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Supplemental Figure 5: Integrative Genomics Viewer (IGV) of representative DhMR-associated genes. Standard IGV plots showing the
chromosomal coordinates (upper left) and relative location (red box) of the DhMR on the chromosomal ideogram across the top of each plot. The
size of each DhMR is indicated in base pairs (bp) and the physical chromosomal position is indicated in the center of the plot. Sequence data pile
ups are indicated for Control-HET (red) and PS-HET (blue) for each DhMR.



