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Pedepar
Jumnomuast paborta, 61 c., 7 puc., 3 Tabauiel, 21 UCTOYHUK, 2 TPUIOKEHUS.

[TOJIJHOI'EHOMHBIN AHAJIN3, MUKPOBAKTEPUN TYBEPKVIIE3A,
OTBOP IIPU3HAKOB, TIPAOUYECKHUE MOJEJIM, MAPKOBCKUE
CJIVYAMHBIE TIOJISI, CETh PEJIEBAHTHLIX IIPM3HAKOB, METO]]
CKOJIB3AIIEI'O KOHTPOJIA.

OOBEKTOM HCCIIENOBAaHMS SBISCTCS ammapar rpapuiecKux Mojeneld Ha
IpUMEpPE 3aJ1a4M IMOMCKa MyTaIlii, BIUSIONINX Ha JIEKAPCTBEHHYIO YCTOWYUBOCTD,
¥ METOIbI 0TOOpa MPU3HAKOB.

Lenpto paboThl sBIAETCS W3yUEHHE amnmapara rpapuyeckux Mojeneil Ha
npUMepe 3a/1aydl MOMCKa MyTallMi, BIMSIONINX HA JIEKAPCTBEHHYIO YCTOWYUBOCTb.
N3ydenne MeTo10B 0TOOpa npu3HakoB. [locTpoeHre OKpyKeHUs, MO3BOJISIOLIETO
TECTUPOBATh METO/bl 0TOOpa Npu3HakoB. [IpumeHeHHe BBIOpaHHBIX MOJENEH K
peanbHbIM 1aHHBIM. OLIEHKa pe3yIbTaToOB.

B pesynbraTe uccnenoBaHbl rpaguueckue MOJEIM Ha MpUMEpPE 3ajJadu
IIOMCKAa MYTAallMii, BIUSIOIIAX HA JIEKAPCTBEHHYK YCTOMYMBOCTB. lcciemnoBaHbl
MeToAbl 0TOOpa NpH3HAKOB. Peanu3oBaHbl u3ydeHHble MeTOnbl. IlocTpoeno
OKpY’>KE€HHE, MO3BOJIIOIIEE TECTUPOBATh METOIbl 0TOOpa mpusHakoB. lIpoBenen
CPAaBHUTENbHBIA aHAJIN3 METOA0B 0TOOpPA MPU3HAKOB.

Mertob! cCie10BaHus: MAllIMHHOE O0y4YeHue, rpa@uuecKre MOICIIH.

O6mactb  MpPUMEHEHHUA:  TOJHOTCHOMHBIM  aHaju3,  OMpEJCJICHHE
JIEKapCTBEHHOW YCTOWYHMBOCTH.



Abstract
Graduation work, 61 p., 7 pictures, 3 tables, 21 sources, 2 appendixes.

COMPLETE GENOME ANALYSIS, MYCOBACTERIUM
TUBERCULOSIS, FEATURE SELECTION, GRAPHICAL MODELS,
MARKOV RANDOM FIELDS, FEATURE RELEVANCE NETWORK, CROSS-
VALIDATION.

Object of research: graphical models in case of mutation search task, where
mutation affects the drug resistance, feature selection methods.

Goal of research: study graphical models in case of mutation search task,
where mutation affects the drug resistance, study feature selection methods, build
the environment, that allows to test feature selection methods, apply the selected
models to the real data, evaluate the results.

As the result of the current research, graphical models in case of mutation
search task, where mutation affects the drug resistance, were studied. Feature
selection methods were investigated. Investigated methods were implemented. The
environment, that allows to test the feature selection methods, was built. A
comparative analysis of feature selection methods was made.

Research methods: machine learning, graphical models.

Applications: complete genome analysis, drug resistance recognition,



