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[ Abstract]  Viral hepatitis and related liver diseases are among the most significant global
healthcare issues. Viral hepatitis not only directly affects liver function but also interacts with the gut
microbiota through the gut-liver axis. Imbalance in the gut microbiota may be associated with the
occurrence, development and prognosis of viral hepatitis and related liver diseases. Detection and
analysis of the gut microbiota can help to comprehensively understand the health status of patients
with viral hepatitis and related liver diseases, providing a basis for early diagnosis. Recovery of gut
microbiota dysbiosis may help to alleviate liver inflammation and to improve liver function.
Regulating the gut microbiota through gut microbiota transplantation, probiotics and prebiotics may
be new strategies for treating viral hepatitis and related liver diseases. By analyzing the latest
research progress of gut microbiota in viral hepatitis and related liver diseases, this article provides
new methods for the diagnosis and treatment of viral hepatitis and related liver diseases.
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1. HBV J& e 5 I i B - HBV YL n] 5| & — R BT
PRI I P ITF 5 8 W A R R JF A A A R A R 200
Jiio EHT, HBV HU 2EIA YT Y FRAR H AR 2 SC LD e PEiA 1
BRIV 45 2 10 i) HBYV DNA 13 Bk ML £ 24 AT 58 3 1l 47 )it
(hepatitis B surface antigens, HBsAg) , {H3X — H B4 ME LS
B TE R REAE HBV Rt B2 ] G X0 21 B R
R EEAEA . DI R HBV B 83 1Y A 1 A i 2
RS R &R Bk, B9 5m ik R AH G . 16S RNA
ST iR, 18 2 B R (chronic hepatitis B, CHB) £ & 1%
i R BE B ] (Firmicutes, F) 3 B B8 i, 80 FF 5 1]
(Bacteroidetes , B) 3= FE /b, F/B [ 3 5 T HEEEXT B4 0
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T2 K. B ERE RIS L P ve 2 B2 X 7 CHB 4
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R T HC 4, 1 Dorea 25 11 MBS, SR ERYT
12 JAJ5 , HCV B 35 LU G TR S5 1IN, BE AR PR A5t 17
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(2541) . Cryomorphaceae__uncultured ¥ ¥ 1 Bl
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Erysipelotrichaceae UCG-003 W AR &
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