))
e

P393
ATATASSSATATAP A
atatatatatatatataf

atatatatatate

B o CCCCOCCOC Ceeee. ceee. coec.
hg38 GCAGCAGAl A CCOUE(RUCANIGE!
panTr o4 GCAGCAGA A CCOUE]
rheMac3 A OUCA
| oxAfr3 A A
oryQun2 A A
bosTaug A A
dasNov3 A A
canFanB A A
echTel 2 A A
o A A
rné A A
nmonDo A ﬁ
al Gal 4 A ole
agRer 10 A G
tetNi g2 d
..... D)) =
hg38 - - AAUGAAGAGA- - AAUCUGCAG cG
panTr o4 - - AAUGAAGAGA- - AAUCUGCAG
rheMac3 AAUGAAGAGA- - AAUCUGCAG G
| oxAfr3 ACUGAAGAGA- G CA
oryQun2 AAAGAAGAGA- - AAUCAGCAG
bosTau8 AAUGAAGAGA- - AAUCCAUAG G
dasNov3 GAGA- G G
canFanB AAUGAAGAGA- - CAUCUACAG GU
echTel 2 ACUGAAGAGA-
AAAGAAGAGA- - AAUUUACAG
rné AAAGAAGAGA: - CAUCUACAG »
nonDonb GAUAAGGAGA- - AGCCUACUA
al Gal 4 GGOGAGGACAGCAA: - - - - - - 0#3
anRer 10  GCUCGABGUCUGAAGCCAGA- BCAGAUCA- - - - - === - - - - - @ - -AG - ---- === === === - - AUG e
3 UUUGGAA- — - < - - oo oo 2%
tetNi g2 AA----- AA- - AAUCUGAGG @ 1
G @

Supplemental Figure S4. Examples of structured domains in IncRNAs. (A) tRNA-like structure in
the 3’ end of NEAT1. CMfinder predicts the 3’ end of NEAT1 as highly structured. CRS M0235907
(pscore=110.19, FDR=2.25) includes two stems (stem 4 and 5 counted from 5’ end) that perfectly
match the cloverleaf structure of the NEAT1 tRNA-like small RNA described in (Sunwoo et al.),
whereas the other two stems of the cloverleaf structure fold back to the 3’ end of NEAT1 (stem 1). In
addition, U-rich motif 2 and the encoded short poly(A) tail-like moiety are perfectly complementary
(stem 3), and between U-rich motif 1 and 2 a conserved stem-loop is predicted as suggested in (Sunwoo
et al.) (stem 2). (B) Three-way junction of the SRA1 IncRNA. CMfinder predicts the CRS M2215683
(pscore=66.87, FDR=11.72) that overlaps the three-way junction branching helices H15, H16 and H17
in the domain III of the SRA1 IncRNA (and most 3’ coding exon of SRA1) as described in (Novikova
et al.).



