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Effects of Huayu Tongyang Formula ( ) on the Intestinal Flora and Amino Acid Metabolism of Rats

with Ulcerative Colitis
SHI Lijie' LIU Suyi' YU Xiao' CHEN Yang® YANG Jie' WANG Jing' LIU Leilei’ HE Sufei
1. First Teaching Hospital of Tianjin University of Traditional Chinese Medicine Tianjin 300380; 2. Pinghu Hospital of Traditional
Chinese Medicine Zhejiang Province; 3. Beijing University of Chinese Medicine; 4. Tianjin University of Traditional Chinese Medicine
ABSTRACT Objective To explore the possible mechanism of Huayu Tongyang Formula ( ) in the
treatment of ulcerative colitis ( UC) . Methods A total of 24 Wistar rats were randomly divided into a blank group
of 8 rats and a model replication group of 16 rats. In the model replication group 5% dextran sodium sulfate ( DSS)
solution was used to induce UC rat model. The 10 successfully modeling rats were randomly divided into a Huayu
Tongyang group and a model group with 5 rats in each group. The Huayu Tongyang group was given a retention ene—
ma with concentration of 0. 54 g¢/ml Huayu Tongyang Formula at a dose of 2ml and rats in the blank group and mod-
el group received the same amount of normal saline enema for 10 consecutive days. After the intervention the colonic
histopathology was observed and rat feces were collected for metagenomic sequencing analysis of intestinal flora.
Results The colonic mucosa congestion and endema structural disorder and inflammatory cell infiltration in the
submucosa were found in the model group; the structure of the colonic mucosa of rats in the Huayu Tongyang group
returned to normal with individual inflammatory cell infiltration and active gland hyperplasia. Compared with the
blank group the colon tissue injury index ( TDI) score of the model group increased and the genus and species lev—
els of Prevotella decreased ( P <0.01) . Compared with the model group the rat colonic TDI score in the Huayu
Tongyang group decreased the genus level of Prevotella and the species level of Lactobacillus murine increased the
degradation of phenylalanine decreased and the biosynthesis of lysine increased ( P <0. 05 or P <0.01) . Lefse ana—
lysis showed that the differential bacteria in the model group were Clostridium Turicibacter and Faecalibaculum
and the differential bacteria in the Huayu Tongyang group were mainly Lactobacillus and Akkermansia. Conclusion
Huayu Tongyang Formula can promote the mucosa healing of UC and regulate the abundance change of intestinal
flora and its mechanism may be related to the enrichment of Lactobacillus and Akkermansia.
Keywords ulcerative colitis; Huayu Tongyang Formula ( ) ; intestinal flora; amino acid metabolism;
macro gene
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