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for upstream and overlap-start peaks in different diet groups. Table S2: Gene ontologies of candidate genes with 
H3K4me3 modifications due to maternal high fat diet. Table S3: Quantitative trait loci (QTL) overlapped with 
candidate genes with H3K4me3 modifications due to maternal high fat diet. Table S4: Disease ontologies of 
candidate genes with H3K4me3 modifications due to maternal high fat diet. 
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Appendix A 

 
Figure A1. Peaks detection in ChIP sequencing: Representative genomic region of a negative strand 
(chromosome 7) near the transcriptional start site of Atp5g2 gene, illustrating 5 kb upstream peaks in 
cyan (acetylation), red (H3K427me3), blue (H3K4me3), and grey (Input control) colors. CC, controls; 
CS, diabetes exposed; HC, HF-diet exposed; HS, HF-diet and diabetes exposed or combination 
exposed.  


