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“Mpog tnv avamntuén evog KaBoAtkol popLakou tafvountn”

NEPINAHWH

Mapda tnv mAnBwpa Twv Plohoyikwyv OSedopévwy, eivol SUOKOAO va OCUYKeVTpWOEsl pLla
LKOVOTTOLNTLK TTOOOTNTA OPKETA OOLoYEVWY SES0UEVWY AUTOU TOU €L80UG, WOTE va POKUPoUV
aodalny cupnepdopata nmou Ba odnyoucav otn Sldyvwon kAmolag voocou. EmutAéov, oto
npoBAnua Stayvwonc kat Beparmeiag acbevelwy, emipépel TpocoBeTn MoAuTAOKOTNTA N SUCKOALL
TIPOGSLOPLOMOU KOL O EVIOTILOUOG TWV TIOAUTIAOKWY XAPOKTNPLOTIKWY TOUG, TIOU EKTELVETAL OF
6ekadeg XALASeC. AlAUOPPWVOUUE HABNUATIKA QUTA TO XOPAKTNPLOTIKA, XPNOLLOTIOLWVTOG
dnuoota Slabéoo Sebopéva amod PEAETEG aoDeVELWY, HEOW AVATIAPAOTACEWY XOUNAOTEPWY
SLOOTACEWV. TN CUVEXELQ, XPNOLUOTIOLWVTAG EKAETTTUCUEVEC OTATLOTLKEG LEBOS0OUC, KATAAANAEG
yla dedopéva moAwv Slaotacswy, ipacte oe B€on va MOPACYXOUHE Ul Alota mio mbavwv
000svelwV yla évav ouykekpLluévo acBevr, aA\d emiong va cupmePAABOUE TIEPUTTWOELS KN
npoPAedng (MepUTTWOoELG OTLC oToleg n dlayvwon acBévelag ival aBéBatn). To d6delog autou
TOU SlayvVWwoTIkoU gpyaleiou cuviotatal otn Bornbela mou pmopel va MmapEXeL oToug Latpoug,
umodelkviovtag Tic Tbavotepeg 0oBéveleg evog acBevr) Wote va eTtpEP el gykalpn-afLlomniotn



Slayvwon kot ouvenwg Bepameia. H avaluon eivalr xpovikd amodotiky. Mmopel va
TPAYLOTOTIOLNOEL O€ TPOAYUATIKO XPOVO, e EAAXLOTN UTIOAOYLOTIKI) LOXU KoL XOUNAEG QAT OELG
HVAHNG.
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“Towards a universal molecular classifier”

ABSTRACT

Despite the plethora of biological datasets, it is difficult to gather a satisfactory amount of as
homogeneous as possible biological data and derive safe conclusions regarding disease diagnosis.
On top of that, a challenging problem of disease diagnosis and their treatment is to identify their
complex characteristics that span to tens of thousands. We mathematically shape these
characteristics using publicly available datasets, from disease studies, via a low dimensional space
representation. In essence, using sophisticated statistical methods, suitable for very high
dimensional data, we are able to provide a list of the most probable diseases for a given patient,
but also include don’t-know-predictions (cases with uncertain disease diagnosis). The benefit of
this diagnostic framework is that it can assist medical doctors by directing them towards the most
probable diseases for a given patient and allows for timely disease diagnosis and treatment. The
analysis is time-efficient and can be conducted in real time, with very little computational power
and low ram and disk memory requirements.



