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ABSTRACT

mMiRNAs are small non-coding molecules 20-22 nt long. These molecules are expressed
endogenously and their role is to regulate gene expression. Furthermore miRNA’s are
not only expressed through the DNA of the human organism, but also viruses express
their miRNA’s. To this end, a major challenge is the development and use of reliable
computational tools in order to support the ongoing research of life scientists, in
deciphering the exact mechanisms of miRNAs gene regulation and how this affects the
human organism functionality as well as the occurrence of severe diseases like cancer.
The goal of this work is firstly to choose the appropriate biology experiment regarding
the interactions between viral miRNAs and human genes, in order to use it as a test set.
Secondly, is to use this test set in order to evaluate several target prediction algorithms
and finally to use a reliable way to compare the outcome of these algorithms.

SUBJECT AREA: Bioinformatics

KEYWORDS: computational approaches, machine learning, microRNA, target
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NEPIAHWH

Ta pikp& RNA €ival pikpoU uAkoug pn-kwoiké popia, peyéBoug 20-22 voukAeoTidiwy. Ta
MOpIa auTd ek@pAlovTal EVOOYEVWGS Kal 0 POAOG TOUG gival va puBuifouv TNV yovidIoKA
ékppaon. AKOPa TTEPICOOTEPO PIKPA RNA dev ek@pdlovtal pévo amd 1o avpwirivo
DNA oAAG etTiong €vol opyaviopoi ek@padouv Ta OIKA Toug pIKpd RNA. Me dedopéva
QuTA pia heydAn TmpokAnon cival n avarmtuén kKal xpAon agldtmoTwy UTTOAOYIOTIKWV
EPYAAEiWY, WOTE VA UTTOOTNPICOUV TNV TPEXOUOA £PEUVA TWV ETTIOTAPNOVWY UYEIQG OTNV
TTPOOTIABEIO TOUG VA ATTOKWOIKOTTOINOOUV ToV akpIBry poAo Twv pikpwv RNA Kal TTwg
QUTOG ETTNPEACEl TNV AEITOUPYIO TOU AVOPWTTIVOU Opyaviopou, OTTwG €TTiONG Kal TNV
eMoavion oofapwv aoBeveiwv. O oOTOXOC TNG €pyaciag QuTAG eival apxikd va
onuioupynBei éva oUvoAo dedopévwyv éAeyxou atrd Tnv BiBAloypagia. Ev ouvexeia,
oTOX0G €ival va €EeTaoTOUV aAyoOpIBuol TTPORAEYNS OTOXWV O OXéon ME TO OUVOAO
OedOoUEVWV EAEYYOU.

OEMATIKH NMEPIOXH: BiotrTAnpo®opikn

AEZEIZ KAEIAIA: uttoAoyioTIKG epyaleia, pnxavikl udonon, mpoRAewn oToXwy, HIKPA
RNA, puBuion yovidiwv



