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PE®EPAT

JluniomHuas pabora, 38 c., 1 wmmroctparus, 3 TabIuIbl, 6 HCTOYHUKOB.

KuroueBsble cioBa: Ilenu Mapkosa, Ananu3 JIHK, baiiecoBckuii uadopmariu-
OHHBIN KpUTEepUr, MasonapaMeTpUIeCKUE MOJICIIH.

O0bekT uccaenoBanuss — Mojenu 1eneii MapkoBa JiJid aHalid3a MOCIEA0Ba-
tensHOCTeM JIHK.

Heanb padorsl — CpaBHEHHUE pa3IUYHBIX MoJeel 1eneit MapkoBa u onpee-
neHue HamoOosee 3QPpekTUBHOM I aHanr3a nociaeaoarenpbHocTer JJHK.

MeTtoasl Hcc/Ie0BAHUA — MAaTEMAaTUYECKOE MOJEIUPOBAHUE, TEOPUS BEPOSAT-
HOCTEU, aHAIU3 BPEMEHHBIX PSIOB.

B pe3yabTarte ucciiegoBaHusi pa3paboTaHa KOMIBIOTEpHas Mporpamma, mo3-
BOJIAIOIIAS OLIEHUTH 3(PPEKTUBHOCTH Pa3IMUHBIX MOJENeH 1eneit Mapkosa.

Obaactbio npumenenus: buonndopmaruka, ['enomuka, Maremaruueckoe
MOJIEJIMPOBAHUE.



PODEPAT

Heimmomnas padorta, 38 c., 1 imrocTparsis, 3 TaOinbl, 6 KPBIHII.

Kuarouassis cioBbl: Leni MapkoBa, ananiz JIHK, baiiecaycki indapmarbIidHbl
KPBITAPBIi, MananapaMeTPbIYHbIS MadIIi.

AO0'eKT nacseaaBaHHs — MaJIdJI1 JaHIyroy MapkoBa Jijisi aHaI3y maciis-
noynacuen JHK.

MbTa gacjienaBaHHs — NapayHaHHE PO3HBIX MRSy JaHIyroy Mapkosa 1
BbI3HAYPHHE HaOO0bII d(eKThIVHAN /T aHami3y nacisgoynacueit JJHK.

MeTtaasbl 1aciaeqaBaHHs — MaTAMaThIYHAE MAJIDJISIBAHHE, TIOPHIS BeparoHa-
CIISY, aHAJI13 YaCOBBIX LIAparay.

Y BBIHIKY Aac/ielaBaHHS pacipaliaBaHa KaMIyTapHas nmparpama, skas Ja3Ba-
JIsie anaHinb ()EeKThIYHACID PO3HBIX MaJRJIAY JaHyroy Mapkosa.

BoOaacui yxxbiBanHs: OisiiHpapMaThika, TeHOMIKA, MaTAMaTblYHAE MadJIIBaH-
HE.



ABSTRACT

Diploma, 38 p., 1 figure, 3 tables, 6 sources.

Keywords: Markov chains, DNA analysis, Bayesian information criterion,
low-parameter models.

Research objects — Markov chain models for analyzing DNA sequences.

Research Objective — Comparing different Markov chain models and deter-
mining the most effective one for analyzing DNA sequences.

Research methods — mathematical modeling, probability theory, time series
analysis.

As a result of the research, a computer program has been developed to evalu-
ate the effectiveness of different Markov chain models.

Areas of application: Bioinformatics, Genomics, Mathematical modeling.



