Investigating the effect of environmental toxicants on germ cells via bisulfite sequencing
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Figure 1: Development stages of germ cells (provided by Dr. Patrick Allard)
Results Discussion & Next Steps
Very few DMRs observed in both datasets
| 5 N WGBS: Observed in a previous trial
o £ RRBS: Observed in chromosomes 10, 11, 15, 2, 7, 9
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Figure 4: Associated genes per
differentially methylated region

Figure 5: Distance of each DMR to
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Figure 6: PCA analysis of RRBS data
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