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Figure S1. Mosaic representation of Pearson residuals in each gene. Pearson's y2 test compares the
observed frequencies with the expected frequencies. When the test is significant, we continued with
the study of the Pearson residuals (which are the difference between the observed and the expected,
divided by the square root of the expected). For an a of 0.05, if the residual value exceeds 1.95, it is
considered significant. This information is represented by the mosaic graphics.



