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Table S24. Local sequence alignment and similar secondary structures motifs of lincRNAs of 
human chromosome 18. 

Local sequence alignment* Protein 
interactors** 
PABPC1 
MBNL1 
RBMX 
KHDRBS3 
ELAVL1 
SFRS13A 

 

Pum2 
KHDRBS3 
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a2bp1 
EIF4B 
MBNL1 
Vts1 
RBMX 
KHDRBS3 

 

MBNL1 
RBMX 
ELAVL1 
KHDRBS3 
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KHSRP 
RBMX 

 

RBMX 
SFRS1 
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KHSRP 
RBMX 
KHDRBS3 

 

FUS 
SFRS9 
KHSRP 
RBMX 
SFRS1 
KHDRBS3 

 

SFRS9 
SFRS1 
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RBMX 

 

SFRS9 
MBNL1 
RBMX 
SFRS13A 
SFRS1 

 

RBMX 
SFRS1 

 

MBNL1 
EIF4B 
RBMX 
SFRS1 

 
*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. 
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**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: 
a2bp1, RNA binding fox-1 homolog 1; 
EIF4B, eukaryotic translation initiation factor 4B; 
ELAVL1, 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; 
PABPC1, poly(A) binding protein cytoplasmic 1; 
Pum2, 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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