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Pedepar

Maructepckas aucceprauus, 34 crpanul, 10 pucyHkoB, 20 HICTOYHUKOB, 1 npuioxeHue.

JHK, WIEHTHUOUKALUA, JIOKYC, AJUIEJIb, STR-MAPKEPbLI, OTHOI'EO-
I'PAOUYECKAS ITPUHA JJIEXKHOCTD, KITACCUOUKALAL.

Obvexkm uccnedosanusi — METOIbl BBIACICHHUS MapKEepOB H3 IMOCIEI0BATEIbHOCTEH
HykineorunoB, JHK-uaentTudukanms.

Llenv pabotsl — n3yuenue mMeToq0B padoThel ¢ STR-Mapkepamu, npuMeHEHHUE METOI0B
MaIIMHHOTO O0y4YeHHUs sl KJIacCU(UKAIMU T€HOTUIIOB.

B x00e pabomwi ObUIH U3y4E€HBI METOIBI PA0OTHI € MOCIEAOBATEILHOCTIMU HYKJICOTH/IOB.
BbutH paccMOTpeHBI TPOOJIEMHBIC BOTIPOCHI aHHOTAIMK U aHaln3a STR-MapkepoB, onpeacieHus
ATHOreorpadUIECKON MPUHAIICIKHOCTH, KITACCH(PUKAIIUNA TCHOTHUTIOB.

Pezynemam — pazpaboTannbie MeTO/IbI aHHOTAIMU STR-MapkepoB, aHAJIN3a MapKepPOB C
LENBIO OMpEeeICHHs dTHOreorpadpuyeckoi/reorpaduieckoil MPUHAICIKHOCTH, a TaKKe HX
nporpamMHasi peaau3arvsi.

Obnacms npumenenus — JIHK-unenatudukamnus, anaims3 TeHOMHBIX JaHHBIX.



Abstract

Master thesis, 34 pages, 10 figures, 20 references, 1 appendix.

DNA-IDENTIFICATION;  LOCUS; ALLELE; STR-MARKERS; ETHNO-
GEOGRAPHIC ORIGIN, CLASSIFICATION.

The object of the study are methods of STR-markers retrieval from nucleotide sequences,
DNA identification.

The objective of the thesis is the study of methods for STR-markers processing, the use of
machine learning methods for the classification of genotypes.

During the course of the research, the approaches for nucleotide sequences processing
were explored. The problematic issues of STR-markers annotation and analysis were examined,
as well as problems of ethno-geographic origin classification.

The result is a set of the developed methods for annotation of STR-markers, analysis of
markers in order to determine the ethnogeographic / geographical affiliation, as well as its
software implementation.

The fields of application are DNA identification and analysis of genomic data.



