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Analysis of gut microbiota in patients with nonalcoholic steatohepatitis
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Abstract Objective: To analysis the difference of gut microbiota in patients with nonalcoholic steatohepatitis

(NASH) with different Traditional Chinese Medicine( TCM) syndromes type. Methods: Seventy-four patients with
NASH met the criteria were selected, including 21 cases of congestion of dampness turbidity, 16 cases of liver de-
pression and spleen deficiency, 17 cases of accumulation of dampness and heat, and 20 cases of phlegm and blood
stasis. Serum biochemical indexes, CAP and LSM of patients in each group were collected, and gut microbiota of
NASH patients with different TCM syndromes were also analysis by 16S rRNA high-throughput sequencing. Re-
sults: There were statistically significant differences in liver function indexes(AST, ALT and GGT), lipids indexes
(TG and TC), liver fibrosis indexesCHA. LN, Pl NP and CIV). CAP and LSM of NASH patients with different
TCM syndrome types(P<C0. 05), while there was no statistically significant difference in ALP, HDL-C and LDL-
C(P>>0.05). The diversity results showed that Ace, Chaol and Shannon indexes of congestion of dampness tur-
bidity, accumulation of dampness and heat and phlegm and blood stasis were significantly lower than those of liver
depression and spleen deficiency syndrome, while Simpson index was significantly higher (P <C0. 05). Compared
with the accumulation of dampness and heat, the Ace and Chaol indexes of the congestion of dampness turbidity
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and phlegm and blood stasis were significantly lower. and the Simpson index was significantly higher(P<C0. 05).

The identification results of the characteristic gut microbiota of each TCM syndrome type showed that the abun-

dance of Ruminococcus and Dorea genus in the gut microbiota of the congestion of dampness turbidity groupwas

significantly increased. The abundance of Oscillospira and Akkermansia genus in the liver depression and spleen

deficiency group was increased significantly. The abundance of Hemophilus and Agathobacter in the accumulation

of dampness and heat group was increased significantly.

The abundance of Alistipes genus in the phlegm and

blood stasis group was significantly reduced, while the abundance of Streptococcus genus was significantly in-

creased. Conclusion: There are differences in diversity and structure ofgut microbiota among different TCM syn-

drome type, which may be involved in the occurrence and development of NASH and TCM syndromes.

Key words nonalcoholic steatohepatitis; Traditional Chinese Medicine syndrome type; gut microbiota
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