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PEDEPAT
Jlutimomuast paborta: 62 crpanunbl, 22 womoctpanui, 10 Ttabnwm, 30 WCTOYHHKOB, 6
TIPUIOKECHUM
PA3PABOTKA AJITOPUTMOB IIPEJICKA3AHUS ITOSIBJIEHUSA
TPAHCKPHUIITOB PHK 'EHOB YEJIOBEKA
AJIbTEPHATHBHBIM CIUIAMCHHI, JHK, PHK, DK30HbI, TPAHCKPUIITHI,
DK30HHAS TPA®-MOJEJb, UHTEJUIEKTYAJIbHBI AHAJIM3 JAHHBIX, METO/I
['JTABHBIX
KOOPAMHAT, OHKOI'EH RUNX1/RUNX1T1
OOBEKTOM HCCIICIOBAaHUS SIBJIIFOTCS AKCIEPUMEHTANIbHBIC JaHHBIE 00 OCHOBHBIX OOBEKTAX,
YYaCTBYIOLIMX B MPOLECCE alIbTEPHATUBHOIO CIUIANCUMHIA: SK30HAX U PE3YJIbTUPYIOLIUX
TPAHCKPHUIITaX, a Takke XuMepHbIi oHKkoreH RUNX1/RUNX1TL.
[Ipeamer uccneqoBaHUs — AJITOPUTMBI MPEJICKa3aHUsI TIOSIBJICHUS
tpanckpuntoB PHK renos uenoseka.
Lens paboTbl — pa3paboTaTh MOJENb HAa OCHOBE AITOPUTMOB MHTEUIEKTYaJbHOTO aHau3a
JAHHBIX U1 TPEJCKAa3aHUs TOSBICHUSA albTePHATHBHBIX TpaHCcKpunToB Moiekya PHK
OHKOT'€HOB Y€JIOBEKA.
Meroasl wWccneqoBaHUs — alTOPUTMbl WHTEIUIEKTYaJbHOIO AHAINW3a JIAaHHBIX — TJIABHBIX
KOMIIOHEHT U KOOPAMHAT, HepapXxuyeckas KiacTepu3alus JaHHBIX, CPABHEHUS TEKCTOBBIX
MOCJIE/IOBATEIbHOCTEH, MOUCKA aCCOIUMATUBHBIX MPABUIIL.
[IpoBeneH aHamM3 MOJIENIBHBIX T€HOB, MPEACTABISIIONINX CO00M Ha0Op JaHHBIX, OMUCHIBAIOIIUX
MPU3HAKKA PK30HOB M CTPYKTYPhl TPAHCKPHUIITOB, KOTOPbIC€ MPUHUMAIA Y4acTHE B IMPOIECCE
ATbTEPHATUBHOIO CIUIACHHTA, U CO3JaHHBIX JUIsl €ro MCCleAoBaHus B KieTkax. Paspaborana
MOZENb TMpPEACKAa3aHUsl TOSBIICHHUS AJbTEPHATUBHBIX TPAHCKPUNTOB U MPHUMEHEHA K
WCCIICZIOBAaHUIO XUMEpHOro oHKoreHa yenoBeka RUNX1I/RUNXITL.



PO®EPAT
JpimnomMHas mpana: 62 craposki, 22 imocTpansiid, 10 Tabmin, 30 kpeiHil, 6
MIPBIKJIaJaHHSY
PACIIPALIOYKA AJITAPBITMAY NAIKA3AHHSI 3'SIVJIEHHS
TPAHCKPBINITAY PHK TEHAY YAJIABEKA
AJIbTOPHATBIVHBI  CIUTAMCIHI, JIHK, PHK, DK30HbI, TPAHCKPGIIITHI,
OK30HHASA T'PAO-MAJIDJIb, IHTOJIEKTYAJIbHBI AHAJI3 JAHBIX, META]J
I'AJIOYHBIX KAAPJIBIHAT, AHKATEH RUNX1/RUNXITI
AG'exTaM pacienaBaHHS 3'SYISIONIA SKCIIEPHIMEHTAIBHBISA JaHbIA a0 aCHOYHBIX a0'eKTax, sKis
yA3eIbHIYAOIb Yy TMpaldce  ajdbTIpPHAThIYHAra CIUTAMCIHTY: 9K30HaX 1  BBIHIKOBBIX
TPaHCKpBINTax, a Takcama XiMepHbl ankareH RUNX1/RUNX1T1.
[IpanMeTHbIs nacienaBaHHl — aldrapbITMbl Ipajika3zaHHs 3'synenHs TpaHckpbintay PHK renay
qajaBeka.
MbTa mpatibl — pacnparoyka MaadJl Ha aCHOBE alirapbiTMay 1HTAJIEKTyajbHara aHajizy JaHbIX
JUISL TIpaJIKa3aHHs albTAIPHATHIYHBIX TpaHCKphinTay Manekyil PHK ankarenay uanaseka.
Metanpl fgacnenaBaHHS — alrapbITMbl 1HTAJIEKTyallbHara aHalizy JaHblX — TaJOYHBIS
KaMITaHEHThl 1 KaapJbIHATHI, 1e€papXiyHas KiacTapbl3allblsi JaHbIX, MapayHAHHE TIKCTABbIX
nacysIoYHACIY, TIOIIYK acallbISITIYHBIX IIpaBiiay.
[IpaBen3ensl aHaji3 MaJdJbHBIX T€HAY, AKis YAVISIIONs ca0oi JaHbIsA, KAaTOPbIS amicBaiolb
OPBIKMETHl  DK30HaY 1 CTPYKTYphl TPAHCKPBINTAY, SKis  VA3CNbHIYAIOLb  Maadac
albTIpHATHIYHATrA CIUIAMCIHTY, 1 CTBOPAHBIX JUJISl ATO JaciielaBaHHs ¥ KieTkax. PacmpaiaBana
MaJ3Jib BBIAYJIEHHS HAOOPY ajdbTAPHATHIYHBIX TPAHCKPHINTAY 1 BBIKAPBICTOBAHA JIJIS
nacieaaBaHHs XiMiuHara ankareny dyajgaBeka RUNX1/RUNXITI.



ABSTRACT
The project contains 62 pages, 22 illustrations, 10 tables, 30 sources, 6 applications
DEVELOPMENT OF ALGORITHMS FOR PREDICTING THE
APPEARANCE OF RNA TRANSCRIPTS OF HUMAN GENES
Keywords: alternative splicing, DNA, RNA, exons, transcripts, exon graph
model, data mining, principal coordinates analysis, oncogene RUNX1/RUNX1T1
The object of the investigation is experimental data on the main objects, participation in the
process of alternative splicing: exons and resulting transcripts, as well as the
RUNX1/RUNX1T1 chimeric oncogene.
Case Studies — algorithms for predicting the RNA transcripts of human genes discovered. The
aim of the work is to develop a model based on data mining algorithms for predicting
alternative transcripts of human oncogene RNA molecules.
Research methods — data mining algorithms — principal components and coordinates,
hierarchical data clustering, comparison of text sequences, search for association rules.
The analysis of model genes, which are a set of data describing the features of exons and the
structure of transcripts that took part in the process of alternative splicing, and created for its
study in cells, has been carried out. A model for predicting the appearance of alternative
transcripts has been developed and applied to the study of the chimeric human oncogene
RUNX1/RUNXI1TL.



