435 putative RS sites identified in Sibley et al.
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Filters Counts Percentage
intron length 2 5,000 nt 230 53%
high conservation (PhastCon Score 2 0.5) 13 26%
not annotated splice sites 429 99%
away from annotated splice site (2 2,000 nt) 139 32%
located in annotated introns 292 67%
strong strength as 3’ splice site (score 2 5) 395 91%
Filtered RS sites 20 5%
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