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PE®EPAT

Marwuctepckas auccepranus, 89 c., 26 puc., 7 Tabmn., 3 mpwiI., 26 ICTOYHUKOB.

IIETTh MAPKOBA, MTHOOPMAIIMOHHBIN KPUTEPUI, TEHETUYECKA
[TOCJIIEAOBATEJIbBHOCTHD, KPUTEPUU OZAHOPOJHOCTWN,
MAJIOITAPAMETPUYECKUE MO/JEJIN.

OOBeKT uccienoBaHus — MOJIeNU 1ieneil Mapkosa.

[lenb pabOTHl — MOCTPOCHKUE AITOPUTMOB OLICHKU MapamMeTpoB MOJIEeH 1eneit
MapkoBa W  NpPOBEPKH  CTATUCTUYECKHX  TUIOTE3  JUIsi  T'E€HETHYECKHUX
MOCJIEIOBATENbHOCTEH, A  TakKe IOCTPOCHHE  aIropuTMa  OOHApYKEHHUA
MHOTOKPATHBIX «Pa3iaJ0K» B FTEHETUYECKOMN MOCIeA0BATEIbHOCTH.

Metonbl uccClieIOBaHUSI — METOJbl TEOPUU BEPOSTHOCTEM M MATEMaTUYECKOU
CTaTUCTHUKHU.

PesynpTaTaMu paboThl ABISIOTCS METOA U aJITOPUTM OOHAPYKEHUS «Pa3sIaoK»
B JIUCKPETHOM BPEMEHHOM PSy, AJITOPUTMBI HAXOKJECHUS OLICHOK MaKCUMAalbHOTO
npaBAonoAo0us napaMeTpoB Mojeieil ueneir MapkoBa, IporpaMMHOE OOecIiedeHue,
peanu3yroniee 3TH alIrOPUTMBI.

OobunacThio MIPUMEHEHUS ABIIAETCS MaTeMaTu4yecKas CTaTUCTHUKA,
OonouH(opMaTuKa.



ABSTRACT

Master’s thesis, 89 pages, 26 fig., 7 t., 3 app., 26 sources.

MARKOV CHAIN, INFORMATION CRITERIA, GENETIC SEQUENCES,
HOMOGENEITY TEST, PARSIMONIOUS MODELS.

Research object — models of Markov chains.

Purpose of the work —to construct algorithms for estimating the parameters of the
Markov chain models and statistical hypothesis testing for genetic sequences, as well
as the construction of multiple "disorders™ detection algorithm in a genetic sequence.

Research methods — methods of probability theory and mathematical statistics.

The work result is a method and algorithm for "disorders"” detection in a discrete
time series, algorithms for finding maximum likelihood estimates of the parameters of
the Markov chain models, software that implements these algorithms.

Application area is the mathematical statistics, bioinformatics.



