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Supplemental Dataset 1. The distribution of FPKM values. 

Supplemental Dataset 2. Differentially expressed genes in the liver.  

Supplemental Dataset 3. log2FC_all_GO_genes.  

Supplemental Dataset 4. a.)Liver genes with positive correlation with the rumen epithelial 
microbial genus. b.) Genes involved in transferase activity and their positively correlated genera. 

Supplemental Dataset 5. Liver genes with negative correlation with the rumen epithelial 
microbial genus. 

Supplemental Figure 1. RNA-seq power analysis. Power analysis using Scotty indicated that: 
A. with an average of 60M reads and four replicates per treatment condition, one can achieve the
power of identify 85% of the genes with at least 50% maximum power. And B. with this
experiment design, one can identify 65% of the genes with at least 1.5X fold-change, 85% of the
genes with at least 2X fold-change and 95% of the genes with at least 3X fold-change.
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