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Goal:	Advancing	public	health	and	epidemiology	by:		
-  innova7ve	methodology	to	address	epidemiological	hypotheses	-	Modelling	Infec-ous	Diseases		
-  basic	and	general	research	–	Transla-onal		
-  biomedical	knowledge	and	mathema7cal	tools	-	Transdisciplinary		
	
Applying	innova7ve	methodology	to	beCer	understand	and	predict	the	dynamics	of	
important	pathogens	such	as	cytomegalovirus,	hepa77s	A,	pertussis,	measles-mumps-
rubella,	...		
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sponsored	by	a	giT	from	Pfizer	
	
	

MID,	CenStat,	I-BioStat	 CHERMID,	VAXINFECTIO,	ASCID	
(WHO	collabora7ng	center)	SIMID	

federal	government	
EU	FP6	Polymod	

…	
TransMID	

	

•  mathema7cal	sta7s7cs	
•  biosta7s7cs,	bioinforma7cs	
•  epidemiology	and		
						public	health	methodology	

•  sta7s7cians	
•  mathema7cians	
	

computer	science	

•  health	economics	
•  (bio)medical	and	

health	sciences	
•  biology	
•  physics	
•  …	

support:	2	research	managers	-	leading	researchers	
current	team:	11	PhD	students,	5	postdocs	
TransMID	team:	2	PhD	students,	2	postdocs	

computa7onal											sta7s7cs	



	
	
	
	
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	
	
	

Interna7onal	network	
(regular	collabora7on)	

•  ECDC	(Stockholm)	
•  LSHTM	(London,	UK)	
•  UNSW	(Sydney,	AUS)	
•  RIVM	(Bilthoven,	NL)	
•  Univ.	Halle-WiCenberg		
									(Halle,	DE)	
•  Univ.	Nobngham		
									(Nobngham,	UK)	
•  Vanderbilt	University					

(Nashville,	US)	
•  Univ.	Lille2		
								(Lille,	France)	
•  INSERM	
								(Paris,	France)	
•  Georgia	State	Univ.		
								(Atlanta,	US)	
•  …	

	

In	advisory	&	collabora7ve	capacity		
•  CIRN	Canada,		
•  CRE	Australia,		
•  Welcome	Trust	
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Na7onal	
•  WIV-ISP,		
•  ITM,	
•  KU	Leuven	(Rega	Ins7tute)	



	
	
	
	
	
	
	
	
	
	
	

MIXING:	background	
•  Collec7ng	social	contact	data	

	Mossong,	Hens	et	al.	2008	
	>800	cita7ons	

•  Understanding	transmission	
process	

•  Inves7ga7ng	mi7ga7on	
strategies:	school	closure,	…	
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MIXING:	ACTION,	BEHAVE,	CONNECT	–	SERO:	MULT,	SERIAL,	COMBI,	DESIGN	



	
	
	
	
	
	
	
	
	
	
	

MIXING:	background	
•  Collec7ng	social	contact	data	

	Mossong,	Hens	et	al.	2008	
	>700	cita7ons	

•  Understanding	transmission	
process	

•  Inves7ga7ng	mi7ga7on	
strategies:	school	closure,	…	

	
•  MIXING-ACTION		
•  MIXING-BEHAVE		
•  MIXING-CONNECT	
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MIXING	-	ACTION	
		
frequency	vs	density	dependent	
mass	ac7on	(fund.	hypothesis)	
							
unique	set	of	mul7-na7onal		and	
serial	social	contact	data:	
-  BE	2006,	FL	2010		
-  FI	
-  FR	
-  IT	
-  NL	
-  UK	
-  …	
	
endemic	equilibrium		
												demographic	equilibrium	
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MIXING	-	BEHAVE	
		

micro-	or/and	macro-level	changes	
						(fund.	hypothesis)	
	
		

MIXING:	ACTION,	BEHAVE,	CONNECT	–	SERO:	MULT,	SERIAL,	COMBI,	DESIGN	

De	Luca	et	al.	In	prep.	



Introduction
Household Contact Survey

Exponential-family Random Graph Models
Modeling Within-HH Contact Networks

Survey Design
Within-Household Contacts

Within-HH contact networks

All Households

2
3
4
5
6
7
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MIXING	-	CONNECT	
		
–  within	household	contact	networks	

	(fund.	hypothesis)	
–  innova7ve	two-level	and	three-

level	mixing	models		

MIXING:	ACTION,	BEHAVE,	CONNECT	–	SERO:	MULT,	SERIAL,	COMBI,	DESIGN	

Goeyvaerts	et	al.	In	prep.	
Santermans	et	al.	In	prep.	



	
	
	
	
	
	
	
	
	
	
	

SERO:	background	

•  Hens	et	al.	(2012) 	 	 	 	 		
	>1000	downloads	in	2014	

•  6	SIMID	interna7onal	workshops	
•  6	SIMID	interna7onal	courses		

	 	à	Summer	school	
•  numerous	invited	talks	
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•  SERO-MULT	
•  SERO-SERIAL		
•  SERO-COMBI	
•  SERO-DESIGN	
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	Unique	data	collec7on	
14	datasets	from	5	
European	countries	
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SERO	-	MULT	
	
		
–  overdispersion	and	associa7on/

heterogeneity	using	mixture	models	
–  mathema7cal	model	for	mul7ple	

infec7ons		
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Hens	et	al.	(SIM,	2008)	



	
	
	
	
	
	
	
	
	
	
	

SERO	-	SERIAL	
	

–  7me	heterogeneous	mass	
ac7on	principle	via	SIR(S)-PDE	

–  the	social	contact	hypothesis	
	(fund.	hypothesis)	
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In recent years, my research team has contributed to the development of new methods to estimate key 
epidemiological parameters from serological and social contact data, substantially expanding the range of 
public health questions that can be addressed using such data [35]. Further developments remain 
quintessential to consolidate past efforts, to optimize and innovate methodology as well as create a usable 
toolbox for the effective design and analysis of studies needed to inform public health. 
 
2. Current state-of-the-art, objectives and innovation 
Ever since my involvement in the first large-scale population-based contact survey POLYMOD (EU 6th 
framework) [26], my work has mainly focused on complementing serological with social contact data to 
estimate infectious disease parameters (more accurately). The basis of the methodology is the so-called mass 
action principle, which, in case the mean duration of infectiousness D is short compared to the timescale on 
which transmission and mortality vary, can be written as%
! !, ! = ! !, !!, ! ! !!, ! !!!,

!�

!
 

where ! !, !  is the force of infection, the per capita rate at which a susceptible individual of age ! acquires 
infection at time !, ! !!, !  is the number of infectious individuals of age !′ at time ! and !(!, !!, !) denotes 
the transmission rate, i.e. the yearly per capita rate at which an individual of age !′ makes a potentially 
infectious contact with a person of age ! at time !. The flow of individuals between the mutually exclusive 
stages of an infectious disease can be described using compartmental dynamic transmission models. The 
simplest such model, the SIR model, describes the flow between the susceptible (S), the infected and 
infectious (I) and recovered class (R). For close contact infections the following set of partial differential 
equations (PDE) in continuous age and time can be used to describe the SIR dynamics mathematically. 
 
!" !, !
!" + !" !, !!" = −! !, ! ! !, ! − ! !, ! ! !, ! ,!

!" !, !
!" + !" !, !!" = +! !, ! ! !, ! − ! !, ! ! !, ! − ! !, ! ! !, ! ,!

!" !, !
!" + !" !, !

!" = +! !, ! ! !, ! − ! !, ! ! !, ! , 
 
with ! 0, ! = !(!), the time-dependent number of newborns, and the age- and time-specific population size 
given by ! !, ! = ! !, ! + ! !, ! + !(!, !) and with ! !, !  given by the mass action principle as defined 
above, ! !, !  the rate between the infectious and the recovered class and ! !, !  the all-cause mortality rate. 
My team has used and adapted this SIR-PDE such that it includes a latent phase, a phase of passive 
(maternal) immunity, allows for reinfections, and includes vaccination, waning of vaccine-induced immunity 
etc. based on available biomedical knowledge. Inversely my team has also tested different structures – in 
endemic equilibrium - for parvovirus B19 and VZV resulting in new insights in the dynamics of these 
infections [12]. Under time equilibrium, the SIR-PDE simplifies to a set of ordinary differential equations 
(SIR-ODE), which can be solved analytically yielding the age-specific proportion susceptible people: 
! ! = !(!)/!(!) = exp!{− ! ! !"!

! },  which approx. equals 1 minus the age-specific prevalence 
! ! where the omission of !! follows from the time-equilibrium assumption. My team has used 
seroprevalence data to estimate !(!) and consequently ! !  and ! ! , the time-homogeneous force of 
infection, while comparing different statistical methods and accommodating for diagnostic uncertainty 
either by using estimates for sensitivity and specificity of the test used or alternatively by using mixture 
models as described previously [6,18]. 
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SERO	-	COMBI	
	VZV-CMV-HAV-MMR-HPV	
–  innova7vely	combining	SERO-

MULT	and	SERO-SERIAL	
–  vaccina7on	&	vaccine	uptake		

	high	risk	–	high	gain	
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SERO	-	DESIGN	

13	

–  framework	for	the	design	of	
serosurveys	

–  sampling	7mes,	sample	sizes	…	

MIXING:	ACTION,	BEHAVE,	CONNECT	–	SERO:	MULT,	SERIAL,	COMBI,	DESIGN	
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The above state-of-the-art leads me to formulate the following major objectives, each of which is novel: 

Objectives COMBI 
1. To combine the methodologies developed in Sections 2.2.1 and 2.2.2 for estimating age- and time-

heterogeneous heterogeneity (in acquisition of infections). 
2. To extend the SIR-PDE allowing for vaccination while modelling the dynamics explicitly. 
3. To study and to predict, explicitly taking into account uncertainty, the impact of increased/decreased 

vaccine uptake.  
 
Innovation: 
The joint analysis of multiple infectious diseases and the impact of heterogeneity on disease spread 
combined with the time-heterogeneous mass action principle. 
 
Public health & epidemiology: 
The development of a tool to study the dynamics of vaccine-preventable diseases relevant for the control 
of these diseases. 
 
2.2.4 Designing serological studies (DESIGN) 
Deciding whether or not to collect serological data is often done with a specific research question in mind 
as for example for determining the susceptibility to a certain pathogen in the population after risks of future 
outbreaks have been identified or just to see if there is considerable risk of future outbreaks. Motivated by 
the mumps outbreak in Belgium in 2012, I have lead the development of a novel method to quantify the 
future outbreak potential for measles, mumps and rubella in Belgium [1,19, unpublished manuscript]. 
This simple method relies on the use of recently collected cross-sectional serological data and social contact 
data and it can be used to inform implementing additional catch-up vaccination campaigns. We have recently 
further validated our approach for the measles outbreak(s) in France as illustrated in Figure 1.  

 
 
Figure 1: Observed (blue line) and predicted (red line) 
age-specific relative incidence of measles in Southeast 
France. The observed relative incidence is obtained 
from case notification data Sep 2010 – Aug 2011 
whereas the expected relative incidence is obtained 
from combining serological (measles, ELISA) and 
social contact data from France. Béraud et al. 
(manuscript in preparation). 
 

The techniques, which will be developed within the context of this proposal (Sections 2.2.1-2.2.3) allow for 
long-term predictions and rely on time-trends inferred by the use of serial serological data. The question then 
arises at which moments in time should cross-sectional serological data be collected and how much benefit 
can be gained from sero-surveillance using multiple serological surveys. Whereas in many serological 
surveys for childhood infections, 0-18 year olds are oversampled, there is a clear need to revisit these 
sampling procedures in the context of the specific research question one wants to address. In case the rate 
of antibody decay is of interest [12], sufficiently sampling adults is essential as illustrated in Figure 2. 
 

Figure 2. Preliminary results of sample size 
calculations of the antibody decay rate informed by 
the results of previous analyses of parvovirus B19 
in Belgium illustrated for three different age 
distributions: proportional to the Belgian 
population structure (“population”), a uniform 
structure and proportional to age-specific sample 
size of the 2002 parvovirus B19 survey in Belgium 
[12] in which children were oversampled 



	
	
	
	
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	
	
	

Public	Health	
Impact	&	Necessity	

	control	strategies	including	vaccina7on	schedules	->	
	policy		
–  (in)validate	fundamental	epidemiological	hypotheses	
–  taking	into	account	behaviour	and	its	impact	

	EU	topical:		
–  methods	applicable	to:	varicella,	RSV,	measles	…		
–  8th	EUPHA	conf	14-17	Oct.	2015:	Immuniza-on	as	key	

public	health	interven-on:	challenges	and	opportuni-es	

	tools:		
–  open	science	abtude	
–  well-documented	math/stat	toolbox	
–  workshops/courses	–	educate!	

Ul*mate	goal:	
–  rou*ne	serological	data	collec*ons	in	all	EU	countries	

14	
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More	recent	developments	

Following	success	of	
•  The	HIV-SIMPACT	project		

lead:	Niel	Hens,	Wim	Delva	
www.simpact.org		

•  STI	scien7fic	research	community	
(FWO)		

15	

New	collabora7ons:		
–  Gerardo	Chowell:		

	inference	based	on	ODEs	
–  Alessia	Melagaro	(ERC):		

	contact	paCerns		
–  ViCoria	Collizza	(ERC):		

	meta-popula7on	models	
–  Jacco	Wallinga:	 		

	heterogeneity	in	acquisi7on		
–  Jodie	McVernon:		

	pertussis	dynamic	model	
	

Book	on	frailty	models	applied	to	
infec7ous	disease	data	

–  Steven	Abrams	
–  Andreas	Wienke	

James	Wood		
-  SERO	combi	
-  Guest	Prof.	@Hasselt	University	



Outlook	&	Thank	You	

•  2015:	a	great	year	…	
– ERC	Consolidator	Grant	
– FWO	postdoc	Wim	Delva		
– Marie-Curie	Benny	Borremans	
–  ...		

•  Thanks	to	all	colleagues	!	
•  Special	thanks	to	Sarah	Vercruysse	!	

16	



TransMID	
	Transla7onal	and	Transdisciplinary	research		

in	Modelling	Infec7ous	Diseases	

Thank	You	
	
	
	

www.simid.be			
www.simpact.org	 Interuniversity Institute for Biostatistics 

and statistical Bioinformatics

17	



Backup	slides	

•  Time	schedule	WPs	
•  Budget	
•  Surveys	
•  CV	&	Local	Team	
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Time	Schedule	
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Table 1: time schedule of the proposed research in work packages per quarter and for the different 
objectives. 
 
Surveys: Within the proposed work packages, different contact surveys and different serological samples 
will be collected and/or used. For feasibility and budgetary reasons, all new surveys that are part of this 
proposal will be carried out in Belgium for which I have ample of expertise in collecting these data within 
my long-standing collaboration with and 50% affiliation at the partner organization of this project, 
VAXINFECTIO, headed by Prof. Pierre Vandamme, University of Antwerp. In addition, the selected 
pathogens are of great interest to public health in Belgium and in the European context (as well as in 
different parts of the world: measles in the US, pertussis in Australia). Through my network, I have access to 
many other serological and social contact surveys in different European countries, most of them suited to 
apply the proposed methodology to. For others the dissemination of the results within this proposal will 
enable well-informed future data collections. Table 2 presents a summary of the surveys that will be carried 
out as part of this proposal as well as those surveys I have been kindly granted access to. This list is 
incomplete in the sense that I have been collaborating with many people on other serological and social 
contact surveys (cfr publication list) to which I have access (POLYMOD social contact survey, ESEN and 
ESEN 2 serological studies etc). I consider the surveys in this overview as essential to this proposal. The 
databases provided by my colleagues from different agencies can be used at no additional costs and are 
subject to collaboration. 
 
 

Q1 Q2 Q3 Q4 Q1 Q2 Q3 Q4 Q1 Q2 Q3 Q4 Q1 Q2 Q3 Q4 Q1 Q2 Q3 Q4
O1
O2
O3
O1
O2
O3
O1
O2
O3
O1
O2
O1
O2
O3
O1
O2
O3
O1
O2

PROJECT-MANAGEMENT

2020

MIXING-ACTION

Time Schedule WPs

SERO-DESIGN

2016 2017 2018 2019

MIXING-BEHAVE

MIXING-CONNECT

SERO-MULT

SERO-SERIAL

SERO-COMBI



Budget	
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c. Resources (incl. project costs) 
Overview table followed by motivation.

 
Table 3: project costs per year (in euros). *I can devote 70% of my time to this project (given my fulltime 
employment over both host and partner organization no additional amount is requested for this). Upon 
approval my teaching duties will be transferred to postdocs within both institutes as awarded by the 
universities upon a successful ERC application. **The project management is in hands of the project 
managers at Hasselt University and the University of Antwerp (Sarah Vercruysse, PhD and Anke 
Janssens, PhD): 15% of their time can be devoted (no resources requested). 
 
Budget motivation  
Personnel Hasselt University (host):  
- 1 FTE postdoc for the development of statistical and mathematical methodology: Steven Abrams: 

current PhD student in statistics finishing his PhD 18 Sep 2015    
- 2 fulltime PhD students (to be recruited - 4 years each, start in 2016 and 2017, resp.) funded at Hasselt 

University with joint PhD between both universities. 
Personnel University of Antwerp (partner organization):  
- 80% FTE postdoc for the coordination of data collection and testing: Benson Ogunjimi: current PhD 

student in medical sciences finishing his PhD 29 May 2015 with degrees in medicine and physics  
Equipment: 4 laptops 
Consumables:  
- ethical approval cost (1500€ at the start of the project, see page 16 for elaboration on ethical issues).  
- 2000€ per person per year for both host-institutions to attend conferences: Epidemics, ECCMID, 

International Biometrics Conference, etc), to attend international course programs (SISMID, University 
of Washington, Seattle, US). 

 

Cost%category 2016 2017 2018 2019 2020 Total

Personnel:
PI*
Post%docs%(1%FTE)** 75567,6 78622,3 81340,3 84570,2 87457,7 407558,0
PhD%Students%(2%FTE) 51678,4 108576,3 120149,7 128788,7 65536,8 474729,9
Total%Personnel: 127246,0 187198,6 201490,0 213358,9 152994,5 882287,9

Other,Direct,Costs
Equipment 3000 1500 0 0 0 4500
Consumables 7500 6000 6000 6000 6000 31500
Travel 6500 6500 7000 7000 8500 35500
Publications,%etc 1000 2000 2000 2000 2000 9000
Total%Other%Direct%Costs 18000 16000 15000 15000 16500 80500

Total%Direct%Costs 145246,0 203198,6 216490,0 228358,9 169494,5 962787,9
Indirect%Costs%(Overhead) 25%%of%Direct%Costs 36311,5 50799,6 54122,5 57089,7 42373,6 240697,0

181557,5 253998,2 270612,5 285448,6 211868,1 1203484,9

Personnel:
Post%docs%(0,8%FTE)** 60454,1 62897,8 65072,2 67656,2 69966,1 326046,4
Total%Personnel:% 60454,1 62897,8 65072,2 67656,2 69966,1 326046,4

Other,Direct,Costs
Equipment 1500 0 0 0 0 1500
Consumables 2000 2000 2000 2000 2000 10000
Travel 2000 2000 2250 2250 2500 11000
Total%Other%Direct%Costs 5500 4000 4250 4250 4500 22500

Total%Direct%Costs 65954,1 66897,8 69322,2 71906,2 74466,1 348546,4
Indirect%Costs%(Overhead) 25%%of%Direct%Costs 16488,5 16724,5 17330,6 17976,5 18616,5 87136,6

(no%overheads) 198565,0 15441,0 0 86800,0 0 300806,0

281007,6 99063,3 86652,8 176682,7 93082,7 736489,0

Requested%Grant (by%year%and%total) 462565,1 353061,4 357265,3 462131,3 304950,8 1939973,9

Direct%Costs%Host%
Institution:%Hasselt%
University

Direct%Costs%Host%
Institution:%University%of%
Antwerp

Subcontracting%costs%at%
University%of%Antwerp
Requested%Grant%
University%of%Antwerp

Requested%Grant%Hasselt%
University
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Table 2: survey overview with description, year, sample size, costs in case of a new survey, WP and 
additional information. 
 
 
 
 
 
 
 
 
 

Survey Description Year(s) Sample5Size Cost5(incl5VAT) WP Additional5information

3rd5population@based5social5contact5survey5in5

Flanders,5Belgium5(panel5survey5with5novel5

longitudinal5setup).

2016 2250 71765 MIXING

new5survey5part5of5this5

proposal

social5contact5survey5on5behaviour5when5ill5

based5on5the5Great5Influenza5Survey
2017@2018 750 15440 MIXING

new5survey5part5of5this5

proposal

HAV,5HPV,5MMR
2016 4000 128300 SERO

new5survey5part5of5this5

proposal

pertussis,5CMV
2019 4000 86800 SERO

new5survey5part5of5this5

proposal

1st5population@based5social5contact5survey5in5

Belgium
2006 750 MIXING

ready5to5use5database5

(own5portfolio)

2nd5population@based5social5contact5survey5in5

Flanders,5Belgium
2011 2250 MIXING

ready5to5use5database5

(own5portfolio)

large5residual@based5surveys5in5Belgium5either5

conducated5at5the5University5of5Antwerp5or5at5

the5Scientific5Institute5of5Public5Health5

(Belgium)

Letter5of5intent5

attached
SERO

existing5collaborations5

between5University5of5

Antwerp5and5the5

Scientific5Institute5of5

Public5Health

HAV,5CMV,5VZV,5parvovirus5B19,5MMR
2002 3250

ready5to5use5database5

(own5portfolio)

HAV,5HPV,5MMR,5CMV
2006 3000

ready5to5use5database5

(own5portfolio)

Mumps,5pertussis,5futher5tests5planned
2013 3300

ready5to5use5database5

(access5obtained)

large5population@based5surveys5in5the5

Netherlands
Letter5of5intent5

attached
SERO

existing5collaboration:5

HPV5serology5(mixture5

modelling)

Pienter:5Pertussis,5HPV,5MMR,5VZV,5Influenza5

A5&5B,5HAV,5CMV5(and5others)
1995@1996 9973

ready5to5use5database5

(access5obtained)

Pienter5II:5Pertussis,5HPV,5MMR,5VZV,5

Influenza5A5&5B,5HAV,5CMV5(and5others)
2006@2007 7904

ready5to5use5database5

(access5obtained)

large5population@based5surveys5in5France5

often5restricted5to5specific5age5groups

Letter5of5intent5

attached
SERO

existing5collaboration:5

measles5epidemiology5

Saturninf5(hospitalized5@5all5of5France5@56mo@

6y):5MMR,5HAV,5HEV,5Toxo,5VZV,5HSV15&5

HSV2,5CMV5

2008@2009 1617

ready5to5use5database5

(access5obtained)

Seroinf5(metropolitan,56y@49y):5MMR,5HAV,5

VZV,5HSV15&2,5CMV
2009 5300

ready5to5use5database5

(access5obtained)

SeroRR5(blooddonors,5metropolitan518@32y):5

Measles,5Rubella
2013 4647

ready5to5use5database5

(access5obtained)

large5residual@based5surveys5as5part5of5ESEN5

and5ESEN25funded5by5the5European5Comission5

(BIOMED25and5DGXII,5respectively)5

Letter5of5intent5

attached
SERO

mutual5partners5

(collaboration5HIV5and5

HCV)

part5of5ESEN:5MMR,5pertussis,5diphteria
1996@1997 3110

ready5to5use5database5

(access5obtained)

part5of5ESEN2:5MMR,5pertussis,5diphteria,5VZV,5

HAV,5HBV
2003@2004 2446

large5residual@based5surveys5as5part5of5ESEN5

and5ESEN25funded5by5the5European5Comission5

(BIOMED25and5DGXII,5respectively)5

Letter5of5intent5

attached
SERO

various5collaborations5

since5POLYMOD5study

part5of5ESEN:5HAV,5HBV,5VZV,5MMR,5Pertussis5
1996@1998 2032

ready5to5use5database5

(access5obtained)

part5of5ESEN2:5HAV,5HBV,5VZV,5MMR,5

Pertussis5
2000@2005 2500

ready5to5use5database5

(access5obtained)

UK5serosurveys

Social5contact5

survey

Belgian5

serosurveys

Social5contact5

survey5

TransMID

Serosurveys5

TransMID

Dutch5

serosurveys5

(RIVM)

French5

serosurveys

Italian5

serosurveys

Surveys	



CV	&	Local	Team	
•  MMath,	MSc	BioStat,	PhD	in	Stats	
•  Associate	professor		

–  CenStat,	I-BioStat	@	Hasselt	University		
–  Chermid,	Vaxinfec7o	@	University	of	Antwerp	

•  Chair	evidence-based	vaccinology	@	Chermid	
•  Member	of	the	Young	Academy	of	Belgium	
•  Heading	the	MID	group	@	CenStat	
•  Co-heading	the	SIMID	group	@	Chermid	&	

CenStat		
•  h-index	(WoK,scholar):	20,	27,		

	#A1	publica7ons	>	125,	
	#Cita7ons	>	3000,		
	1	monograph	as	lead	author	

	

Interuniversity Institute for Biostatistics 
and statistical Bioinformatics

•  5(+4)	former	PhD	students	
•  11(+6)	PhD	students	
•  5	postdocs	
•  Interdisciplinary	research:	mathema-cs,	

sta-s-cs,	medicine,	biomedical	sciences,	
biology,	health	economics,	computer	
scien-sts,	…	

•  Support	2	research	managers	
•  Support	leading	researchers	(H.	Goossens,	

P.	Van	Damme,	Z.	Berneman,	P.	Beutels,	G.	
Molenberghs)	

•  EU	projects:	e.g.	FP6	POLYMOD	
•  Experience	with	projects	for	the	federal	

government	
•  WHO	collabora7ng	center	
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