
Table S4: EvoFold sensitivity using only human and mouse sequences
Data set sensitivity relative sensitivity
miRNA registry [1] 48% (88/183) 56% (88/157)
Histone 3’UTR stem-loops [2] 0% (0/64) 0% (0/62)
snoRNAs [6] 2% (4/190) 40% (4/10)
tRNAs [3] 0% (0/2) 0% (0/2)
Rfam Seed [2] 18% (41/231) 41% (41/100)
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The sensitivity column gives the number of known fRNAs recognized by EvoFold using
the human-mouse sub-alignment divided by the total number of fRNAs in the input
segments. The relative sensitivity column gives the ratio between the sensitivity using
only the human and mouse sub-alignment and the complete 8-way alignment.
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