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Results

Copy number Synteny and evolutionary mobility
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« The amount of copies can differ in various species.
KonnyectBo |IP BapbupyeTca y pasHbiX BUOOB

Conclusions

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

* Yumcno BHyTpuBMAOoBbLIX Konun LIME MoXeT cunbHO oTnn4aTbCA 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: HaxoxaeHue |IP B reHome yenoBeka, 1 nouck ansg Hux 1O cpeaun BbIPOBHEHHbLIX
reHoMoB Apyrux 99 no3BOHOYHLIX, @ TaK Xe onpeaeneHne CUHTEHUYHbIX KOMUWA U NOACYET UX
KONnn4yecTBa B pasHbIX opraHn3max

 CuHTEeHun4eckun pucyHok LIME 3aBuncuT ot ero nosuumm 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 CUHTEHUYecKou konuu y Kaxaoro LIME

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

- ENSEMBL: cpaBHeHune
HEBbIPOBHEHHbIX UMW
otcytcTBytowmx B UCSC base Conservation
y4acTKOB reHoMa BMOOB
OTNUYHbIX OT YerioBeKa BNOOB
ansa onpeneneHust Hannyna ]
CUHTETUYECKNX KOMUU ﬁ ﬁ

. NCBI BLAST: search for A A AT Q QI Ig
sequences from a wider == O XCC d u ) 4 $CI >

taxonomic range that possible

Future Directions

« Automated pipeline to study orthologs and paralogs for all known LIMEs across many species

 (Co3pgaHme aBTOMATU3MPOBAHHOIO NavnnavHa ONngd aHanm3a OPTOSIoroBbIX W MapanoroBbIX
Konun BceX n3BecTHbIX LIME y MHOrMx BngoB

 Determine if the orthologous conservation of LIME copies is dependent on the evolutionary
conservation of its flanking regions

 Onpepenutb, 3aBUCUT NN MEXBUOOBAsi KOHCepBATUBHOCTbL Konun LIME oT KOHCepBaTUBHOCTU
OKpYyXarLmx X y4acTKOB reHoMa

bl

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

* NCBI BLAST: nouck in homologues regions of the vertebrates genomes with R ef e r' e n C eS
nocrniegoBaTenbHOCTEN cpeau WebLogo
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