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Figure 1. Samples correlation analysis and identification of DEGs between high WHC and low 778 

WHC groups. (A) PCA of the identified genes. The red and green dots represent samples of high 779 

WHC and low WHC, respectively. The high WHC and low WHC samples were obviously 780 

clustered. (B) Volcano plot for DEGs in LD muscle comparing high WHC group versus low WHC 781 

group. The red and green dots represent significant up-regulated (FC  2 and padj  0.05) and 782 

down-regulated (FC  0.5 and padj  0.05) DEGs, respectively. Dots of other colors indicate genes 783 

that are not significant. The purple dots denote genes with FC  2 or FC  0.5 and padj > 0.05, 784 

while the blue dots indicate genes only meet the condition of padj  0.05. The black dots represent 785 

genes with no significant change (0.5 < FC < 2 and padj > 0.05). (C) Heatmap of DEGs. Columns 786 

and rows show samples and DEGs, respectively. Red indicates high level gene expression in 787 

H-WHC versus L-WHC group, while blue represents low level gene expression in H-WHC versus 788 

L-WHC group. 789 

Figure 2. GO terms and KEGG pathways analyses of all DEGs between H-WHC and L-WHC 790 

groups. The x-axis and y-axis represent the number of DEGs enriched per GO term or KEGG 791 

pathway, and the most highly enriched GO terms or pathways, respectively. Three GO categories 792 

(BP, CC, and MF) and four KEGG A_Class are shown in different colors. The numbers in the 793 

figure represent the number of DEGs enriched to each GO term or pathway. 794 

Figure 3. The network diagram of the most critical DEGs and their belonged GO terms and 795 

pathways. Blue, purple, and orange squares represent the enriched GO terms. Green squares 796 

represent the enriched pathways. Gene marked in blue displays the critical DEGs that may be 797 

candidate genes affecting the WHC. 798 

Figure 4. PPI network of the critical candidate genes affecting the WHC. Genes marked in red 799 

represent they have been confirmed by predecessors to be related to WHC, while the potential 800 

candidate genes influencing WHC found in this experiment are marked in blue. 801 


