
Class I
intron(42.81%)
Intergenic(28.03%)
promoter−TSS(15.06%)
exon(7.51%)
5'UTR(4.54%)
TTS(1.98%)
3'UTR(0.04%)
non−coding(0.04%)

Class III
Intergenic(73.36%)
intron(25.18%)
TTS(0.73%)
exon(0.29%)
promoter−TSS(0.29%)
3'UTR(0.15%)

Class II
Intergenic(79.55%)
intron(16.87%)
promoter−TSS(2.57%)
exon(0.54%)
TTS(0.31%)
5'UTR(0.16%)
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