Bloypadiko: IIavaywwtng IIanactapouing

[Matnoiov 76

ABrva
104 34

Exnaidsuon

2005-2010
[Maveruot)io

Alatpi6r)
EmBAéniov

2003-2005
IMaveruotn)io

Alatpi6r)
EmBAtniov

1999-2003
[Maveruotaio

MIMA®PATIKY)
Epyaocia
EmBAénov

papastamoulis@aueb.gr
papapast@yahoo.gr

Abnva
2 AerepBpiou 2024

Al8axTep TTATIOCTIKAG

Tupfpa Ztatiouknig Kat Aopadiotikng Emotnung
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IIavenmotnpuakég unétpodog

Owovopko [avermmotnpio ABnvev

Tupnpa Ztatoukng

Metad18arToplrOg EpeUvVnTHG

Division of Informatics, Imaging and Data Science

Faculty of Biology, Medicine and Health

University of Manchester, UK

Bayesian Inference and Statistical Bioinformatics II

Prof. Magnus Rattray

Develop Bayesian methods of inference in mixture and latent class models with
applications including large-scale RNA-Sequencing data, clinical data of patients
with asthma and growth-data time series.

Metad18aKrtopilrog epeuvnTHg

Faculty of Life Sciences

University of Manchester, UK

Bayesian Inference and Statistical Bioinformatics I

Prof. Magnus Rattray

Develop Bayesian methods of inference for estimating gene expression with RNA-
Sequencing data.

Mcetad18artopirog epeuvnTyg

Unité de Recherche en Genomique Végétale, Evry, lle-de-France

Institut National de la Recherche Agronomique (INRA), France

Unsupervised clustering of RNA-Sequencing data

Marie-Laure Martin Magniette (INRA)

Efficient Maximum Likelihood estimation of high-dimensional mixture models with
applications in clustering gene expression data.

Xpnpatodotnon EPEUVITIROV £PYRV

2024 - 2025
2023 - 2024
2021 - 2023

Xpnuatodotnon ota rmiaiola tou rpoypdpuatog «Eaipetikr) enidoon otn 8i8aokadia
oto Owkovopiko Iavermotpio ABnNvev» Katormy oXeTKng 61aKkplong.

Xpnpatoddtnorn ota rmiaiola tou npoypdppatog «Evioxuon Epeuvnuikng Apioteiag Ot-
KovopikoU IMavermotnpiou ABnvov» KATOmmv OXETIKNG ONP0CIEUONG EPEVUVITIKGOV ATIO-
TEAEOPATROV.

Erotmpovikog ureubuvog oto epeuvnTiKO €PYO HE TITAO «Avarttuén pebddav urodo-
YIOUIKAG LTATIOTIKAG Yld OURIEPACHATOAOYIA 0 POVIEAd AavOdvouonmv petaBAntov»
xpnpatodotoupevo ano ) «APAZH 1: Evioyuon Enikoupov Kabnyniov pe 9nteia oto
OTIA pikpOtTEP) TRV 6 ETDOV».
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Ynotpogicg - BpaBeia — Ararpioetlg

2023 BpaBeio egapetikng eniboong ot Sidackaldia oto Owkovopko Ilaveruotfjpio ABnvov
yla T0 UnoXpe®tiko pabnua «Fpappika Movieda»

2010 TwynOeig pe 1o «BpaBeio kaAutepng epyaciag véou Zratiotikou» yla v gpyaocia “On
the convergence of ECR algorithm for the solution of the label switching problem”,
IOV Iapouctactnke oto 230 Zuvedpio tou EAAnvikou Ztatiotikou Ivotitoutou (Bépola
- EAAGSa, 7-11 Anpidiou 2010).

2006-2009 Ymotpodia aro 1o ‘Ifpuua Kpatikav Yrotpogiav (IKY) yia orioubeg 518aKTtopikoy ertt-

niedou otov Topéa IMBavoti®v/LTaTIoTKAG.

2006 KatataxBeig ounv 1n 9éon Pabpodoyiag oug e€etdoetg tou Ipuuaroc Koatucov Yrotoo-
elov (IKY) yua ) xpnpatodotnon oroudwv Sidaktopikou smrédou otov Topéa ITiBa-
VO TOV/ ZTATIOTKLG.

2006 Apioteio ipoodou oto [Ipdypappa Metarmuyiakev Zoudav oty «Epappoopévn Lta-
Toukryp, [Mavermotpio Ielpaiwg.

AlSarTIKRO £pyo

Avutoduvapn 6186aoralia

IIporttuytard padnpata

2021 - .-+ Tpappwkd Moviéda, Tpnpa Ztatiotikg (UIToXpemtiko pdadnua 2o0u £toug), O1KOVOIIKO
[Tavermotpio ABnvov
2018 - - -+ Médobor MreiQavnc SZuunspaouatofoyiag, Tpnpa Zrtauoukng (nabnpa 4ou £roug),

Owovopko IMavermotnpio ABnvav

2019 - 2020 Mn Iapauctpkn Ztatoukn, Tphpa Ztatioukng (pabnpa 4ou €toug), Owovopko Ia-
vermotpio Aénvev

2019 - 2020 Avajlvon Kamyopwov Acbopsvov, Tpnpa Ltatiotikyg (pabnpa 4ou €toug), Okovopt-
KO IMavermotrpio AGnvov

2018 - 2019 Ewbwka Ocuara IIdavomov kat Statiotukng: Oswpia Atogpacsomv, Tpnpa Statliotikng
(pdBnpa 4ou £toug), Owovopiko [Naveruotpio ABnvov

Metantuyiakda padfipata

2020 - ---  Probability and Statistics _for Data Analysis, MSc in Data Science, School of Informa-
tion Sciences and Technology of the Athens University of Economics and Business.

2021 - - -- Statistical Genetics - Bioinformatics, MSc in Statistics, Department of Statistics,
Athens University of Economics and Business

2021 - - -- High Dimensional Statistics, MSc in Applied Statistics, Department of Statistics,

Athens University of Economics and Business
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Tuvdibaoxkaldia

2018-2019 Bayesian Statistics and Simulation, Metartuyiako otnv Emotun Aedopévav, Oko-
vopko Iaveruotpio Abnvev (padl pe Kabnynty k. Ieavvn Nt¢ougppa)

2018-2019 Statistics for Business Analytics 1I, Metarttuxiako Business Analytics, Owkovopiko
Haveruotpo ABnvev (nadl pe Kabnynt k. Anurjtpn Kapln)

2018-2019 AvadAvon Asbouévav ue xpnon meg R, Kévipo Ata Biou Mdbnong, Owovopikoé IMavert-
oo ABnvev (padi pe Kabnynt k. Ieavvn Nt¢ougppa)

2005-2010 Ymodoywtuen Zratiotkn kat Texvikeg mpooouoiwong, Metarttuyiakoé otnv Egappoopévn
Zratuotky) (padnpa 20u €roug), Iavermotpio Iepatd (padi pe Kabnynt) k. MixdAn
Mroutoika)

2005-2010 Zrauotwn I: Exuuntucn, Tpnpa Ztatiouknig kat Aopadioukng Emotrung (pddnpa 2ou
€toug), Iavermotrpio HMepaid (padi pe Kabnynt k. Mopyo HAoroulAo).

2005-2010 Zrauouxn II: 'Efleyyog Ymodeoswv, Tpnpa Lratioukhg kat AopaAiotknyg Emotfung
(pabnpa 3ou £toug), [Mavermotpio [Hepawa (padi pe Kabnyrrpia k. Mapia Katépn)

2005-2010 Zrauouka Ilaxéra, Tprpa Ztatoukng kat Aopadiotikng Emotpng, (pabnpa 4ou
€toug) ITavermotnpio Iepata (nadi pe Kabnyntt k. MixaAn Mroutoika)

EmupéAcera-Zuyypadn Ardaktikou YAtkoU

2019 Meéedobor MreiiQiavng Zuunepaouatofoyiag, onpelnostg pabnpatog, Tprpa Ztatiotkrg,
Owovopko IMavermotnpio ABnvav

2019 Ewbuca Osuata IIdavottov kat Xtatuotikng: Oswpia ATogpaceov, onpelwoels pabnpa-
106, Tpfpa Zrauotukng, Owovopko averuotpio ABnvev

AnNpooleUos1g O EMIOTNHOVIKA NMEPLOGIRA

[Al] Panagiotis Papastamoulis and George Iliopoulos. Reversible jump MCMC in mix-
tures of normal distributions with the same component means. Computational
Statistics & Data Analysis, 53(4):900-911, 2009

[A2] Panagiotis Papastamoulis and George Iliopoulos. An artificial allocations based
solution to the label switching problem in Bayesian analysis of mixtures of distribu-
tions. Journal of Computational and Graphical Statistics, 19(2):313-331, 2010

[A3] Panagiotis Papastamoulis and George Iliopoulos. On the convergence rate of ran-
dom permutation sampler and ECR algorithm in missing data models. Methodology
and Computing in Applied Probability, 15(2):293-304, 2013

[A4] Panagiotis Papastamoulis. Handling the label switching problem in latent class
models via the ECR algorithm. Communications in Statistics - Simulation and Com-
putation, 43(4):913-927, 2014

[A5] Panagiotis Papastamoulis, James Hensman, Peter Glaus, and Magnus Rattray.
Improved variational Bayes inference for transcript expression estimation. Statistical
Applications in Genetics and Molecular Biology, 13(2):213-216, 2014

[A6] James Hensman*, Panagiotis Papastamoulis*, Peter Glaus, Antti Honkela, and
Magnus Rattray. Fast and accurate approximate inference of transcript expression
from rna-seq data. Bioinformatics, 31(24):3881, 2015. * Joint first authors

[A7] Panagiotis Papastamoulis, Marrie-Laure Martin-Magniette, and Cathy Maugis-
Rabusseau. On the estimation of mixtures of Poisson regression models with large
number of components. Computational Statistics & Data Analysis, 93 (3rd special
issue on Advances in Mixture Models):39-106, 2016
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(A8]

[A9]

[A10]

[A11]

[A12]

[A13]

[A14]

[A15]

[A16]

[A17]

[A18]

[A19]
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Panagiotis Papastamoulis. label.switching: An R package for dealing with the label
switching problem in MCMC outputs. Journal of Statistical Software, 69(1):1-24,
2016

Panagiotis Papastamoulis and Magnus Rattray. A Bayesian model selection ap-
proach for identifying differentially expressed transcripts from RNA sequencing data.
Journal of the Royal Statistical Society, Series C (Applied Statistics), 67(1):3-23, 2018
Panagiotis Papastamoulis and Magnus Rattray. BayesBinMix: an R package for
model based clustering of multivariate binary data. The R Journal, 9(1):403-420,
2017

Panagiotis Papastamoulis and Magnus Rattray. Bayesian estimation of differen-
tial transcript usage from RNA-seq data. Statistical Applications in Genetics and
Molecular Biology, 16(5-6), 2017

Rebecca Howard, Danielle Belgrave, Panagiotis Papastamoulis, Angela Simpson,
Adnan Custovic, and Magnus Rattray. Evolution of IgE responses to multiple aller-
gen components throughout childhood. Journal of Allergy and Clinical Immunology,
142(4):1322-1330, 2018

Panagiotis Papastamoulis. Overfitting Bayesian mixtures of factor analyzers with
an unknown number of components. Computational Statistics and Data Analysis,
124(DOI:10.1016/j.csda.2018.03.007):220-234, 2018

Panagiotis Papastamoulis, Takanori Furukawa, Norman van Rhijn, Michael Brom-
ley, Elaine Bignell, and Magnus Rattray. Bayesian detection of piecewise linear
trends in replicated time-series with application to growth data modelling. The In-
ternational Journal of Biostatistics, 16(1):20180052, 2020

Panagiotis Papastamoulis. Clustering Multivariate Data using Factor Analytic
Bayesian Mixtures with an Unknown Number of Components. Statistics and Com-
puting, 30:485-506, 2020

Panagiotis Papastamoulis and loannis Ntzoufras. On the identifiability of bayesian
factor analytic models. Statistics and Computing, 32(2):23, 2022

Sayema Rahman, Norman van Rhijn, Panagiotis Papastamoulis, Darren D. Thom-
son, Zorana Carter, Rachael Fortune-Grant, Magnus Rattray, Michael John Brom-
ley, and Elaine Bignell. Distinct cohorts of aspergillus fumigatus transcription fac-
tors are required for epithelial damage occurring via contact- or soluble effector-
mediated mechanisms. Frontiers in Cellular and Infection Microbiology, 12, 2022
Panagiotis Papastamoulis. Model based clustering of multinomial count data.
Advances in Data Analysis and Classification. DOI: 10.1007/s11634-023-00547-5,
2023

Panagiotis Papastamoulis and Fotios Milienos. Bayesian inference and cure rate
modeling for event history data. TEST. DOI: 10.1007/s11749-024-00942-w, 2024

Enpeioon: ‘OAa 1a apandve meplodika aviikouv ot Bdaoesig tou Web of Science kat Scopus. Ta 17 aro
19 apBpa (ouykexkpipéva Al, A2, A3, A4, A5, A6, A8, A9, A10, All, Al13, Al4, Al5, Al6, A18, A19) sivat
dnuooieupéva ot iep1oS1KA IOV AVHKOUV otV Katnyopia Statistics & Probability, eve 2 aro ta 19 (A12 kat
A17) avhkouv otig katnyopieg Immunology kat Microbiology.

YeAida 5 amo 9



[Navaywtng [TaraotapouAng - Bloypadikd

Epyaoieg unoBeBAnpéveg npog dnpooieuon

[A20] Anna Nalpantidi, Dimitris Karlis, and Panagiotis Papastamoulis. Multinomial mix-
ture for spatial data. arXiv:2402.09888 [stat.ME], 2024

[A21] Panagiotis Papastamoulis and Fotios Milienos. bayesCureRateModel: Bayesian
cure rate modeling for time to event data in R. arXiv:2409.10221, 2024

[A22] M Tsagris, Papastamoulis, P, and S Kato. Directional data analysis using the
spherical cauchy and the poisson kernel-based distribution. arXiv:2409.03292,
2024

[A23] Panagiotis Papastamoulis and Konstantinos Perrakis. Bayesian cluster weighted
Gaussian models. arXiv:2411.18957 [stat. ME], 2024

Movoypagieg

[M1] Apostolos Batsidis, Panagiotis Papastamoulis, Konstantinos Petropoulos, and
Athanasios Rakitzis. Non parametric Statistics. Kallipos, Open Academic Editions,
DOI: dx.doi.org/10.57713/kallipos-102, 2022

IIpookeRANpEVOG OpAnTIg

2011 Solution to the label switching problem in Bayesian analysis of mixture models. Math-
ématiques et Informatique Appliquées - AgroparisTech seminar, Paris, France

2012 Clustering high-throughput sequencing data using Poisson mixture models. Statistics
for Systems Biology (SSB) seminar, Jouy en Josas, France

2013 Approximating the posterior distribution of mixture weights with application to tran-
script expression estimation. Representing Greece in the 18th European Young Statis-
ticians Meeting, Bernoulli Society for Mathematical Statistics and Probability. Osi-
jek, Croatia.

2014 Bayesian inference for high throughput sequencing data. NextGenBug Bioinformatics
User Group meeting, University of Aberdeen, Scotland

2016 Bayesian methods for inference in high-throughput biomedical data. Department of
Humanities, University of Manchester, UK.

2021 Onthe identifiability of factor analytic models. Department of Mathematical Sciences,
University of Durham, UK.

2024 Applications of recent advances on model based clustering. Keanote speaker: V.
International Applied Statistics conference, Marmara University, Turkey.
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EmAeypéveg AVarOlV@OELG 0 ZUVESpLa

(£1) RJIJMCMC in mixtures of normal distributions with same component means. 20th
Conference of the Greek Statistical Institute. Nicosia - Cyprus, 11-15 April 2007
(22) The label switching phenomenon in mixtures of distributions and multivariate re-
gressions. 21st Conference of the Greek Statistical Institute. Samos - Greece, 30
April-4 May 2008
(£3) A new solution to the label switching problem of MCMC outputs. Greek Stochastics
o/. Lefkada - Greece, 28-31 August 2009
(24) On the convergence of ECR algorithm for the solution of the label switching problem.
23rd Conference of the Greek Statistical Institute. Veroia - Greece, 7-11 April 2010
(£5) Model-based clustering for high-throughput sequencing data to determine similar
expression profiles across genes. 4th StatSeq workshop, University of Verona - Italy,
18-19 April 2012
(£6) Approximate Inference for Transcript Quantification in RNA-Seq. 23rd workshop:
Mathematical and Statistical Aspects of Molecular Biology, Imperial College, London
- UK, 11-12 April 2013
(£7) Approximating the posterior distribution of mixture weights with application to tran-
script expression estimation. 18th European Young Statisticians Meeting. Osijek -
Croatia, 26-30 August 2013
(£8) Identifying differentially expressed transcripts via a Reversible Jump MCMC sam-
pler. 13th European Conference on Computational Biology, Strasbourg - France,
7-10 September 2014
(29) Bayesian methods for inferring Differential Transcript Usage from RNA-seq data.
26th workshop: Mathematical and Statistical Aspects of Molecular Biology, Cam-
bridge - UK, 3-4 October 2016
(210) Bayesian clustering identifies allergic response patterns that are predictive of clinical
outcomes. NIPS 2016 Workshop on Machine Learning for Health NIPS 2016 Workshop
on Machine Learning for Health, Barcelona - Spain, 9-10 December 2016
(211) Dimension reduction and parallel tempering schemes in Bayesian analysis of mix-
ture models. Greek Stochastics (/. Milos - Greece, 14-17 July 2017
(212) A Bayesian model selection approach for identifying differential expressed tran-
scripts from RNA sequencing data. Royal Statistical Society Annual Conference,
Glasgow - UK, 4-7 September 2017
(213) Parallel tempering and dimension reduction schemes for Bayesian estimation of
multivariate mixture models with unknown number of components. Greek Stochas-
tics x’. Athens - Greece, 19-22 December 2018
(214) Bayesian detection of piecewise linear trends in replicated time-series with applica-
tion to growth data modelling. Statistics 5. Aigina - Greece, 6-9 September 2019
(215) Clustering replicated multinomial data. Workshop in model-based clustering. Athens
- Greece, 25-30 October 2021
(216) Model based clustering of multinomial count data. CMStatistics. London - UK,
17-19 December 2022
(217) Bayesian finite mixtures of regressions with random covariates. (presenter K. Per-
rakis) CMStatistics. Berlin - Germany, 16-18 December 2023
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IF'A®O0CEg MPOYPAPRHNATIONOU KAl AOYIOHLKO avolXToU K®dtka

Iwooeg C++, Fortran, Mathematica, R
R packages https://CRAN.R-project.org/package=bayesCureRateModel
https://CRAN.R-project.org/package=VAR. spec
https://CRAN.R-project.org/package=multinomiallLogitMix
https://CRAN.R-project.org/package=factor.switching
https://CRAN.R-project.org/package=fabMix
https://CRAN.R-project.org/package=BayesBinMix
https://CRAN.R-project.org/package=beast
https://CRAN.R-project.org/package=label.switching
https://CRAN.R-project.org/package=poisson.glm.mix
C++ software https://github.com/BitSeq

https://github.com/mgbssppe/cjBitSeq
https://github.com/mgbssppe/gen_dir_vb

Reproducibility Kwdikag oe R-weave ylia v avanapayoyr tov anotedeopdiov tou apbpou [2]:
http://www.tandfonline.com/doi/suppl/10.1198/3jcgs.2010.09008
Kodwkag oe R/C++ yla v avanapayeyl) TV arnotedeopdiov tou dpbpou [6]:
https://github.com/BitSeq/BitSeqVB_benchmarking
Kodikag ose R/C++ ylua v avanapaywyr IOV arotedeopdiov tou apbpou [8]:
https://www.jstatsoft.org/article/view/v069c01
Kodikag ose R/C++ ylua v avanapaywyr IOV arotedeopdiov tou apbpou [9]:
https://github.com/ManchesterBioinference/cjBitSeq benchmarking
Kodikag R yia v avanapaywyr tev anotedeopdtov tou  apbpou [10]:
https://www.researchgate.net/publication/
317900570_BayesBinMix_reproducible_script

Kpttng oc 61e0vn neprodira

Zranoukrg Advances in Data Analysis and Classification
Annals of Applied Statistics
Communications in Statistics
Computational Statistics and Data Analysis
Journal of the American Statistical Association
Journal of Classification
Journal of Computational and Graphical Statistics
Journal of Educational and Behavioral Statistics
Journal of the Royal Statistical Society
Statistical Applications in Genetics and Molecular Biology
Statistics and Its Interface
The American Statistician
Test

‘AAMAa BMC Bioinformatics

BMC Genomics
BMC Systems Biology
Educational and Psychological Measurement
Genome Biology
IEEE/ACM Transactions on Computational Biology and Bioinformatics
NAR Genomics
PLoS ONE
Software X
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A101RNTIKO £pyo oto Owkovopiko Ilavenotpio AGnvov

2021 - .-+ MéAog NG EMIPOITHG MPOYPAPHATOS MPOITTUXIAK®V oroudmv Tunpatog Ltatiotkig
Owovouikou IMavermotnpiou ABnvov
2021 - .-+ MéAog g errporig odnyou orroudwv Tpnpatog Zratioukng Owovopkou Iavermotn-

piou ABnveov

2021 - .-+ Axadnpuaikog uneubuvog nipoypappatog Erasmus Tunpatog Ztatiotikng Otkovopikou
[Mavermotnpiou ABnvaev

2022 - -+ MéAog tng onddag eowtepikrg aglodoynong (OM.E.A.) Tunpuatog Ztatioukig Okovo-
pnwkou INavermotnpiou ABnveov

2021 - -+ M¢édog g £mtpornng Impoypdppatog ornoudov tou [Ipoypappatog Metamtuyiakmv
Znioudwv otnv Epappoopévn LZratotiky tou Tunpatog Zratotikig Owovopikou Ila-
vermotnpiou ABnvaov

2022 - .-+ Mé£Aog NG EMTPOIG IIPOYPAATOg ortoudmv tou Alatpnpatikou [Ipoypdppatog Me-
Tanuyakev rnoudov oy Emotfun Asdopévav tou Okovopikou Ilaveruotnuiou A-
Invav

Alopyaveorn ouvedpiov & AONAOV EPEUVNTIROV Spactnplottav

2020 - - -+ Aopyavetng NG OEPAg E£PEUVITIKAOV CEPVAPIOV TOU TUNpatog Ztatiotkng, OITA
https://www.dept.aueb.gr/el/stat/content/ereynitikaseminaria
2021 M¢éAog g TOTUKEG §10pyaVETIKG ertttportr)g tou “22nd European Young Statisticians
Meeting” (EYSM), rou teAet und v ayida g Bernoulli Society: 6-10 ZemtepBpiou
2021, ITavtewo IMaveruotuio. .
2021 MéAog NG TOINKLG 810pyavVeTIKNG ermitport)g tou “27th Autumn Working Group on
Model-Based Clustering”, Owkovopiko Ilavermotijpio ABnvev, 25-30 Oktebpiou, 2021
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