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PE®EPAT
Hurimom coaepxut 79 ctpanuit, 7 Tadmuil, 11 pucyHKoB U 76 HCTOYHUKOB.
MUNKPOYUIT JHK, METO/bI AHAJIN3A MHNKPOYHUIIOB,
VHTEJUIEKTY AJIbHBIN AHAJIN3 JAHHBIX, I[TPOI'PAMMHOE
OBECIIEYEHUE, HMMUTALIMOHHAS MOJEJb, BUOJIOIMYECKUN
OBBEKT, I'EH, BMO®YHKINUN
OOBeKTOM Hcce0BaHus ABISIIOTCS JaHHble Mukpounnos JIHK, a Taxxke MeToibl
aHanM3a MU MOJEIIMPOBAHUS JAHHBIX MUKPOYHUIIOB, MMPOTPAMMHBIE PEIICHUS IS
BBIIIOJIHEHHS aHAJIN3a TAHHBIX MUKPOYHIIOB.
[lenpto wuccraenoBaHUs SBISIETCS pa3pabOTKa KOMIUIEKCHOIO IPOrpaMMHOIO
oOecrniedeHus i1 MOJICTUPOBAHUS U aHamu3a JaHHbIX Mukpouumnon JJHK.
BrimonHeHo uccienoBanue anropuTMOB U METOANK 00padoTku mukpounnos JIHK,
HauOosiee 3(PQPEeKTUBHBIE METOJbl aHajdu3a HHTETPUPOBAHBI B MPOrPaMMHOM
IIAKETE.
BbInonHeH aHanu3 CyHIECTBYIOLIMX IMPOTPAMMHBIX MAKETOB M cpel oOpaboTKu
JNaHHbIX ¢ MmukpounnoB JIHK.
Pa3paboranel u peanu3oBaHbl OAHO(AKTOpPHAsT M MHOro(akTOpHas MOJIENIU
JnaHHbIX MukpouunoB JIHK.
Pa3zpaboran mnporpammubiii naker GeneExpressionAnalyser, HMHTErpupyromui
OCHOBHBIE dTanbl aHanu3a Mukpounnos JJHK, MeToel MoaenpoBanys TaHHBIX.
PaboTocrnocoOHOCTh IPOTrPaMMHOIO nakera GeneExpressionAnalyser
NOATBEPKIAEHA Ha MpPUMEpax aHajau3a CMOJEIMPOBAHHBIX M OIMYOJMKOBAaHHBIX
HKCIIEPUMEHTAJIbHBIX JAHHBIX.



ABSTRACT
Diploma contains 79 pages, 7 tables, 11 figures and 76 sources.
DNA MICROARRAY, MICROARRAY ANALYSIS METHODS, DATA
MINING, SOFTWARE, SIMULATION MODEL, BIOLOGICAL OBJECTS,
GENE, BIOFUNCTIONS
Objects of research are DNA microarray data, as well as methods of analysis and
modeling microarray data, existing software solutions for analysis of microarray
data.
The purpose of this study is to develop an integrated software for modeling and
analysis of the DNA microarray data.
The investigation of algorithms and methodologies for processing DNA microarray
has been performed; the most effective methods of analysis have been integrated in
the software package.
The analysis of existing software packages and data processing environments for
DNA microarrays analysis have been carried out.
Single variate and multivariate models of DNA microarray data have been
developed and implemented.
The developed software GeneExpressionAnalyser integrates all the main stages of
DNA microarray analysis, data modeling techniques.
Performance of the software package GeneExpressionAnalyser was confirmed by
analyzing the simulated and published experimental data.



