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>> BIroOab anbD Narrow (Promaorters)

Evolutionary conservation of promoter width

INTropucCcTION

TpaHcKpMnums reHa Ha4YMHaeTcs C MPOMOTOpPa, & NPOMOTOPbI ObIBAOT PAa3HOro TMNA - Transcription of a gene starts from its promoter, and promoters can be of different types, broad or
LUIMPOKKE 1 y3KMe. B 3TOM NpoeKTe Mbl NPOaHaIM3NPOBan KOHCEPBATNBHOCTb LINMPWHBI narrow. In this project we analyzed the conservation of promoter width of genes present in
NPOMOTOPOB Y FEHOB, COXPaAHUBLLUMXCS B Pa3HbIX BuAax, YToObl Nyylle NOHATb €€ CBA3b C different species to better understand its link with gene function.
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