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Table S1. Differentially expressed genes and DMRs. Tab 1: RNA-seq Ex-HFD (FDR<0.1). Tab 2: RNA-15	

seq Sed-HFD (FDR<0.1). Tab 3: RRBS Ex-HFD (FDR<0.1). Tab 4: RRBS Sed-HFD (FDR<0.1). 16	

Table S2. RNA-seq GO analyses. Tab 1: Biological process upregulated genes. Tab 2: Biological process 17	

downregulated genes. Tab 3: Molecular function upregulated genes. Tab 4: Molecular function 18	

downregulated genes. Tab 5: Cellular compartment upregulated genes. Tab 6: Cellular compartment 19	

downregulated genes.   20	
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Figure S1. Percent methylation of CpG, CHG and CHH sites within our RRBS analysis. Non-CpG 22	

methylation of CHG and CHH sites averaged 1.41% and 1.39%, respectively. 23	
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Figure S2. Percent methylation of CpG sites known to have either very high or very low methylation 26	

state in adult human skeletal muslce as well as across 50 different cell types. For each sample in our 27	

analysis, the methylation level was consistent with the expected methylation level for eath known CpG site. 28	



 29	

Figure S3. Distribution of % methylation of all CpG sites explored in our differential analysis for each 30	

participant. The CpG methylation had a bimodal distribution with the majority of CpG sites between 0-15% 31	

and 85-100% methylated, suggestive of successful bisulfite conversion. Average level of methylation for 32	

each sample is represented by the horizontal line. 33	
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Figure S4. Validation of RNAseq data using real-time qPCR. Raw data in reads per kilobase million 36	

(RPKM) was extracted from the RNAseq (Left) for selected genes, which had been previously analysed by 37	

real-time qPCR (right). The qPCR analysis was performed for a subset of samples from the same experiment 38	

(outlined in Fig. 1) and published elsewhere. We compared the expression patterns between the 2 analyses 39	

and found them to be consistent. The genes analyzed included (A) MuRF-1, (B) Atrogin-1, (C) PGC-1α and 40	

(D) GPR56.  41	


