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Figure S1: Same data as shown in Figure 2 of the manuscript, but with wider
sensitivity and PPV ranges.
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Figure S2: The confidence intervals for AveRNA’s mean F-measure on S-
STRAND?2 for different numbers of bootstrap samples.
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ASE CRW PDB RFA SPR SRP TMR

AveRNA-I 0 0.4155 0.0390 0.0815 0.0255 0.0145 0.2679
AveRNA-E 0.0597 0.1937 0.3987 0.4395 0.4689 0 0
Best in Class 0.3428 0.0550 0.0112 0.0102 0.3451 0.3382 0.2598

Table S1: Permutation tests between AveRNA and a given algorithm on differ-
ent components of S-STRAND2. For every class, two tests were performed to
determine if AveRNA’s mean F-measure is larger and smaller than that of the
given algorithm. The minimum of the two obtained p-values are reported. The
best in class algorithm is the one with maximum F-measure for that class in
S-STRAND2 excluding AveRNA.



"7 199G 1S9, Ul swi3rIoSe Jjo Ired AI1oAd IoA0 $3599 uoryeinuriod Io0j senfes-J :gS o[qel,

0000°0 0000°0 00000 00000 00000 0000°0 00000 0000°0  0000°0 0000°0 66.L
0000°0 00000 00000 00000 0000°0 00000 0000°0 00000 0000°0 T TPICAVHILNOD
00000 00000 00000 0000°0 00000 0000°0 00000 0000°0 1oadxyxeN
00000 00000 0000°0 00000 0000°0  0000°0 0000°0 PlogPproua’
0TT0°0 0000°0 00000 0000°0  0000°0 0000°0 0'¢PI°AVH.LNOD

0000°0 00000 0000°0 00000 0000°0 DO INON
TT00'0 00000  0000°0 0000°0 DO-INIA
T000°0 00000 0000°0 00
00000 0000°0 ' 1d
0000°0 «dd1d
VNYPAY

66L T TPICAVILNOD RdX{Xe]N PIOJPIONUS)  (0°ZPICAVIINOD  HDD-INON  HD-IWIA DD *1d +dd1d  VNYOAY




