Supplementary figure S1: Prism search flow
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Supplementary figure S2: Gene identification search flow
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Figure S2. Illustration of the gene search flow to identify top dysregulated gene targets.



Supplementary figure S3:

time quantitative PCR

Complete quantitativ PCR expression data
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Figure S3. Maternal obesity dysregulates genes of the peroxisome proliferator activated receptor and caspase pathways in
offspring. Quantitative real-time polymerase chain reaction gene expression results comparing the gene expression between
offspring of obese and lean mothers. F_HFD : Female offspring born to obese mothers n=5, F_ND: Female offspring born to lean
mothers n=5, M_HFD male offspring born to obese mothers n=8, M_ND male offspring born to lean mothers n=5. Statistical
analysis: Wilcoxon signed rank test. Results are expressed as Median with interquartile ranges.



