
Mahajan and Tyagi ﻿BMC Genomic Data          (2024) 25:103  
https://doi.org/10.1186/s12863-024-01286-y

RESEARCH Open Access

© The Author(s) 2024. Open Access This article is licensed under a Creative Commons Attribution-NonCommercial-NoDerivatives 4.0 
International License, which permits any non-commercial use, sharing, distribution and reproduction in any medium or format, as long 
as you give appropriate credit to the original author(s) and the source, provide a link to the Creative Commons licence, and indicate if 
you modified the licensed material. You do not have permission under this licence to share adapted material derived from this article or 
parts of it. The images or other third party material in this article are included in the article’s Creative Commons licence, unless indicated 
otherwise in a credit line to the material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the copyright holder. To 
view a copy of this licence, visit http://creativecommons.org/licenses/by-nc-nd/4.0/.

BMC Genomic Data

Pharmacogenomic insights into tuberculosis 
treatment shows the NAT2 genetic variants 
linked to hepatotoxicity risk: a systematic review 
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Abstract 

Background  Tuberculosis (TB) patients undergoing anti-tuberculosis treatment often face serious adverse drug 
reactions, such as hepatotoxicity. Genetic variants of the N-acetyltransferase 2 (NAT2) gene have been linked 
to an increased risk of these toxic events.

Objective  This study aims to provide a comprehensive evaluation of the evidence linking NAT2 genetic variants 
to anti-tuberculosis drug-related hepatotoxicity (ATDH).

Method  A comprehensive review and meta-analysis was performed by accessing databases such as PubMed, 
Scopus, and Web of Science. A total of 24 articles were incorporated into the dataset. Meta-analyses were conducted 
to gather estimates of the association between the slow acetlylators (SA) genotype and ATDH. The studies were strati-
fied by ethnicity, regimen, genotyping methods, criteria for liver toxicity, and dosage. Also, meta-analysis for the spe-
cific SA type that was most likely responsible for the ATDH was also conducted.

Results  The included studies showed individuals with a slow NAT2 acetylator had a significantly greater risk of expe-
riencing hepatotoxicity ATDH (odds ratio [OR] 2.52 (95% CI: 1.95–3.27; p value < 0.001) compared to individuals 
with other types of acetylator (i.e., rapid and immediate). Among individuals with slow acetylator NAT2*5/7, NAT2*5/6, 
and NAT2*6/6 genotypes, there is a greater likelihood of association compared to other variations.

Conclusion  Our meta-analysis confirms a significant association between slow NAT2 acetylator and increased 
hepatotoxicity risk. The findings from the present underscore the potential of pharmacogenomic testing to improve 
TB treatment outcomes. By identifying patients with the slow acetylator NAT2 genotype, healthcare providers can 
predict an increased risk of anti-tuberculosis drug-induced hepatotoxicity. This allows for personalized treatment 
strategies, such as adjusting drug dosages or selecting alternative therapies, to minimize adverse effects and optimize 
efficacy.

Keywords  N-acetyltransferase2, NAT2, Isoniazid, INH, Tuberculosis, TB, Personalised therapy, Anti-tuberculosis drug 
induced hepatotoxicity, ATDH

Introduction
Mycobacterium tuberculosis, the cause of tuberculo-
sis (TB), continues to pose a significant global health 
concern, leading to substantial morbidity and mortal-
ity [1]. In 2022, TB was the second most common cause 
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of mortality worldwide, after COVID-19, and caused 
nearly twice as many deaths as HIV/AIDS, despite its 
preventable and curable nature [2]. In 2022, the World 
Health Organisation (WHO) reported that over 10 mil-
lion individuals contracted TB, with 87% of cases occur-
ring in thirty high-burden countries [2]. Eight countries 
accounted for two-thirds of the global TB cases: India 
(27%), Indonesia (10%), China (7.1%), the Philippines 
(7.0%), Pakistan (5.7%), Nigeria (4.5%), Bangladesh 
(3.6%), and the Democratic Republic of the Congo (3.0%) 
[2]. The disease disproportionately affected men (55%), 
followed by women (33%), and children (aged 0–14 years) 
(12%) [2].

Given the widespread impact of TB, particularly in 
high-burden countries where two-thirds of global cases 
were observed, a standardized six-month treatment regi-
men is employed; comprised of two-month course of 
isoniazid (INH), rifampicin (RMP), pyrazinamide (PZA), 
and ethambutol (EMB), followed by a four-month course 
of INH and RMP [3]. This regimen is the standard treat-
ment for tuberculosis. But there are some problems with 
treating TB, such as the rise of multidrug-resistant tuber-
culosis (MDR-TB), acquired immunodeficiency, and 
ATDH [4]. An estimated 410,000 individuals contracted 
MDR-TB in 2022 [2]. Adverse effects, such as ATDH, sig-
nificantly influence non-adherence, leading to treatment 
failure, relapse, and the development of drug resistance 
[5]. It is essential to adhere to the prescribed treatment 
in order to cure TB; however, the extended treatment 
period frequently poses a challenge to patient motivation, 
particularly when they begin to feel better [3]. This leads 
to treatment interruptions, and the need to transition 
to second-line anti-tuberculosis drugs pharmaceuticals 
may result in suboptimal treatment responses [3]. These 
issues are compounded by various factors, including drug 

formulation, patient characteristics such as age, sex, and 
weight, and comorbidities, all of which influence the 
pharmacokinetic variability of INH and RMP [6, 7].

Furthermore, the pharmacogenetic variability in genes 
that encode drug metabolism and transport proteins fur-
ther exacerbates this uncertainty [4, 8]. ATDH has been 
associated with drug-metabolising enzymes in research 
[5]. Genetically polymorphic enzymatic systems, includ-
ing cytochrome P450 2E1 (CYP2E1), N-acetyltransferase 
2 (NAT2), and glutathione S-transferase (GST), con-
tribute to significant interindividual variations in drug 
metabolism and adverse effects [9]. (Fig. 1).

The NAT2 enzyme, characterised by significant vari-
ation among individuals due to genetic variability, pri-
marily metabolises INH, an essential medicine in the 
TB treatment regimen with bactericidal characteris-
tics [11]. Between 75 and 95% of the isoniazid (INH) is 
excreted by the kidneys within the first 24 h [12]. This 
excretion mainly occurs in the form of acetyl-isoniazid 
and isonicotinic acid, which are metabolic by-products. 
Isoniazid (INH) undergoes metabolic transforma-
tion by NAT2 within the liver, leading to the synthesis 
of acetylisoniazid (AcINH) [13]. Afterwards, AcINH 
undergoes hydrolysis to become acetylhydrazine 
(AcHZ), which is then oxidised by cytochrome CYP2E1 
to generate hepatotoxic intermediates [14]. These 
metabolites can cause injury to liver cells, specifically 
hepatocytes, by disturbing their normal equilibrium 
or by triggering immunological responses [15]. During 
these immunological reactions, the metabolites that are 
connected to proteins in the plasma of hepatocytes can 
function as haptens [15]. Another metabolic pathway 
for the synthesis of detrimental metabolites involves 
the enzymatic conversion of INH to hydrazine, a highly 
toxic compound that has the potential to induce liver 

Fig. 1  Schematic representation of the INH metabolism and role of NAT2 enzymes [10]
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injury [13]. NAT2 is responsible for the enzymatic con-
version of AcHZ into diacetylhydrazine (DiAcHZ), a 
non-toxic compound [10]. GST, an essential phase II 
detoxifying enzyme, is thought to serve as an intracel-
lular scavenger of free radicals, providing a protective 
role [10]. This is achieved by merging glutathione with 
detrimental metabolites generated by CYP2E1 [10]. 
Sulphydryl conjugation increases the elimination of 
metabolites from the body and reduces their detrimen-
tal effects [10]. Inadequate exposure to INH, which is 
directly linked to the concentration of medication, can 
lead to treatment failure and the emergence of drug 
resistance [13, 14].

Individuals can be classified as rapid, intermediate, 
or slow acetylators (SA) based on NAT2 mutations. SA 
break down isoniazid and acetylhydrazine, the immedi-
ate precursors of hazardous intermediates, more slowly, 
resulting in a slower rate of conversion to the harm-
less product diacetylhydrazine [13]. This protective 
acetylation process is further impeded by competition 
from INH [13]. Furthermore, direct hydrolysis of una-
cetylated INH produces hydrazine, which can similarly 
damage the liver, and is an important mechanism for 
producing hazardous intermediates [16]. Consequently, 
SA might be more likely to accumulate INH hazard-
ous metabolites at a faster rate [13]. Pharmacokinetic 
studies also showed that the serum concentration of 
hydrazine was significantly higher in SA than in rapid 
acetylators, probably due to the high INH concentra-
tion [6, 8, 14] All of these drug-disposal processes may 
support the finding that SA are prone to INH-induced 
liver toxicity.

In this meta-analysis, our objective is to offer a compre-
hensive comprehension of the correlation between NAT2 
genetic polymorphisms and INH-induced hepatotoxicity 
through the examination of data from studies conducted 
in diverse regions of the globe. This global perspective 
will improve our understanding of the pharmacogenetic 
variability in TB treatment and facilitate the development 
of personalised medicine approaches to reduce adverse 
effects and improve treatment outcomes.

Materials and methods
A comprehensive review of the literature was performed 
in accordance with the Preferred Reporting Items for Sys-
tematic Reviews and Meta-Analyses (PRISMA) stand-
ards. By employing a search strategy and study selection 
process, research studies examining the correlation 
between ATDH and any genetic variant were success-
fully identified. Nevertheless, the scope of this article is 
restricted to the subset of studies that examined NAT2 
variants.

Search strategy
The search strategy involved utilizing the following terms 
and conditions to identify studies:

(“N-acetyltransferase 2” OR “NAT 2” OR “NAT2” OR 
“N-acetyltransferase2”).
AND (“Isoniazid” OR “INH”).
AND (“Anti-tuberculosis” OR “Therapeutic” OR 
“Anti-tuberculosis treatment”).
AND (“Personalized therapy” OR “Treatment” OR 
“Precision medicine” OR “Therapy”).

The databases PubMed, Web of Science, and Scopus 
were searched queried for relevant articles. The search 
was performed in English and spanned the time period 
from the earliest study conducted in 2000 to February 
2024.

Study selection
The search results were imported to Zotero. We removed 
duplicates, and both authors (R.M. and A.K.T.) evaluated 
the relevance of titles and abstracts and examined the 
complete texts to determine their suitability for inclu-
sion in accordance with the selection criteria. Justifica-
tions were provided for the exclusion of studies. Manual 
searching was conducted independently by both the 
authors through the reference lists of pertinent review 
articles and additional studies that were not retrieved 
through the search strategy.

Selection criteria
Inclusion criteria
This study included the research with only case–con-
trol design where the cases consisted of tuberculo-
sis patients with hepatotoxicity and the controls were 
tuberculosis patients without hepatotoxicity. The focus 
was exclusively on patients diagnosed with tuberculosis 
who had started anti-tuberculosis treatment. The stud-
ies were needed to involve the administration of INH 
alone or in combination with other drugs such as RMP, 
PZA, or EMB. Studies were considered if they assessed 
drug-related toxicity outcomes, with hepatotoxicity being 
the primary outcome. Additionally, studies also needed 
to include information on kidney profile tests such as 
AST, ALT, bilirubin, or other indicators of liver toxicity. 
Research papers that provided data on NAT2 variants, 
were included in the inclusion criteria for this study. 
Additionally, the studies needed to sufficient provide 
genotype distribution information sufficient to calculate 
the odds ratio (OR) and 95% confidence interval (CI). 
Almost all of the Studies included were with subjects 
were newly diagnosed and on treatment for pulmonary 
TB and all Patients were seen at regular intervals and 
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were questioned about their symptoms and adverse reac-
tions to anti-tuberculosis drugs.

Exclusion criteria
Studies were excluded if they involved patients who 
received INH for conditions other than tuberculosis, such 
as other mycobacterial infections. Research focusing on 
infants and children was excluded. Children with tuber-
culosis often receive different dosing regimens compared 
to adults due to variations in drug metabolism and body 
size, which can impact the pharmacokinetics and toxic-
ity profile of anti-TB medications. Since drug-induced 
hepatotoxicity may manifest differently in pediatric pop-
ulations, we excluded child data to focus specifically on 
adult studies. This allowed us to analyze adult-specific 
risk factors and ensure the findings are more relevant to 
adult clinical practice. Additionally, studies that did not 
provide information on both kidney profile tests and 
NAT2 polymorphism variants were not considered. To 
avoid potential data duplication, reviews or systematic 
reviews were also excluded from the review.

Data extraction and quality assessment
We designed and piloted a data extraction form. We 
extracted data in accordance with the methods outlined 
in the Cochrane Handbook. We contacted study authors 
if outcome data necessary for inclusion in a meta-analysis 
were not published in the paper. All data were extracted 
independently by two investigators, and disagreements 
were resolved by discussion between the two investiga-
tors. The following information was extracted from each 
study: first author, year of publication, ethnicity, sample 
size, diagnosis criteria, anti-tuberculosis regimen, INH 
dosage and genotyping method. The eligibility/exclu-
sion criteria mentioned above were used to assess the 
quality of the included studies, and study quality was 
assessed according to Newcastle–Ottawa quality assess-
ment. The Newcastle–Ottawa quality assessment scale 
was used to evaluate the quality of each included study 
as follows: high quality 7–9, medium quality 4–6, and low 
quality < 4.

Statistical analysis
All statistical analyses were conducted using R version 
4.4.1 (R Core Team, 2023), a software environment for 
statistical computing provided by the R Foundation for 
Statistical Computing, Vienna, Austria (URL: https://​
www.R-​proje​ct.​org/). The meta-analysis utilized the 
meta package (Rücker & Schwarzer, 2019). Pooled odds 
ratios (ORs) and their 95% confidence intervals (CIs) 
were calculated and presented as forest plots to evalu-
ate the strength of association based on comprehensive 
data on NAT2 polymorphism in cases and controls. 

Subgroup analyses were performed by ethnicity, regi-
men, dosage, genotyping method, and ATDH toxicity 
criteria to explore differences in the association between 
NAT2 genotype distribution and ATDH risk. Continu-
ity correction has been implemented in the zero cases 
of the specific NAT2 2 slow variants. Depending on the 
heterogeneity among studies, either random effects or 
fixed effects models were employed. Heterogeneity was 
assessed using the standard Q-statistic test. Publica-
tion bias was evaluated using Begg’s funnel plot test. A p 
value < 0.05 was considered statistically significant.

Results
Selection strategy
PRISMA flow chart showing the selection of studies dur-
ing the literature search is provided in Fig. 2. An exhaus-
tive compilation of four hundred thirty one papers was 
identified during this investigation; one hundred five of 
these were obtained from PubMed, one hundred ninety 
five from Scopus, and one hundred thirty one from Web 
of Science. A combination of manual and automated 
methods were employed to eliminate duplicate arti-
cles, leading in the removal of one hundred five cases of 
duplication.

Following this, the authors thoroughly inspected and 
evaluated the abstracts and titles of the remaining arti-
cles, classifying each one by type using Zotero. A detailed 
screening of the titles and abstracts of the papers resulted 
in the exclusion of two hundred fifty six research papers. 
Studies that failed to include human subjects, studies that 
made abstract references to isoniazid (INH) or N-acetyl-
transferase 2 (NAT2) without explicitly addressing their 
relevance to the specific objective of this comprehensive 
analysis, and studies that failed to specify the acetyla-
tor status of NAT2 were the main factors considered for 
exclusion. Book chapters, reviews, conference abstracts, 
editorials, and publications in languages other than 
English were excluded, leaving seventy items remaining 
for additional evaluation. In consequence, sixty three 
recordings were retained, and the complete articles were 
gathered for the ultimate assessment. After conducting 
an exhaustive review of the entire articles as part of the 
final screening process, it was determined that the lack 
of liver profile/ missing information in the studies was 
the main reason for exclusion. Infants and children were 
not subjects in any of the studies that were evaluated for 
potential inclusion. Ultimately, twenty-four papers were 
integrated into this inclusive review. [17–40]

Characteristics of included studies
Demographics characteristics
The 24 included studies varied in design, including 
cohort studies, case–control studies, and observational 

https://www.R-project.org/
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studies. The studies were conducted across 13 coun-
tries, with the highest representation from India (n = 5), 
and Brazil (n = 4). The total number of patients across 
these studies was 6671 with a greater proportion of 
male patients (60%) compared to female participants. 
The research population was dispersed with the largest 
numbers from China (2130) and India (1405), and Brazil 
(869). The sample sizes of these 24 studies ranged from 
66 to 1685. Significantly, countries like the UK, Canada, 
and Switzerland exhibited a substantial degree of demo-
graphic diversity, with almost half of their populations 
consisting of non-natives (Table 1).

It is worth mentioning that the median age and body 
mass index (BMI) of the participants were not pro-
vided in three and eleven of the publications, respec-
tively (Table 1). The median age was determined to be 
43 years on average. Nevertheless, it was noted that the 
median age of Indians diagnosed with tuberculosis was 
roughly 37 years, whereas for Taiwanese individuals, it 
was beyond 57 years. The BMI of the patients in all the 
studies found to be in normal range.

Fig. 2  Flowchart for identification of studies in the meta-analysis
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NAT2 genotype distribution
The distribution of NAT2 genotypes was reported in 
all studies. NAT2*5, NAT2*6 and NAT2*7 and Nat2*14 
were considered as slow Acetylator in our studies. The 
prevalence of slow acetylator ranged from 7 to 60%, 
with variations observed across different ethnic groups 
and geographic regions. The highest prevalence of slow 
acetylator was found in the Spanish, Tunisian, Indian and 
Brazilian populations. NAT2*5/5 (19%), NAT2*5/6 (18%), 
and NAT2*6/6 (16%) has shown the highest frequent 
among the SA.

Association with hepatotoxicity
In the meta-analysis, a significant association was 
observed between the slow NAT2 acetylator phenotype 
and the risk of hepatotoxicity. The pooled data revealed 
that slow NAT2 acetylator were significantly more likely 
to experience hepatotoxicity compared to other acetyla-
tor, with a random effects model yielding an odds ratio 
(OR) of 2.52 (95% CI: 1.95–3.27; p value < 0.001) and 
an I2 value of 58%, indicating moderate heterogene-
ity among studies (Fig.  3). Subgroup analyses were per-
formed to explore variations in this association across 
different factors.

Ethnicity
The first subgroup analysis examined the impact of eth-
nicity on the association between slow NAT2 acetylator 
and hepatotoxicity. The analysis showed that slow NAT2 
acetylator had a significantly increased risk of hepatotox-
icity in several ethnic groups: Middle Eastern (OR 5.92; 
95% CI: 1.85– 18.92), South Asian (OR 2.90; 95% CI: 
2.02– 4.15), East Asian (OR 2.37; 95% CI: 1.37– 4.13), 
Mixed ethnicity (OR 2.34; 95% CI: 1.49– 3.68) and South 
American group (OR 2.19; 95% CI: 1.32–3.64) (Fig. 3).

Therapeutic drug combinations
The second subgroup analysis evaluated the effect of dif-
ferent therapeutic drug combinations on the association 
between slow NAT2 acetylator and hepatotoxicity. Among 
the 24 studies analyzed, 15 studies used the standard 
four-drug regimen of INH + RMP + PZA+ EMB, 5 stud-
ies used the three-drug regimen of INH + RMP + PZA, 
one of the studies (Mahmoud et al.) used INH + RMP, and 
two studies (Yamada et al. and Vuillemier et al.) used INH 
alone, with data missing for one study. The results dem-
onstrated a positive association between the slow NAT2 
genotype and the risk of hepatotoxicity for all regimens 
except for INH alone. The odds ratios for hepatotoxic-
ity among slow acetylator compared to other acetyla-
tor were as follows: INH + RMP + PZA + EMB (OR 2.54; 
95% CI: 1.83–3.52), INH + RMP + PZA (OR 2.41; 95% CI: 

1.44–4.03), INH + RMP (OR 5.00; 95% CI: 1.25–20.08), 
and INH alone (OR 1.64; 95% CI: 0.76–3.54) (Fig. 4).

INH Dosage  The third subgroup analysis examined the 
influence of INH dosage on the association between slow 
NAT2 acetylator and hepatotoxicity (Fig. 5). Interestingly, 
higher doses of INH showed a lower risk of hepatotoxicity 
(OR 1.15; 95% CI: 0.91–1.46) compared to the standard 
dose (OR 2.76; 95% CI: 2.03–3.74).

Criteria for liver toxicity
Another subgroup analysis based on different criteria for 
liver toxicity revealed that the association between slow 
NAT2 acetylator and hepatotoxicity was weaker when 
using criteria for severe liver damage compared to more 
inclusive definitions of liver toxicity. However, there was 
no significant difference observed between the categories 
of ALT = 2X Upper limit of normal (ULN) (2.64; 95% Cl: 
1.88–3.72) and 3X ULN (2.53; 95% Cl: 1.95- 3.27) (Fig. 6).

Genotyping methods
Finally, a subgroup analysis of genotyping methods 
showed differences in the strength of the association 
between slow NAT2 acetylator and hepatotoxicity. The 
methods of RFLP (2.37; 95% Cl: 1.61–3.49) and Sequenc-
ing (2.87; 95% Cl: 2.16–3.80), showed a positive associa-
tion, with hepatotoxicity (Fig. 7).

Additionally we have also performed metanalysis for 
the specific NAT2 SA. We have calculated OR, 95% Cl 
and p values for the NAT2*5/5, NAT2*5/6, NAT2*5/7, 
NAT2*6/6, NAT2*6/7 and NAT2*7/7. NAT2*5/6, 
NAT2*5/7 and NAT2*6/6 have showed the p values 
below 0.05 suggesting the significant association with 
ATDH (Table 2).

Sensitivity and quality assessment
The methodological quality of the included studies was 
assessed using the Newcastle–Ottawa Quality Assess-
ment Scale (SI, Table  1). Only studies with a score of 7 
or higher were included in this meta-analysis, ensuring a 
rigorous selection process focused on studies with robust 
design and minimized risk of bias.

Although available statistical approach for publica-
tion bias Begg’s test did not indicate clear evidence of 
bias (P = 0.5190). The funnel plot (SI, Fig.  1) displayed 
some asymmetry pattern may indicate genuine variabil-
ity in effect sizes across studies, possibly due to differ-
ences in population characteristics among studies. Study 
involved in the meta-analysis was deleted each time; the 
results remained similar, indicating the stability of our 
results. In conclusion, this meta-analysis showed that 
TB patients with a slow acetylator genotype had a higher 
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risk of ATDH than patients with rapid or intermediate 
acetylator.

Discussions
The relationship between NAT2 variations and the 
outcomes of anti-tuberculosis drug-associated toxicity 
is substantiated by substantial data, as has been previ-
ously established and confirmed by other systematic 

reviews and meta-analyses [8, 41–50]. Additionally, 
this meta-analysis provides robust evidence that the 
SA NAT2 acetylator phenotype is associated with an 
elevated risk of ATDH. The statistical analysis revealed 
a substantial correlation (p value < 0.001). In order to 
ensure a qualitative assessment, this meta-analysis 
excluded data that did not contain information on liver 
profile. Therefore, this meta-analysis is more compre-
hensive, as it includes all relevant information.

Fig. 3  Forest plot of ORs with 95% CI of INH-induced hepatotoxicity risk associated with NAT2 for the subgroup ethnicity
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Primary findings
In order to enhance the accuracy of genetic effect estima-
tions, meta-analyses were used. We have discovered that 
slow acetylators were substantially more susceptible to 
hepatotoxicity than other acetylators (rapid and immedi-
ate). This outcome is in accordance with the conclusions 
of numerous meta-analyses [41, 43, 44, 50]. 13 of the 24 
studies included in our meta-analysis examined the rela-
tionship between susceptibility to ATDH and slow NAT2 
acetylator [19–22, 24, 25, 27, 29, 30, 32, 33, 36, 37].

Previous meta-analyses on the association between 
NAT2 polymorphisms and anti-tuberculosis drug-induced 

hepatotoxicity (ATDH) have predominantly focused on 
overall NAT2 acetylator status, with limited attention given 
to individual single nucleotide polymorphisms within 
the NAT2 gene. This narrower approach has contributed 
to an incomplete understanding of how specific NAT2 
alleles may influence susceptibility to ATDH. In contrast, 
the current meta-analysis provides a novel contribution 
by examining individual NAT2 polymorphisms—specifi-
cally NAT2*5/7, NAT2*5/6, and NAT2*6/6—in relation 
to ATDH risk. Our findings indicate a relatively elevated 
risk of ATDH among individuals with these polymor-
phisms, thereby offering a more detailed characterization 

Fig. 4  Forest plot of ORs with 95% CI of INH-induced hepatotoxicity risk associated with NAT2 for the subgroup drug regimen
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of genetic predisposition within the NAT2 slow acetylator 
group. The ethnic group, such as Asian countries, is the 
primary location of these polymorphisms.

In an effort to ascertain whether the NAT2 gene poly-
morphism was differentially associated with ATDH risk, 
we conducted a subgroup analysis for a variety of factors, 
including ethnicity, drug regimen, dosage, hepatotoxicity 
criteria, and genotyping methodologies.

The variation in odds ratios observed across ethnic 
groups—ranging from a high of 5.92 in Middle East-
ern populations to 2.19 in South American popula-
tions. In the Middle-Eastern subgroup, the odds ratio 

for hepatotoxicity risk among NAT2 slow acetylator was 
notably high (OR 5.92; 95% CI: 1.85–18.92) as compared 
to other subgroups. However, this estimate is derived 
from two studies, both involving Tunisian populations, 
with a relatively small combined sample size compared to 
other ethnic groups [25, 36]. The limited sample size may 
have contributed to the higher odds ratio, as smaller stud-
ies are more susceptible to variability and may produce 
broader confidence intervals. Given the ethnic diversity 
in developed countries such as the United Kingdom, 
Canada, and those in Europe, demonstrating associations 
can be challenging [20, 28, 31]. Additional information 

Fig. 5  Forest plot of ORs with 95% CI of INH-induced hepatotoxicity risk associated with NAT2 for the subgroup INH dosage
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on the frequency of genetic variations and toxicity is 
necessary to accurately determine the impact on diverse 
populations. Additionally, it has been observed that 
NAT2 slow-acetylator alleles are associated with a higher 
risk of ATDH, particularly in TB patient from the South 
Asia and East Asia populations [19, 22–24, 27, 32, 33, 37].

In comparison to patients who received INH alone 
[28, 31], patients who received first-line combina-
tion drugs such as INH + RMP + PZB, INH + RMP, and 
INH + RMP + PZA + EMB exhibited significantly ele-
vated risks in slow acetylators. This implies that vari-
ous pharmacological treatments may induce distinct 
mechanisms.

Different countries adhere to distinct dosage regimens. 
A downward trend has been observed from a higher 
dose in comparison to the small amount of INH. In com-
parison to low doses, the risk association is smaller at 

higher doses. The Chinese population is administered 
with higher dose of 600 mg in the two investigations [38, 
39]. More studies with various drug treatments may be 
required to make further development in this field, as 
the number of available studies is relatively limited. Also 
the dosage information is missing in nine out of twenty-
four studies. The diagnosis of liver toxicity is based on a 
variety of criteria. This has the potential to significantly 
influence the association between the SA and toxicity. 
However, our findings did not reveal any distinction in 
the association between the mild and moderate forms of 
toxicity.

Various research groups employed a variety of 
molecular techniques for genotyping studies to inves-
tigate the correlation between polymorphisms in vari-
ous drug-metabolizing enzymes and the risk of ATDH. 
Therefore, it is crucial to evaluate the precision of the 

Fig. 6  Forest plot of ORs with 95% CI of INH-induced hepatotoxicity risk associated with NAT2 for the subgroup hepatotoxicity criteria
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genotyping techniques employed during the examina-
tion. The studies in this meta-analysis primarily uti-
lised RFLP and sequencing. There was no discernible 
distinction observed between these two genotyping 
methodologies. Nevertheless, the limited number of 
studies used to determine the efficacy of alternative 
methods such as qPCR and LDR remains inconclusive. 
Our review and meta-analysis have produced relevant 
and reliable results and are statistically robust in sensi-
tivity analyses, providing significant new information.

Limitations and future aspect of the studies
Our meta-analysis offers substantial evidence of a corre-
lation between the slow NAT2 acetylator phenotype and 
an elevated risk of hepatotoxicity from anti-tuberculosis 
drug. Nevertheless, the interpretation of our findings 
may be influenced by a number of limitations.

Initially, the absence of comprehensive patient data 
in numerous studies imposed limitations on our analy-
sis. In particular, the odds ratios for critical risk fac-
tors, including age, drug dosages, alcohol consumption, 

Fig. 7  Forest plot of ORs with 95% CI of INH-induced hepatotoxicity risk associated with NAT2 for the subgroup genotyping methods
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and smoking behaviours, were unable to be adjusted as 
a result of the inconsistent reporting across studies. The 
omission of these factors, which are recognised to affect 
drug metabolism and toxicity, has the potential to distort 
our assessments of the relationship between NAT2 acety-
lator status and hepatotoxicity. Secondly, our literature 
search was restricted to English publications only, which 
introduces a potential language bias. This limitation may 
have resulted in the exclusion of important studies pub-
lished in other languages. Thirdly, the generalizability 
of our findings was restricted by the geographic vari-
ability in NAT2 polymorphism frequencies, particularly 
among developed countries with diverse ethnic popula-
tions. The applicability of our results to specific popula-
tions may be influenced by the variations in NAT2 allele 
distributions across regions, particularly in high-burden 
TB countries with significant ethnic diversity. Fourthly, 
the definitions of ATDH were not standardised, and the 
dosage information was missing in some studies included 
in our meta-analysis. Different studies employed vary-
ing definitions of elevated ALT levels, with some estab-
lishing specific thresholds while others utilized relative 
increases from baseline. This inconsistency complicates 
the interpretation of the aggregated findings and may 
lead to challenges in establishing a unified understand-
ing of liver toxicity. Moreover, our capacity to undertake 
a comprehensive dose–response analysis and to evaluate 
the impact of various INH regimens on the risk of liver 
toxicity was impeded by the absence of treatment details.

Future research should address these limitations by 
standardising definitions and dosage information for 
ATDH, assuring comprehensive reporting of patient 
characteristics, including the ethnicity and includ-
ing studies in a broader range of languages to minimise 
publication bias. Furthermore, in order to gain a more 
comprehensive understanding of NAT2 polymorphisms 
and their influence on drug-induced liver impairment, 
additional research should concentrate on finding the 
specific polymorphisms. A more comprehensive analy-
sis of drug interactions, genetic factors, and administra-
tion regimens will be essential for the development of 
personalised treatment strategies for tuberculosis. These 
strategies can enhance treatment effectiveness and lower 
healthcare costs, particularly in high-burden areas where 
personalized therapeutic approaches are crucial for 
improving patient outcomes and reducing the incidence 
of adverse drug reactions.

Conclusion
Our meta-analysis confirms a significant associa-
tion between slow NAT2 acetylators and increased 
hepatotoxicity risk with an observed OR 2.52 (95% 

CI: 1.95–3.27; p value < 0.001). Personalized TB drug 
therapy using NAT2 polymorphism data could reduce 
adverse drug reactions, particularly in South and East 
Asian populations with high ATDH incidence. Imple-
menting a personalized clinical drug-dosage model may 
enhance treatment efficacy and reduce interruptions 
due to hepatotoxicity. This approach could also be cost-
effective for high-burden TB countries, where treating 
ATDH is often more expensive than treating TB itself. 
Screening of patients for the NAT2 genetic polymor-
phisms can prove clinically useful for the prediction 
and prevention of ATDH.
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