Table S24. Local sequence alignment and similar secondary structures motifs of lincRNAs of

human chromosome 18.

Local sequence alignment* Protein
interactors**
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Rank Start Stop Strand Start Stop Strand Score %id P-Value E-Value MBNLI1
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LINC02564 LINC01919 a2bpl
Rank Start Stop  Strand Start Stop  Strand Score %id P-Value E-Value EIF4B
1 65 265 + 212 408 + 645 34 2.50E-03 2.50E-03 MBNL1
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LINC02564 LINC01925

KHSRP
Rank Start Stop  Strand Start Stop  Strand Score %id P-Value E-Value RBMX
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LINC02564 LINC01925 KHSRP
Rank Start Stop  Strand Start Stop Strand Score %id P-Value E-Value RBMX
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6 528 552 + 25 49 + 371 44 2.33E-02 2.35E-02
,,,,,,,,, 12
G ccC GUU GG GAG C
G ccC GGU GG GAG C
( <« ) ) )
AAAAAAAA. .. ... 2aaaa.aa3aaa
LINC02564 LINC01925 SFRS9
Rank Start stop  Strand Start Stop  Strand Score %id P-Value E-Value MBNL1
7 200 371 + 288 460 + 342 39 2.54E-02 2.58E-02 RBMX
. R s . ; . SFRS13A
"""""""""""""""""""""""""""""" SFRS1
G C G C G G G C AC G CA GU G
G C G C G G G AGC AC G cCA GU G
( ( ( ) ( ( ( C( 1) )
KKKII. .. AA. .. .aaDD. DDD. BB. . . BB. BEB. BEBEBB. . . . . .. bbbbb bb
,,,,,,,,, T 89 00y o002
A C C AC G C cuc C CCU UACA C C
A C C AC G C CAC C CUU UUcCcA C C
) ( ) ) ) ( C( (
b. . bb bb. CCC. .. .. cccddddd. HH. . ... ... HHH .FF. .. ... ..
......... e T
GAAAGUCA CCUrAUG AGCCAAAG AGAGAA U CUCAGC
GAAUGACA CCGAUG AGACAAAG AGAGUA U cucAvUC
) ( ) )) Yo (<« ))) )
ff GG. . ... ... gg.hhh. . hh. ... .. ii JIJ. ... 0000 Jii kkk
LINC02564 LINC01925 RBMX
Rank Start Stop Strand Start Stop  Strand Score %id P-Value E-Value SFRS1
8 531 588 + 281 334 + 294 45 2.94E-02 2.99E-02
......... . S
ACCCAGG GG GAG C G ACAG cUuA ACC AA C GGGC
AGCCATUG GG GUG C G ACAG cCUA AGC AA C GGCC
CC. C( - B ( . ) ). - .. ) 1)
CAAAD AAL L LD AAAAL D AAAAAL L. ... . .aa.aaa..aa.aa....... aa.aaa
LINC02879 LINCO1926 MBNL1
Rank Start Stop  Strand Start Stop  Strand Score %id P-Value E-Value EIF4B
1 1272 1441 + 31 205 + 401 38 8.40E-02 8.80E-02 RBMX
FRS1
......... o S o 8 S
A GG AGGAAAUGGATUG ccc CCCAU Cc- G A
A GG AUGGAGUGGAGG ccc CCUAU CAG A
€ CC ( -« CC- ) ). ) )
LCCAAAA. . ... AAAL AA AA aa. aa aaa aaaa
,,,,,,,,, T 8.9 0. 10000002
AAC CcU CAACUC CAG U UvcC vuc C GAGGA G
AUC cuU crAcCuUC cUG U vcC vuc C GUGCA G
( ( ( =) ) ) (
...... BB. BBB. .BB. .. .BB.............bb b b bbb. bb ccDDD
,,,,,,,,, 30 A s e T
cUc GAG- AGC ACA A UCACA G U
ccc GGGUAUC AGA A UCAUA G U
. C0«( )Y o)) ) )) ( ( ) )
D.DDD. .DD. .. .dd. ddd. dddd. FFFFF. FF. .. ... fffffff

*web-based tool Foldalign v.2.9.0 [S1] (https://rth.dk/resources/foldalign) was used for local sequence alignment at
maximum alignment length 200 nt.



**web-based tool ‘linc2function” [S2] (https://bioinformaticslab.erc.monash.edu/linc2function) was used for
prediction of proteins, interacting with motifs of lincRNAs: modes — ‘ANN’ and ‘full model’, species — ‘Homo
sapiens’.

Abbreviations:

a2bpl, RNA binding fox-1 homolog 1;

EIF4B, eukaryotic translation initiation factor 4B;

ELAVLI, ELAV like RNA binding protein 1;

FUS, FUS RNA binding protein;

KHDRBS3, KH RNA binding domain containing, signal transduction associated 3;

KHSRP, KH-type splicing regulatory protein;

MBNL1, muscleblind like splicing regulator 1;

PABPCI1, poly(A) binding protein cytoplasmic 1;

Pum?2, pumilio RNA binding family member 2;

RBMX RNA binding motif protein X-linked;

SFRS1, serine and arginine rich splicing factor 1;

SFRS13A, serine and arginine rich splicing factor 10;

SFRS9, serine and arginine rich splicing factor 9.
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