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EOvikotnta : EAAnvikn

Iroyela emkowvwviag : TnA: +30 2107274142, e-mail: padamopoulos@biol.uoa.gr
I\wooeg : EAAnvika kat AyyAika

Mavemiotnuaky) Eknaidsvon

08/2024-10/2024 Metadidaktopiki) 'Epsuva
Lunenfeld - Tanenbaum Research Institute (LTRI), Sinai Health System,
[Tavemotuo tov Topovto, Kavadag.

2018 - 2024 Metadidaktopiki) 'Epsuva
Topéag Bloynueiag kot Moplakng BioAoyiag, Tunua BioAoyiag, EOviko kat
Kamodiotplakd Mavemiomipo ABnvwyv, ABnva, EAAGSa.

2014 -2018 A akTopiki) Statppn
Topéag Bloynueiag kot Moplakng BioAoyiag, Tunpa BioAoyiag, EBviko kat
Kamodiotplakd Mavemiomipo ABnvwyv, ABnva, EAAGSa.
TitAog Si8aktopikng Swatppng: Tavtomoinon kat UEAETN TNG EKPPAONS
Véwv MRNA 1oouoppav twv yovidiwv twv Kadlikpeivav kat tng
Pifovovkdedons k kaBw¢ kat Twv popiwv miRNAs mov Ta oToyYevovV o€
KAPKIVIKA KUTTAPA KAl CUUTIAYELS OYKOUG.

2008 - 2013 IITtvyio BloAoyiag
Tunua BoAoyiag, EBvikd kat KamoSiotplako Iavemomuio AdBnvwy,
ABnva, EAAGSa.

Mapovoa B£om

Entikovpog Ka®nyntig (09/2025 - ): Topéag Bloxnueiag xat Mopiakng BoAoyiag, Tunua
BloAoyliag, EOviko kat Kamodiotplaxd Mavemiompio ABnvwv, ABnva, EAAGSa.

ETIGTNHUOVIKOG UTIEVOVVOG GE EPEVVITIKA TIPOYPANLATH

1. AMOKPUTITOYPAPNOT] TOV EMUETAYPAP® KOV TIPOPIA T®WV avOpOTLV®WV YoVISiwv Ttov
oXETL{OVTAL PE TNV ATIOTMTWOT 0TOV KAPKIVO TOU PacTov.

Xpnuatodotnon: EAAnviko 18pupa Epsuvag & Kawvotopiag (EA.IA.E.K.).

Awapxketa: 2023 - 2025.

2. Tavtomoinon kat kAwiwki) afloddynon Opavopdtwv twv tRNA (tRNA-derived RNA
fragments, tRFs) 6Tov Kapkivo Tov TIaY£€0G EVTEPOL, PE XP1IoN XAANAOVXTOG VEXG YEVLAG
(NGS) kaiL viepevaicOntwv poplrakwv pedodoroylwv

Xpnuatodotnomn: Ymotpogia yla petadidaktopikn épevva amo to Ispupa Mmodoodkn.

Awapxeta: 2019 - 2022.
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MEA0G EPEVVITIKNGC OUABAC OE EPEVVNTIKA TIPOYPARUATA

1. MgA€T1 TOU M6A ETUUETAYPAPHDUATOC GTOV KAPKIVO TNG 0VP08dX0U KUGTEWG.
Xpnpatodotnon: EAAnvikoé 1§pupa Epesuvvag & Kawvotoplag (EAIA.E.K.).

Awapxelo: 2022 - 2023.

Emiotnpovikog YrmevBuvog: Kabnyntig Avépéag Zkopidag.

2. My-emtepfatiky)  poplakny pebodoroyla  Sudyvwong kot €EATOUKEVUEVNC
HETAOEPATEVTIKIG TTAPAKOAOVONONG TOV KAPKIVOU TNG 0UPOSOYOU KUOTEWG

Xpnuatodotnon: Epsuvw - Anpovpyw - Kawvotopw (205 kUkA0G).

Awapxelo: 2022 - 2023.

Emiotnpovikog YmevBuvog: Kabnyntig Avépéag Zkopidag.

3. Ixediaopog kat Avantuin Kawvotopwv Mopiwv Bactopévwy o Blodpactikovg MetafoAttég
™™ EAag (Olea Europea) pe AVTti@AypovmdT) Kot AVTIKAPKIVIKT] APXGTIKOTI T

Xpnupatodotnon: Epsuvw - Anpovpyw - Kawvotopw (205 kUkA0G).

Awdpxero: 2022 - 2023.

Emiotnpovikog YmevBuvog: Kabnyntng AAE€Log-AéavSpog ZKAATGOUVTG.

4. MeA£TI) TOU POPLXKOV TIPOPIA TV KpwV un-kKwdikwv RNA popiwv RNA (sncRNAs) otov
KQPKivo TOL Haotov: AELoAOY101) TG KALVIKTIC ONUaciag TOuG 6TV £ykatpt) Styvwor), otnv
£ TOUKEVIEVT] TIPOYVOOT) KAL TIPOBAEYM VTATIOKPLOT|G TNV OEPATIEIX TWV AGOEVWV.

Xpnupatodotnon: Etapeia Oykoddywv Mabordywv EAAGSag.

Awapxelo: 2019 - 2022.

Emiotnpovikog YrmevBuvog: Ap. I'. ApSaf3avng.

5. Avaivon TG €EK@PACTG KAl PHEAETN TOU POAOV PN KWSIKWV HOPLmV IOV 6TOXEVOVV
ATOTITWTIKA YOViSia, pe xpNon cAANAoUXN01G EMOUEVIC YEVLAG KL VTIEPEVAIGONTWV
HOPLAK®V HEBOSO0AOYLWV, OE TEPITITWOELS EVALGONGLAG 1) AVOEKTIKOTNTAG KAPKLVIK®DV
KUTTAP®WV HAGTOV GTNV ATOTITWOT], EMAYOUEVT] LLE AVTIKAPKIVIKA @APULAKA.

Xpnupatodotnon: Etapeia OykoAdywv MaBoddywv EAAGSag.

Awdpxero: 2017 - 2021.

Emiotnpovikog YmevBuvog: Ap. M. Apilov.

6. Sequencing the transcriptome of Helix aspersa Mvller, 1774.
Xpnuatodotnon: Ymotpoieg ISpvpatog AAeEavdpog Z. Qvaong.
Awapxelo: 2014 - 2016.

Emiotnpovikog YrmevBuvog: Kabnyntig Apioteidng lappakeAng.

7. Utilization of bioinformatics and microchip emerging technologies towards a next
generation architecture health system for diabetes mellitus type 2 management,
prevention and personalized medical care.

Xpnuatodotnon: SYNERGASIA 11, 2013-2015.

Awdpxero: 2015.

Emiotnpovikog YmeBuvog: Opdtipog Kabnynte EppavounA @ paykoving.

8. Understanding the impact of production processes on the ecology of spoilage and
contaminating microorganisms in dairy products (ESL, evaporated milk) and fresh
fruit juices - Development of molecular methodologies and mathematical models for
predicting shelf life.

Xpnuatodotnon: SYNERGASIA L, 2011-2015.

Awapxelo: 2014.

Emiotnpovikog YrmevBuvog: Kabnyntig Avépéag Zkopirag.
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Epgvuvntikn Spactnplotmta

» Ilpoodloplopdog tou TPOPIA TWV HETA-UETAYPAPIKWV TPOTOTomMoewv Twv MRNAs kot
Slepevivnon NG ONUACLAG TOUG 0T OTABEPOTNTA KAL HETAPPACTIKI] LKAVOTNTA TOVG.

» Alepedivnon tou BLOYNUKOU pPOAOL TWV UEBVA-TPAVOPEPACWV KAl ATIOHEOVAACW®V TWV
avBpwmvwv mRNAs péocw poplakwv pefodoAoyLwv YOVISIHKN G ATTOGLWTINONG.

» Tavtomoinon, xapakTnpLopog Kat LEAET TNG SOUNG VEWV EVOAAXKTIKWV HeTaypa@wv mMRNAs
- Slepeviviion Tov POAOVL Kal TNG AELTOUPYIaG TOUG 0TV €EEALEN TOU KapKivou.

» MeAétn TOU TPWTEWULKOU TPOPIA NG YOVISIAKIG OLKOYEVELNG TWV KOAAKPEIVWV Kol
Slepevivion NG ONUACLAG TOU 0€ AVOPWTILVEG KOBEVELES.

» MEeAETN ONUELNKWV HETAAAGEEWV KAl PALVOUEVWV YOVISLAKNG EMEKTAONG YoviSiwv Tov
OXETI{OVTAL HE ETIUETAYPAPWUIKOVG UNYXOVIOHOUG KAl ATOCH@PNVIOT] TOU POAOU TOUG OF
delypata ovpoOnAlakov kapkivov.

» MeAétn puBuLong TG Ek@pacng yovidiwv peéow microRNAs (miRNAs) kat Opavopdtwyv tRNA
(tRFs) o kapkvikd kOTTOPQ.

» Alepedivnon tov poAov, ¢ floocvBeong, TG pUOULOTG KL TNG ONHACLAG UN-KWSIKWV pHoplwv
miRNAs kat IncRNAs (long non-coding RNAs) otov kapkivo Tou Tay€og eviépov, Kabws kal
AAAWV VO pWTILVWV VEOTIAACLWV.

»  Avamtuln pebodoAoylwv Hadlkng TapdAANANG aAANAOUXN 0TS YLK TNV LEAETN LETAAAAEEWY TOV
1oV SARS-CoV-2 kal v enidpaot) toug ot Soun kat Aettovpyia tng Spike mpwteivng.

> ZXeSLAOPOG KAl AVATITUEN VTIOAOYLOTIKWVY EPYAAEiWV YIa TNV avdAvon dedouévwy “omics” Tov
a@op& TNV de novo OUVAPUOAOYNOT] YOVISIWUATWV/UETAYPAPWUATWY, TN SL@OPLKN
yoviSiakn éx@paocn, TtV pebuvAiwon DNA/RNA, v avakdAvym otoxwv miRNAs, v
TPOLAeYn Bécewv TMPOOSEONG HETAYPAPIKWY TAPAYOVTIWY, KABWG Kal TNV aviyvevon kat
XAPAKTNPLOUO HETAAAAEEWV GE {WVTAVOUG 0PYAVIOLOVG.

Aeixteg Epsuvntikig Amdédoong

» 63 SNU0CLEVOELG 0€ SLEDVT ETILOTNHOVIKA TIEPLOSIKA PLE KPLTES.

- MpwTtog ovyypagiag oe 26 SnPooIeVOEL.

- Agbtepog ovyypaéag og 19 Snuootevoel.

- Yuyypa@éag aAAnroypa@iag oc 11 dnpooiedoslg.

- Anpootievoels o€ aflOAOY EMOTNUOVIKA TIEPLOSIKA ToV TteSiov, OTIwG: Genome Research, FEBS
Journal, RNA Biology, Genomics, Apoptosis, Cancer Letters, British Journal of Cancer,
International Journal of Biochemistry & Cell Biology, Scientific Reports, BMC Genomics,
Epigenomics.

» XUvoAdo BLAoypa@ik®mv ava@opwv: 1514 (Google Scholar).

» Xvvtedeotig h-Index: 21 (Google Scholar).

> 3 evpeoiteyVvieg.
> 3 Ke@alawa o S1e0vn emonuovikd BLpAic.
» >300 SnUOoCLEVUEVES TIPWTOTUTIEG KATOYWPNOELS 0T SteBvn tpdmela yoviSiwv (GenBank® of NCBI).

» >50 dnpooievoelg (5 amod opldieg) oe TPaKTIKE SLEBV@V Kal eBVIKWVY cuveSplwv.
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Mp®WTOTUTEG SNUOCLEVGELS GE SLEOVT) EMOTHOVIKA TIEPLOSIKA ILE KPLTEG

1. Adamopoulos PG, Athanasopoulou K, Scorilas A. A versatile type VI CRISPR-based approach
for targeted m6A demethylation in mRNAs. Genome Res. 2025 (Accepted).

2. Athanasopoulou K, Adamopoulos PG, Tsiakanikas P, Daneva GN, Prassas I, Yousef GM,
Diamandis EP, Scorilas A. Deciphering the m6A Epitranscriptomic Landscape of mRNAs in
Breast Cancer Cells. Mol Cell Biol. 2025 Oct 6:1-20. doi: 10.1080/10985549.2025.2560956.

3. Athanasopoulou K, Adamopoulos PG, Tsiakanikas P, Scorilas A. Exploring the m>C
epitranscriptome of mRNAs in breast cancer cells through genome engineering and long-read
sequencing approaches. Funct Integr Genomics. 2025 Jun 25;25(1):136. doi: 10.1007/s10142-
025-01648-4.

4. Adamopoulos PG, Boti MA, Athanasopoulou K, Tsiakanikas P, Daneva GN, Scorilas A.
Decoding the Transcriptional Complexity of the Human BRCA2 DNA Repair Gene Using
Hybrid-seq. Biochem Genet. 2025 Jul 10. doi: 10.1007/s10528-025-11180-6.

5. Adamopoulos PG, Bartzoka N, Tsiakanikas P, Scorilas A. Characterization of novel ACE2
mRNA transcripts: The potential role of alternative splicing in SARS-CoV-2 infection. Gene.
2025; 5:936:149092. doi: 10.1016/j.gene.2024.149092.

6. Athanasopoulou K, Adamopoulos PG, Scorilas A. New insights into the dynamics of m6A
epitranscriptome: hybrid-seq identifies novel mRNAs of the m6A writers METTL3/14.
Epigenomics. 2024; 1-16. doi: 10.1080/17501911.2024.2390818.

7. Diamantopoulos MA, Adamopoulos PG, Tsiakanikas P, Nisotakis T, Skourou PC, Scorilas A.
Unraveling novel mRNA transcripts of the human DNA N-glycosylase (NTHL1) gene with the
implementation of an innovative targeted DNA-seq assay. Gene. 2024; 930:148856. doi:
10.1016/j.gene.2024.148856.

8. Adamopoulos PG, Diamantopoulos MA, Boti MA, Zafeiriadou A, Galani A, Kostakis M, Markou
A, Sideris DC, Avgeris M, Thomaidis NS, Scorilas A. Spike-Seq: An amplicon-based high-
throughput sequencing approach for the sensitive detection and characterization of SARS-
CoV-2 genetic variations in environmental samples. Sci Total Environ. 2024; 914:169747. doi:
10.1016/j.scitotenv.2023.169747.

9. Soureas K, Papadimitriou MA, Malandrakis P, Papanota AM, Adamopoulos PG, Ntanasis-
Stathopoulos I, Liacos CI, Gavriatopoulou M, Sideris DC, Kastritis E, Dimopoulos MA, Scorilas
A, Terpos E, Avgeris M. Small RNA-seq and clinical evaluation of tRNA-derived fragments in
multiple myeloma: Loss of mitochondrial i-tRFHisGTG results in patients' poor treatment
outcome. Br | Haematol. 2024; 204(5):1790-1800. doi: 10.1111/bjh.19332.

10. Adamopoulos PG, Athanasopoulou K, Boti MA, Dimitroulis G, Daneva GN, Tsiakanikas P,
Scorilas A. Hybrid-seq deciphers the complex transcriptional profile of the human BRCA1 DNA
repair associated gene. RNA Biol. 2023; 20(1):281-295. doi:
10.1080/15476286.2023.2220210.

11. Boti MA, Adamopoulos PG, Vassilacopoulou D, Scorilas A. Unraveling the Concealed

Transcriptomic Landscape of PTEN in Human Malignancies. Curr Genomics. 2023; 24(4):250-
262.doi: 10.2174/0113892029265367231013113304.

12. Papadimitriou MA, Soureas K, Papanota AM, Tsiakanikas P, Adamopoulos PG, Ntanasis-
Stathopoulos [, Malandrakis P, Gavriatopoulou M, Sideris DC, Kastritis E, Avgeris M,
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13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

Dimopoulos MA, Terpos E, Scorilas A. miRNA-seq identification and clinical validation of
CD138+and circulating miR-25 in treatment response of multiple myeloma. | Trans!/ Med.
2023;21(1):245. doi: 10.1186/s12967-023-04034-5.

Galani A, Markou A, Dimitrakopoulos L, Kontou A, Kostakis M, Kapes V, Diamantopoulos MA,
Adamopoulos PG, Avgeris M, Lianidou E, Scorilas A, Paraskevis D, Tsiodras S, Dimopoulos
MA, Thomaidis N. Delta SARS-CoV-2 variant is entirely substituted by the omicron variant
during the fifth COVID-19 wave in Attica region. Sci Total Environ. 2023; 856(Pt 1):159062.
doi: 10.1016/j.scitotenv.2022.159062.

Adamopoulos PG, Athanasopoulou K, Tsiakanikas P, Scorilas A. A comprehensive nanopore
sequencing methodology deciphers the complete transcriptional landscape of cyclin-
dependent kinase 4 (CDK4) in human malignancies. FEBS J. 2022; 289(3):712-729. doi:
10.1111/febs.16201.

Adamopoulos PG, Tsiakanikas P, Stolidi I, Scorilas A. A versatile 5' RACE- Seq methodology
for the accurate identification of the 5' termini of mRNAs. BMC Genomics. 2022; 23(1):163. doi:
10.1186/s12864-022-08386-y.

Athanasopoulou K, Adamopoulos PG, Scorilas A. Structural characterization and expression
analysis of novel MAPK1 transcript variants with the development of a multiplexed targeted
nanopore sequencing approach. Int | Biochem Cell Biol. 2022; 150:106272. doi:
10.1016/j.biocel.2022.106272.

Athanasopoulou K, Adamopoulos PG, Daneva GN, Scorilas A. Decoding the concealed
transcriptional signature of the apoptosis-related BCL2 antagonist/killer 1 (BAK1) gene in
human malignancies. Apoptosis. 2022; 27(11-12):869-882.doi: 10.1007/s10495-022-01753-w.

Tsiakanikas P, Adamopoulos PG, Tsirba D, Artemaki PI, Papadopoulos IN, Kontos CK, Scorilas
A. High Expression of a tRNAPre Derivative Associates with Poor Survival and Independently
Predicts Colorectal Cancer Recurrence. Biomedicines. 2022; 10(5):1120. doi:
10.3390/biomedicines10051120.

Papadimitriou MA, Papanota AM, Adamopoulos PG, Pilala KM, Liacos CI, Malandrakis P,
Mavrianou-Koutsoukou N, Patseas D, Eleutherakis-Papaiakovou E, Gavriatopoulou M, Kastritis
E, Avgeris M, Dimopoulos MA, Terpos E, Scorilas A. miRNA-seq and clinical evaluation in
multiple myeloma: miR-181a overexpression predicts short-term disease progression and poor
post-treatment outcome. Br | Cancer. 2022; 126(1):79-90. doi: 10.1038/s41416-021-01602-8.

Galani A, Aalizadeh R, Kostakis M, Markou A, Alygizakis N, Lytras T, Adamopoulos PG, Peccia
], Thompson DC, Kontou A, Karagiannidis A, Lianidou ES, Avgeris M, Paraskevis D, Tsiodras S,
Scorilas A, Vasiliou V, Dimopoulos MA, Thomaidis NS. SARS-CoV-2 wastewater surveillance
data can predict hospitalizations and ICU admissions. Sci Total Environ. 2022; 804:150151.
doi: 10.1016/j.scitotenv.2021.150151.

Adamopoulos PG, Tsiakanikas P, Boti MA, Scorilas A. Targeted Long-Read Sequencing
Decodes the Transcriptional Atlas of the Founding RAS Gene Family Members. Int | Mol Sci.
2021; 22(24):13298. doi: 10.3390/ijms222413298.

Adamopoulos PG, Tsiakanikas P, Adam EE, Scorilas A. Unraveling novel survivin mRNA

transcripts in cancer cells using an in-house developed targeted high-throughput sequencing
approach. Genomics. 2021; 113(1 Pt 2):573-581. doi: 10.1016/j.ygeno.2020.09.053.
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23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

Avgeris M, Adamopoulos PG, Galani A, Xagorari M, Gourgiotis D, Trougakos IP, Voulgaris N,
Dimopoulos MA, Thomaidis NS, Scorilas A. Novel Nested-Seq Approach for SARS-CoV-2 Real-
Time Epidemiology and In-Depth Mutational Profiling in Wastewater. Int | Mol Sci. 2021;
22(16):8498. doi: 10.3390/ijms22168498.

Boti MA, Adamopoulos PG, Tsiakanikas P, Scorilas A. Nanopore Sequencing Unveils Diverse
Transcript Variants of the Epithelial Cell-Specific Transcription Factor Elf-3 in Human
Malignancies. Genes (Basel). 2021; 12(6):839. doi: 10.3390/genes12060839.

Katsaraki K, Adamopoulos PG, Papageorgiou SG, Pappa V, Scorilas A, Kontos CK. A 3' tRNA-
derived fragment produced by tRNALeuAAG and tRNALeuTAG js associated with poor prognosis in

B-cell chronic lymphocytic leukemia, independently of classical prognostic factors. Eur |
Haematol. 2021; 106(6):821-830. doi: 10.1111/ejh.13613.

Papatsirou M, Adamopoulos PG, Artemaki PI, Georganti VP, Scorilas A, Vassilacopoulou D,
Kontos CK. Next-generation sequencing reveals alternative L-DOPA decarboxylase (DDC)
splice variants bearing novel exons, in human hepatocellular and lung cancer cells. Gene. 2021;
768:145262. doi: 10.1016/j.gene.2020.145262.

Artemaki PI, Papatsirou M, Boti MA, Adamopoulos PG, Christodoulou S, Vassilacopoulou D,
Scorilas A, Kontos CK. Revised Exon Structure of -DOPA Decarboxylase (DDC) Reveals Novel
Splice Variants Associated with Colorectal Cancer Progression. Int | Mol Sci. 2020;
21(22):8568.doi: 10.3390/ijms21228568.

Karousi P, Adamopoulos PG, Papageorgiou SG, Pappa V, Scorilas A, Kontos CK. A novel,
mitochondrial, internal tRNA-derived RNA fragment possesses clinical utility as a molecular
prognostic biomarker in chronic lymphocytic leukemia. Clin Biochem. 2020; 85:20-26. doi:
10.1016/j.clinbiochem.2020.07.005.

Zisi Z, Adamopoulos PG, Kontos CK, Scorilas A. Identification and expression analysis of novel
splice variants of the human carcinoembryonic antigen-related cell adhesion molecule 19
(CEACAM19) gene using a high-throughput sequencing approach. Genomics. 2020;
112(6):4268-4276.doi: 10.1016/j.ygeno.2020.06.043.

Adamopoulos PG, Kontos CK, Scorilas A, Sideris DC. Identification of novel alternative
transcripts of the human Ribonuclease k (RNASEK) gene using 3' RACE and high-throughput
sequencing approaches. Genomics. 2020; 112(1):943-951. doi: 10.1016/j.ygeno0.2019.06.010.

Adamopoulos PG, Koukouzeli FE, Kontos CK, Scorilas A. Identification of six novel alternative
transcripts of the human kallikrein-related peptidase 15 (KLK15), using 3'RACE and high-
throughput sequencing. Gene. 2020; 749:144708. doi: 10.1016/j.gene.2020.144708.

Kalioraki MA, Artemaki PI, Sklirou AD, Kontos CK, Adamopoulos PG, Papadopoulos IN,
Trougakos IP, Scorilas A. Heat shock protein beta 3 (HSPB3) is an unfavorable molecular
biomarker in colorectal adenocarcinoma. Mol Carcinog. 2020; 59(1):116-125. doi:
10.1002/mc.23133.

Adamopoulos PG, Tsiakanikas P, Kontos CK, Panagiotou A, Vassilacopoulou D, Scorilas A.
Identification of novel alternative splice variants of the human L-DOPA decarboxylase (DDC)
gene in human cancer cells, using high-throughput sequencing approaches. Gene. 2019;
719:144075. doi: 10.1016/j.gene.2019.144075.
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44,

45.

46.

Adamopoulos PG, Mavrogiannis AV, Kontos CK, Scorilas A. Novel alternative splice variants
of the human protein arginine methyltransferase 1 (PRMT1) gene, discovered using next-
generation sequencing. Gene. 2019; 699:135-144. doi: 10.1016/j.gene.2019.02.072.

Adamopoulos PG, Kontos CK, Scorilas A. Discovery of novel transcripts of the human tissue
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