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Abstract
Background: Previous studies have shown that ALDH2 and ADH1B genes may 
be associated with alcohol metabolism and the risk of esophageal squamous cell 
carcinoma (ESCC), with inconsistent results. This meta- analysis aimed at com-
prehensively assessing the associations between ALDH2 and ADH1B polymor-
phisms and the risk of ESCC to synthesize and clarify the evidence.
Methods: We calculated summary estimates of the associations between four 
genetic variants (rs671 and rs674 in ALDH2, and rs1229984 and rs1042026 in 
ADH1B) and the ESCC risk across 23 publications in the additive model and 
allelic model. Venice criteria, Bayesian false discovery probability (BFDP), and 
false- positive reporting probability (FPRP) were used to assess the strength of 
epidemiological evidence. Heterogeneity among studies was evaluated by using 
the Higgin's I2 statistic, and publication bias was assessed by using funnel plots 
and Begg's test. A Mendelian randomization (MR) analysis was performed to 
determine the causal association between alcohol intake and esophageal cancer 
risk. Data from the HaploReg v4.1 and PolyPhen- 2 were analyzed for functional 
annotations.
Results: Of the four genetic variants, rs671 of ALDH2 was associated with a sig-
nificantly reduced risk of ESCC (OR: 0.60, 95% CI: 0.50– 0.73), whereas rs1229984 
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1  |  INTRODUCTION

Globally, esophageal cancer ranks the seventh in cancer 
incidence and the sixth in cancer mortality, with approx-
imately 90% of the pathological types being esophageal 
squamous cell carcinoma (ESCC).1 With 604,100 incident 
cases of esophageal cancer and 544,076 deaths in 2020,2 
ESCC caused a huge medical and economic burden on 
a global scale. Epidemiological studies have shown that 
smoking, alcohol drinking, living habits, lifestyles, and in-
come are the factors that may influence the risk of ESCC.1,3 
As for alcohol, acetaldehyde plays an important role in the 
first product of ethanol metabolism and is a class I carcin-
ogen with strong carcinogenic effect.4,5 Ethanol was pri-
marily metabolized to acetaldehyde in the liver by alcohol 
dehydrogenases (ADHs), including ADH1B, and then to 
acetate by aldehyde dehydrogenase 2 (ALDH2).6

The association between alcohol consumption and the 
risk of ESCC exhibits regional differences. Regions with low 
incidence of ESCC showed stronger association with alco-
hol consumption than those with high incidence.7- 9 This 
difference may be attributed to different populations/races 
living in various regions and/or other related factors that 
require further research,10 for instance, differences in alco-
hol metabolism among populations. Studies have shown 
that ALDH2 and ADH1B are associated with reduced rates 
of alcohol dependence.11 The variants of the ALDH2 and 
ADH1B genes are mainly ALDH2*1 and ADH1B*2, which 
metabolize alcohol more rapidly and lead to excessive ac-
cumulation of acetaldehyde.12- 15 Excessive acetaldehyde 
can cause a heightened response to alcohol.16 Furthermore, 
the frequency of ALDH2 and ADH1B polymorphisms var-
ies in different populations or regions.17 This suggests that 

individual gene polymorphisms may cause differential ge-
netic susceptibilities to ESCC.

During the past two decades, studies have been car-
ried out to explore the ALDH2 and ADH1B genetic vari-
ants and the risk of ESCC. A previous meta- analysis that 
investigated the associations between ALDH2 and ADH1B 
polymorphisms and ESCC risk was published in 2010.18 
The results indicated that ADH1B rs1229984 and ALDH2 
rs671 were susceptible loci for ESCC in the Chinese popu-
lation. Since then, 11 new relevant studies have been pub-
lished in recent years with inconsistent results. In addition, 
several GWAS reports identified multiple genetic variants 
in ALDH2 and ADH1B as susceptibility loci in Chinese.19 
Furthermore, the previous meta- analysis did not use Ven-
ice criteria, false- positive reporting probability (FPRP), and 
Bayesian false discovery probability (BFDP) to assess the 
epidemiological evidence of the ALDH2 and ADH1B poly-
morphisms and the ESCC risk. Therefore, we included all 
published studies retrieved from the literature to perform 
an updated comprehensive meta- analysis to assess the 
associations between the ALDH2 and ADH1B polymor-
phisms and the ESCC risk. The epidemiological evidence of 
the associations was evaluated by using the Venice criteria, 
FPRP, and BFDP.

2  |  MATERIALS AND METHODS

This systematic review and meta- analysis was performed 
according to the PRISMA guidelines.20 In addition, we 
registered a protocol with the International Prospective 
Register of Systematic Reviews– PROSPERO (Registration 
No. CRD42022357068).

of ADH1B was associated with a significantly increased risk (2.50, 95% CI: 1.70– 
3.69) in the additive model. In the allelic model, the variant rs1229984 of ADH1B 
also increased the risk of ESCC (OR: 1.50; 95% CI: 1.21– 1.87). The result for the 
variant rs671 was considered as strong epidemiological evidence. Functional an-
notations identified that the four variants were related to the enhancer histone 
marks and motif changes. The other two variants were not associated with the 
ESCC risk (rs674 of ALDH2 OR: 1.22, 95% CI: 0.71– 2.12; rs1042026 of ADH1B 
OR: 1.28, 95% CI: 0.52– 3.14) in the additive model. The MR analysis did not find 
a causal effect of alcohol on the esophageal cancer risk.
Conclusions: The results showed that ADH1B rs1229984 was significantly as-
sociated with an increased the risk of ESCC.

K E Y W O R D S

ADH1B, ALDH2, epidemiological evidence, esophageal squamous cell carcinoma, meta- 
analysis
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2.1 | Literature search and 
selection criteria

We searched the literature in PubMed and Embase using 
the terms “((esophageal squamous cell carcinoma) AND 
(ALDH2)) OR ((esophageal squamous cell carcinoma) 
AND (ADH1B))”. All relevant articles published from 
database inception to August 2022 were included in the 
literature search. Included publications conformed to the 
following criteria: (1) The study design was a case– control 
study, or a genome- wide association study (GWAS) con-
ducted among human populations; (2) all ESCC cases 
were confirmed by pathological diagnosis; (3) the articles 
provided sufficient data on odds ratios (OR) and 95% con-
fidence intervals (CIs) in additive or allelic model; and (4) 
it was published in peer- reviewed journals in English. The 
exclusion criteria were as follows: (1) duplicate literature; 
(2) detailed information on gene variants and/or ORs was 
unavailable; and (3) the study did not assess the associa-
tion between genetic variants and susceptibility to ESCC.

2.2 | Data extraction

Data were extracted by two researchers (Zhang B. and Luo 
Y.) using a standard data extraction form. The extracted 
information included: the first author, publication year, 
study design, country where the study was conducted, 
population ethnicity, gene and variant, the number of 
samples in the case and control groups, the OR and cor-
responding 95% CI in an allelic model or additive model. 
All disagreements were discussed, and consensus was 
obtained.

2.3 | Statistical analysis

Stata 12.0 was used to analyze all the data. Meta- analyses 
were conducted if at least three studies reported the as-
sociation between the ALDH2 and ADH1B genetic vari-
ants and the ESCC risk in the additive model (AA vs. GG) 
and allelic model (A vs. G). The additive model is widely 
used as a conservative choice between the recessive and 
the dominant model, and most of the included studies in 
the meta- analysis provided the data of OR and 95% CI in 
the additive and allelic models. The summary odds ratios 
(ORs) or 95% confidence intervals (95% CIs) were cal-
culated. The OR was converted to log (OR). Because the 
covariates adjusted were different in various studies, we 
used the crude OR to perform the meta- analysis. Higgin's 
I2 statistic was used to quantitatively assess the level of 
heterogeneity. An I2 statistic of 0% indicates no observed 
heterogeneity, whereas I2 statistics less than 25% suggest 

mild heterogeneity, between 25% and 50% indicating mod-
erate heterogeneity, and greater than 50% demonstrating 
high heterogeneity.21,22 The p- value of Cochran's Q less 
than 0.1 indicates that the heterogeneity is statistically 
significant. If the I2 is less than 50%, a fixed- effect model is 
applied. A random- effect model was used, when the I2 is 
greater than 50%. Stratified analyses and meta- regression 
were also performed to explore the potential sources of 
heterogeneity. Sensitivity analysis was used to assess the 
stability of results. Funnel plots, Begg's test, and Egger's 
test were deployed to analyze whether a publication bias 
was indicated.23 All tests were two- sided, and p < 0.05 in-
dicated statistical significance unless otherwise stated.

2.4 | Assessment of epidemiological 
reliability

The Venice criteria, proposed by the Human Genome 
Epidemiology Network (HuGENet) Working Group, were 
used to assess the strength of epidemiological evidence.24 
The evidence of each significant association derived from 
the meta- analysis was graded according to three stand-
ards: the amount of evidence, replication of association, 
and protection from bias. For the amount of evidence, the 
sum of the number of minor alleles among cases and con-
trols of more than 1000 in the meta- analysis was defined 
as A, between 100 and 1000 classified as B, and less than 
100 defined as C. For the replication of association, an A 
grade indicates that the heterogeneity statistic I2 was less 
than 25%, B means the I2 value is between 25% and 50%, 
and C represents the I2 greater than 50%. Moreover, a sig-
nificant association might be obtained due to incorrectly 
classified genotypes and/or publication bias. Therefore, if 
there was no observable bias that could affect the results, 
an A grade was given. The B grade suggests no apparent 
bias, but there was considerable missing information, and 
the C grade means there was significant bias that could af-
fect the results. Ultimately, the epidemiological reliability 
for a significant genetic association was strong when all 
criterion grades were A and weak if any criterion grade 
was C. The other combinations indicated that the evi-
dence was moderate.

The false- positive reporting probability (FPRP) was 
calculated to determine whether a significant association 
could be considered as a false- positive result. The prior 
probability was set to 0.05 to detect an OR of 1.5.25 When 
FPRP was <0.2, we considered the association as true. If 
a significant association based on the FPRP analysis was 
true, the cumulative evidence was upgraded from weak 
to moderate and from moderate to strong. Bayesian false 
discovery probability (BFDP) is a new statistical method 
based on logistic regression models and does not depend 
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on statistical power. When the BFDP value is less than 
0.8, the association is considered as true.26 Although the 
false- positive reporting probability and the Bayesian false 
discovery probability are similar, the FPRP is a traditional 
and commonly used method to assess the false- positive 
probability if significant associations are found, and the 
BFDP is a new method that does not depend on statisti-
cal power. Moreover, using both methods could verify and 
further improve the credibility of the results. If inconsis-
tent results were found between FPRP and BDFP analy-
ses, we used the result of FPRP to judge the authenticity 
of a significant association.

2.5 | Mendelian randomization analysis

Mendelian randomization analysis was performed by 
using the inverse variance weighted (IVW) to explore the 
causal relationship between alcohol (exposure) and es-
ophageal cancer (outcome) through the TwoSampleMR 
package in R version 4.0.2. Because the IEU Open GWAS 
only had esophageal cancer data, we analyzed the casual 
association between alcohol and esophageal cancer risk. 
The genetic instrument was retrieved from the GWAS 
data of the UK Biobank study including 456,382 samples. 
The genetic instrument should meet the following crite-
ria: (1) There was a significant correlation between SNPs 
and alcohol at genome- wide significance (p < 5 × 10−8); 
and (2) SNPs are independent of each other (linkage dis-
equilibrium (LD) in the range of 10 Mb r2 < 0.05). In addi-
tion, we evaluated the presence of horizontal pleiotropy 
and heterogeneity using MR- Egger intercept and Q test.

3  |  RESULTS

3.1 | Characteristics of included studies

The process of literature search and article inclusion is 
shown in Figure 1. One seventy- three articles were found 
during the literature search, of which 70 were duplicates 
and 56 were not related to ALDH2 or ADH1B gene poly-
morphisms. Among the remaining 47 articles, 25 did not 
provide an OR and 95% CI. Therefore, 22 articles were left. 
An additional study was retrieved through reference re-
view. Hence, 23 articles were included in the analysis.

The details of the 23 included papers are shown in 
Table 1. Most of the studies were published before 2019. 
Twenty- one were case– control and two were genome- 
wide association (GWAS) studies. Twenty- one studies 
were conducted among Asian population, and the other 
two were among Africans. The number of cases varied 
from 37 to 2098 and the number of controls varied from 

31 to 2763. The genetic variants of ADH1B included 
rs1042026, rs17033, rs1159918, and rs1229984, and the 
genetic polymorphisms of ALDH2 included rs671, rs674, 
rs4767364, and rs886205. The OR values and the corre-
sponding 95% CIs for the allelic and additive models are 
shown in Table 1.

3.2 | Principal meta- analyses

Because only four (rs671 and rs674 of gene ALDH2, 
rs1229984, and rs1042026 of gene ADH1B) out of the 
eight genetic polymorphisms had been studied in at 
least three articles, the four genetic variants were eval-
uated for their associations with the ESCC risk. The 
meta- analyses were performed for these four variants 
to calculate the summary estimates using results from 
the additive models (Table  2). The variant rs671 of 

F I G U R E  1  Flow chart of literature search based on a two- step 
search strategy.
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ALDH2 was associated with a significantly decreased 
risk of ESCC (OR: 0.60; 95% CI: 0.50– 0.73). The variant 
rs1229984 of ADH1B was associated with a significantly 
increased risk of ESCC (OR: 2.5; 95% CI: 1.70– 3.69). The 
other two variants, rs674 of ALDH2 (OR: 1.22; 95% CI: 
0.71– 2.12) and rs1042026 of ADH1B (OR: 2.15; 95% CI: 
0.50– 9.28) also showed an increased risk with ESCC. 
However, the association between two variants, rs674 
of ALDH2 and rs1042026 of ADH1B, and ESCC risk did 
not reach statistical significance (Figure  2). As shown 
in Figure  S1, in the allelic model, we found that the 
variant rs1229984 of ADH1B increased the risk of ESCC 
(OR: 1.50; 95% CI: 1.21– 1.87), but ALDH2 rs671 was not 
associated with ESCC risk significantly (OR: 1.33; 95% 
CI: 0.92– 1.92).

In addition, a significant interaction between smok-
ing and the rs1229984 risk allele with ESCC was observed 
(Table 3). Smokers with rs1229984 risk allele had further 
increased risk of ESCC compared with nonsmokers. The 
interaction between smoking and rs671 did not reach sta-
tistical significance.

3.3 | Heterogeneity, sensitivity 
analysis and publication bias

No heterogeneity was found for the rs671 variant of 
ALDH2 (I2 = 0, p = 0.821). However, high heterogeneity 
was observed for the rs674 (I2 = 69.9), rs1229984 (I2 = 91.3), 
and rs1042026 (I2 = 96.4) variants (all p < 0.1) (Table  2). 
To find out the source of heterogeneity and due to the 
limited number of studies for rs1042026, we performed 
subgroup analyses for rs674 and rs1229984 based on pub-
lication year, the number of participants, and study coun-
try (Table S1). For both variants, the heterogeneity did not 
decrease substantially in the stratified subgroups defined 
above. When stratified by the number of study partici-
pants, rs1229984 was associated with a significantly in-
creased risk of ESCC (OR: 2.91, 95% CI: 1.80– 4.71) only in 
the studies with more than 1000 participants. In addition, 
significant positive associations were observed in Chinese 
(OR: 2.45, 95% CI: 1.53– 3.90) and Japanese (OR: 2.74, 95% 
CI: 1.55– 4.84) populations, in both case– control (OR: 2.29, 
95% CI: 1.47– 3.56) and genome- wide association studies 

F I G U R E  2  Forest plots of the associations between four genetic variants and esophageal squamous cell carcinoma risk. (A) ALDH2 
rs671, (B) ALDH2 rs674, (C) ADH1B rs1042026, and (D) ADH1B rs1229984.
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(OR: 4.10, 95% CI: 3.24– 5.18), in the studies published be-
fore 2010 (OR: 2.84, 95% CI: 1.79– 4.51) and after 2010 (OR: 
2.14, 95% CI: 1.37– 3.33). The meta- regression showed that 
no variables could explain the source of the high heteroge-
neity between the included studies for the rs1229984 and 
rs674 (Tables S3 and S4). Sensitivity analysis showed that 
the results of the meta- analyses were reliable (Figures S2– 
S5). Funnel plots, Begg's test, and Egger's test indicated 
no publication bias for the four variants (p > 0.1) (Figure 3 
and Table S2).

3.4 | Reliability of epidemiological 
evidence for significant associations

Table 2 also shows the results of the epidemiological evi-
dence reliability for the four variants. For the amount of 
evidence, only the variant rs1229984 reached the A grade, 
and the other three variants (rs671, rs1042026, and rs674) 
reached the B grade. Regarding the replication of as-
sociation, only rs671 achieved the A grade, whereas the 
other three variants (rs1042026, rs674, and rs1229984) 

T A B L E  3  Association of gene– environment interaction in esophageal squamous cell carcinoma in additive model.

Gene Variants
Environmental 
factors

No. of 
studies Model

Pooled OR 
(95%CL) p for interaction

Heterogeneity

I2 (%) p- Value

ADH1B rs1229984 Nonsmoker 4 Random 1.39 (1.21– 1.59) <0.001 76.5 0.005

Smoker 4 Random 1.52 (1.36– 1.70) 95.8 0

ALDH2 rs671 Nonsmoker 3 Random 0.95 (0.84– 1.07) 0.103 91.8 0

Smoker 3 Random 2.28 (0.65– 8.02) 99.0 0

F I G U R E  3  Funnel plots of the associations between four genetic variants and esophageal squamous cell carcinoma risk. (A) ALDH2 
rs671, (B) ALDH2 rs674, (C) ADH1B rs1042026, and (D) ADH1B rs1229984.
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reached only the C grade. All the four variants achieved 
the A grade for the protection from bias. By combining 
the three criteria, we found one variant (rs671) was classi-
fied as moderate evidence, and three variants (rs1042026, 
rs674, and rs1229984) were graded as weak evidence, re-
spectively. In addition, the FPRP of rs671 and rs1229984 
variants was less than 0.2, suggesting a true association, 
and the FPRPs of rs674 and rs1042026 were greater than 
0.2, indicating a greater probability of false positive asso-
ciation. The BFDPs of rs671 and rs1229984 were less than 
0.8, suggesting that a true association could be considered. 
However, both rs674 and rs1042026 had BFDP greater 
than 0.8, indicating that the association needs to be inter-
preted with caution. The results of FPRP and BFDP were 
consistent. Based on the results of Venice criteria, FPRP, 
and BDFP, the reliability of epidemiological evidence for 
the significant association between rs671 and the risk of 
ESCC was upgraded from moderate to strong, the asso-
ciation between rs1229984 and ESCC risk was upgraded 
from weak to moderate, and the evidence remained weak 
for rs1042026 and rs674.

3.5 | Functional annotation

Functional annotation was assessed by the Encyclopedia 
of DNA Elements tool HaploReg v4.1 (Table  4).27 The 
rs671 and rs1229984 variants were located in exons, and 
the rs1042026 and rs674 variants were located in noncod-
ing regions. The variants rs1042026 and rs674 were se-
lected as expression quantitative trait loci (eQTL) hits, and 
the variants rs674, rs671, and rs1229984 were identified 
as enhancer histone marks. In addition, rs671, rs1042026, 
and rs674 were related to the motif change for some genes.

3.6 | Mendelian randomization analysis

The results of the Mendelian randomization analysis 
showed that there was no causal effect between alcohol 
and esophageal cancer risk (OR: 0.99, 95% CI: 0.99– 1.00) 
(Table 5). In the sensitivity analysis, the results using the 
weighted median and MR- Egger methods were similar 
and did not reach statistical significance (p > 0.05). No 
heterogeneity was observed.

4  |  DISCUSSION

To our knowledge, this study is the first comprehensive 
assessment of the epidemiological evidence on the asso-
ciations between genetic variants and ESCC risk in the 
ALDH2- ADH1B region. We conducted a comprehensive T
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research synopsis and meta- analysis to evaluate the asso-
ciations between the four variants and the risk of ESCC 
among 15,591 cases and 22,141 controls from different 
countries. We found that the polymorphism ADH1B 
rs1229984 was associated with an increased risk of ESCC. 
The evidence for the association between the rs671 vari-
ant and ESCC risk was considered as strong. Smokers 
with the rs1229984 risk genotype had further increased 
risk of ESCC compared with smokers without rs1229984 
risk genotype. In addition, functional annotations of 
these variants identified that the variants were related 
to the enhancer histone marks and motif change. Indi-
viduals who carry risk alleles of ALDH2, ADH1B, or both 
should strengthen their health management. Necessary 
interventions could be performed in the prevention and 
screening of ESCC. For example, they should limit alco-
hol consumption and smoking,28 increase the intake of 
vegetables and fruits,29 and carry out regular gastroscopy 
screening.30,31 Identification of the risk alleles of ALDH2 
and ADH1B could help guide screening programs for the 
ESCC, thus reducing the incidence and mortality of ESCC 
for the high- risk population.

A meta- analysis that assessed the association between 
ADH1B and ALDH2 polymorphisms and esophageal can-
cer risk was published in 2010.18 Since then, 11 additional 
articles were published. We performed an updated analy-
sis with the 11 new studies. In addition, we assessed the 
strength of the epidemiological evidence of the associa-
tion using the Venice criteria, FPRP, and BDFP and found 
that the polymorphism rs671 showed strong evidence 
and rs1229984 had moderate evidence with ESCC risk, 
respectively.

Several genome- wide association studies have identi-
fied a number of single nucleotide polymorphisms linked 
to the increased ESCC risk including ADH1B, PLCE1, ge-
netic variants in HLA 2 genome region, CHEK2, PTEN, 
MTHFR, and so on. In a genome- wide discovery, rep-
lication, and combined samples, eight genetic variants 
were identified as ESCC susceptibility variants, of which 
ADH1B had a significant interaction with ESCC risk (OR: 
1.31) in drinker population. And the result of the case– 
control subgroup in the genome- wide discovery was con-
sistent with result of our meta- analysis.19 The PLCE1 is 
the most notable one in the number of case– control stud-
ies, among which most studies found that PLCE1 was 

associated with increased ESCC risk.32- 34 A joint analysis 
of three genome- wide association studies indicated that 
Chinese populations with a variant in the HLA class II re-
gion had higher ESCC risk.35

For alcohol metabolism, a previous study showed 
that oxidation is catalyzed to produce acetaldehyde pri-
marily by ADHs, and then acetaldehyde is further me-
tabolized to acetate by ALDHs.36 Among the currently 
known genes, ALDH2 and ADH1B had the greatest im-
pact on the risk of alcoholism, which can result in accu-
mulation of acetaldehyde that causes DNA damage and 
promotes ESCC development.37,38 ALDH2 is located on 
chromosome 12q24.2 and encodes the 517 amino- acid 
aldehyde dehydrogenase 2 protein. We observed that the 
performance of rs671 in ESCC risk among the included 
studies is contradictory. This might be attributed to the 
differences in population, sample size, environmental 
exposure, and lifestyle. Our study found that the rs671 
variant, in exon 12 of the gene, was associated with a 40% 
ESCC risk reduction, and the evidence was strong. The 
activity of enzyme encoded by the wild homozygous gen-
otype GG of ALDH2 rs671 is normal, while the enzyme 
activity encoded by the heterozygous GA genotype is re-
duced but still has certain activity. The enzyme encoded 
by the mutant homozygous AA genotype is basically 
inactive, which resulted in the failure of acetaldehyde 
metabolism. A large accumulation of acetaldehyde can 
cause symptoms such as blushing and rapid heartbeat, 
which makes individuals carrying the ALDH2 rs671A 
allele with poor ability to metabolize alcohol. Therefore, 
the ESCC risk of individuals carrying the rs671A allele 
could be reduced. Yu et al. also found that the ALDH2 
rs671 has a suppressive role in alcohol consumption, 
which was consistent with our results. In addition, to-
bacco smoke contains a high level of nicotine- derived 
nitrosamine ketone and N- nitrosonornicotine, which di-
rectly contact with the esophageal mucosa and further 
increase the risk esophageal cancer.39,40 In this study, 
we found an interaction between rs671 and smoking, 
but it did not reach statistical significance, which had 
a difference with the result for the rs671 (Table 2). This 
might be attributed to the fact that some studies did not 
provide OR and 95% CI of the interaction, thus had re-
duced statistical power to detect the association. Simi-
lar results were also found in the study of Tanaka et al.  

Exposure Outcome SNPs, n Methods OR 95% CI p- Value

Alcohol ESCC 5 IVW 0.99 0.99– 1.00 0.71

5 WM 0.99 0.99– 1.00 0.88

5 MR- Egger 1.00 0.99– 1.01 0.84

Abbreviations: CI, confidence interval; IVW, Inverse variance weighted; MR- Egger, Mendelian 
randomization- Egger; OR, odds ratio; WM, weighted median.

T A B L E  5  Mendelian randomization 
analyses estimates for associations 
between alcohol and risk of ESCC.
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(OR: 1.1, 95% CI: 0.5– 2.4).41 In addition, several studies 
have reported that the variant is associated with the de-
velopment of alcohol- related cancers, including colorec-
tal cancer and hepatocellular cancer.42,43

ADH1B, mapped to 4q23, is about 15 kb in length, and 
contains nine exons, and can catalyze the rate of etha-
nol metabolization into acetaldehyde. The rs1229984, 
a non- synonymous SNP in exon 3 of ADH1B, encodes 
lysine- 504 and is prone to T- to- C mutations, resulting 
in an Arg- to- His mutation. The genotype of ADH1B 
rs1229984 carrying allele T encodes a more active pro-
tein that can quickly metabolize ethanol into acetalde-
hyde, while the mutant homozygous CC genotype has 
very weak activity in metabolizing ethanol. It indicated 
that mutant homozygous CC genotype could increase 
ESCC risk. Our study found that this variant was asso-
ciated with an increased risk of ESCC with moderate 
evidence. In 2022, a prospective study with 11 years of 
follow- up of 9339 Chinese adults also observed that the 
rs1229984 AA genotype was associated with a lower 
risk of alcohol- related cancers than the GG genotype 
among men.44 In addition, although the strength of the 
interaction between smokers (OR: 1.52) and nonsmok-
ers (OR: 1.39) and rs1229984 was lower than rs1229984 
with ESCC risk, smokers with the risk genotype had a 
further increased ESCC risk, suggesting an interaction 
between the genetic variant and smoking. Tanaka et al.41 
also reported similar findings in the Japanese popula-
tion. Besides, the largest GWAS of alcohol dependence 
revealed that ADH1B played an important role in the 
etiology of alcohol dependence among Europeans and 
African- Americans. Considering that ADH1B rs1229984 
is more common in the East Asian population than in 
Europeans,45,46 more studies are needed to investigate 
the role of ADH1B in the etiology of alcohol dependence 
among the East Asian population. Several studies found 
that the ADH1B was associated with colorectal cancer 
and obesity,47,48 suggesting its potential role in multiple 
diseases. In addition, although our results showed rs671 
and 1,229,984 had a significant association with ESCC 
risk, it did not necessarily mean the causal effect of alco-
hol on the esophageal cancer by the Mendelian random-
ization analysis.49,50

Due to the limited number of studies for ADH1B 
rs1042026, we only explored the source of the high het-
erogeneity for ALDH2 rs674 and ADH1B rs1229984. The 
included studies on these polymorphisms did not provide 
the ORs and the corresponding 95% CIs in the age and sex 
subgroups; therefore, the subgroup analyses were strati-
fied on publication year, the number of participants, and 
study country. However, the high heterogeneity did not 
reduce dramatically after stratification. We did find that 
the Japanese population with the ADH1B rs1229984 risk 

genotype had a greater ESCC risk than the Chinese. Con-
sidering the interaction between the genotype and smok-
ing observed in our study, the higher ESCC risk found 
in the Japanese population could be due to the higher 
prevalence of smoking in Japan.51 The magnitude of the 
association between ADH1B rs1229984 and ESCC risk 
attenuated slightly in the studies published after 2010, 
which could be due to the declining rate of alcohol and 
tobacco use and the widespread application of endoscopic 
screening.52,53

This study has several limitations. First, most studies 
included were case– control studies, which are more sus-
ceptible to biases such as selection bias and information 
bias, particularly if the genotypes are associated with 
ESCC mortality. Secondly, some relevant articles had to be 
excluded due to missing data and no responses from the 
corresponding authors. Finally, because of the lack of raw 
data, we used crude ORs and 95% CIs, which will result in 
a slight deviation.

In summary, after including results from the 11 addi-
tional studies published after 2010, this updated meta- 
analysis confirmed the associations between the genetic 
variants of ALDH2 rs671 and ADH1B rs1229984 and the 
ESCC risk, of which the association between rs671 and the 
ESCC risk was considered as strong evidence. An interac-
tion between the genetic variant rs1229984 and smoking 
was also observed. More experiments regarding funda-
mental research are needed to further elaborate roles of 
these genetic variants in the development of ESCC in the 
future work.

AUTHOR CONTRIBUTIONS
Biao Zhang: Resources (equal); software (equal); visu-
alization (equal). Yu;Hui Peng: Funding acquisition 
(equal). Yun Luo: Resources (equal); writing –  original 
draft (equal). Chao Qun Hong: Data curation (equal). Yi 
Wei Lin: Software (equal). Yuling Zhang: Visualization 
(equal). Yi Wei Xu: Writing –  review and editing (equal). 
Xuefen Su: Methodology (equal); writing –  review and 
editing (equal). Fang Cai Wu: Writing –  review and edit-
ing (equal).

ACKNOWLEDGMENTS
We thank Professor Stanley Li Lin and Dr. Frieda Law for 
manuscript revision and edition.

FUNDING INFORMATION
This work was supported by the Natural Science 
Foundation of China [grant number 81972801]; the 
Guangdong Basic and Applied Basic Research Founda-
tion Enterprise Joint Foundation (2022A1515220116, 
2022A1515220180), the Science and Technology Special 
Fund of Guangdong Province of China (STKJ202209069), 



20448 |   ZHANG et al.

the Guangdong Medical Science and Technology Re-
search Program (A2023414), the Guangdong Esopha-
geal Cancer Institute Science and Technology Program 
(M202224).

CONFLICT OF INTEREST STATEMENT
All authors declare no conflict of interest.

DATA AVAILABILITY STATEMENT
All data generated or analyzed that were reported in this 
article will be available upon request.

ORCID
Yu- Hui Peng   https://orcid.org/0000-0002-1866-4679 
Yi- Wei Xu   https://orcid.org/0000-0002-8670-592X 
Xue- Fen Su   https://orcid.org/0000-0001-9886-7128 
Fang- Cai Wu   https://orcid.org/0000-0002-1142-4998 

REFERENCES
 1. Abnet CC, Arnold M, Wei WQ. Epidemiology of esophageal 

squamous cell carcinoma. Gastroenterology. 2018;154:360-373.
 2. Sung H, Ferlay J, Siegel RL, et al. 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.

 3. Coleman HG, Xie SH, Lagergren J. The epidemiology of esoph-
ageal adenocarcinoma. Gastroenterology. 2018;154:390-405.

 4. Homann N, Jousimies- Somer H, Jokelainen K, Heine R, 
Salaspuro M. High acetaldehyde levels in saliva after ethanol 
consumption: methodological aspects and pathogenetic impli-
cations. Carcinogenesis. 1997;18:1739-1743.

 5. Liu Y, Chen H, Sun Z, Chen X. Molecular mechanisms of 
ethanol- associated oro- esophageal squamous cell carcinoma. 
Cancer Lett. 2015;361:164-173.

 6. Yokoyama A, Omori T. Genetic polymorphisms of alcohol and 
aldehyde dehydrogenases and risk for esophageal and head and 
neck cancers. Alcohol. 2005;35:175-185.

 7. Lin Y, Totsuka Y, He Y, et al. Epidemiology of esophageal can-
cer in Japan and China. J Epidemiol. 2013;23:233-242.

 8. Garidou A, Tzonou A, Lipworth L, Signorello LB, Kalapothaki 
V, Trichopoulos D. Life- style factors and medical conditions in 
relation to esophageal cancer by histologic type in a low- risk 
population. Int J Cancer. 1996;68:295-299.

 9. Vioque J, Barber X, Bolumar F, et al. Esophageal cancer risk by 
type of alcohol drinking and smoking: a case– control study in 
Spain. BMC Cancer. 2008;8:221.

 10. Goedde HW, Agarwal DP, Fritze G, et al. Distribution of ADH2 
and ALDH2 genotypes in different populations. Hum Genet. 
1992;88:344-346.

 11. Wall TL. Genetic associations of alcohol and aldehyde dehy-
drogenase with alcohol dependence and their mechanisms of 
action. Ther Drug Monit. 2005;27:700-703.

 12. Eriksson CJ. The role of acetaldehyde in the actions of alcohol 
(update 2000). Alcohol Clin Exp Res. 2001;25:15s-32s.

 13. Eng MY, Luczak SE, Wall TL. ALDH2, ADH1B, and ADH1C 
genotypes in Asians: a literature review. Alcohol Res Health. 
2007;30:22-27.

 14. Agarwal DP. Genetic polymorphisms of alcohol metabolizing 
enzymes. Pathol Biol (Paris). 2001;49:703-709.

 15. Jelski W, Szmitkowski M. Alcohol dehydrogenase (ADH) and 
aldehyde dehydrogenase (ALDH) in the cancer diseases. Clin 
Chim Acta. 2008;395:1-5.

 16. Wall TL, Shea SH, Luczak SE, Cook TAR, Carr LG. Genetic 
associations of alcohol dehydrogenase with alcohol use disor-
ders and endophenotypes in white college students. J Abnorm 
Psychol. 2005;114:456-465.

 17. Luczak SE, Wall TL, Cook TA, et al. ALDH2 status and con-
duct disorder mediate the relationship between ethnicity and 
alcohol dependence in Chinese, Korean, and white American 
college students. J Abnorm Psychol. 2004;113:271-278.

 18. Yang SJ, Yokoyama A, Yokoyama T, et al. Relationship be-
tween genetic polymorphisms of ALDH2 and ADH1B and 
esophageal cancer risk: a meta- analysis. World J Gastroenterol. 
2010;16:4210-4220.

 19. Wu C, Kraft P, Zhai K, et al. Genome- wide association analy-
ses of esophageal squamous cell carcinoma in Chinese identify 
multiple susceptibility loci and gene- environment interactions. 
Nat Genet. 2012;44:1090-1097.

 20. Moher D, Liberati A, Tetzlaff J, Altman DG. Preferred reporting 
items for systematic reviews and meta- analyses: the PRISMA 
statement. J Clin Epidemiol. 2009;62:1006-1012.

 21. Higgins JP, Thompson SG. Quantifying heterogeneity in a 
meta- analysis. Stat Med. 2002;21:1539-1558.

 22. Higgins JP, Thompson SG, Deeks JJ, Altman DG. Measuring 
inconsistency in meta- analyses. BMJ. 2003;327:557-560.

 23. Egger M, Davey Smith G, Schneider M, Minder C. Bias in 
meta- analysis detected by a simple, graphical test. BMJ. 
1997;315:629-634.

 24. Ioannidis JP, Boffetta P, Little J, et al. Assessment of cumula-
tive evidence on genetic associations: interim guidelines. Int J 
Epidemiol. 2008;37:120-132.

 25. Wacholder S, Chanock S, Garcia- Closas M, el ghormli L, 
Rothman N. Assessing the probability that a positive report is 
false: an approach for molecular epidemiology studies. J Natl 
Cancer Inst. 2004;96:434-442.

 26. Wakefield J. A Bayesian measure of the probability of false 
discovery in genetic epidemiology studies. Am J Hum Genet. 
2007;81:208-227.

 27. Ward LD, Kellis M. HaploReg v4: systematic mining of puta-
tive causal variants, cell types, regulators and target genes 
for human complex traits and disease. Nucleic Acids Res. 
2016;44:D877-D881.

 28. Pandeya N, Williams G, Green AC, Webb PM, Whiteman DC. 
Alcohol consumption and the risks of adenocarcinoma and 
squamous cell carcinoma of the esophagus. Gastroenterology. 
2009;136:1215-1224. e1211–1212.

 29. Engel LS, Chow WH, Vaughan TL, et al. Population attribut-
able risks of esophageal and gastric cancers. J Natl Cancer Inst. 
2003;95:1404-1413.

 30. Chen R, Liu Y, Song G, et al. Effectiveness of one- time endo-
scopic screening programme in prevention of upper gastroin-
testinal cancer in China: a multicentre population- based cohort 
study. Gut. 2021;70:251-260.

 31. Zhang N, Li Y, Chang X, et al. Long- term effectiveness of one- 
time endoscopic screening for esophageal cancer: a community- 
based study in rural China. Cancer. 2020;126:4511-4520.

https://orcid.org/0000-0002-1866-4679
https://orcid.org/0000-0002-1866-4679
https://orcid.org/0000-0002-8670-592X
https://orcid.org/0000-0002-8670-592X
https://orcid.org/0000-0001-9886-7128
https://orcid.org/0000-0001-9886-7128
https://orcid.org/0000-0002-1142-4998
https://orcid.org/0000-0002-1142-4998


   | 20449ZHANG et al.

 32. Li G, Song Q, Jiang Y, et al. Cumulative evidence for associa-
tions between genetic variants and risk of esophageal cancer. 
Cancer Epidemiol Biomarkers Prev. 2020;29:838-849.

 33. Wang LD, Zhou FY, Li XM, et al. Genome- wide association 
study of esophageal squamous cell carcinoma in Chinese 
subjects identifies susceptibility loci at PLCE1. Nat Genet. 
2010;42:759-763.

 34. Cui XB, Chen YZ, Pang XL, et al. Multiple polymorphisms 
within the PLCE1 are associated with esophageal cancer via 
promoting the gene expression in a Chinese Kazakh popula-
tion. Gene. 2013;530:315-322.

 35. Wu C, Wang Z, Song X, et al. Joint analysis of three genome- 
wide association studies of esophageal squamous cell carci-
noma in Chinese populations. Nat Genet. 2014;46:1001-1006.

 36. Hurley TD, Edenberg HJ. Genes encoding enzymes involved in 
ethanol metabolism. Alcohol Res. 2012;34:339-344.

 37. Birley AJ, James MR, Dickson PA, et al. ADH single nucleotide 
polymorphism associations with alcohol metabolism in vivo. 
Hum Mol Genet. 2009;18:1533-1542.

 38. Tan SLW, Chadha S, Liu Y, et al. A class of environmental and 
endogenous toxins induces BRCA2 haploinsufficiency and ge-
nome instability. Cell. 2017;169:1105-1118.e15.

 39. Kensler CJ, Battista SP. Components of cigarette smoke with 
ciliary- depressant activity. Their selective removal by fil-
ters containing activated charcoal granules. N Engl J Med. 
1963;269:1161-1166.

 40. Hoffmann D, Hecht SS. Nicotine- derived N- nitrosamines and 
tobacco- related cancer: current status and future directions. 
Cancer Res. 1985;45:935-944.

 41. Tanaka F, Yamamoto K, Suzuki S, et al. Strong interaction 
between the effects of alcohol consumption and smoking on 
esophageal squamous cell carcinoma among individuals with 
ADH1B and/or ALDH2 risk alleles. Gut. 2010;59:1457-1464.

 42. Yang H, Zhou Y, Zhou Z, et al. A novel polymorphism rs1329149 
of CYP2E1 and a known polymorphism rs671 of ALDH2 of al-
cohol metabolizing enzymes are associated with colorectal can-
cer in a southwestern Chinese population. Cancer Epidemiol 
Biomarkers Prev. 2009;18:2522-2527.

 43. Sakamoto T, Hara M, Higaki Y, et al. Influence of alcohol con-
sumption and gene polymorphisms of ADH2 and ALDH2 
on hepatocellular carcinoma in a Japanese population. Int J 
Cancer. 2006;118:1501-1507.

 44. Im PK, Yang L, Kartsonaki C, et al. Alcohol metabolism genes 
and risks of site- specific cancers in Chinese adults: an 11- year 
prospective study. Int J Cancer. 2022;150:1627-1639.

 45. Edenberg HJ, McClintick JN. Alcohol dehydrogenases, alde-
hyde dehydrogenases, and alcohol use disorders: a critical re-
view. Alcohol Clin Exp Res. 2018;42:2281-2297.

 46. Walters RK, Polimanti R, Johnson EC. Transancestral GWAS 
of alcohol dependence reveals common genetic underpinnings 
with psychiatric disorders. Nat Neurosci. 2018;21:1656-1669.

 47. Seol JE, Kim J, Lee BH, et al. Folate, alcohol, ADH1B and 
ALDH2 and colorectal cancer risk. Public Health Nutr. 
2020;24:1-8.

 48. Morales LD, Cromack DT, Tripathy D, et al. Further evidence 
supporting a potential role for ADH1B in obesity. Sci Rep. 
2021;11:1932.

 49. Wu X, Peng H, Wen Y, et al. Rheumatoid arthritis and risk of 
lung cancer: meta- analysis and Mendelian randomization 
study. Semin Arthritis Rheum. 2021;51:565-575.

 50. Maharjan DT, Syed AAS, Lin GN, Ying W. Testosterone in fe-
male depression: a meta- analysis and Mendelian randomiza-
tion study. Biomolecules. 2021;11(3):409.

 51. Yang JJ, Yu D, Wen W. Tobacco smoking and mortality in Asia: 
a pooled meta- analysis. JAMA Netw Open. 2019;2:e191474.

 52. Wei WQ, Chen ZF, He YT, et al. Long- term follow- up of a com-
munity assignment, one- time endoscopic screening study of 
esophageal cancer in China. J Clin Oncol. 2015;33:1951-1957.

 53. Liu Z, Li YH, Cui ZY, et al. Prevalence of tobacco dependence 
and associated factors in China: findings from nationwide 
China Health Literacy Survey during 2018– 19. Lancet Reg 
Health West Pac. 2022;24:100464.

SUPPORTING INFORMATION
Additional supporting information can be found online 
in the Supporting Information section at the end of this 
article.

How to cite this article: Zhang B, Peng Y-H, Luo 
Y, et al. Relationship between esophageal 
squamous cell carcinoma risk and alcohol- related 
ALDH2 and ADH1B polymorphisms: Evidence 
from a meta- analysis and Mendelian 
randomization analysis. Cancer Med. 
2023;12:20437-20449. doi:10.1002/cam4.6610

https://doi.org/10.1002/cam4.6610

	Relationship between esophageal squamous cell carcinoma risk and alcohol-related ALDH2 and ADH1B polymorphisms: Evidence from a meta-analysis and Mendelian randomization analysis
	Abstract
	1|INTRODUCTION
	2|MATERIALS AND METHODS
	2.1|Literature search and selection criteria
	2.2|Data extraction
	2.3|Statistical analysis
	2.4|Assessment of epidemiological reliability
	2.5|Mendelian randomization analysis

	3|RESULTS
	3.1|Characteristics of included studies
	3.2|Principal meta-analyses
	3.3|Heterogeneity, sensitivity analysis and publication bias
	3.4|Reliability of epidemiological evidence for significant associations
	3.5|Functional annotation
	3.6|Mendelian randomization analysis

	4|DISCUSSION
	AUTHOR CONTRIBUTIONS
	ACKNOWLEDGMENTS
	FUNDING INFORMATION
	CONFLICT OF INTEREST STATEMENT
	DATA AVAILABILITY STATEMENT

	REFERENCES


