Supplemental Figure S4
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Supplemental Figure S4. Pseudogenes and MicroRNAs are more dosage compensated than

coding genes

A & C) Boxplots displaying the difference (log, fold change) in RNA expression upon chromosome gain
or loss by RNA group. A & C are derived from different datasets. Boxplots display the 25th, 50th, and
75th percentile of the data, while the whiskers indicate a 1.5 interquartile range. P-values are from
two-sided t-tests relative to coding RNA expression, with *< 0.01, **<0.001, ***<0.0001, corrected for

number of tests.

B & D) The percent of RNAs that fall into each difference category upon chromosome gain and loss per
non-coding RNA group. B & D are derived from different datasets.



