Supplementary Table 1: DEGs shared between each comparison. Genes were identified as up-regulated (), down-regulated (), or not differentially expressed () in each comparison (FDR < 0.05; FC > 2 [upregulated] or <-2 [downregulated]). 

Supplementary Table 2: FDR and Fold Enrichment Values for GO Biological Process analysis of inversely expressed DEGs. 

Supplementary Table 3: KEGG pathways selected from pathway analysis. These pathways were selected on the basis of their involvement in ECM function and slow-twitch muscle contraction. Genes listed are those present in the KEGG pathways in red boxes from Figure 3. Genes were identified as up-regulated (), down-regulated (), or not differentially expressed () in each comparison (FDR < 0.05; FC > 2 [upregulated] or <-2 [downregulated]). 

Supplementary Table 4: FDR and Fold Enrichment Values for KEGG Pathway analysis of YOvYL, ALvYL, AOvYL, AOvAL, and AOvYO comparisons.


