of GWAS

There are limitations to GWAS for investigating genetic variants predisposing to cer-
tain diseases. First, SNPs were used as genetic markers in GWAS to identify loci at risk of
HCC, however, the causal variants for HCC are as yet unknown. Multiple genetic variants
due to linkage disequilibrium facilitate the identifications of genotype-phenotype associa-
tions, but the associations may not necessarily pinpoint causal variants. Fine mapping will
still be helpful in identifying the causal variants with biological relevance.

Second, there may be false-positive associations in GWAS. Thus, adjustments for
multiple testing, as well as careful quality control on ancestry and relatedness, are required
to distinguish true signals from false positive ones. Moreover, validating the associations
of genetic variants and diseases of interest in an external population of adequate sample
size or further meta-analyses can help address the problem of false positives. Therefore,
this highlights the importance of collaborations between institutes.

Lastly, the effect sizes of the correlations between SNPs and diseases of interest are
usually small. There are methods that view the effect of multiple genetic variants as a whole
to address the problem of small effect sizes of correlations to diseases. One method is the
polygenic risk scores (PRS) [91], which sums up the effect of disease risk alleles carried by
an individual, while another method is combining transcriptomics databases with gene set
enrichment analysis [92], which identifies classes of genetic variants discovered in GWASs
that are over-represented in a specific trait. These approaches may benefit in identifying
individuals with an increased risk for the interested disease.

5. Applications of GWAS-identified Genetic Variants

The GWAS approach has demonstrated its efficacy in identifying genetic variants
that are associated with the risk of HCC among individuals infected with either HBV or
HCV. A number of studies have subsequently employed GWAS-identified SNPs for risk
stratification in the context of antiviral treatment for viral hepatitis. For instance, a GWAS
identified the SNP rs2596542, located within the MICA gene, as a risk of HCV-related
HCC [79]. A subsequent study found that the risk genotype of rs2596542, in conjunction
with serum MICA levels, predicts HCC development among cirrhotic HCV-infected patients
who did not achieve SVR after interferon-based treatment [93].

In the era of direct antiviral agents (DAAs), there is still an estimated 5% of HCV
patients not achieving SVR, and the impact of DAAs on HCC occurrence or recurrence
remains conflicting [94]. Several studies have been conducted on HCV-infected patients
receiving DAAs, which have employed either a genome-wide association study (GWAS) or
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a candidate gene approach to identify genetic variants associated with risk factors for the
development of HCC, such as non-SVR rate, elevation in serum ALT levels, or changes in
liver stiffness [95–97].

Early diagnosis and therapeutic interventions for HCC occurrence following antiviral
treatments are essential for ameliorating liver-associated mortality. The GWAS-identified
genetic variants at risk of viral hepatitis-related HCC, as summarized in this review, can be
utilized in future studies incorporating either candidate gene approach or polygenic risk
score to improve risk assessment and precision medicine for individuals infected with viral
hepatitis who are receiving antiviral therapy.

6. Conclusions

The extent to which specific risk factors contribute to the HCC burden can be estimated
using population-attributable fractions (PAFs), which depend on the relationship between
the risk factors and HCC and their level of influence, as well as the prevalence of that
risk factor in the population. The global PAF of HCC has been estimated as 56% for HBV
and 20% for HCV [98]. For obesity, the global PAF is estimated to be 9%, although it is
notably higher in North America (24%) than in Southeast Asia (4%) or Sub-Saharan Africa
(4%) [5]. However, in addition to these major risk factors, genetic variants also play a role
in the development of HCC among individuals who are exposed to these risk factors. The
genetic profile identified through GWASs could be used to identify biomarkers, which
will enhance the screening and management of HCC. This will be achieved by providing
individual risk-based personalization and stratification [99]. In addition, an understanding
of the genetic mechanisms underlying individuals’ susceptibility to HCC could lead to
improvements in HCC prevention and early diagnosis, as well as the development of new
treatments. To accurately differentiate patients with HCC from controls, the SNPs identified
through GWASs should be further integrated into conventional risk prediction models.
Areas under ROC curves that represent the true- and false-positive rates for the presence
of HCC, or the net reclassification improvement, are crucial for the assessment of the
prediction values of these genetic variants. Another emerging approach is the development
of polygenic risk scores, which reflect risk accumulation by considering multiple SNPs [91].
The polygenic risk score is calculated as a weighted sum of the disease risk alleles carried
by an individual. However, there is limited evidence regarding the clinical applications of
polygenic risk scores in the context of HCC. The translation of genomic discoveries into
practical health benefits requires collaboration between multiple biomedical fields, such
as genomics, molecular biology, clinical medicine, bioinformatics, and implementation
research. This collaboration is necessary in order to effectively turn the discoveries made in
genomics into tangible health outcomes for individuals.

Author Contributions: Conceptualization, M.-H.L.; writing—original draft preparation, T.-H.Y.,
C.C., P.-J.Y. and M.-H.L.; writing—review and editing, T.-H.Y., C.C., P.-J.Y., Y.-H.H. and M.-H.L.;
supervision, M.-H.L.; project administration, M.-H.L.; funding acquisition, M.-H.L. All authors have
read and agreed to the published version of the manuscript.

Funding: This study was supported by the Ministry of Science and Technology, Taipei, Taiwan (grant:
109-2926-1010-504; 109-2628-B-010-010 and 110-2628-B-A49A-507), the National Health Research
Institute, Taiwan (grant: NHRI-EX111-11117PI).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: Not applicable.

Conflicts of Interest: The authors declare no conflict of interest.



Viruses 2023, 15, 559 16 of 20

References
1. Sung, H.; Ferlay, J.; Siegel, R.L.; Laversanne, M.; Soerjomataram, I.; Jemal, A.; Bray, F. Global Cancer Statistics 2020: GLOBOCAN

Estimates of Incidence and Mortality Worldwide for 36 Cancers in 185 Countries. CA Cancer J. Clin. 2021, 71, 209–249. [PubMed]
2. Siegel, R.L.; Miller, K.D.; Fuchs, H.E.; Jemal, A. Cancer Statistics, 2021. CA Cancer J. Clin. 2021, 71, 7–33. [PubMed]
3. Global Burden of Disease 2019 Cancer Collaboration. Cancer Incidence, Mortality, Years of Life Lost, Years Lived With Disability,

and Disability-Adjusted Life Years for 29 Cancer Groups From 2010 to 2019: A Systematic Analysis for the Global Burden of
Disease Study 2019. JAMA Oncol. 2022, 8, 420–444.

4. Petrick, J.L.; Florio, A.A.; Znaor, A.; Ruggieri, D.; Laversanne, M.; Alvarez, C.Z.; Ferlay, J.; Valery, P.C.; Bray, F.; McGlynn, K.A.
International trends in hepatocellular carcinoma incidence, 1978–2012. Int. J. Cancer 2020, 147, 317–330. [PubMed]

5. McGlynn, K.A.; Petrick, J.L.; El-Serag, H.B. Epidemiology of Hepatocellular Carcinoma. Hepatology 2021, 73 (Suppl. S1), 4–13.
6. Dyson, J.; Jaques, B.; Chattopadyhay, D.; Lochan, R.; Graham, J.; Das, D.; Aslam, T.; Patanwala, I.; Gaggar, S.; Cole, M.; et al.

Hepatocellular cancer: The impact of obesity, type 2 diabetes and a multidisciplinary team. J. Hepatol. 2014, 60, 110–117.
7. Huang, D.Q.; El-Serag, H.B.; Loomba, R. Global epidemiology of NAFLD-related HCC: Trends, predictions, risk factors and

prevention. Nat. Rev. Gastroenterol. Hepatol. 2021, 18, 223–238.
8. Wu, Y.; Li, Y.; Giovannucci, E. Potential Impact of Time Trend of Lifestyle Risk Factors on Burden of Major Gastrointestinal

Cancers in China. Gastroenterology 2021, 161, 1830–1841.e8.
9. Dai, J.; Shen, W.; Wen, W.; Chang, J.; Wang, T.; Chen, H.; Jin, G.; Ma, H.; Wu, C.; Li, L.; et al. Estimation of heritability for nine

common cancers using data from genome-wide association studies in Chinese population. Int. J. Cancer 2017, 140, 329–336.
10. de Martel, C.; Georges, D.; Bray, F.; Ferlay, J.; Clifford, G.M. Global burden of cancer attributable to infections in 2018: A worldwide

incidence analysis. Lancet Global Health. 2020, 8, e180–e190. [CrossRef]
11. Beasley, R.P.; Lin, C.C.; Hwang, L.Y.; Chien, C.S. Hepatocellular carcinomoa and hepatitis B virus: A prospective study of 22 707

men in Taiwan. Lancet 1981, 318, 1129–1133. [CrossRef] [PubMed]
12. Yang, H.I.; Lu, S.N.; Liaw, Y.F.; You, S.L.; Sun, C.A.; Wang, L.Y.; Hsiao, C.K.; Chen, P.J.; Chen, D.S.; Chen, C.J.; et al. Hepatitis B e

Antigen and the Risk of Hepatocellular Carcinoma. N. Engl. J. Med. 2002, 347, 168–174. [CrossRef] [PubMed]
13. Chen, C.J.; Yang, H.I.; Su, J.; Jen, C.L.; You, S.L.; Lu, S.N.; Huang, G.T.; Iloeje, U.H.; Reveal-HBV Study Group. Risk of

hepatocellular carcinoma across a biological gradient of serum hepatitis B virus DNA level. JAMA 2006, 295, 65–73. [CrossRef]
[PubMed]

14. Yang, H.-I.; Yeh, S.-H.; Chen, P.-J.; Iloeje, U.H.; Jen, C.-L.; Su, J.; Wang, L.-Y.; Lu, S.-N.; You, S.-L.; Chen, D.-S.; et al. Associations
Between Hepatitis B Virus Genotype and Mutants and the Risk of Hepatocellular Carcinoma. JNCI 2008, 100, 1134–1143.
[CrossRef]

15. Lee, M.-H.; Yang, H.-I.; Liu, J.; Batrla-Utermann, R.; Jen, C.-L.; Iloeje, U.H.; Lu, S.-N.; You, S.-L.; Wang, L.-Y.; Chen, C.-J.; et al.
Prediction models of long-term Cirrhosis and hepatocellular carcinoma risk in chronic hepatitis B patients: Risk scores integrating
host and virus profiles. Hepatology 2013, 58, 546–554. [CrossRef]

16. Hu, H.-H.; Liu, J.; Chang, C.-L.; Jen, C.-L.; Lee, M.-H.; Lu, S.-N.; Wang, L.-Y.; Quan, Y.; Xia, N.-S.; Chen, C.-J.; et al. Level
of Hepatitis B (HB) Core Antibody Associates With Seroclearance of HBV DNA and HB Surface Antigen in HB e Antigen-
Seronegative Patients. Clin. Gastroenterol. Hepatol. 2019, 17, 172–181.e1.

17. Liu, J.; Hu, H.-H.; Lee, M.-H.; Korenaga, M.; Jen, C.-L.; Batrla-Utermann, R.; Lu, S.-N.; Wang, L.-Y.; Mizokami, M.; Chen, C.-J.; et al.
Serum Levels of M2BPGi as Short-Term Predictors of Hepatocellular Carcinoma in Untreated Chronic Hepatitis B Patients. Sci. Rep.
2017, 7, 14352.

18. De Mitri, M.S.; Pisi, E.; Poussin, K.; D’Errico, A.; Simon, N.; Grigioni, W.; Alberti, A.; Beaugrand, P.E. HCV-associated liver cancer
without cirrhosis. Lancet 1995, 345, 413–415. [CrossRef]

19. Lauer, G.M.; Walker, B.D. Hepatitis C Virus Infection. N. Engl. J. Med. 2001, 345, 41–52. [CrossRef]
20. Fattovich, G.; Stroffolini, T.; Zagni, I.; Donato, F. Hepatocellular carcinoma in cirrhosis: Incidence and risk factors. Gastroenterology

2004, 127 (Suppl. 1), S35–S50.
21. Alter, M.J.; Kruszon-Moran, D.; Nainan, O.V.; McQuillan, G.M.; Gao, F.; Moyer, L.A.; Kaslow, R.A.; Margolis, H.S. The Prevalence

of Hepatitis C Virus Infection in the United States, 1988 through 1994. New Engl. J. Med. 1999, 341, 556–562. [CrossRef] [PubMed]
22. Lee, M.-H.; Yang, H.-I.; Jen, C.-L.; Lu, S.-N.; Yeh, S.-H.; Liu, C.-J.; You, S.-L.; Sun, C.-A.; Wang, L.-Y.; Chen, W.J.; et al. Community

and personal risk factors for hepatitis C virus infection: A survey of 23 820 residents in Taiwan in 1991-2. Gut 2011, 60, 688–694.
[CrossRef] [PubMed]

23. Mei-Hsuan, L.; Yang, H.-I.; Lu, S.-N.; Jen, C.-L.; Yeh, S.-H.; Liu, C.-J.; Chen, P.-J.; You, S.-L.; Wang, L.-Y.; Chen, W.J.; et al. Hepatitis
C Virus Seromarkers and Subsequent Risk of Hepatocellular Carcinoma: Long-Term Predictors From a Community-Based Cohort
Study. J. Clin. Oncol. 2010, 28, 4587–4593. [CrossRef] [PubMed]

24. Lee, M.H.; Yang, H.I.; Lu, S.N.; Jen, C.L.; You, S.L.; Wang, L.Y.; Wang, C.H.; Chen, W.J.; Chen, C.J.; REVEAL-HCV Study Group.
Chronic hepatitis C virus infection increases mortality from hepatic and extrahepatic diseases: A community-based long-term
prospective study. J. Infect. Dis. 2012, 206, 469–477.

25. Lee, M.H.; Yang, H.I.; Lu, S.N.; Jen, C.L.; You, S.L.; Wang, L.Y.; L’Italien, G.; Chen, C.J.; Yuan, Y.; REVEAL-HCV Study Group.
Hepatitis C virus genotype 1b increases cumulative lifetime risk of hepatocellular carcinoma. Int. J. Cancer. 2014, 135, 1119–1126.

http://www.ncbi.nlm.nih.gov/pubmed/33538338
http://www.ncbi.nlm.nih.gov/pubmed/33433946
http://www.ncbi.nlm.nih.gov/pubmed/31597196
http://doi.org/10.1016/S2214-109X(19)30488-7
http://doi.org/10.1016/S0140-6736(81)90585-7
http://www.ncbi.nlm.nih.gov/pubmed/6118576
http://doi.org/10.1056/NEJMoa013215
http://www.ncbi.nlm.nih.gov/pubmed/12124405
http://doi.org/10.1001/jama.295.1.65
http://www.ncbi.nlm.nih.gov/pubmed/16391218
http://doi.org/10.1093/jnci/djn243
http://doi.org/10.1002/hep.26385
http://doi.org/10.1016/S0140-6736(95)90400-X
http://doi.org/10.1056/NEJM200107053450107
http://doi.org/10.1056/NEJM199908193410802
http://www.ncbi.nlm.nih.gov/pubmed/10451460
http://doi.org/10.1136/gut.2010.220889
http://www.ncbi.nlm.nih.gov/pubmed/21068131
http://doi.org/10.1200/JCO.2010.29.1500
http://www.ncbi.nlm.nih.gov/pubmed/20855826


Viruses 2023, 15, 559 17 of 20

26. Lin, Y.-J.; Chang, C.-L.; Chen, L.-C.; Hu, H.-H.; Liu, J.; Korenaga, M.; Huang, Y.-H.; Jen, C.-L.; Su, C.-Y.; Nishida, N.; et al. A
Glycomarker for Short-term Prediction of Hepatocellular Carcinoma: A Longitudinal Study With Serial Measurements. Clin.
Transl. Gastroenterol. 2018, 9, e183. [CrossRef]

27. Koshiol, J.; Argirion, I.; Liu, Z.; Lam, T.K.; O’Brien, T.R.; Yu, K.; McGlynn, K.A.; Petrick, J.L.; Pinto, L.; Chen, C.; et al. Immunologic
markers and risk of hepatocellular carcinoma in hepatitis B virus- and hepatitis C virus-infected individuals. Aliment. Pharmacol.
Ther. 2021, 54, 833–842. [CrossRef]

28. Petrick, J.L.; Florio, A.A.; Koshiol, J.; Pfeiffer, R.M.; Yang, B.; Yu, K.; Chen, C.; Yang, H.; Lee, M.; McGlynn, K.A. Prediagnostic
concentrations of circulating bile acids and hepatocellular carcinoma risk: REVEAL-HBV and HCV studies. Int. J. Cancer 2020,
147, 2743–2753. [CrossRef]

29. Kanwal, F.; Kramer, J.; Asch, S.M.; Chayanupatkul, M.; Cao, Y.; El-Serag, H.B. Risk of Hepatocellular Cancer in HCV Patients
Treated With Direct-Acting Antiviral Agents. Gastroenterology 2017, 153, 996–1005.e1. [CrossRef]

30. Ganne-Carrié, N.; Nahon, P. Hepatocellular carcinoma in the setting of alcohol-related liver disease. J. Hepatol. 2019, 70, 284–293.
31. Bagnardi, V.; Rota, M.; Botteri, E.; Tramacere, I.; Islami, F.; Fedirko, V.; Scotti, L.; Jenab, M.; Turati, F.; Pasquali, E.; et al. Alcohol

consumption and site-specific cancer risk: A comprehensive dose–response meta-analysis. Br. J. Cancer 2015, 112, 580–593.
[PubMed]

32. Liu, J.; Yang, H.-I.; Lee, M.-H.; Jen, C.-L.; Hu, H.-H.; Lu, S.-N.; Wang, L.-Y.; You, S.-L.; Huang, Y.-T.; Chen, C.-J. Alcohol Drinking
Mediates the Association between Polymorphisms of ADH1B and ALDH2 and Hepatitis B–Related Hepatocellular Carcinoma.
Cancer Epidemiol. Biomark. Prev. 2016, 25, 693–699.

33. Hassan, M.M.; Hwang, L.-Y.; Hatten, C.J.; Swaim, M.; Li, D.; Abbruzzese, J.L.; Beasley, P.; Patt, Y.Z. Risk factors for hepatocellular
carcinoma: Synergism of alcohol with viral hepatitis and diabetes mellitus. Hepatology 2002, 36, 1206–1213. [CrossRef] [PubMed]

34. Williams, J.H.; Phillips, T.D.; E Jolly, P.; Stiles, J.K.; Jolly, C.M.; Aggarwal, D. Human aflatoxicosis in developing countries: A
review of toxicology, exposure, potential health consequences, and interventions. Am. J. Clin. Nutr. 2004, 80, 1106–1122.

35. Chen, C.J.; Wang, L.Y.; Lu, S.N.; Wu, M.H.; You, S.L.; Zhang, Y.J.; Wang, L.W.; Santella, R.M. Elevated aflatoxin exposure and
increased risk of hepatocellular carcinoma. Hepatology 1996, 24, 38–42.

36. Liu, Y.; Chang, C.H.; Marsh, G.M.; Wu, F. Population attributable risk of aflatoxin-related liver cancer: Systematic review and
meta-analysis. Eur. J. Cancer 2012, 48, 2125–2136.

37. Chu, Y.-J.; Yang, H.-I.; Wu, H.-C.; Liu, J.; Wang, L.-Y.; Lu, S.-N.; Lee, M.-H.; Jen, C.-L.; You, S.-L.; Santella, R.M.; et al. Aflatoxin
B1exposure increases the risk of cirrhosis and hepatocellular carcinoma in chronic hepatitis B virus carriers. Int. J. Cancer 2017,
141, 711–720.

38. Chu, Y.-J.; Yang, H.-I.; Wu, H.-C.; Lee, M.-H.; Liu, J.; Wang, L.-Y.; Lu, S.-N.; Jen, C.-L.; You, S.-L.; Santella, R.M.; et al. Aflatoxin B1
exposure increases the risk of hepatocellular carcinoma associated with hepatitis C virus infection or alcohol consumption. Eur. J.
Cancer 2018, 94, 37–46.

39. Islami, F.; Sauer, A.G.; Gapstur, S.M.; Jemal, A. Proportion of Cancer Cases Attributable to Excess Body Weight by US State,
2011–2015. JAMA Oncol. 2019, 5, 384–392.

40. Chen, C.L.; Yang, H.I.; Yang, W.S.; Liu, C.J.; Chen, P.J.; You, S.L.; Wang, L.Y.; Sun, C.A.; Lu, S.N.; Chen, D.S.; et al. Metabolic
Factors and Risk of Hepatocellular Carcinoma by Chronic Hepatitis B/C Infection: A Follow-up Study in Taiwan. Gastroenterology
2008, 135, 111–121. [CrossRef]

41. Shaw, J.; Sicree, R.; Zimmet, P. Global estimates of the prevalence of diabetes for 2010 and 2030. Diabetes Res. Clin. Pract. 2010, 87, 4–14.
[CrossRef] [PubMed]

42. Lai, M.-S.; Hsieh, M.-S.; Chiu, Y.-H.; Chen, T.H.-H. Type 2 diabetes and hepatocellular carcinoma: A cohort study in high
prevalence area of hepatitis virus infection. Hepatology 2006, 43, 1295–1302. [CrossRef] [PubMed]

43. Younossi, Z.M.; Otgonsuren, M.; Henry, L.; Venkatesan, C.; Mishra, A.; Erario, M.; Hunt, S. Association of nonalcoholic fatty liver
disease (NAFLD) with hepatocellular carcinoma (HCC) in the United States from 2004 to 2009. Hepatology 2015, 62, 1723–1730.
[CrossRef] [PubMed]

44. White, D.L.; Kanwal, F.; El–Serag, H.B. Association between Nonalcoholic Fatty Liver Disease and Risk for Hepatocellular Cancer,
Based on Systematic Review. Clin. Gastroenterol. Hepatol. 2012, 10, 1342–1359.e2. [CrossRef] [PubMed]

45. Huang, Y.-H.; Chan, C.; Lee, H.-W.; Huang, C.; Chen, Y.-J.; Liu, P.-C.; Lu, S.-N.; Huang, J.-F.; Yu, M.-L.; Koshiol, J.; et al. Influence
of Nonalcoholic Fatty Liver Disease With Increased Liver Enzyme Levels on the Risk of Cirrhosis and Hepatocellular Carcinoma.
Clin. Gastroenterol. Hepatol. 2022. online ahead of print. [CrossRef]

46. Chen, C.J.; Liang, K.Y.; Chang, A.S.; Chanf, Y.S.; Lu, S.N.; Liaw, Y.F.; Chang, W.Y.; Sheen, M.C.; Lin, T.M. Effects of hepatitis
B virus, alcohol drinking, cigarette smoking and familial tendency on hepatocellular carcinoma. Hepatology 1991, 13, 398–406.
[CrossRef]

47. Donato, F.; Gelatti, U.; Chiesa, R.; Albertini, A.; Bucella, E.; Boffetta, P.; Tagger, A.; Ribero, M.L.; Portera, G.; Fasola, M.; et al. A
case–control study on family history of liver cancer as a risk factor for hepatocellular carcinoma in North Italy. Brescia HCC
Study. Cancer Causes Control. 1999, 10, 417–421. [CrossRef]

48. Hassan, M.M.; Spitz, M.R.; Thomas, M.B.; Curley, S.A.; Patt, Y.Z.; Vauthey, J.-N.; Glover, K.Y.; Kaseb, A.; Lozano, R.D.;
El-Deeb, A.S.; et al. The association of family history of liver cancer with hepatocellular carcinoma: A case-control study in the
United States. J. Hepatol. 2009, 50, 334–341. [CrossRef]

http://doi.org/10.1038/s41424-018-0050-3
http://doi.org/10.1111/apt.16524
http://doi.org/10.1002/ijc.33051
http://doi.org/10.1053/j.gastro.2017.06.012
http://www.ncbi.nlm.nih.gov/pubmed/25422909
http://doi.org/10.1053/jhep.2002.36780
http://www.ncbi.nlm.nih.gov/pubmed/12395331
http://doi.org/10.1053/j.gastro.2008.03.073
http://doi.org/10.1016/j.diabres.2009.10.007
http://www.ncbi.nlm.nih.gov/pubmed/19896746
http://doi.org/10.1002/hep.21208
http://www.ncbi.nlm.nih.gov/pubmed/16729295
http://doi.org/10.1002/hep.28123
http://www.ncbi.nlm.nih.gov/pubmed/26274335
http://doi.org/10.1016/j.cgh.2012.10.001
http://www.ncbi.nlm.nih.gov/pubmed/23041539
http://doi.org/10.1016/j.cgh.2022.01.046
http://doi.org/10.1002/hep.1840130303
http://doi.org/10.1023/A:1008989103809
http://doi.org/10.1016/j.jhep.2008.08.016


Viruses 2023, 15, 559 18 of 20

49. Tanaka, K.; Hirohata, T.; Takeshita, S.; Hirohata, I.; Koga, S.; Sugimachi, K.; Kanematsu, T.; Ohryohji, F.; Ishlbash, H. Hepatitis B
Virus, cigarette smoking and alcohol consumption in the development of hepatocellular carcinoma: A Case-Control study in
Fukuoka, Japan. Int. J. Cancer 1992, 51, 509–514. [CrossRef]

50. Tong, M.J.; Huynh, T.T.; Siripongsakun, S. Familial clustering of hepatocellular carcinoma in HBsAg-positive patients in the
United States. Hepatol. Int. 2013, 7, 1019–1029. [CrossRef]

51. Tsukuma, H.; Hiyama, T.; Oshima, A.; Sobue, T.; Fujimoto, I.; Kasugai, H.; Kojima, J.; Sasaki, Y.; Imaoka, S.; Horiuchi, N.; et al. A
case-control study of hepatocellular carcinoma in osaka, Japan. Int. J. Cancer 1990, 45, 231–236. [CrossRef] [PubMed]

52. Zhu, Z.-Z.; Cong, W.-M.; Liu, S.-F.; Xian, Z.-H.; Wu, W.-Q.; Wu, M.-C.; Gao, B.; Hou, L.-F.; Zhu, G.-S. A p53 polymorphism
modifies the risk of hepatocellular carcinoma among non-carriers but not carriers of chronic hepatitis B virus infection. Cancer
Lett. 2005, 229, 77–83. [CrossRef] [PubMed]

53. Fernández, E.; La Vecchia, C.; D’Avanzo, B.; Negri, E.; Franceschi, S. Family history and the risk of liver, gallbladder, and
pancreatic cancer. Cancer Epidemiology Biomarkers Prev. 1994, 3, 209–212.

54. Yu, M.-W.; Chang, H.-C.; Liaw, Y.-F.; Lin, S.-M.; Lee, S.-D.; Liu, C.-J.; Chen, P.-J.; Hsiao, T.-J.; Lee, P.-H.; Chen, C.-J. Familial Risk of
Hepatocellular Carcinoma Among Chronic Hepatitis B Carriers and Their Relatives. J. Natl. Cancer Inst. 2000, 92, 1159–1164.
[CrossRef] [PubMed]

55. Turati, F.; Edefonti, V.; Talamini, R.; Ferraroni, M.; Malvezzi, M.; Bravi, F.; Franceschi, S.; Montella, M.; Polesel, J.; Zucchetto, A.; et al.
Family history of liver cancer and hepatocellular carcinoma. Hepatology 2012, 55, 1416–1425. [CrossRef]

56. Hemminki, K.; Li, X. Familial liver and gall bladder cancer: A nationwide epidemiological study from Sweden. Gut 2003, 52, 592–596.
[CrossRef]

57. Loomba, R.; Liu, J.; Yang, H.I.; Lee, M.H.; Lu, S.N.; Wang, L.Y.; Iloeje, U.H.; You, S.L.; Brenner, D.; Chen, C.J.; et al. Synergistic
Effects of Family History of Hepatocellular Carcinoma and Hepatitis B Virus Infection on Risk for Incident Hepatocellular
Carcinoma. Clin. Gastroenterol. Hepatol. 2013, 11, 1636–1645.e1–e3. [CrossRef]

58. Park, C.-H.; Jeong, S.-H.; Yim, H.-W.; Kim, J.D.; Bae, S.H.; Choi, J.Y.; Yoon, S.K. Family history influences the early onset of
hepatocellular carcinoma. World J. Gastroenterol. 2012, 18, 2661–2667. [CrossRef]

59. Dragani, T.A. Risk of HCC: Genetic heterogeneity and complex genetics. J. Hepatol. 2010, 52, 252–257. [CrossRef]
60. Manolio, T.A. Genomewide Association Studies and Assessment of the Risk of Disease. New Engl. J. Med. 2010, 363, 166–176.

[CrossRef]
61. Uffelmann, E.; Huang, Q.Q.; Munung, N.S.; de Vries, J.; Okada, Y.; Martin, A.R.; Martin, H.C.; Lappalainen, T.; Posthuma, D.

Genome-wide association studies. Nat. Rev. Methods Primers 2021, 1, 59. [CrossRef]
62. Lin, Y.Y.; Yu, M.W.; Lin, S.M.; Lee, S.D.; Chen, C.L.; Chen, D.S.; Chen, P.J. Genome-wide association analysis identifies a GLUL

haplotype for familial hepatitis B virus-related hepatocellular carcinoma. Cancer 2017, 123, 3966–3976. [CrossRef] [PubMed]
63. Mai, H.; Chen, J.; Chen, H.; Liu, Z.; Huang, G.; Wang, J.; Xiao, Q.; Ren, W.; Zhou, B.; Hou, J.; et al. Fine Mapping of the MHC

Region Identifies Novel Variants Associated with HBV-Related Hepatocellular Carcinoma in Han Chinese. J. Hepatocell. Carcinoma
2021, 8, 951–961. [CrossRef] [PubMed]

64. Zeng, Z.; the HBVstudy consortium; Liu, H.; Xu, H.; Lu, H.; Yu, Y.; Xu, X.; Yu, M.; Zhang, T.; Tian, X.; et al. Genome-wide
association study identifies new loci associated with risk of HBV infection and disease progression. BMC Med Genom. 2021, 14, 84.
[CrossRef] [PubMed]

65. Zhang, H.; Zhai, Y.; Hu, Z.; Wu, C.; Qian, J.; Jia, W.; Ma, F.; Huang, W.; Yu, L.; Yue, W.; et al. Genome-wide association study
identifies 1p36.22 as a new susceptibility locus for hepatocellular carcinoma in chronic hepatitis B virus carriers. Nat. Genet. 2010,
42, 755–758. [CrossRef] [PubMed]

66. Schlisio, S.; Kenchappa, R.S.; Vredeveld, L.C.; George, R.E.; Stewart, R.; Greulich, H.; Shahriari, K.; Nguyen, N.V.; Pigny, P.;
Dahia, P.L.; et al. The kinesin KIF1Bβ acts downstream from EglN3 to induce apoptosis and is a potential 1p36 tumor suppressor.
Genes Dev. 2008, 22, 884–893. [CrossRef]

67. Li, Y.F.; Zhai, Y.; Song, Q.F.; Zhang, Y.; Cao, P.; Yang, A.; Yan, H.; Yang, L.; Cui, Y.; Ma, Y.; et al. Genome-Wide Association Study
Identifies a New Locus at 7q21.13 Associated with Hepatitis B Virus-Related Hepatocellular Carcinoma. Clin Cancer Res. 2018,
24, 906–915. [CrossRef]

68. Chan, K.Y.-K.; Wong, C.-M.; Kwan, J.S.-H.; Lee, J.M.-F.; Cheung, K.W.; Yuen, M.F.; Lai, C.-L.; Poon, R.T.-P.; Sham, P.C.; Ng, I.O.-L.
Genome-Wide Association Study of Hepatocellular Carcinoma in Southern Chinese Patients with Chronic Hepatitis B Virus
Infection. PLOS ONE 2011, 6, e28798. [CrossRef]

69. Li, S.; Qian, J.; Yang, Y.; Zhao, W.; Dai, J.; Bei, J.-X.; Foo, J.N.; McLaren, P.J.; Li, Z.; Yang, J.; et al. GWAS Identifies Novel
Susceptibility Loci on 6p21.32 and 21q21.3 for Hepatocellular Carcinoma in Chronic Hepatitis B Virus Carriers. PLoS Genet. 2012,
8, e1002791. [CrossRef]

70. Jiang, D.-K.; Sun, J.; Cao, G.; Liu, Y.; Lin, D.; Gao, Y.-Z.; Ren, W.-H.; Long, X.-D.; Zhang, H.; Ma, X.-P.; et al. Genetic variants
in STAT4 and HLA-DQ genes confer risk of hepatitis B virus–related hepatocellular carcinoma. Nat. Genet. 2013, 45, 72–75.
[CrossRef]

71. Huang, Y.-H.; Khor, S.-S.; Zheng, X.; Chen, H.-Y.; Chang, Y.-H.; Chu, H.-W.; Wu, P.-E.; Lin, Y.-J.; Liao, S.-F.; Shen, C.-Y.; et al. A
high-resolution HLA imputation system for the Taiwanese population: A study of the Taiwan Biobank. Pharm. J. 2020, 20, 695–704.
[CrossRef] [PubMed]

http://doi.org/10.1002/ijc.2910510402
http://doi.org/10.1007/s12072-013-9447-y
http://doi.org/10.1002/ijc.2910450205
http://www.ncbi.nlm.nih.gov/pubmed/2154409
http://doi.org/10.1016/j.canlet.2005.04.014
http://www.ncbi.nlm.nih.gov/pubmed/15979781
http://doi.org/10.1093/jnci/92.14.1159
http://www.ncbi.nlm.nih.gov/pubmed/10904089
http://doi.org/10.1002/hep.24794
http://doi.org/10.1136/gut.52.4.592
http://doi.org/10.1016/j.cgh.2013.04.043
http://doi.org/10.3748/wjg.v18.i21.2661
http://doi.org/10.1016/j.jhep.2009.11.015
http://doi.org/10.1056/NEJMra0905980
http://doi.org/10.1038/s43586-021-00056-9
http://doi.org/10.1002/cncr.30851
http://www.ncbi.nlm.nih.gov/pubmed/28662289
http://doi.org/10.2147/JHC.S321919
http://www.ncbi.nlm.nih.gov/pubmed/34430511
http://doi.org/10.1186/s12920-021-00907-0
http://www.ncbi.nlm.nih.gov/pubmed/33736632
http://doi.org/10.1038/ng.638
http://www.ncbi.nlm.nih.gov/pubmed/20676096
http://doi.org/10.1101/gad.1648608
http://doi.org/10.1158/1078-0432.CCR-17-2537
http://doi.org/10.1371/journal.pone.0028798
http://doi.org/10.1371/journal.pgen.1002791
http://doi.org/10.1038/ng.2483
http://doi.org/10.1038/s41397-020-0156-3
http://www.ncbi.nlm.nih.gov/pubmed/32042094


Viruses 2023, 15, 559 19 of 20

72. Huang, Y.-H.; Liao, S.-F.; Khor, S.-S.; Lin, Y.-J.; Chen, H.-Y.; Chang, Y.-H.; Huang, Y.-H.; Lu, S.-N.; Lee, H.-W.; Ko, W.-Y.; et al.
Large-scale genome-wide association study identifies HLA class II variants associated with chronic HBV infection: A study from
Taiwan Biobank. Aliment. Pharmacol. Ther. 2020, 52, 682–691. [CrossRef] [PubMed]

73. Qu, L.-S.; Jin, F.; Guo, Y.-M.; Liu, T.-T.; Xue, R.-Y.; Huang, X.-W.; Xu, M.; Chen, T.-Y.; NI, Z.-P.; Shen, X.-Z. Nine susceptibility loci
for hepatitis B virus-related hepatocellular carcinoma identified by a pilot two-stage genome-wide association study. Oncol. Lett.
2016, 11, 624–632. [CrossRef]

74. Tanaka, Y.; Nishida, N.; Sugiyama, M.; Kurosaki, M.; Matsuura, K.; Sakamoto, N.; Nakagawa, M.; Korenaga, M.; Hino, K.;
Hige, S.; et al. Genome-wide association of IL28B with response to pegylated interferon-α and ribavirin therapy for chronic
hepatitis C. Nat. Genet. 2009, 41, 1105–1109. [CrossRef] [PubMed]

75. Ge, D.; Fellay, J.; Thompson, A.J.; Simon, J.S.; Shianna, K.V.; Urban, T.J.; Heinzen, E.L.; Qiu, P.; Bertelsen, A.H.; Muir, A.J.; et al.
Genetic variation in IL28B predicts hepatitis C treatment-induced viral clearance. Nature 2009, 461, 399–401. [CrossRef]

76. Suppiah, V.; Moldovan, M.; Ahlenstiel, G.; Berg, T.; Weltman, M.; Abate, M.L.; Bassendine, M.; Spengler, U.; Dore, G.J.; Powell, E.; et al.
IL28B is associated with response to chronic hepatitis C interferon-α and ribavirin therapy. Nat. Genet. 2009, 41, 1100–1104. [CrossRef]

77. Ochi, H.; Maekawa, T.; Abe, H.; Hayashida, Y.; Nakano, R.; Kubo, M.; Tsunoda, T.; Hayes, C.N.; Kumada, H.; Nakamura, Y.; et al.
ITPA Polymorphism Affects Ribavirin-Induced Anemia and Outcomes of Therapy—A Genome-Wide Study of Japanese HCV
Virus Patients. Gastroenterology 2010, 139, 1190–1197.e3. [CrossRef]

78. Fellay, J.; Thompson, A.J.; Ge, D.; Gumbs, C.E.; Urban, T.J.; Shianna, K.V.; Little, L.D.; Qiu, P.; Bertelsen, A.H.; Watson, M.; et al.
ITPA gene variants protect against anaemia in patients treated for chronic hepatitis C. Nature 2010, 464, 405–408. [CrossRef]

79. Kumar, V.; Kato, N.; Urabe, Y.; Takahashi, A.; Muroyama, R.; Hosono, N.; Otsuka, M.; Tateishi, R.; Omata, M.; Nakagawa, H.; et al.
Genome-wide association study identifies a susceptibility locus for HCV-induced hepatocellular carcinoma. Nat. Genet. 2011, 43, 455–458.
[CrossRef]

80. Miki, D.; Ochi, H.; Hayes, C.N.; Abe, H.; Yoshima, T.; Aikata, H.; Ikeda, K.; Kumada, H.; Toyota, J.; Morizono, T.; et al. Variation
in the DEPDC5 locus is associated with progression to hepatocellular carcinoma in chronic hepatitis C virus carriers. Nat. Genet.
2011, 43, 797–800. [CrossRef]

81. Lee, M.-H.; Yang, H.-I.; Lu, S.-N.; Lin, Y.-J.; Jen, C.-L.; Wong, K.-H.; Chan, S.-Y.; Chen, L.-C.; Wang, L.-Y.; L’Italien, G.; et al.
Polymorphisms near the IFNL3 Gene Associated with HCV RNA Spontaneous Clearance and Hepatocellular Carcinoma Risk.
Sci. Rep. 2015, 5, 17030. [CrossRef]

82. Hiramatsu, N.; Oze, T.; Takehara, T. Suppression of hepatocellular carcinoma development in hepatitis C patients given
interferon-based antiviral therapy. Hepatol. Res. 2015, 45, 152–161. [CrossRef] [PubMed]

83. Matsuura, K.; Sawai, H.; Ikeo, K.; Ogawa, S.; Iio, E.; Isogawa, M.; Shimada, N.; Komori, A.; Toyoda, H.; Kumada, T.; et al.
Genome-Wide Association Study Identifies TLL1 Variant Associated With Development of Hepatocellular Carcinoma After
Eradication of Hepatitis C Virus Infection. Gastroenterology 2017, 152, 1383–1394. [CrossRef]

84. Lee, M.; Huang, Y.; Chen, H.; Khor, S.; Chang, Y.; Lin, Y.; Jen, C.; Lu, S.; Yang, H.; Nishida, N.; et al. Human leukocyte antigen
variants and risk of hepatocellular carcinoma modified by hepatitis C virus genotypes: A genome-wide association study.
Hepatology 2018, 67, 651–661. [CrossRef] [PubMed]

85. Liu, P.; Chan, C.; Huang, Y.; Chen, Y.; Liao, S.; Lin, Y.; Huang, C.; Lu, S.; Jen, C.; Wang, L.; et al. Genetic variants associated with
serum alanine aminotransferase levels among patients with hepatitis C virus infection: A genome-wide association study. J. Viral
Hepat. 2021, 28, 1265–1273. [CrossRef] [PubMed]

86. Urabe, Y.; Ochi, H.; Kato, N.; Kumar, V.; Takahashi, A.; Muroyama, R.; Hosono, N.; Otsuka, M.; Tateishi, R.; Lo, P.H.Y.; et al. A
genome-wide association study of HCV-induced liver cirrhosis in the Japanese population identifies novel susceptibility loci at
the MHC region. J. Hepatol. 2013, 58, 875–882. [CrossRef] [PubMed]

87. Trépo, E.; Caruso, S.; Yang, J.; Imbeaud, S.; Couchy, G.; Bayard, Q.; Letouzé, E.; Ganne-Carrié, N.; Moreno, C.; Oussalah, A.; et al.
Common genetic variation in alcohol-related hepatocellular carcinoma: A case-control genome-wide association study. Lancet
Oncol. 2022, 23, 161–171. [CrossRef]

88. Wang, Z.; Budhu, A.S.; Shen, Y.; Wong, L.L.; Hernandez, B.Y.; Tiirikainen, M.; Ma, X.; Irwin, M.L.; Lu, L.; Zhao, H.; et al. Genetic
susceptibility to hepatocellular carcinoma in chromosome 22q13.31, findings of a genome-wide association study. JGH Open 2021,
5, 1363–1372. [CrossRef]

89. Ishigaki, K.; Akiyama, M.; Kanai, M.; Takahashi, A.; Kawakami, E.; Sugishita, H.; Sakaue, S.; Matoba, N.; Low, S.-K.; Okada, Y.; et al.
Large-scale genome-wide association study in a Japanese population identifies novel susceptibility loci across different diseases. Nat.
Genet. 2020, 52, 669–679. [CrossRef]

90. Kawaguchi, T.; Shima, T.; Mizuno, M.; Mitsumoto, Y.; Umemura, A.; Kanbara, Y.; Tanaka, S.; Sumida, Y.; Yasui, K.; Takahashi, M.; et al.
Risk estimation model for nonalcoholic fatty liver disease in the Japanese using multiple genetic markers. PLoS ONE 2018, 13, e0185490.
[CrossRef]

91. Chatterjee, N.; Shi, J.; García-Closas, M. Developing and evaluating polygenic risk prediction models for stratified disease
prevention. Nat. Rev. Genet. 2016, 17, 392–406. [CrossRef] [PubMed]

92. Subramanian, A.; Tamayo, P.; Mootha, V.K.; Mukherjee, S.; Ebert, B.L.; Gillette, M.A.; Paulovich, A.; Pomeroy, S.L.; Golub, T.R.;
Lander, E.S.; et al. Gene set enrichment analysis: A knowledge-based approach for interpreting genome-wide expression profiles.
Proc. Natl. Acad. Sci. USA 2005, 102, 15545–15550. [CrossRef] [PubMed]

http://doi.org/10.1111/apt.15887
http://www.ncbi.nlm.nih.gov/pubmed/32573827
http://doi.org/10.3892/ol.2015.3958
http://doi.org/10.1038/ng.449
http://www.ncbi.nlm.nih.gov/pubmed/19749757
http://doi.org/10.1038/nature08309
http://doi.org/10.1038/ng.447
http://doi.org/10.1053/j.gastro.2010.06.071
http://doi.org/10.1038/nature08825
http://doi.org/10.1038/ng.809
http://doi.org/10.1038/ng.876
http://doi.org/10.1038/srep17030
http://doi.org/10.1111/hepr.12393
http://www.ncbi.nlm.nih.gov/pubmed/25052449
http://doi.org/10.1053/j.gastro.2017.01.041
http://doi.org/10.1002/hep.29531
http://www.ncbi.nlm.nih.gov/pubmed/28921602
http://doi.org/10.1111/jvh.13550
http://www.ncbi.nlm.nih.gov/pubmed/34003538
http://doi.org/10.1016/j.jhep.2012.12.024
http://www.ncbi.nlm.nih.gov/pubmed/23321320
http://doi.org/10.1016/S1470-2045(21)00603-3
http://doi.org/10.1002/jgh3.12682
http://doi.org/10.1038/s41588-020-0640-3
http://doi.org/10.1371/journal.pone.0185490
http://doi.org/10.1038/nrg.2016.27
http://www.ncbi.nlm.nih.gov/pubmed/27140283
http://doi.org/10.1073/pnas.0506580102
http://www.ncbi.nlm.nih.gov/pubmed/16199517


Viruses 2023, 15, 559 20 of 20

93. Huang, C.-F.; Huang, C.-Y.; Yeh, M.-L.; Wang, S.-C.; Chen, K.-Y.; Ko, Y.-M.; Lin, C.-C.; Tsai, P.-C.; Lin, Z.-Y.; Chen, S.-C.; et al.
Genetics Variants and Serum Levels of MHC Class I Chain-related A in Predicting Hepatocellular Carcinoma Development in
Chronic Hepatitis C Patients Post Antiviral Treatment. EBioMedicine 2017, 15, 81–89. [CrossRef] [PubMed]

94. Nault, J.-C.; Colombo, M. Hepatocellular carcinoma and direct acting antiviral treatments: Controversy after the revolution.
J. Hepatol. 2016, 65, 663–665. [CrossRef] [PubMed]

95. Kato, K.; Shimada, N.; Atsukawa, M.; Abe, H.; Itokawa, N.; Matsumoto, Y.; Agata, R.; Tsubota, A. Single nucleotide polymor-
phisms associated with elevated alanine aminotransferase in patients receiving asunaprevir plus daclatasvir combination therapy
for chronic hepatitis C. PLoS ONE 2019, 14, e0219022. [CrossRef]

96. Pedergnana, V.; Irving, W.L.; Barnes, E.; McLauchlan, J.; Spencer, C.C. STOP-HCV Consortium Impact of IFNL4 Genetic Variants
on Sustained Virologic Response and Viremia in Hepatitis C Virus Genotype 3 Patients. J. Interf. Cytokine Res. 2019, 39, 642–649.
[CrossRef]

97. Corma-Gómez, A.; Macías, J.; Rivero, A.; Rivero-Juarez, A.; Santos, I.D.L.; Reus-Bañuls, S.; Morano, L.; Merino, D.; Palacios, R.;
Galera, C.; et al. A Genome-Wide Association Study on Liver Stiffness Changes during Hepatitis C Virus Infection Cure.
Diagnostics 2021, 11, 1501. [CrossRef]

98. Maucort-Boulch, D.; de Martel, C.; Franceschi, S.; Plummer, M. Fraction and incidence of liver cancer attributable to hepatitis B
and C viruses worldwide. Int. J. Cancer 2018, 142, 2471–2477. [CrossRef]

99. Manolio, T.A. Bringing genome-wide association findings into clinical use. Nat. Rev. Genet. 2013, 14, 549–558. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

http://doi.org/10.1016/j.ebiom.2016.11.031
http://www.ncbi.nlm.nih.gov/pubmed/27998720
http://doi.org/10.1016/j.jhep.2016.07.004
http://www.ncbi.nlm.nih.gov/pubmed/27417216
http://doi.org/10.1371/journal.pone.0219022
http://doi.org/10.1089/jir.2019.0013
http://doi.org/10.3390/diagnostics11081501
http://doi.org/10.1002/ijc.31280
http://doi.org/10.1038/nrg3523

	Epidemiology of Hepatocellular Carcinoma 
	Risk Factors for HCC 
	HBV 
	HCV 
	Alcohol Consumption 
	Aflatoxin 
	Obesity, Diabetes, and NAFLD 
	Family History of HCC 
	Genetic Susceptibility 
	GWASs for Identifying Genetic Susceptibility to HCC 

	GWASs for Identifying Variants Susceptible to HCC in Individuals with Different Viral Hepatitis Status 
	GWASs for Identifying Variants Associated with HBV-Related HCC 
	GWASs for Identifying Variants Associated with HCV-Related HCC 
	GWASs for Identifying Variants Associated with HCC Unrelated to Chronic Hepatitis Virus Infection 

	Limitations of GWAS 
	Applications of GWAS-identified Genetic Variants 
	Conclusions 
	References

