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Supplementary figure

Figure S1. Effects of alfalfa hay, wheat straw, and their mixture supplemented with a high-grain-based diet on the

alpha diversity (Chao1 and Shannon Indexes) of microbiota from the rumen and colon contents.



Figure S2. The gene dendrogram and module color for host transcriptomes and bacterial genera in the rumen (A);

The scale independence and mean connectivity (B) of the module. The R2 threshold was set at 0.85 (red line)



Figure S3. The gene dendrogram and module color for host transcriptomes and bacterial genera in the colon (A);

The scale independence and mean connectivity (B) of the module. The R2 threshold was set at 0.85 (red line)



Fig. 4. The expression (log2(FKPM +1)) of genes showed negative or positive associations with the individual

bacterial genera in the rumen. Genes involved in significantly enriched pathways in the light-cyan module and had a

significant association with the individual bacterial genera (P < 0.05) were displayed.


