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AHANN3 MUCCEHC-MYTALMA B LLUTOXPOMAX P450 YENOBEKA

I'eHoM yenoBeka comepxuT 57 TeHOB, Koaupyomux nuroxpomsl P450 (CYP). MucceHc-MyTaliu B COOTBET-
CTBYIOIIUX OelKax MOI'YT HPUBOJIUTH K Pa3BUTHIO PAa3iIN4HBIX OONE3HEH, TakuX Kak HENpaBMWIbHOE (OpMHPOBa-
HHUE OPTraHOB U pakoBble onmyxoaH. Ha ceromHsIIHMiA 1eHp HEe CyHIECTBYET METOAA, O3BOISIOILETO C JOCTaTOYHOM
TOYHOCTBIO IIpEJICKa3aTh, KaK MOBIHMICT Ta WIM HMHAs MyTalus Ha OpraHM3M uesoBeka. B manHoi paGore mpo-
BEJICH aHaIM3 BCEX M3BECTHBIX MyTaluii B uenoBedeckux CYP ¢ nenpro moucka BO3MOXKHBIX XapaKTEPHUCTHK, I10-
3BOJIIFOLIMX PacYEeTHBIM 00pa3oM pa3rpaHUYUTh HEHTpaIbHbIC MYTAlMH OT 3J10KAUYCCTBCHHBIX.

Human genome contains 57 genes encoding cytochromes P450 (CYPs). Missense mutations in these genes
may cause various diseases, such as organ malformation or cancer development. Currently, there are no computa-
tional methods available to reliably predict the effect of a mutation in CYPs. In this work, we conducted a large
scale analysis of known mutations in CYPs to identify characteristics that can be used for prediction of newly
found mutations to have a benign or deleterious effect.
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