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NEPIAHWH

2T0X0G TNG TTapoUCcag epyaoiag €ival 0 oXedlaOUOG Kal N UAOTToinon &vog
aAyopIBuou IKavou va eVTOTTIOEl YE akpifela, TIG BEoEIg EvapEng METAYPOPNG
TwV Yovidiwv. O aAyopIBuog TTou oXedIAoTnNKE XpnoiuoTrolei dedopéva Ta oTroia
Exouv e€axBei e Tnv péBodo CAGE (Cap Analysis of Gene Expression) kaBuwg
KAl XOPAKTNPIOTIKA TNG TTPWTOTAYOUS Kal deuTEPOTAYOUS OoprG Tou DNA Twv
uTTO dIEPEUVNON TTEPIOXWYV, OE OUVOUACHO hE pnxavikr) Maenon. O aAyopiBuog
dokiydotnke oe Human ES cells (H9 line) kai n amédoon tou aglohoyrnbnke
Xpnoigotrolwvtag dedopéva KaAG oXoAlaopévwy TTepioXwy évapéng Movidiwv

ato TN BIBAIoypagia.

Ta atmoteAéopaTta Tou OAYOPIOUOU OUYKPIONKAV wg TTPOG TA TTOIOTIKA KOl
TTOOOTIKA XOPAKTNPIOTIKA TOUG ME QVTIOTOIXOUG OAAyOopiBuoug evTOTTIoHOU

TTepIOXWV €vapgng petaypaens (CAGEr Reclu Paraclu) 1Tou ouvavtwvTal oTnv

BiBAIoypagia.

OEMATIKH MNMEPIOXH: BiomrAnpo@opikr, Mnxavikry Maénon

AEZEIZ KAEIAIA: ©éocig 'Evapgn Metaypagng MNovidiwv, Mnxaviky Maenon
MeTaypaer, YTTokivaTig



ABSTRACT

Aim of this thesis Is the design and implementation of an algorithm efficient to
identify Genes Transcription start Sites (TSS).

The algorithm use data extracted with CAGE method as well as features of the
primary and secondary structure of DNA of the screening regions. Algorithm
use Machine learning technics (SVM, Regression Models) for the proper TSS
identification.

For the training and testing of the algorithm we use Human ES cells (H9 and
H1 cell lines) and its efficiency evaluated using well annotated genes TSS,
collected from the bibliography.

The algorithm compared with related algorithm (CAGEr Reclu Paraclu) for a set
guantitative and qualitative features.



