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Fig S1 Volcano plot representing log2 fold changes and –log10(p-values) of genes expressed in adipose tissue from 

high-FE pigs. The lines indicate suggestive significance threshold at P < 0.01 (green line), at P < 0.05 (red line) and 

threshold of log2 fold change ≥ |1| (fold change ≥ |2|; blue lines). Red dots depict significantly differentially expressed 

genes at P < 0.01 and log2 fold change ≥ |1| (fold change ≥ |2|). Positive and negative fold changes refer to up- and 

down-regulated genes in high-FE pigs, respectively.   
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