Microbial inoculum effects on the rumen epithelial transcriptome and rumen epimural metatranscriptome in calves
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Supplementary table S1. Gene Ontology (GO) for the differentially expressed genes, and for the genes related to microbes in the Network analysis.

Supplementary Table S2. List of all the taxa identified in the metatranscriptomic analysis of the rumen epithelium, at phylum and genus level.

Supplementary table S3. List of KEGG modules identified in the ARF, BE and PE groups.

Supplementary Table S4. The most significant and unique gene-microbiome correlations in the rumen epithelium
