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Table S1. MRM parameters for bile acids analysis. 

Compound Abbreviation Transition Cone Collision 

Cholic acid CA 407.3 > 343.3 160 36 

Taurocholic acid TCA 514.3 > 80.0 150 110 

Glycocholic acid GCA 464.3 > 74.1 125 36 
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Table S2. Primer sequences for RT-PCR. 

Gene Forward (5′-3′) Reverse (5′-3′) 

CYP7A1 AGGTCTCTGAACTGATCCGTCTACG GCGTCTTAGCCTTCTCCATGTCATC 

CYP27A1 CACCGATGGCTGAGGAAGAAAGAG ACCCAGGCAAGACCGAACCC 

CYP7B1 GCCTCTCTAGCAAACACCATTCCAG AATTTCGTCACGCAGGGCTTCC 

CYP8B1 ACACCAAGGACAAGCAGCAAGAC TGGCTCACTTCCACCCACTCC 

GAPDH GGCAAATTCAACGGCACAGTCAAG TCGCTCCTGGAAGATGGTGATGG 
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Table S3. Linear equation and limit of detection (LOD) of bile acid in serum, liver and feces. 

Compound Linear Equation SE (Slope / Intercept) R2 LOD (μmol/L) 

CA y = 31.39x − 10.11 0.05 / 0.06 0.994 2.94 

TCA y = 33.48x − 11.16 0.05 / 0.07 0.9999 2.62 

GCA y = 13.36x − 3.79 0.04 / 0.06 0.9998 2.30 
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Note: Correlation Coefficient (R2), Standard Error (SE). 

 

Figure S1. Microbial richness and diversity of different groups based on the Chao1 index and the 

Shannon index. 

https://zhuanlan.zhihu.com/p/358287489
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Figure S2. The relative abundance of OTUs at the family levels in the gut microbiota (n = 5). Data 

are expressed as the mean ± SD. *: P < 0.05 compared with the MOD group. 

 

Figure S3. The relative abundance of OTUs at the genera levels in the gut microbiota (n = 5). Data 

are expressed as the mean ± SD. *: P < 0.05, **: P < 0.01 compared with the MOD group. 


