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Supplemental Figure 13. Median fractional methylation levels (X-axis) and 95% CI at the distal
CGls associated with MethExp genes before (light gray) and after (dark gray) truncation of these loci
to 1 kb across 34 tissue types (Y-axis). Significant differences are marked with an asterisk.
Truncation resulted in negligible differences in these distributions in all tissues.





