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Abstract: Objective: To investigate the disparities and associations between HBV DNA and HBV RNA in various liver 
disease groups with respect to HBeAg status. Methods: Between September 2020 and September 2023, 90 patients 
diagnosed with chronic hepatitis B (CHB), 74 patients diagnosed with liver cirrhosis (LC), and 102 patients diagnosed 
with hepatocellular carcinoma (HCC) from the Department of Gastroenterology or Infection at the First Affiliated Hospital 
of Xi’an Jiaotong University were selected. HBV DNA, HBV RNA, and HBeAg quantitative tests were conducted using 
serum samples from the same patients. Results: In the three groups of cases, the HBV RNA load was higher when HBeAg 
was positive than when HBeAg was negative, and this difference was statistically significant. Only in the HCC group was 
the HBV DNA load significantly higher when HBeAg was positive than when HBeAg was negative. Additionally, there 
was a positive correlation between HBV DNA and HBV RNA regardless of HBeAg status. Conclusion: During HBeAg 
conversion, HBV RNA demonstrates a more sensitive response than HBV DNA. As CHB progresses to LC or HCC, HBV 
RNA exhibits better diagnostic value than HBV DNA.
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1. Introduction
Human hepatitis B virus (HBV) is a small group of hepatophilic DNA viruses that infect more than 258 million 
people worldwide [1]. Chronic HBV infection is the primary cause of viral hepatitis, with approximately one-third 
of HBV carriers developing liver cirrhosis (LC), and 11% progressing to hepatocellular carcinoma (HCC) [2]. 
While prophylactic vaccines are available to prevent HBV infection, there is currently no cure for patients with 
chronic hepatitis B (CHB) [3].

Hepatitis B e antigen (HBeAg) is produced from the core pre-mRNA of HBV. It is an unstructured protein 
that can be released from infected hepatocytes into the bloodstream, where it functions as a soluble protein [4]. 
HBeAg can act as a tolerogen, modulating the host immune response and inhibiting the cytotoxic activity of 
host T-cells, leading to immune tolerance against HBV infection. Additionally, HBeAg acts as an immunogen, 
protecting hepatocytes from apoptosis by interfering with hepatocyte signaling pathways as a target of the 
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immune response. While HBeAg is not essential for viral replication or infection, it plays a crucial role in virus-
hepatocyte interactions and the establishment of chronic HBV infection. It also serves as a marker of HBV 
replication and infectivity [5].

HBV DNA reflects the extent of active replication of the hepatitis B virus. A higher viral load indicates 
more active replication and increased infectivity. Serum HBV RNA is directly transcribed from covalently 
closed circular DNA (cccDNA) in infected hepatocytes, and most of it is reverse-transcribed into HBV DNA 
and released into the serum. Serum HBV RNA levels can reflect the presence of cccDNA and its transcriptional 
activity in hepatocytes [6]. However, the biological significance and clinical relevance of serum HBV RNA in the 
course of HBV infection remain unclear. An early study suggested that serum HBV RNA might be a valuable 
marker for distinguishing the stages of chronic HBV infection [7]. In this study, the levels of HBV DNA and 
HBV RNA before and after HBeAg conversion were compared separately in different disease groups, aiming to 
assess the clinical utility of these two assays.

2. Materials and methods
2.1. General information
A total of ninety patients diagnosed with CHB, 74 patients diagnosed with LC, and 102 patients diagnosed with 
HCC who had sought treatment at the Department of Gastroenterology or the Department of Infection at the 
First Affiliated Hospital of Xi’an Jiaotong University from September 2020 to September 2023 were selected.

The inclusion criteria included patients with HBV infection for more than half a year, patients aged 
between 18–80 years, and patients willing to provide informed consent.

The exclusion criteria included patients with severe liver-related complications (including decompensated 
cirrhosis, hepatocellular carcinoma, and liver transplantation) and patients co-infected with human 
immunodeficiency virus (HIV) or hepatitis C virus (HCV).

This study adhered to the ethical principles of the Declaration of Helsinki, and the protocol received 
approval from the Ethics Committee of the First Affiliated Hospital of Xi’an Jiaotong University. All patients 
provided informed consent.

2.2. Laboratory testing
HBV DNA and HBV RNA were quantified using real-time fluorescence quantitative polymerase chain reaction 
(PCR), following the reagent instructions (Zhongshan Daan, Guangzhou, China). An ABI7500 fluorescence 
quantitative PCR instrument from the USA was used. The lower limit of detection for HBV DNA was 20 IU/mL, 
and for HBV RNA, it was 100 copies/mL.

HBeAg was detected using the chemiluminescence method with the fully automatic chemiluminescence 
immunoassay analyzer (ALINITYI, Abbott, USA), and the associated reagents for HBeAg detection. The test 
unit was S/CO, with results considered negative if < 1 and positive if ≥ 1.

2.3. Statistical analysis
Statistical analysis was performed using SPSS 20.0 software (IBM, Chicago, IL, USA). Data are presented as 
mean ± standard deviation (SD), and differences in means were analyzed using Student’s t-test. According to 
the reagent manufacturer’s instructions, HBV DNA was compared to HBV RNA using a conversion factor of 
1 IU = 5 copies. Correlation tests were analyzed using Pearson’s correlation analysis. Significance levels were 
denoted as follows: * for P < 0.05, ** for P < 0.01, *** for P < 0.001, **** for P < 0.0001, and ns for P > 0.05. 
A significance level of P < 0.05 was considered statistically significant.
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3. Results
3.1. HBV DNA and HBV RNA in CHB in relation to HBeAg in the CHB group
In the hepatitis group, the HBV DNA load in the HBeAg-positive group was higher than that in the HBeAg-
negative group, but this difference was not statistically significant (P > 0.05). However, the HBV RNA load 
in the HBeAg-positive group was significantly higher than that in the HBeAg-negative group (P < 0.0001), as 
shown in Figure 1.

Figure 1. HBV DNA and HBV RNA load changes before and after HBeAg conversion in the CHB group

3.2. HBV DNA and HBV RNA in relation to HBeAg in the LC group
In the cirrhosis group, the HBV DNA load in the HBeAg-positive group was higher than that in the HBeAg-
negative group, but this difference was not statistically significant (P > 0.05). However, the HBV RNA load 
in the HBeAg-positive group was significantly higher than that in the HBeAg-negative group (P < 0.001), as 
shown in Figure 2.

Figure 2. HBV DNA and HBV RNA load changes before and after HBeAg conversion in the LC group
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3.3. HBV DNA and HBV RNA in relation to HBeAg in the HCC group
In the hepatocellular carcinoma group (Figure 3), the HBV DNA load in the HBeAg-positive group was 
substantially higher than that in the HBeAg-negative group (P < 0.01), while the HBV RNA load in the HBeAg-
positive group was significantly higher than that in the HBeAg-negative group (P < 0.0001).

Figure 3. HBV DNA and HBV RNA load changes before and after HBeAg conversion in the HCC group

3.4. Correlation of HBV DNA with HBV RNA
The correlation between HBV DNA and HBV RNA was further examined. The results indicated a positive 
correlation between HBV DNA and HBV RNA, both in the HBeAg-negative group (r = 0.6085) and the 
HBeAg-positive group (r = 0.5741).

Figure 4. Correlation analysis of HBV DNA and HBV RNA before and after HBeAg conversion

4. Discussion
The core HBV gene encodes HBeAg, which is secreted from infected hepatocytes and serves as a marker 
of active viral replication. Both HBeAg and its antibody, HBeAb, can be quantitatively measured through 
immunoassays. HBeAg typically becomes detectable 6–12 weeks after exposure to HBV, indicating a high 
level of HBV DNA and infectivity. Seroconversion from HBeAg to anti-HBe is a crucial milestone in disease 
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progression, often signaling the transition to an inactive infection state [8]. The seroconversion of HBeAg is a 
key prognostic factor. Persistent HBeAg positivity in patients with CHB is indicative of ongoing HBV infection, 
which is associated with active hepatitis and an increased risk of LC. High serum HBeAg levels are correlated 
with the progression to LC and HCC [9].

In this study, higher HBV DNA and HBV RNA loads were observed in the HBeAg-positive group 
compared to the HBeAg-negative group within the CHB cohort. Notably, the difference in HBV DNA load 
was not statistically significant, but the difference in HBV RNA load was statistically significant (Figure 1). 
The HBeAg-positive phase in the context of long-term persistent HBV infection is characterized by immune-
mediated liver injury and fluctuating HBV titers. High HBV titers and active viral replication are observed in 
this phase [10]. The transition to an anti-HBeAg-positive status signifies the entry into the inactive HBV-carrying 
phase, known as HBeAg-negative chronic hepatitis, characterized by lower HBV titers and slower progression 
of liver injury compared to the previous immune response phase [11].

A small subset of CHB patients may ultimately clear HBV, entering the HBsAg-negative phase in which 
serum HBV DNA becomes undetectable [12], marking a “functional cure.” However, since viral cccDNA persists 
in the liver, HBV can reactivate with certain immunosuppressive treatments. Typically, end-stage liver diseases 
related to HBV (including LC and HCC) may develop within a few decades after this stage [13]. When HBV 
infection tends to resolve, clinical symptoms may become less apparent and easily overlooked. Symptoms 
that arise before treatment often indicate advanced liver cancer, which is challenging to treat at this stage. 
HBV DNA positivity in HBeAg-negative patients suggests viral mutations that escape immune surveillance, 
increasing the risk of cancerous cell formation and the likelihood of developing cirrhosis and liver cancer.

In this study, the HBV DNA load in HBeAg-positive patients in the LC group was higher than in HBeAg-
negative patients, although this difference was not statistically significant. However, the HBV RNA load in 
the LC group was significantly higher in the HBeAg-positive group compared to the HBeAg-negative group 
(Figure 2). In contrast, in the HCC group, both HBV DNA and HBV RNA levels were higher in the HBeAg-
positive group than in the HBeAg-negative group, and these differences were statistically significant, with HBV 
RNA demonstrating a slightly stronger difference compared to HBV DNA (Figure 3). These findings suggest 
that HBV RNA is more responsive to HBeAg conversion in earlier stages of the disease, such as CHB and 
LC. However, as the disease progresses to HCC, both HBV DNA and HBV RNA become equally valuable in 
assessing changes before and after HBeAg conversion.

HBV RNA levels were correlated with HBV DNA levels, varying with the stage of infection. The highest 
levels were observed during the immune tolerance period, whereas patients with inactive HBV infection had 
the lowest levels [14]. This study found a positive correlation between HBV DNA and HBV RNA, regardless 
of HBeAg status (Figure 4). This indicates that HBeAg conversion does not alter the relationship between 
HBV DNA and HBV RNA. Some studies have investigated whether measuring HBeAg levels can serve as a 
substitute for quantifying HBV DNA. In a study of 82 patients in Malaysia, HBeAg levels were correlated with 
HBV DNA levels above 300 IU/mL (r = 0.893) but not with HBsAg levels [15].

While seroconversion of HBeAg is widely regarded as a treatment endpoint [16], it is important to note that 
HBeAg presence primarily indicates active viral replication and active liver disease. In a subset of HBeAg-
negative patients, detectable HBV-DNA and active hepatitis may still be present when using low-sensitivity 
molecular hybridization techniques for serum HBV DNA detection [17]. Furthermore, first-line antiviral 
agents (e.g., nucleotide analogs) can reduce serum HBV DNA to undetectable levels by interfering with the 
viral transcription process, but HBV RNA quantification remains unaffected [18]. Thus, serum HBV RNA is 
considered a novel marker for monitoring antiviral efficacy, especially in virologically suppressed patients who 
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cannot achieve HBV DNA suppression under nucleotide analogs therapy [19]. This study illustrates that while 
HBV DNA and HBV RNA exhibit a certain degree of correlation, HBV RNA demonstrates greater sensitivity 
and superior predictive value in disease assessment compared to HBV DNA.

Disclosure statement
The authors declare no conflict of interest. 

References
[1] Vachon A, Osiowy C, 2021, Novel Biomarkers of Hepatitis B Virus and Their Use in Chronic Hepatitis B Patient 

Management. Viruses, 13(6): 951. https://doi.org/10.3390/v13060951
[2] Stanaway JD, Flaxman AD, Naghavi M, et al., 2016, The Global Burden of Viral Hepatitis from 1990 to 2013: 

Findings from the Global Burden of Disease Study 2013. Lancet, 388(10049): 1081–1088. https://doi.org/10.1016/
S0140-6736(16)30579-7

[3] Tu T, Budzinska MA, Shackel NA, et al., 2017, HBV DNA Integration: Molecular Mechanisms and Clinical 
Implications. Viruses, 9(4): 75. https://doi.org/10.3390/v9040075

[4] Padarath K, Deroubaix A, Kramvis A, 2023, The Complex Role of HBeAg and Its Precursors in the Pathway to 
Hepatocellular Carcinoma. Viruses, 15(4): 857. https://doi.org/10.3390/v15040857

[5] Magnius LO, Lindholm A, Lundin P, et al., 1975, A New Antigen-Antibody System. Clinical Significance in Long-
Term Carriers of Hepatitis B Surface Antigen. JAMA, 231(4): 356–359. https://doi.org/10.1001/jama.231.4.356

[6] Jiang B, Dai Q, Liu Y, et al., 2022, Levels of HBV RNA in Chronic HBV Infected Patients During First-Line 
Nucleos(t)ide Analogues Therapy. Infect Agent Cancer, 17(1): 61. https://doi.org/10.1186/s13027-022-00473-9

[7] Su Q, Wang SF, Chang TE, et al., 2001, Circulating Hepatitis B Virus Nucleic Acids in Chronic Infection: 
Representation of Differently Polyadenylated Viral Transcripts During Progression to Nonreplicative Stages. Clin 
Cancer Res, 7(7): 2005–2015.

[8] Coffin CS, Zhou K, Terrault NA, 2019, New and Old Biomarkers for Diagnosis and Management of Chronic 
Hepatitis B Virus Infection. Gastroenterology, 156(2): 355–368.e3. https://doi.org/10.1053/j.gastro.2018.11.037

[9] Xing L, Zeng R, Huang K, et al., 2022, Fuzheng Huayu Recipe and Its Active Compounds Inhibited HBeAg 
Production by Promoting TOMM34 Gene Expression in HBV-Infected Hepatocytes. Front Pharmacol, 13: 907921. 
https://doi.org/10.3389/fphar.2022.907921

[10] Invernizzi F, Viganò M, Grossi G, et al., 2016, The Prognosis and Management of Inactive HBV Carriers. Liver Int, 
36 Suppl 1: 100–104. https://doi.org/10.1111/liv.13006

[11] European Association For The Study Of The Liver, 2012, EASL Clinical Practice Guidelines: Management of 
Chronic Hepatitis B Virus Infection. J Hepatol, 57(1): 167–185. https://doi.org/10.1016/j.jhep.2012.02.010

[12] Chu C-M, Liaw Y-F, 2010, Hepatitis B Surface Antigen Seroclearance During Chronic HBV Infection. Antivir Ther, 
15(2): 133–143. https://doi.org/10.3851/IMP1497

[13] Raffetti E, Fattovich G, Donato F, 2016, Incidence of Hepatocellular Carcinoma in Untreated Subjects with Chronic 
Hepatitis B: A Systematic Review and Meta-Analysis. Liver Int, 36(9): 1239–1251. https://doi.org/10.1111/liv.13142

[14] Wang J, Yu Y, Li G, et al., 2018, Natural History of Serum HBV-RNA in Chronic HBV Infection. J Viral Hepat, 
25(9): 1038–1047. https://doi.org/10.1111/jvh.12908

[15] Hudu SA, Niazlin MT, Nordin SA, et al., 2018, Quantitative Hepatitis B e Antigen: A Better Predictor of Hepatitis B 
Virus DNA than Quantitative Hepatitis B Surface Antigen. Clin Lab, 64(4): 443–449. https://doi.org/10.7754/Clin.
Lab.2017.170916



39 Volume 7; Issue 6

[16] Terrault NA, Bzowej NH, Chang K-M, et al., 2016, AASLD Guidelines for Treatment of Chronic Hepatitis B. 
Hepatology, 63(1): 261–283. https://doi.org/10.1002/hep.28156

[17] Lok AS, Hadziyannis SJ, Weller IV, et al., 1984, Contribution of Low Level HBV Replication to Continuing 
Inflammatory Activity in Patients with Anti-Hbe Positive Chronic Hepatitis B Virus Infection. Gut, 25(11): 1283–
1287. https://doi.org/10.1136/gut.25.11.1283

[18] Wu Y, Wen J, Tang G, et al., 2021, On-Treatment HBV RNA Dynamic Predicts Entecavir-Induced HBeAg 
Seroconversion in Children with Chronic Hepatitis B. J Infect, 83(5): 594–600. https://doi.org/10.1016/
j.jinf.2021.08.044

[19] Butler EK, Gersch J, McNamara A, et al., 2018, Hepatitis B Virus Serum DNA and RNA Levels in Nucleos(t)ide 
Analog-Treated or Untreated Patients During Chronic and Acute Infection. Hepatology, 68(6): 2106–2117. https://
doi.org/10.1002/hep.30082

Publisher’s note

Bio-Byword Scientific Publishing remains neutral with regard to jurisdictional claims in published maps and institutional affiliations.


