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Table S1. The sequences of the primers for RT-qPCR analysis of gene expression 
in liver.

Gene name 5'-Forward Primer-3' 5'-Reverse Primer-3'
CYP7A1 AGCAACTAAACAACCTGCCAGT

A
GTCCGGATATTCAAGGATGCA

CYP27A1 GCCTTGGAAGCCATCACCTA AGATCTGATGAAGGCGGCAG
CYP7B1 CCCTGCGTGACGAAATTGAC AGAATAGTGCTTTCCAGGCAGA
CYP8B1 TTGCAAATGCTGCCTCAACC AGTGGGAAATTAACAGTCGCA



Fig. S1. Effects of MYR on the composition of gut microbiota in ApoE-/- mice. (A) 

α-diversity of the gut microbiota measured by Shannon, Chao index. (B) Relative 

abundance of dominant bacteria at the phylum level. (C) Heatmap of gut microbiota 

(top 30 genus) at the genus level. Data are expressed as the mean ± SEM.



Fig. S2. Identification of the most characteristic gut microbiota in MYR-treated 

ApoE-/- mice analyzed by LEfSe at different taxonomy levels. (A) Evolutionary 

branch diagram of gut microbiota between control and model. (B) Evolutionary branch 



diagram of gut microbiota between HMYR and model. (C) LDA value distribution 

histogram of comparison of gut microbiota of model respectively compared with 

control and HMYR. Taxa meeting LDA score threshold > 3.5 being listed. p, phylum; 

c, class; o, order; f, family; and g, genus.



Fig. S3. Correlations between the relative abundance of gut microbiota (top 30 

genera) and hepatic bile acids in MYR-treated ApoE-/- mice.


