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« The amount of copies can differ in various species.
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Conclusions

 The copy numbers of the same LIME vary drastically across different species

* Yumcno sHyTpuBMAOoBbIx konun LIME moxeT cunbHO oTnnyaTtbCca OT O4HOro BMaa K gpyromy

» Synthenic conservation of LIMEs is dependent on its type and genomic position

Methods

« UCSC BLAT: finding and counting synthenic copies, IPs in the human genome and their IOs
among multiple sequence alignment of 99 other vertebrates

« UCSC BLAT: HaxoxgeHue IP B reHome 4yernoBeka, n nonck ans Hmx 10O cpeau BbIPOBHEHHbIX
reHoMoB Apyrmx 99 no3BOHO4YHbLIX, @ TakK Xe ornpeaeneHne CUHTEHNYHbIX KONMUA U MNOACYET UX
KONTMYECTBA B Pa3HbIX OpraHn3mMax

 CuHTeHun4veckun pucyHok LIME 3aBucut ot ero nosuumnm B reHome u ot tuna LIME

* Results suggest the presence of a selected sythenic copy in each LIME that may be the
source of other copies

° Pe3yﬂbTaTbI NO3BOJTAKOT NPeanonoXmtb O HalIMMNN «BblAEJIEHHOIO», BO3MOXHO Hanbornee

LIME apeBHeW cUHTeHNYeckou konuu y kaxaoro LIME

« ENSEMBL: comparison of
unaligned or missing in the
UCSC genome browser syntenic
regions from other species

« ENSEMBL: cpaBHeHMe
HEBbIPOBHEHHbIX UMK

Future Directions

« Automated pipeline to study orthologs and paralogs for all known LIMEs across many species
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OTJTNMYHbIX OT 4HeJioBeKa BN0B . . . . . . .

NS OMpeneneHis Hanuums - Determlng If thg ortholc_)gous c;onservahon of LIME copies is dependent on the evolutionary
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 Onpepenutb, 3aBUCUT NN MeXBUOOBAsi KOHcepBaTUBHOCTL Konun LIME oT KoHcepBaTUBHOCTU
OKPYXaloLLMX UX Y4aCTKOB reHoma

- NCBI BLAST: search for A A AT U Q QI Ig
sequences from a wider == XCC U IQ\CI, c= <

taxonomic range that possible

using other tools - Comparing 100 bp length regions left and right of LIMEs
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