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PE®EPAT
Junnomuas pabota, 53 ctpanuiibl, 20 pucyHKoB, 5 Tabnuil, 4 HCTOUYHHUKA.

KaroueBsle cioBa: [IPEJICKABAHUE ®VHKIUU BEJIKA, MALLIMHHOE
OBYYEHUE, HEMPOHHBIE CETU, CJIVUAWNHBIN JIEC, METO/I OIIOPHbBIX
BEKTOPOB, METO/] I''TABHBIX KOMITOHEHT.

OO0beKT HcciIe0BaHNS : HA0OP PAa3IMYHBIX ITOCIEI0BATEILHOCTEH OSITKOB 1 UX
KoJ (pepMeHTa.

Heanb padoThl: U3ydYEeHHE U HCCIEAOBAHUE PA3IUYHBIX METOJOB MAIIMHHOTO
oOyueHus s nmpeacka3anus PyHKIUU OETKOB, CO3aHNUE ANTOpUTMA MPECKa3aHUs
(GyHKUIHUU OENKOB.

MeToabl HCCJIEeT0BAHUS: METOAbI MAIIMHHOI'O O6y‘{eHI/ISI.

Pe3yabTar: M3yyeHbl TaKU€ METOJIbl MAIIMHHOTO OOy4Y€HHUs, KaK HEHPOHHbIE
CETH, CIIyYalHBIN JIEC U METOJ ONOPHBIX BEKTOPOB. Peann30BaHbl COOTBETCTBYIOIINE
QITOPUTMBI MPEACKa3aHusl PYHKUMU OEIKOB C HCIOJIb30BAHUEM COOTBETCTBYIOIIMX
METO/I0B MAILIMHHOTO 00Yy4YEeHUSI.

O06Js1acTh NIpUMEHEHNsI: aBTOMATUYECKask TOMETKA (PYHKIIMI HOBBIX OEJIKOB.



ABSTRACT
Diploma thesis, 53 pages, 20 pictures, 5 tables, 4 sources.

Keywords: PROTEIN FUNCTION PREDICTION, MACHINE LEARNING,
NEURAL NETWORKS, RANDOM FOREST, SUPPORT VECTOR MACHINE,
PRINCIPAL COMPONENT ANALYSIS.

Object of research: set of different proteins and their enzyme code.

Objective: research of various machine learning methods for predicting the
function of proteins, create an algorithm for predicting the function of proteins.

Methods of research: different machine learning methods.

The result: | have studied such machine learning methods as neural networks,
random forest, and the support vector machine. | have implemented the corresponding
algorithms for predicting the function of proteins using appropriate machine learning
methods.

The scope: automatic marking of the functions of new proteins.





