2024-04-11 16:54:59

- 1616 - https://link.cnki.net/urli /{1 Balei 54 diab 268,668 34 £ 4 11 1] Chin ] Nosocomiol Vol.34 No.11 2024
doi:10.11816/cn.ni,2024-231837 - E -

FF R 2 CRIR AR 55O #5105 (OSID) .

P HBV Bt % HBV RNA 52 s 5y
NS BEFE bR B AH S

g‘KH EEJa —1‘%» /\;53”5 }—br\a 5(]7%’:711
CHFF UL v 2 24 K 2 B A M i PO B8 B I B W7V el 310023)

WE: B RIS 2 BT R (HBV) SR Y3 10 A SR #E R P 7 HBV RNA 5 290 3 2 hn 5 X
ﬂ?ﬁjﬁﬁkﬁhﬁﬁwfaﬁ' FiE 2022 4F 6 H —2023 4 6 H T R 2 RE=M @AM i iR E 112
B A B 5 12 1 48 HBVJnkfﬂz 221 B, ¥ R ZHW FIRIT 45 O E IR (HBeAg) FHYE 9 35 168 il f
HBeAg liﬂ'riﬂ%% 53 {38 i /I 1V HBV RNA € 1 , WA H A R B0 B AR #E 2 o iy 2846, IR 3 i 5 HBV
DNA,Z P £ m i (HBsAg) \HBeAg & TN 5 &l (ALT) 24 55 &l (AST) 4 BEFE K i (GGT) (M1 & ik,
R HBeAg FHTE#EHE HBV RNA,HBV DNA,HBsAg.HBeAg . ALT . AST.GGT ¥ T HBeAg BV #E & (B
HBeAg M2 M & Mk P T HBeAg B 141 (P<<0.05) ; HBeAg B4 P, 1% HBV RNA 5 HBV DNA(G-=
0.710) \HBsAg(r=0.526) . HBeAg (r = 0.373) 22 IE A1 & ; £ HBeAg FIME 41 7, i % HBV RNA 5 HBV DNA
(r=0.843) \HBsAg(r=0.566) \ALT(r=0.610) \AST(r=0.626) .GGT(r=0.46 D) L F MK, %Kit M F HBV
RNA 5 HBV DNA.HBsAg BB MK M, H 7 HBeAg BH M HBeAg FH 1 B F ¥ F 1 M7 HBV RNA 5
ALT.AST.GGT HA 4 AR G M B IX FAR SC M R AE HBeAg BR3P AF7E . B P HBV F )
o VA o JRR e I 4 i ke A A A R HBY 8 &, T A8 2 1 S i 28 DN B 22 19 5 2 4R RO B 5 A K

%ﬁ%ﬁ: M 2 T4 HBV RNA; HBV DNA; ZHFREHUIE; G %

hESES: R512.672 XEkERIRAD: A XEHS: 1005-4529(2024)11-1616-05

Correlation of HBV RNA with hepatitis B virological markers and liver

function indexes in chronic HBV-infected patients
ZHANG Xiao-jing, HUA Le, JIN Qiao-fei, WANG Chen, LIU Shou-rong
(Hangzhou Xixi Hospital Affiliated to Zhejiang Chinese Medicine University ,
Hangzhou, Zhejiang 310023, China)
Abstract: OBJECTIVE To investigate the correlation between serum HBV RNA and hepatitis B virological mark-
ers and liver function inflammatory indexes in the natural course of disease in chronic hepatitis B virus (HBV) in-
fected patients. METHODS A total of 221 patients with chronic HBV infection admitted to the outpatient depart-
ment and inpatient department of Hangzhou Xixi Hospital affiliated to Zhejiang Chinese Medicine University from
Jun. 2022 to Jun. 2023 were selected, and none of these patients received ant-iviral treatment, including 168 pa-
tients with HBeAg-positive and 53 patients with HBeAg-negative, and quantitative serum HBV RNA was detec-
ted to observe its changes in the natural course of different diseases, and its correlation with HBV DNA, HBsAg.,
HBeAg, ALT, AST and GGT was analyzed. RESULTS The HBV RNA, HBV DNA, HBsAg, HBeAg, ALT,
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AST and GGT of HBeAg-positive patients were significantly higher than those of HBeAg-negative patients, while

the albumin level of HBeAg-positive group was lower than that of HBeAg-negative group (P<C0.05). Serum HBV
RNA was positively correlated with HBV DNA (»=0.710), HBsAg (»=0.526) and HBeAg (»=0.373) in the

HBeAg positive group. In HBeAg negative group, serum HBV RNA was positively correlated with HBV DNA
(r=0.843), HBsAg (+r=0.566), ALT (+=0.610) ., AST (»=0.626). and GGT (»=0.464). CONCLUSION Ser-
um HBV RNA was strongly and moderately correlated with HBV DNA and HBsAg, which was presented in both
HBeAg-positive and HBeAg-negative patients. Serum HBV RNA was moderately correlated with ALT, AST and

GGT., but this correlation was only presented in HBeAg-negative patients. The patient’s anti-HBV immune re-

sponse could effectively inhibit HBV replication by clearing the infected hepatocytes, whereas the patient's immune

response was more related to the inflammatory damage of the liver tissue.
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Correlation analysis between serum HBV RNA and virological markers (HBeAg positive group)
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Figure 2 Correlation analysis of serum HBV RNA with virological markers and liver inflammation indicators (HBeAg nega-

tive group)
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