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INEPIAHYH

H yovidiopatiki avaAvon anoteAei éva amd o KUpPIOTEPH EPYAAEIR TOL TOPEN TNG EENTOPIKEVPEVC
LATPIKING 1] WTPIKT aKPIBEiag, pE onpavTikiy GLPPBOAT oY TIPOANYN, TN SIAKEIPLOT) KAl TNV OTOXELHEVN
Bepaneia aobBevelmy, oupmepAapBavopévey Twv AOHOSOY VOONPATOY Kal ToV EMHOV@Y AOIHOEEDY.
O1 ovvéneieg piag o&eiag ukng Aoipwéng kupaivovial and v epeavion AoHndOV aabeveldv émg v
avantudn Si@opwy Tomou Kapkivou. Tnv S atiypn, o 10¢ mov endyel v Aoipwén, pmopei va
AVIXVEDETAL OTOV EEVIOTI] Yl €V HIKPO XPOVIKO SIGOTNHA KoL va €ival EVIOTMOPEVOC OF £vav
OUYKEKPIHEVO 10TO 1) v TIPOKaAEoel emipovn Aoipw&n (persistent infection) pe epgaviy f pn
oupmepata (AavBavovoa katdotaon). Baoiko xapaktnplotikd twv emipovev Aoipodenv eival 1
oTadloKn HEIOT] TNG GULVAG TOL EEVIOTH KAl 1) IKAVOTNTK TV 1OV TIOL TIG TTPOKAAODY Vi ENGYOLY THV
aMOTIWOT TV KLTTAPWY ToL EEVIoTH]. IKOMOG g Taponoag St8akTopikig Siatpifrg eivan n peAém
TOV 1OV TIOV TIPOKAAODY ETHHOVEG AOWHOEELS, XPNOLHOTOIOVTNG EVAV GUVSLAGHO TIEIPAPATIKGOV Kal
vnoAoyloTikOv peBodoroyiav, eoTicopévev atny Texvohoyia ahAniolyiong enopevng yeveag (Next
Generation Sequencing — NGS). Ta dedopéva mov Ba ypnowponomnBodv oy napovoa pehétn Ba
egopuyBoiv amo Baoelg AeSopévov kal peréteg aoBevov-paptopwmv (case-control studies) Ba
npaypotononBodv PE OKOMO TOV EVIOTIOPO KAl XGPAKTNPIOHO TV THpayoviev mou mbavév
oupparAovy otV avamtuén  TeV  Emipovov  Aowod&ewv. TlapdAinia, Ba  ypnoipomonBoiv
eZe1OIKEVPEVOL aAYOPIBHOL YUAOYOVISIOHATIKAG K&l QUAOYEGYPAPIKIG aviAvang mov Ba cupPdaiovy
OTNV MEPAITEPWV KATAVONOT] TNE HOPLaKnE eEEAIENE TV 1OV auTOV.
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ABSTRACT

Genomic analysis is one of the main tools in the field of personalized medicine or medical precision,
with a significant contribution to the prevention, management and targeted treatment of diseases,
including infectious diseases and persistent infections. The consequences of an acute viral infection
range from the onset of infectious diseases to the development of various types of cancer. At the same
time, the virus that induces the infection can be detected in the host for a short time and be located in a
specific tissue or cause a persistent infection with obvious or non-obvious symptoms (latent state). A
key feature of persistent infections is the gradual reduction of the host's defense and the ability of the
viruses that cause them to induce the apoptosis of the host cells. The purpose of this dissertation is to
study viruses that cause persistent infections, using a combination of experimental and computational
methodologies focused on Next Generation Sequencing (NGS) technology. The data that will be used
in the present study will be extracted from Databases and case-control studies will be carried out in
order to identify and characterize the factors that may contribute to the development of persistent
infections. At the same time, specialized algorithms of phylogenetic and phylogenetic analysis will be
used that will contribute to the further understanding of the molecular evolution of these viruses.



