« 1090 - AREHIL A 2025 F5 A% 41 %% 53 ] Mod Med Health,May 2025, Vol. 41,No. 5

W . ERR
HBV RNA EZREBZHRFEENEEEFTHIEEREN

mmWa L EEE R BLEER
0. BTFRES—WEER,#58 67TF 832000;2. PEEAKEH —6AFE,3F %hm 110001)

[ E] B ARZLERECENFEGE KB E0E(LLV) & # AN £%E(HBV)RNA #
REL, AE #HR 20225 120220235 1l AGTFREFS—WEERIFRAIGE IS KIS GIE T
Bk 185 HIME A AT R MERFRBmAER T 5 A LLV A (HBV DNA 30~<C2 000 IU/mL,93 #) 4= % 4 /%
FH¥ B A(CVR)ZA(HBV DNA<30 TU/mL,92 #1), W% 2 41 % % HBV DNA 5 HBV RNA & 4t o 35 5
AR XA =T R LLVAEF P ARE HBV e 3 R(HBeAg) W& F & J54reh 2 7., &R 185 #l & %
F HBV RNA Fatk 109 4], Fad: 5 4 58. 9%, & F HBV DNA ra . %£[50.3%(93/185)], LLV 4 &% HBV
RNA K-FEFEEYPZEH T CVR A, 27 A %+ 5FFL(P<<0.05) ., LLV A4 %% HBV DNA 5 HBV
RNA.HBsAg. & @3 283 £ % (P >0.05); HBV RNA 5 HBsAg ¥ %48 % (P<{0.001), LLV @A % &+
HBeAg a4 54 4], fa b % 4 58.1%;CVR 28 % % HBeAg Mtk 35 4], fa % 4 38.0%, LLV A& %+
HBeAg Falt % ik HBV RNA . HBsAg 5 A4 8B K FHRAESZTHBRF . L£FHALTFEL(P<
0.05), HBV RNA AK-F-2 LLV #9255 S B/ & (L H e =1.422,95% T4 X 14 1. 175~1.721,P<C0.001),
it ZERBUFEEAAE LLV S HBV RNA 5 HBsAg £ A 48 % M, HBeAg k& £ 5 ik HBV RNA %
T A EEF,HBV RNA K-F2 LLV #95k 2 2% B %, HBV RNA THAH B 262 CHF LLV &5 A
HBV £ MM &3k DNA &R EMArED,

(@A) Kpirhi; BRIEFL; THNFXHBAERNA

DOI:10. 3969/j. issn. 1009-5519. 2025. 05. 008 FEEDES R512.6+2

XEHS:1009-5519(2025)05-1090-05 X ERFRIZAD : A

Clinical significance of HBV RNA in chronic hepatitis B patients
with low-level viremia after NAs treatment’
TIAN Liyan',ZHAN Aigin'® ,AN Yi* ,FAN Xueli'
(1. The First Affiliated Hospital of Shihezi University ,Shihezi , Xinjiang 832000,China ;
2. The First Clinical College of China Medical University ,Shenyang »Liaoning 110001 ,China)

[Abstract] Objective To study the clinical meaning of HBV RNA in in chronic hepatitis B patients
with low-level viremia(LLV) after NAs treatment. Methods A total of 185 patients with chronic hepatitis B
(CHB) who were admitted to the first affiliated Hospital of Shihezi University from December 2022 to No-
vember 2023 were enrolled in the study. According to the viral load, divided into LLV group (HBV DNA
30—<C2 000 IU/mL,93 cases) and complete virological response(CVR) group(HBV DNA<C30 IU/mL,92 ca-
ses). The relationship between HBV DNA and HBV RNA and other serological indexes was compared be-
tween the two groups,and further investigate the differences in various indicators among patients with differ-
ent HBV e antigen (HBeAg) statuses in the LLV group. Results Among 185 patients, 109 cases were posi-
tive for HBV RNA, with a positivity rate of 58. 9% , which was higher than the positivity rate of HBV DNA
[50.3% (93/185)]. The HBV RNA levels and positivity rates in the LLV group were significantly higher
than those in the CVR group.and the differences were statistically significant (P<C0. 05). There were no sig-
nificant correlation between HBV DNA,HBV RNA, HBV surface antigen (HBsAg) ,and alanine aminotrans-
ferase in the LLV group patients (P >0. 05); HBV RNA was moderately correlated with HBsAg (P <<
0.001). Among the LLV group patients, 54 cases were HBeAg positive, with a positivity rate of 58. 1% ;
Among the patients in the CVR group, 35 cases were positive for HBeAg, with a positivity rate of 38.0%.

x  EE&TUR . H A= J ik = E RN R % BB (2024ZD071)
EEB N FHAHI(1990—) , Bl L WFS L 701, E BN HITH A mmms.  ©  @BEEE.E-mail:zhanaiqgin@126. com,
MK E X  https://link. cnki. net/urlid/50. 1129, R. 20250408. 1603. 006(2025-04-08)



IREHT A 20255 A% 41 %% 54 ] Mod Med Health,May 2025, Vol. 41,No. 5 + 1091 -

The serum HBV RNA of HBeAg positive patients and the levels of alanine aminotransferase in the LLV

group HBsAg were significantly higher than those in negative individuals,and the differences were statistically
significant (P<C0. 05). HBV RNA was an independent risk factor for LLV (odds ratio=1.422,95% conlfi-

dence interval 1. 175—1. 721, P <C0. 001). Conclusion

HBV RNA and HBsAg are correlated after L.V occurs

in patients with chronic hepatitis B B after treatment. HBeAg status is a strong factor related to serum HBV
RNA level. HBV RNA level is an independent risk factor for LLV. HBV RNA can be used as a biomarker to
judge the HBV covalent closed loop DNA transcription activity in the liver of patients with chronic hepatitis B

LLV after treatment.
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