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PTMs encoded by exitrons and other types of exons

Phosphorylation sites

Exitrons Constitutive Exons | Alternative Exons
% 29.03 16.7 23.06
P-value - 7.84e-12 0.002097
Ubiquitylation sites
Exitrons Constitutive Exons | Alternative Exons
% 14.34 5.17 8.15
P-value - 0.000001 0.001965
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