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PE®EPAT

Junmomua pabora, 58 ctp., 20 puc., 6 Tabs., 11 HCTOYHUKOB, 2 IPUITOKCHUS.

I'EHOM, TOYEYHAS MYTALIMA, MAILIMHHOE OBYYEHUE, 3AJTAYA
KITACCUDUKALINN, OTBOP 3HAYUYMMBIX IIPU3HAKOB, IIOUCK
3ABUCUMOCTEN, MOJIEJIb, AJITOPUTM.

OOBEeKTOM HCCIeOBaHUs SBJSIOTCS METOABl 0TOOpa 3HAYUMBIX NMPU3HAKOB B
3aJ1aye MOJHOT€HOMHOTI'O IIOMCKA aCCOLaLUi.

Lenpto pabOTHl SBISIETCS HM3YYEHHE METOAOB CTOXACTHYECKOro O0TOOpa
MPU3HAKOB, NPUMEHEHHE HW3YYCHHBIX METOJOB JUIsI  aHaliu3a TIE€HOMHBIX
MOCJIEIOBATEILHOCTEH, CpaBHEHHWE METOJOB C OOIMMHU TMOAXOJAMH K PEIICHUIO
3alayd  OTOOpa 3HAYMMBIX TPU3HAKOB, a Takxke pa3paboTka MporpamMMbl,
MO3BOJIAIONIEH penaTh JaHHYIO U aHAJIIOTUYHBIE 3a/1a4u.

B pesymprate  pabothl  ObuIa  pa3paboTaHa  mporpamma  JUIs
aBTOMATU3UPOBAHHOTO  aHajM3a TEeHOMHBIX  IIOCJEAOBATEILHOCTEH, IOWCKA
accoIMaIiil ¥ OTPeICIICHUs JIEKapCTBEHHON YCTOMYHUBOCTH MIPETapaToOB.

Meronapl ucCIeAOBaHUS: W3YUYEHHUE JUTEPATyphl, MOUCK acCOIUaIuii, 0TOOp
MPU3HAKOB, MAIIMHHOE O0YyYEHHE.

OO6nacth NpUMEHEHMs: HA3HAUYEHHE HAWITYUYIIUX JIEKAPCTBEHHBIX IMpEenapaToB
MalMEHTaM, Y KOTOPBIX BBISIBJIEHa YCTOMYMBOCTH K OCHOBHBIM JIEKAPCTBAM.



ABSTRACT

Graduation work, 58 p., 20 pictures, 6 tables, 11 sources, 2 appendices.

GENOME, POINT MUTATION, MACHINE LEARNING,
CLASSIFICATION PROBLEM, IMPORTANT FEATURES SELECTION,
DEPENDENCIES SEARCH, MODEL, ALGORITHM.

Object of research: methods of important features selection in the problem of
genome-wide associations search.

Goal of research: study of methods of stochastic important features selection,
application of the studied methods for the analysis of genomic sequences,
comparison of methods with general approaches to solving the problem of important
features selection, as well as program development, for solving this and similar tasks.

The result of research: a program has been developed for automated analysis of
genomic sequences and definition of medicament resistance of preparations.

Research methods: analysis of topic relevant literature, associations search,
features selection, machine learning.

Applications: prescribing the most suitable medicines to patients, who are
known to have resistance to general medicines.



