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2 ﬁ Conclusions
& - Different mutations are found in copies of the same LIME; the majority of them do not overlap.
* The frequency of mutations differs significantly across different LIMEs and chromosomes
‘ * Intronic LIME have fewer mutations than UTR and non-genic LIMEs
Added annotations with VEP - Unlike LIMEs found in tRNAs and lincRNAs, those found in shRNAs has motifs; LIME in snRNAs tend to
MpaHHOTUpPOBanu ¢ nomolubio VEP have a much higher frequency of mutation occurrence
 The ratio of transversions to transitions of LIMEs is 1.5 times higher than in their flanking regions
« HanpgeHbl pasnuyHble MyTaumuM B KOMUAX OAHOro U T1Ooro e LIME, 60NbWMHCTBO U3 KOTOPbIX HE
Genomes Proj ect <
e e TS nepecekaeTcs.
Statistical analysis - HacToTa MyTauuin cyLecTBeHHO pasnun4yaetcs B pasHbix LIME-ax u B xpoMocomax.
1000 Genomes database CTaTucTnyecknm aHanmns * UHTpOHHbIe LIME nmeroT meHblle myTauumn, YeM UTR 1 HekogupyroLme.
basa aaHHbix 1000 reHomoB * B otnnumne ot TPHK 1 lincRNA, snRNA, copaepxxawasa LIME-bi, uMeeT MoTuBbl. Kpome Toro, snRNA nmeet
ropasgo 60bLYyH YacTOTy MyTaLui.
MEME Suite « OTHOLLIEHMe TpaHcBepcui K TpaH3nuusam B LIME-ax 6onblie B 1.5 pasa, Y4eM B UX OKPYXXEHUU
Future Directions
— - Analyze the distribution of mutations in copies of the same LIME sequence or motif
- Investigate population variability of LIMEs within other species and compare to variability in humans
R f - Comparatively analyze mutations by RNA types in introns and non-coding genome
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