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AHHOTAIMS

Jloiiko HMN.O. MaremaTu4ecKue MeTOAbI HMCCJIET0BAHMS
TeHOMHBIX MOCJIeI0BaTeIbHOCTeH (IuIJIOMHass padora). — MuHCK:
BbI'Y, 2024 — 59 c.

JunnomHass pabota comepxut: 59 crtpanun, 11 wurocTpanui
(pUCYHKOB), 7 UCTIOBL30BAaHHBIX UCTOYHUKOB.

KJIFOYEBBIE CJIOBA: I'EHOMHAA
INOCJTENOBATEJIBHOCTDH, HVYK JIEOTUJl, BEPOATHOCTHASA
MOJIEJIb, AJI'OPUTM, BBIPABHUBAHUWE, TEHETUYECKAA
JUCTAHIIMA, DUJIOTEHETUYECKOE JIEPEBO.

B nunnmomuo#l paboTe uW3ydyarOTCS MaTEMaTHYEeCKUE METOJIbI,
AT OPUTMBI U MOAXOJIbI B UCCIIENOBAHUN T€HOMHBIX
MIOCJIEI0BATEIILHOCTEM.

PaccmoTpensl BepOATHOCTHBIE MOAENM (MOAENH HE3aBUCUMOIO
NOPOKACHUS, LEH Mapkosa), aITrOPUTMBI BbIPaBHUBAHUS
nocienoBarenbHocTed  (anroput™mbl  Hupnvmena-Bynma wu Cwmura-
YorepmaHa), T€HETUYECKHE JUCTAHIMM M 3BOJIOLUOHHBIE MOJEIH
(p—mucranius, mogenu Jxykca-Kantopa u Kumypsr), anmroputy UPMGA
OCTPOCHUS (PUITOTEHETHIECKOTO JAepeBa.

Pemensr Hambonee XapakTepHble 3a7aud TEOPUU TE€HOMHBIX
MIOCJIEAOBATEIILHOCTEH.

JunnomHasi paboTa BBIIIOJHEHA AaBTOPOM CAMOCTOSATEIBHO.



ANNOTATION
Loyko 1.0. Mathematical methods for studying genomic

sequences. — Minsk: BSU, 2024 - 59 p.

The thesis contains: 59 pages, 11 illustrations (pictures), 7 used
sources.
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The thesis examines mathematical methods, algorithms and
approaches in the study of genomic sequences. Probabilistic models
(independent generation models, Markov chains), sequence alignment
algorithms (Needleman-Wunsch and Smith-Waterman algorithms),
genetic distances and evolutionary models (p-distance, Jukes-Cantor and
Kimura models), the UPMGA algorithm for constructing phylogenetic tree.

The most characteristic problems of the theory of genomic
sequences have been solved.

The thesis was completed by the author independently.



