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Curriculum vitae: Lude Franke 

Personal details 

Name: Prof. L.H. (Lude) Franke, PhD  

Gender: Male 
Date and place of birth: 14-01-1980, Oldenzaal, the Netherlands 
Nationality: Dutch 

Civil status: Living together with Madelien van de Beek 
Father of two daughters (Suzan and Dorien) 

E-mail address: lude@ludesign.nl 
URLs: http://www.rug.nl/research/genetics/staff/lude-franke 

 http://ludesign.nl/frankelab/ and http://www.systemsgenetics.nl 
Google Scholar profile http://scholar.google.nl/citations?user=--4kM8cAAAAJ&hl 
 

Education 

Doctorate degree 
University: Utrecht University (cum laude) 

Starting date: 01/01/2004 
Completion date: 27/05/2008 

Supervisor:  Prof. Cisca Wijmenga 
Title of thesis: “Genome-wide approaches towards identification of susceptibility genes in 

complex diseases” 
Master's degree 

University: Utrecht University 

Date: 28/10/2002 

Studies: Biomedical Sciences 
Main subject: Genetics and genomics 
 
One year of philosophy  
University:      Radboud University, Nijmegen  
Date:       2002 - 2003  
Studies:      Philosophy (with a stipend from the Radboud Foundation). 

 

Current and past employment 
2016 – onwards Head of Research 

and Education 
section 

Permanent Department of Genetics, University Medical 
Centre Groningen. 

2014 – onwards  Associate Professor Permanent University Medical Centre Groningen, University 
of Groningen, the Netherlands. 

2009 – 2014  Assistant Professor Permanent University Medical Centre Groningen, University 
of Groningen, the Netherlands. 

2008 – 2011  Postdoctoral Fellow Fixed-term Queen Mary University of London, Institute of 
Cell and Molecular Science, London (UK). 

2008 – 2009  Postdoctoral Fellow 
(0.7 fte) 

Fixed-term University Medical Centre Groningen, University 
of Groningen, the Netherlands. 

2008 – 2009  Postdoctoral Fellow 
(0.3 fte) 

Fixed-term Queen Mary University of London, London(UK). 
Group leader: Prof. David van Heel. Funded by an 
NGI fellowship. 

2006  Research Fellow Fixed-term Wellcome Trust Centre for Human Genetics, 
Oxford (UK). Group leader: Prof. Lon Cardon. 

 

  

mailto:lude@ludesign.nl
http://www.rug.nl/research/genetics/staff/lude-franke
http://ludesign.nl/frankelab/
http://www.systemsgenetics.nl/
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International activities 
International visits 

June – August 2014 Visiting Scientist, Broad Institute, Boston (USA) in the lab of Dr. Aviv Regev. 
 
International collaborations 

(1) International blood-eQTL consortium 
I am the initiator and leader of a large blood eQTL consortium (eQTLGen, 2010 – present), 

in which over 20 international research groups are collaborating. Through this consortium I 
am currently leading a large-scale eQTL meta-analysis, aiming to identify the downstream 
effects of disease-associated genetic variants: http://www.genenetwork.nl/eqtlgen. 

(2) Tune Pers (Broad Institute, MIT, Harvard Medical School, Boston, USA) 
This is a collaboration to develop novel statistical methods for finding disease genes. 

(3) Tonu Esko & Andres Metspalu (Estonian Genome Center of the University of Tartu, Estonia) 
This is a long-standing international collaboration. Several PhD students from Tartu have 
visited my lab, where we collaborate on various methylation and expression related projects. 

(4) Peter Visscher (University of Queensland, Australia) 
Collaboration on eQTL analysis. 
 

 
Grants 

 

Grants (Principal Investigator) Amount Year of award 
Proof-of-concept grant: towards a clinical genetics decision support 
system, BBMRI 

€140,000 2016 

ERC Starting Grant, European Research Council: Identification of environ-
mental risk factors by exploiting eQTLs 

€1,500,000 2014 

VIDI Grant, NWO/ZonMW (Netherlands Organisation for Scientific 
Research): Identification of downstream effects through trans-eQTL 
analysis 

€800,000 2014 

VENI Grant, NWO/ZonMW (Netherlands Organisation for Scientific 
Research): Role of copy number variation in disease and eQTLs 

€250,000 2010 

Horizon Breakthrough Grant, Netherlands Genomics Initiative: Copy 
number variation 

€100,000 2009 

Grants (Co-Applicant)   
BBMRI Rainbow Project Grant: Functional genomics (Co-PI), €2m in total €2,000,000 2011 
EU FP7 Grant: European multidisciplinary ALS network identification to 
cure motor neuron degeneration, Euro-MOTOR, €9m in total (Work 
package leader) 

€450,000 2010 

RaakPro Grant, Stichting Innovatie Alliantie: Development of high-
performance bioinformatics tools, €600,000 in total (Co-applicant) 

€10,000 2009 

Scholarships Amount Year of award 

Netherlands Genomics Initiative (NGI) Fellowship Grant for visiting 
the Wellcome Trust Centre for Human Genetics, Oxford, UK, as a principal 
investigator 
Radboud Foundation, Nijmegen, Stipend to study Philosophy for 1 year 

€5,000 
 
 

€5,000 

2006 
 
 
2002 

Awards and prizes Amount Year of award 

Winner Researcher of the Year University Medical Centre Groningen, the 
Netherlands 

€100,000 2015 

Winner Gold European Design Award for “The Living Cell” exhibit in the 
ERIBA Research Institute, Groningen 

– 2013 

Lindau Nobel Laureate meeting, invited participant, Lindau, Germany – 2011 

Winner Young Scientist of the Year award in Bioinformatics  

NBIC Conference, Lunteren, the Netherlands 

€1,250 2010 

Winner Red Dot Design award for corporate identity of Hubrecht 
Institute (Utrecht), Essen, Germany 

– 2010 

Winner Young Scientist Award for best PhD thesis in Genetics 
Dutch Society of Human Genetics, Veldhoven 

€1,250 2009 

http://www.genenetwork.nl/eqtlgen
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Winner Red Dot Design award for corporate identity of International 
Celiac Disease Symposium, Essen, Germany 

– 2008 

Winner Young Scientist Award, European Mathematical Genetics Meeting 
2008 

€50 2008 

Winner Application Showcase, Netherlands Bioinformatics Conference €300 2007 

Winner Talma Eyckman Prize for M.Sc. thesis, University Medical Center 

Utrecht 

€1,250 2002 

 

Invited Lectures to International Meetings in last five years 
1. Identifying scRNA-seq eQTLs, Satellite symposium 10XGenomics, European Society of Human Genetics, 

Copenhagen, Denmark (2017). 

2. Identification of downstream molecular effects using trans-eQTLs, EPFL seminar session, Lausanne, 

Switzerland (2017) 

3. Understanding downstream consequences of disease-associated genetic variants through eQTL and meQTL 

analysis. Global human medicine meeting, Barcelona, Spain (2016) 

4. Machine Learning for Personalized Medicine, ESHG ancillary meeting, Barcelona, Spain (2016) 

5. Integration of multi-omics data, Fifth course in Next-Generation Sequencing, Bertinoro, Italy (2016) 

6. Identification of downstream molecular effects for thousands of genetic risk factors, Wellcome Trust 

Sanger Centre, Hinxton, Cambridge, UK (2015) 
7. Identification of downstream molecular effects for thousands of genetic risk factors, Lausanne, 

Switzerland (2015) 
8. Transcriptome of the Netherlands, Illumina User Meeting, Cannes, France (2015) 
9. Identification of downstream molecular effects for thousands of genetic risk factors, Nantes, France 

(2015) 
10. Downstream expression effects of (rare) genetic variants. Annual Meeting of the Arbeitsgemeinschaft 

für Gen-Diagnostik, Potsdam, Germany (2014) 

11. Identification of key genes that drive disease through trans-eQTL analysis. EuroBATS meeting, 
London, UK (2014) 

12. Extending pathways by using gene expression data of 80,000 arrays, with an application to GWAS. 
CHARGE consortium conference, Los Angeles, USA (2014) 

13. Gaining insight in the functional consequences of disease associated genetic variants. Research retreat 

Turku University, Turku, Finland (2013) 
14. Trans-eQTL mapping in over 8,000 samples reveals genetic variants that define hallmarks of disease. 

Basel Computational Biology Conference (BC2), Basel, Switzerland (2013) 
15. Let there be light: dark matters in autoimmunity. Genomics Day Conference, Lausanne, Switzerland 

(2013) 

16. eQTLs: cell type specificity in cis and trans. European Society of Human Genetics, Neurenberg, 
Germany (2012) 

17. Identification of the downstream consequences of genetic variants through genetical genomics and 
gene network reconstruction. Gene Forum 2012, Tartu, Estonia (2012) 

18. The genetic background of hypertension and nephropathy: genome-wide association studies. National 
Internal Medicine conference, Maastricht, the Netherlands (2012) 

Scientific committees and other positions 
2017 – present Chair of “Off-road” grant from Dutch Medical Research Council (NWO-ZonMw) 
2016 – present Appointed a member of De Jonge Akademie (The Young Academy), Royal Society of Arts 

and Sciences (KNAW) 
2016 – present Appointed a member of Young Academy Groningen 
2016 Chair of “Off-road” grant from Dutch Medical Research Council (NWO-ZonMw) 
2015 – present Scientific Program Committee member, European Society of Human Genetics 
2014 – present Grant review committee member, Fonds de la Recherche Scientifique, Belgium 
2013 – present Co-organizer 2-day departmental retreat 
2012 – present Initiator and leader international expression and methylation quantitative trait 

locus consortium (eQTLGen) 
2012 – 2017 Chair of department’s weekly scientific research meeting 
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2009 – present Regular reviewer for PNAS, PloS Genetics, Nature, Nature Genetics, Nucleic Acids 
Research, Genome Biology and EJHG 

2011 – present Member of CHARGE consortium (Cohorts for Heart and Aging Research in Genomic 
Epidemiology) 

2011 – present Co-PI of Biobanking and Biomolecular Resources Research Infrastructure project 
“Functional Genomics”, providing data and infrastructure for nation-wide 
functional genomic research 

2011 – present Member of PhD thesis assessment committees (>10) 
2009 – 2012 LifeLines Scientific Board Member 

 
 

Academic staff supervised 

Completed PhD theses (4): 
1. Marc Jan Bonder (2017), graduated cum laude on 22 March 2017 with his thesis: "The interplay 

between genetics, the microbiome, DNA-methylation & gene-expression." 

2. Daria Zhernakova (2016), graduated on 12 Sept 2016 with her thesis on: " Multi-omics approaches 
for better understanding of the downstream effects of genetic risk factors.". 

3. Serena Sanna (2016), graduated on 9 May 2016 with her thesis: “Enhancing genetic discoveries 
with population-specific reference panels.” She is now a postdoc in the Dept. of Genetics, UMCG. 

4. Harm-Jan Westra (2014), graduated cum laude on 17 Sept 2014 with his thesis: "Interpreting 

disease genetics using functional genomics." So far Westra has published some 70 peer-reviewed 
papers (6 as first or second author). He is first author on a paper in Nature Genetics and was 

awarded an NWO Rubicon grant to visit Harvard Medical School for two years. 

Currently promotor and supervisor of 4 PhD students: 
- Juha Karjalainen, started in 2011: reconstruction of gene networks in cancer 
- Niek de Klein, started in 2015: allele-specific expression 
- Annique Claringbould, started in 2015: trans-eQTL analysis 
- Marion Dam, started in 2015: single-cell RNA-seq 

Supervisor of 2 post-docs 
Supervisor of over 15 graduate, masters and undergraduate students from 2003 – present. 

Teaching Activities 
2017 MSc courses in “New Biology/Big Data analyses”, University of Groningen 

2017 Workshop organizer at ESHG 2017, Copenhagen, “How to develop your career in 
science” 

2016 Visit Siemens Groningen, presentation on the use of big data to better diagnose patients, 
Groningen, the Netherlands, 30 June 

2016 Landelijk overleg Genetici, Utrecht, the Netherlands, 16 June 

2016 NIOO, Wageningen UR, the Netherlands, 6 June 
2016 Building the future of health, UMCG, Groningen, the Netherlands, 2 June 

2016 Cell Biology, UMCG, Groningen, the Netherlands, 26 May 
2016 Global human biomedicine project meeting in Barcelona, Spain, 11 April 
2016 Workshop organizer at ESHG 2016, Barcelona, “How to develop your career in 

science” 
2013 Organizing and teaching a graduate school PhD course,: “High- throughput next-

generation biology”, University Medical Centre Groningen (UMCG), Groningen, the 
Netherlands 

2008 – present Teaching a B.Sc. student course “Molecular Genetics and Genomics”, University of 

Groningen, the Netherlands 
2008 – present Teaching a GUIDE PhD student course “Design and data analysis of microarray 

expression studies”, UMCG, Groningen, the Netherlands 
2006 – present Teaching a Ph.D. student course “SNPs and human disease”, Erasmus MC, 

Rotterdam, the Netherlands 

2008, 2010 Teaching a PhD student course “Advances in population-based studies of complex 
genetic disorders”, Erasmus MC, Rotterdam, the Netherlands 

2006 – 2008 Teaching an M.Sc. student course “Bioinformatics”, Utrecht University, Utrecht, the 

Netherlands 
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2004 – 2007 Teaching fundamentals of genetics to undergraduate medicine students, Utrecht 
University, Utrecht, the Netherlands 

 

Outreach/Media 
2017 Developing your career in science. Challenges when starting your own group (UG 

seminar) 
2016 Interview on Radio Noord on the value of genetic data for improving health 
2016 Interview on the ability to predict grey hair based on DNA, published in Volkskrant (Dutch 

national newspaper) 
2014 Two-page interview on my research in NRC Handelsblad (Dutch national newspaper), 

11 Jan. 2014 “Draaien aan de knoppen van de genexpressie” by Wim Köhler. 
http://www.nrc.nl/handelsblad/van/2014/januari/11/draaien-aan-de-knoppen-van-de- 
genexpressie-1336685 

2013 Two radio interviews on national Dutch radio stations (Radio 1 and Radio 5) 
2012 Initiator of “The Living Cell”: a permanent exhibition of an interactive cell in the ERIBA 

research building, which won a Gold European Design Award (June 2013). 
 www.bright.nl/de-leukste-biologieles-ooit-living-cell 

www.cleverfranke.com/cf/en/project/umcg---living-cell/project.php?id=156 

2012 Interview and near full-page visualization on data analysis and visualization in NRC 
Handelsblad, 17 April 2012. Social media visualization: Is it possible to predict the 

weather based on Twitter messages? 
http://www.nrc.nl/handelsblad/van/2012/april/17/zon-wind-neerslag-en-veel-grijze- 
stippen-1093462 

2009 – 2012 Involved in science exhibits for the general public (Qu3 pavilion) at the annual 
Noorderzon Performing Arts Festival, Groningen. 

2010 Second prize in the Academische Jaarprijs competition on communicating science to a wide 

audience”, team member for Dept. of Genetics, UMCG. 
2009 Involved in explaining the topic of Healthy Aging to the King and Queen of Sweden and 

Queen Beatrix during their official visit to Groningen (April 23, 2009). 

 

Extra Curricular Activities 

Graphic design and data visualisation 
Co-founder of the graphics design company CleverFranke (with Thomas Clever and Gert Franke, 
http://www.cleverfranke.com) specializing in data visualization. Clients include Google, Elsevier, 
KLM, Philips, KPMG, Wired, Vodafone, and The New York Times. 

 
Responsible for various scientific art exhibitions and experiments, including:  

2013 The living cell: permanent exhibition of an interactive single cell in the ERIBA research institute 
(European Design Gold award) 

2012 Social media visualization: Is it possible to predict the weather based on Twitter messages?  

2010 Corporate identity Hubrecht Institute (Red Dot Design award) 
2009 Corporate identity VIRGO consortium 
2008 Life of a PhD student: Set of data visualizations on the life of being a PhD student 

2008 Corporate identity International Celiac Disease Symposium (Red Dot Design award)  

2007 Corporate identity Netherlands Proteomics Center 

2007 Corporate identity Netherlands Bioinformatics Center (Dutch Design selection) 
  

http://www.nrc.nl/handelsblad/van/2014/januari/11/draaien-aan-de-knoppen-van-de-
http://www.bright.nl/de-leukste-biologieles-ooit-living-cell
http://www.cleverfranke.com/cf/en/project/umcg---living-cell/project.php?id=156
http://www.nrc.nl/handelsblad/van/2012/april/17/zon-wind-neerslag-en-veel-grijze-
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Scientific corporate identities and data visualisations: 
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Research achievements 
 
The research line that I have been developing over the last six years targets the development and 
application of computational algorithms to functional genomics datasets. The foundation for this 
work was laid during my PhD (2008, cum laude) when I developed new, cutting-edge 
computational and statistical methods for conducting genome-wide association studies (GWAS) 
and reconstructing gene networks using gene expression data. 

After my graduation, I took up concurrent post-doc positions in London (Institute of Cell and 
Molecular Science, Queen Mary University), and Groningen (University Medical Centre Groningen). 
In London, I worked on the genetics of immune-mediated diseases (i.e. celiac disease) and in 
Groningen, on the development of methods to identify the effects of GWAS risk-SNPs on gene 
expression levels (Franke and Jansen, Methods Mol Bio 2009). My post-doc work resulted in a 
landmark paper (Dubois et al. Nature Genetics 2010, cited >620 times) that combined my work in 
London and Groningen. In this paper we demonstrated that there were many independent genetic 
risk-variants in celiac disease and that they mostly increase disease-risk by altering gene 
expression levels. 

As senior author, I subsequently developed various computational methods and software to 
increase statistical power to identify such effects on gene expression (Westra et al. Bioinformatics 
2010). By using these methods, I was able to demonstrate that the genetic risk-variants for many 
other diseases also have an effect on gene-expression levels (Fehrmann et al. PLoS Genetics 2011), 
and that these genetic variants often affect gene expression levels only in specific cell types (Fu et 
al. PLoS Genetics 2012, Westra et al. PLoS Genetics 2015). We showed that SNPs also affect the 
expression levels of many long non-coding genes (lncRNAs, Kumar et al. PLoS Genetics 2013) and 
that they can affect poly-adenylation of genes (Zhernakova et al. PLoS Genetics 2013). 

Through a large-scale, blood eQTL meta-analysis consortium that I initiated in 2010 and that I 
am currently leading, we then identified downstream (trans-eQTL) effects for over 100 risk-SNPs 
(Westra et al. Nature Genetics, 2013). Our work has shown that, by using functional genomics 
approaches, we can identify previously unknown pathways for many different diseases. 

Another considerable focus point is the development of novel methods to reuse publicly 
available data. We recently integrated gene expression data from 80,000 microarrays to accurately 
predict gene functions and to gain better insight into cancer (Fehrmann et al. Nature Genetics 
2015), developed DEPICT (Pers et al. Nature Communications 2015) to use these predicted gene 
functions to better interpret GWAS findings, and developed strategies to integrate genetic variation, 
gene expression and methylation data. (my recent last-author papers include Zhernakova et al. 
Nature Genetics 2017 and Bonder et al. Nature Genetics 2017). 

Currently, my group is concentrating on integrating multi-omics datasets, such as conducting 
large-scale trans-QTL meta-analyses in >30,000 samples, in conjunction with single-cell RNA-seq 
data (a paper reporting results of our single-cell RNA-seq eQTL work is currently under review by 
Nature Genetics), to identify likely causal genes for diseases that might be targetable by drugs, and 
to help develop computational strategies to increase the diagnostic yield in clinical genetics, by 
integrating RNA-seq, whole-genome sequencing data, and gene function prediction. 

6 Sept. 2017 

- - - - - - - - - - 
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Peer-reviewed publications/Impact 
From Google Scholar, per 12 September 2017 

Number of peer-reviewed publications 173 
Number of book chapters 2 

 
Papers in high-impact journals: Nature (10x, IF 42); Science (2x, IF 31); New Engl. J. Med. (1, IF 59), 
Nature Genetics (36x, IF 31), PLoS Genetics (16x, IF 7) 

 
Publication statistics Google Scholar  

H-Index: 63 
i10-index: 152 
Total number of citations: 19016 

Citations per year: 

 
Franke’s most highly cited, last-author paper has 644 citations to date: Systematic identification of trans eQTLs 
as putative drivers of known disease associations, Westra HJ et al. Nature Genetics 2013. 

 
 

Full list of publications (in reverse chronological order) 
Papers in high-impact journals (top 10%) are indicated: 
*      Impact factor > 8 
**    Impact factor > 20 
***  Impact factor > 30 
 
 

1. Matzaraki V, Gresnigt MS, Jaeger M, Ricaño-Ponce I, Johnson MD, Oosting M, Franke L., Withoff S, Perfect JR, Joosten LAB, Kullberg 
BJ, van de Veerdonk FL, Jonkers I, Li Y, Wijmenga C, Netea MG, Kumar V. An integrative genomics approach identifies novel 
pathways that influence candidaemia susceptibility. PLoS One. 2017;12(7):e0180824. 

2. Nolte IM, van der Most PJ, Alizadeh BZ, de Bakker PI, Boezen HM, Bruinenberg M, Franke L., van der Harst P, Navis G, Postma DS, 
Rots MG, Stolk RP, Swertz MA, Wolffenbuttel BH, Wijmenga C, Snieder H. Missing heritability: is the gap closing? An analysis of 
32 complex traits in the Lifelines Cohort Study. Eur J Hum Genet. 2017;25(7):877-885. 

3. *** Tang AT, Choi JP, Kotzin JJ, Yang Y, Hong CC, Hobson N, Girard R, Zeineddine HA, Lightle R, Moore T, Cao Y, Shenkar R, Chen M, 
Mericko P, Yang J, Li L, Tanes C, Kobuley D, Võsa U, Whitehead KJ, Li DY, Franke L, Hart B, Schwaninger M, Henao-Mejia J, Morrison 
L, Kim H, Awad IA, Zheng X, Kahn ML. Endothelial TLR4 and the microbiome drive cerebral cavernous malformations. Nature. 
2017;545(7654):305-310. 

4. *** Day FR, Thompson DJ, Helgason H, Chasman DI, Finucane H, Sulem P, Ruth KS, Whalen S, Sarkar AK, Albrecht E, Altmaier E, 
Amini M, Barbieri CM, Boutin T, Campbell A, Demerath E, Giri A, He C, Hottenga JJ, Karlsson R, Kolcic I, Loh PR, Lunetta KL, Mangino 
M, Marco B, McMahon G, Medland SE, Nolte IM, Noordam R, Nutile T, Paternoster L, Perjakova N, Porcu E, Rose LM, Schraut KE, 
Segrè AV, Smith AV, Stolk L, Teumer A, Andrulis IL, Bandinelli S, Beckmann MW, Benitez J, Bergmann S, Bochud M, Boerwinkle E, 
Bojesen SE, Bolla MK, Brand JS, Brauch H, Brenner H, Broer L, Brüning T, Buring JE, Campbell H, Catamo E, Chanock S, Chenevix-
Trench G, Corre T, Couch FJ, Cousminer DL, Cox A, Crisponi L, Czene K, Davey Smith G, de Geus EJCN, de Mutsert R, De Vivo I, Dennis 
J, Devilee P, Dos-Santos-Silva I, Dunning AM, Eriksson JG, Fasching PA, Fernández-Rhodes L, Ferrucci L, Flesch-Janys D, Franke L, 
Gabrielson M, Gandin I, Giles GG, Grallert H, Gudbjartsson DF, Guénel P, Hall P, Hallberg E, Hamann U, Harris TB, Hartman CA, Heiss 
G, Hooning MJ, Hopper JL, Hu F, Hunter DJ, Ikram MA, Im HK, Järvelin MR, Joshi PK, Karasik D, Kellis M, Kutalik Z, LaChance G, 
Lambrechts D, Langenberg C, Launer LJ, Laven JSE, Lenarduzzi S, Li J, Lind PA, Lindstrom S, Liu Y, Luan J, Mägi R, Mannermaa A, 
Mbarek H, McCarthy MI, Meisinger C, Meitinger T, Menni C, Metspalu A, Michailidou K, Milani L, Milne RL, Montgomery GW, 
Mulligan AM, Nalls MA, Navarro P, Nevanlinna H, Nyholt DR, Oldehinkel AJ, O'Mara TA, Padmanabhan S, Palotie A, Pedersen N, 
Peters A, Peto J, Pharoah PDP, Pouta A, Radice P, Rahman I, Ring SM, Robino A, Rosendaal FR, Rudan I, Rueedi R, Ruggiero D, Sala CF, 
Schmidt MK, Scott RA, Shah M, Sorice R, Southey MC, Sovio U, Stampfer M, Steri M, Strauch K, Tanaka T, Tikkanen E, Timpson NJ, 
Traglia M, Truong T, Tyrer JP, Uitterlinden AG, Edwards DRV, Vitart V, Völker U, Vollenweider P, Wang Q, Widen E, van Dijk KW, 
Willemsen G, Winqvist R, Wolffenbuttel BHR, Zhao JH, Zoledziewska M, Zygmunt M, Alizadeh BZ, Boomsma DI, Ciullo M, Cucca F, 
Esko T, Franceschini N, Gieger C, Gudnason V, Hayward C, Kraft P, Lawlor DA, Magnusson PKE, Martin NG, Mook-Kanamori DO, 
Nohr EA, Polasek O, Porteous D, Price AL, Ridker PM, Snieder H, Spector TD, Stöckl D, Toniolo D, Ulivi S, Visser JA, Völzke H, 
Wareham NJ, Wilson JF; LifeLines Cohort Study; InterAct Consortium; kConFab/AOCS Investigators; Endometrial Cancer 
Association Consortium; Ovarian Cancer Association Consortium; PRACTICAL consortium, Spurdle AB, Thorsteindottir U, Pollard 
KS, Easton DF, Tung JY, Chang-Claude J, Hinds D, Murray A, Murabito JM, Stefansson K, Ong KK, Perry JRB. Genomic analyses 
identify hundreds of variants associated with age at menarche and support a role for puberty timing in cancer risk.  
Nat Genet. 2017. doi: 10.1038/ng.3841. 

5. Nolte IM, van der Most PJ, Alizadeh BZ, de Bakker PI, Boezen HM, Bruinenberg M, Franke L, van der Harst P, Navis G, Postma DS, 
Rots MG, Stolk RP, Swertz MA, Wolffenbuttel BH, Wijmenga C, Snieder H. Missing heritability: is the gap closing? An analysis of 32 
complex traits in the Lifelines Cohort Study. Eur J Hum Genet. 2017. doi: 10.1038/ejhg.2017.50. 

https://www.ncbi.nlm.nih.gov/pubmed/28727728
https://www.ncbi.nlm.nih.gov/pubmed/28727728
https://www.ncbi.nlm.nih.gov/pubmed/28401901
https://www.ncbi.nlm.nih.gov/pubmed/28401901
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6. * Wild PS, Felix JF, Schillert A, Teumer A, Chen MH, Leening MJG, Völker U, Großmann V, Brody JA, Irvin MR, Shah SJ, Pramana S, Lieb 
W, Schmidt R, Stanton AV, Malzahn D, Smith AV, Sundström J, Minelli C, Ruggiero D, Lyytikäinen LP, Tiller D, Smith JG, Monnereau C, 
Di Tullio MR, Musani SK, Morrison AC, Pers TH, Morley M, Kleber ME, Aragam J, Benjamin EJ, Bis JC, Bisping E, Broeckel U, Cheng S, 
Deckers JW, Del Greco M F, Edelmann F, Fornage M, Franke L, Friedrich N, Harris TB, Hofer E, Hofman A, Huang J, Hughes AD, 
Kähönen M, Investigators K, Kruppa J, Lackner KJ, Lannfelt L, Laskowski R, Launer LJ, Leosdottir M, Lin H, Lindgren CM, Loley C, 
MacRae CA, Mascalzoni D, Mayet J, Medenwald D, Morris AP, Müller C, Müller-Nurasyid M, Nappo S, Nilsson PM, Nuding S, Nutile T, 
Peters A, Pfeufer A, Pietzner D, Pramstaller PP, Raitakari OT, Rice KM, Rivadeneira F, Rotter JI, Ruohonen ST, Sacco RL, Samdarshi 
TE, Schmidt H, Sharp ASP, Shields DC, Sorice R, Sotoodehnia N, Stricker BH, Surendran P, Thom S, Töglhofer AM, Uitterlinden AG, 
Wachter R, Völzke H, Ziegler A, Münzel T, März W, Cappola TP, Hirschhorn JN, Mitchell GF, Smith NL, Fox ER, Dueker ND, Jaddoe 
VWV, Melander O, Russ M, Lehtimäki T, Ciullo M, Hicks AA, Lind L, Gudnason V, Pieske B, Barron AJ, Zweiker R, Schunkert H, 
Ingelsson E, Liu K, Arnett DK, Psaty BM, Blankenberg S, Larson MG, Felix SB, Franco OH, Zeller T, Vasan RS, Dörr M. Large-scale 
genome-wide analysis identifies genetic variants associated with cardiac structure and function. J Clin Invest. 
2017;127(5):1798-1812. 

7. Acuna-Hidalgo R, Deriziotis P, Steehouwer M, Gilissen C, Graham SA, van Dam S, Hoover-Fong J, Telegrafi AB, Destree A, Smigiel R, 
Lambie LA, Kayserili H, Altunoglu U, Lapi E, Uzielli ML, Aracena M, Nur BG, Mihci E, Moreira LM, Borges Ferreira V, Horovitz DD, da 
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Bensimon G, Landwehrmeyer B, Brice A, Payan CA, Saker-Delye S, Dürr A, Wood NW, Tittmann L, Lieb W, Franke A, Rietschel M, 
Cichon S, Nöthen MM, Amouyel P, Tzourio C, Dartigues JF, Uitterlinden AG, Rivadeneira F, Estrada K, Hofman A, Curtis C, Blauw HM, 
van der Kooi AJ, de Visser M, Goris A, Weber M, Shaw CE, Smith BN, Pansarasa O, Cereda C, Del Bo R, Comi GP, D'Alfonso S, Bertolin 
C, Sorarù G, Mazzini L, Pensato V, Gellera C, Tiloca C, Ratti A, Calvo A, Moglia C, Brunetti M, Arcuti S, Capozzo R, Zecca C, Lunetta C, 
Penco S, Riva N, Padovani A, Filosto M, Muller B, Stuit RJ; PARALS Registry; SLALOM Group; SLAP Registry; FALS Sequencing 
Consortium; SLAGEN Consortium; NNIPPS Study Group, Blair I, Zhang K, McCann EP, Fifita JA, Nicholson GA, Rowe DB, Pamphlett R, 
Kiernan MC, Grosskreutz J, Witte OW, Ringer T, Prell T, Stubendorff B, Kurth I, Hübner CA, Leigh PN, Casale F, Chio A, Beghi E, 
Pupillo E, Tortelli R, Logroscino G, Powell J, Ludolph AC, Weishaupt JH, Robberecht W, Van Damme P, Franke L, Pers TH, Brown RH, 
Glass JD, Landers JE, Hardiman O, Andersen PM, Corcia P, Vourc'h P, Silani V, Wray NR, Visscher PM, de Bakker PI, van Es MA, 
Pasterkamp RJ, Lewis CM, Breen G, Al-Chalabi A, van den Berg LH, Veldink JH. Genome-wide association analyses identify new 
risk variants and the genetic architecture of amyotrophic lateral sclerosis. Nat Genet. 2016;48(9):1043-8. 

32. *** Li Y, Oosting M, Deelen P, Ricaño-Ponce I, Smeekens S, Jaeger M, Matzaraki V, Swertz MA, Xavier RJ, Franke L, Wijmenga C, 
Joosten LA, Kumar V, Netea MG. Inter-individual variability and genetic influences on cytokine responses to bacteria and 
fungi. Nat Med. 2016;22(8):952-60. 

33. * Ben-David U, Ha G, Khadka P, Jin X, Wong B, Franke L, Golub TR. The landscape of chromosomal aberrations in breast cancer 
mouse models reveals driver-specific routes to tumorigenesis. Nat Commun. 2016;7:12160. 

34. Dekkers KF, van Iterson M, Slieker RC, Moed MH, Bonder MJ, van Galen M, Mei H, Zhernakova DV, van den Berg LH, Deelen J, van 
Dongen J, van Heemst D, Hofman A, Hottenga JJ, van der Kallen CJ, Schalkwijk CG, Stehouwer CD, Tigchelaar EF, Uitterlinden AG, 
Willemsen G, Zhernakova A, Franke L, 't Hoen PA, Jansen R, van Meurs J, Boomsma DI, van Duijn CM, van Greevenbroek MM, 
Veldink JH, Wijmenga C; BIOS Consortium, van Zwet EW, Slagboom PE, Jukema JW, Heijmans BT. Blood lipids influence DNA 
methylation in circulating cells. Genome Biol. 2016;17(1):138. 

35. *** Gormley P, Anttila V, Winsvold BS, Palta P, Esko T, Pers TH, Farh KH, Cuenca-Leon E, Muona M, Furlotte NA, Kurth T, Ingason A, 
McMahon G, Ligthart L, Terwindt GM, Kallela M, Freilinger TM, Ran C, Gordon SG, Stam AH, Steinberg S, Borck G, Koiranen M, Quaye 
L, Adams HH, Lehtimäki T, Sarin AP, Wedenoja J, Hinds DA, Buring JE, Schürks M, Ridker PM, Hrafnsdottir MG, Stefansson H, Ring 
SM, Hottenga JJ, Penninx BW, Färkkilä M, Artto V, Kaunisto M, Vepsäläinen S, Malik R, Heath AC, Madden PA, Martin NG, 
Montgomery GW, Kurki MI, Kals M, Mägi R, Pärn K, Hämäläinen E, Huang H, Byrnes AE, Franke L, Huang J, Stergiakouli E, Lee PH, 
Sandor C, Webber C, Cader Z, Muller-Myhsok B, Schreiber S, Meitinger T, Eriksson JG, Salomaa V, Heikkilä K, Loehrer E, Uitterlinden 
AG, Hofman A, van Duijn CM, Cherkas L, Pedersen LM, Stubhaug A, Nielsen CS, Männikkö M, Mihailov E, Milani L, Göbel H, Esserlind 
AL, Christensen AF, Hansen TF, Werge T; International Headache Genetics Consortium, Kaprio J, Aromaa AJ, Raitakari O, Ikram MA, 
Spector T, Järvelin MR, Metspalu A, Kubisch C, Strachan DP, Ferrari MD, Belin AC, Dichgans M, Wessman M, van den Maagdenberg 
AM, Zwart JA, Boomsma DI, Smith GD, Stefansson K, Eriksson N, Daly MJ, Neale BM, Olesen J, Chasman DI, Nyholt DR, Palotie A. 
Meta-analysis of 375,000 individuals identifies 38 susceptibility loci for migraine. Nat Genet. 2016;48(8):856-66. 

36. *** Okbay A, Beauchamp JP, Fontana MA, Lee JJ, Pers TH, Rietveld CA, Turley P, Chen GB, Emilsson V, Meddens SF, Oskarsson S, 
Pickrell JK, Thom K, Timshel P, de Vlaming R, Abdellaoui A, Ahluwalia TS, Bacelis J, Baumbach C, Bjornsdottir G, Brandsma JH, Pina 
Concas M, Derringer J, Furlotte NA, Galesloot TE, Girotto G, Gupta R, Hall LM, Harris SE, Hofer E, Horikoshi M, Huffman JE, Kaasik K, 
Kalafati IP, Karlsson R, Kong A, Lahti J, van der Lee SJ, deLeeuw C, Lind PA, Lindgren KO, Liu T, Mangino M, Marten J, Mihailov E, 
Miller MB, van der Most PJ, Oldmeadow C, Payton A, Pervjakova N, Peyrot WJ, Qian Y, Raitakari O, Rueedi R, Salvi E, Schmidt B, 
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De Neve JE, Deloukas P, Demuth I, Ding J, Eibich P, Eisele L, Eklund N, Evans DM, Faul JD, Feitosa MF, Forstner AJ, Gandin I, 
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Eriksson JG, Franke B, Franke L, Gasparini P, Gejman PV, Gieger C, Grabe HJ, Gratten J, Groenen PJ, Gudnason V, van der Harst P, 
Hayward C, Hinds DA, Hoffmann W, Hyppönen E, Iacono WG, Jacobsson B, Järvelin MR, Jöckel KH, Kaprio J, Kardia SL, Lehtimäki T, 
Lehrer SF, Magnusson PK, Martin NG, McGue M, Metspalu A, Pendleton N, Penninx BW, Perola M, Pirastu N, Pirastu M, Polasek O, 
Posthuma D, Power C, Province MA, Samani NJ, Schlessinger D, Schmidt R, Sørensen TI, Spector TD, Stefansson K, Thorsteinsdottir 
U, Thurik AR, Timpson NJ, Tiemeier H, Tung JY, Uitterlinden AG, Vitart V, Vollenweider P, Weir DR, Wilson JF, Wright AF, Conley DC, 
Krueger RF, Davey Smith G, Hofman A, Laibson DI, Medland SE, Meyer MN, Yang J, Johannesson M, Visscher PM, Esko T, Koellinger 
PD, Cesarini D, Benjamin DJ. Genome-wide association study identifies 74 loci associated with educational attainment. 
Nature. 2016;533(7604):539-42. 

37. * van Dongen J, Nivard MG, Willemsen G, Hottenga JJ, Helmer Q, Dolan CV, Ehli EA, Davies GE, van Iterson M, Breeze CE, Beck S; BIOS 
Consortium, Suchiman HE, Jansen R, van Meurs JB, Heijmans BT, Slagboom PE, Boomsma DI. Genetic and environmental 
influences interact with age and sex in shaping the human methylome. Nat Commun. 2016 Apr 7;7:11115. 

38. Franke B, Stein JL, Ripke S, Anttila V, Hibar DP, van Hulzen KJ, Arias-Vasquez A, Smoller JW, Nichols TE, Neale MC, McIntosh AM, Lee 
P, McMahon FJ, Meyer-Lindenberg A, Mattheisen M, Andreassen OA, Gruber O, Sachdev PS, Roiz-Santiañez R, Saykin AJ, Ehrlich S, 
Mather KA, Turner JA, Schwarz E, Thalamuthu A, Yao Y, Ho YY, Martin NG, Wright MJ; Schizophrenia Working Group of the 
Psychiatric Genomics Consortium; Psychosis Endophenotypes International Consortium; Wellcome Trust Case Control 
Consortium 2; Enigma Consortium, O'Donovan MC, Thompson PM, Neale BM, Medland SE, Sullivan PF. Genetic influences on 
schizophrenia and subcortical brain volumes: large-scale proof of concept. Nat Neurosci. 2016;19(3):420-31. 

39. Ligthart S, Steenaard RV, Peters MJ, van Meurs JB, Sijbrands EJ, Uitterlinden AG, Bonder MJ; BIOS consortium, Hofman A, Franco 
OH, Dehghan A. Tobacco smoking is associated with DNA methylation of diabetes susceptibility genes. Diabetologia. 
2016;59(5):998-1006. 

40. *** Sekar A, Bialas AR, de Rivera H, Davis A, Hammond TR, Kamitaki N, Tooley K, Presumey J, Baum M, Van Doren V, Genovese G, 
Rose SA, Handsaker RE; Schizophrenia Working Group of the Psychiatric Genomics Consortium, Daly MJ, Carroll MC, Stevens 
B, McCarroll SA. Schizophrenia risk from complex variation of complement component 4. Nature. 2016;530(7589):177-83. 

41. Bigdeli TB, Ripke S, Bacanu SA, Lee SH, Wray NR, Gejman PV, Rietschel M, Cichon S, St Clair D, Corvin A, Kirov G, McQuillin A, Gurling 
H, Rujescu D, Andreassen OA, Werge T, Blackwood DH, Pato CN, Pato MT, Malhotra AK, O'Donovan MC, Kendler KS, Fanous AH; 
Schizophrenia Working Group of the Psychiatric Genomics Consortium. Genome-wide association study reveals greater 
polygenic loading for schizophrenia in cases with a family history of illness. Am J Med Genet B Neuropsychiatr Genet. 
2016;171B(2):276-89. 

42. * Vilhjálmsson BJ, Yang J, Finucane HK, Gusev A, Lindström S, Ripke S, Genovese G, Loh PR, Bhatia G, Do R, Hayeck T, Won HH; 
Schizophrenia Working Group of the Psychiatric Genomics Consortium, Discovery, Biology, and Risk of Inherited Variants in 
Breast Cancer (DRIVE) study, Kathiresan S, Pato M, Pato C, Tamimi R, Stahl E, Zaitlen N, Pasaniuc B, Belbin G, Kenny EE, Schierup 
MH, De Jager P, Patsopoulos NA, McCarroll S, Daly M, Purcell S, Chasman D, Neale B, Goddard M, Visscher PM, Kraft P, Patterson N, 
Price AL. Modeling linkage disequilibrium increases accuracy of polygenic risk scores. Am J Hum Genet. 2015;97(4):576-92. 

43. Amin N, Allebrandt KV, van der Spek A, Müller-Myhsok B, Hek K, Teder-Laving M, Hayward C, Esko T, van Mill JG, Mbarek H, 
Watson NF, Melville SA, Del Greco FM, Byrne EM, Oole E, Kolcic I, Chen TH, Evans DS, Coresh J, Vogelzangs N, Karjalainen J, 
Willemsen G, Gharib SA, Zgaga L, Mihailov E, Stone KL, Campbell H, Brouwer RW, Demirkan A, Isaacs A, Dogas Z, Marciante KD, 
Campbell S, Borovecki F, Luik AI, Li M, Hottenga JJ, Huffman JE, van den Hout MC, Cummings SR, Aulchenko YS, Gehrman PR, 
Uitterlinden AG, Wichmann HE, Müller-Nurasyid M, Fehrmann RS, Montgomery GW, Hofman A, Kao WH, Oostra BA, Wright AF, 
Vink JM, Wilson JF, Pramstaller PP, Hicks AA, Polasek O, Punjabi NM, Redline S, Psaty BM, Heath AC, Merrow M, Tranah GJ, 
Gottlieb DJ, Boomsma DI, Martin NG, Rudan I, Tiemeier H, van IJcken WF, Penninx BW, Metspalu A, Meitinger T, Franke L, 
Roenneberg T, van Duijn CM. Genetic variants in RBFOX3 are associated with sleep latency. Eur J Hum Genet. 2016;24:1488-
1495. 

44. *** Zhernakova A, Kurilshikov A, Bonder MJ, Tigchelaar EF, Schirmer M, Vatanen T, Mujagic Z, Vila AV, Falony G, Vieira-Silva S, 
Wang J, Imhann F, Brandsma E, Jankipersadsing SA, Joossens M, Cenit MC, Deelen P, Swertz MA; LifeLines cohort study, Weersma 
RK, Feskens EJ, Netea MG, Gevers D, Jonkers D, Franke L, Aulchenko YS, Huttenhower C, Raes J, Hofker MH, Xavier RJ, Wijmenga 
C, Fu J. Population- based metagenomics analysis reveals markers for gut microbiome composition and diversity. 
Science. 2016;352(6285):565-9. 

45. *** Okbay A, Baselmans BM, De Neve JE, Turley P, Nivard MG, Fontana MA, Meddens SF, Linnér RK, Rietveld CA, Derringer J, 
Gratten J, Lee JJ, Liu JZ, de Vlaming R, Ahluwalia TS, Buchwald J, Cavadino A, Frazier-Wood AC, Furlotte NA, Garfield V, Geisel 
MH, Gonzalez JR, Haitjema S, Karlsson R, van der Laan SW, Ladwig KH, Lahti J, van der Lee SJ, Lind PA, Liu T, Matteson L, 
Mihailov E, Miller MB, Minica CC, Nolte IM, Mook-Kanamori D, van der Most PJ, Oldmeadow C, Qian Y, Raitakari O, Rawal R, 
Realo A, Rueedi R, Schmidt B, Smith AV, Stergiakouli E, Tanaka T, Taylor K, Wedenoja J, Wellmann J, Westra HJ, Willems SM, 
Zhao W; LifeLines Cohort Study, Amin N, Bakshi A, Boyle PA, Cherney S, Cox SR, Davies G, Davis OS, Ding J, Direk N, Eibich P, 
Emeny RT, Fatemifar G, Faul JD, Ferrucci L, Forstner A, Gieger C, Gupta R, Harris TB, Harris JM, Holliday EG, Hottenga JJ, De Jager 
PL, Kaakinen MA, Kajantie E, Karhunen V, Kolcic I, Kumari M, Launer LJ, Franke L, Li-Gao R, Koini M, Loukola A, Marques-Vidal P, 
Montgomery GW, Mosing MA, Paternoster L, Pattie A, Petrovic KE, Pulkki- Råback L, Quaye L, Räikkönen K, Rudan I, Scott RJ, 
Smith JA, Sutin AR, Trzaskowski M, Vinkhuyzen AE, Yu L, Zabaneh D, Attia JR, Bennett DA, Berger K, Bertram L, Boomsma DI, 
Snieder H, Chang SC, Cucca F, Deary IJ, van Duijn CM, Eriksson JG, Bültmann U, de Geus EJ, Groenen PJ, Gudnason V, Hansen T, 
Hartman CA, Haworth CM, Hayward C, Heath AC, Hinds DA, Hyppönen E, Iacono WG, Järvelin MR, Jöckel KH, Kaprio J, Kardia SL, 
Keltikangas-Järvinen L, Kraft P, Kubzansky LD, Lehtimäki T, Magnusson PK, Martin NG, McGue M, Metspalu A, Mills M, de 
Mutsert R, Oldehinkel AJ, Pasterkamp G, Pedersen NL, Plomin R, Polasek O, Power C, Rich SS, Rosendaal FR, den Ruijter HM, 
Schlessinger D, Schmidt H, Svento R, Schmidt R, Alizadeh BZ, Sørensen TI, Spector TD, Steptoe A, Terracciano A, Thurik AR, 
Timpson NJ, Tiemeier H, Uitterlinden AG, Vollenweider P, Wagner GG, Weir DR, Yang J, Conley DC, Smith GD, Hofman A, 
Johannesson M, Laibson DI, Medland SE, Meyer MN, Pickrell JK, Esko T, Krueger RF, Beauchamp JP, Koellinger PD, Benjamin DJ, 
Bartels M, Cesarini D. Genetic variants associated with subjective well-being, depressive symptoms, and neuroticism 
identified through genome- wide analyses. Nat Genet. 2016;48(6):624-33. 
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46. *** Ellinghaus D, Jostins L, Spain SL, Cortes A, Bethune J, Han B, Park YR, Raychaudhuri S, Pouget JG, Hübenthal M, Folseraas T, 
Wang Y, Esko T, Metspalu A, Westra HJ, Franke L, Pers TH, Weersma RK, Collij V, D'Amato M, Halfvarson J, Jensen AB, Lieb W, 
Degenhardt F, Forstner AJ, Hofmann A; International IBD Genetics Consortium (IIBDGC); International Genetics of Ankylosing 
Spondylitis Consortium (IGAS); International PSC Study Group (IPSCSG); Genetic Analysis of Psoriasis Consortium (GAPC); 
Psoriasis Association Genetics Extension (PAGE), Schreiber S, Mrowietz U, Juran BD, Lazaridis KN, Brunak S, Dale AM, Trembath 
RC, Weidinger S, Weichenthal M, Ellinghaus E, Elder JT, Barker JN, Andreassen OA, McGovern DP, Karlsen TH, Barrett JC, Parkes 
M, Brown MA, Franke A. Analysis of five chronic inflammatory diseases identifies 27 new associations and highlights 
disease-specific patterns at shared loci. Nat Genet. 2016 May;48(5):510-8. 

47. Verweij N, Mateo Leach I, Isaacs A, Arking DE, Bis JC, Pers TH, van den Berg ME, Lyytikäinen LP, Barnett P, Wang X; LifeLines 
Cohort Study, Soliman EZ, van Duijn CM, Kähönen M, van Veldhuisen DJ, Kors JA, Raitakari OT, Silva CT, Lehtimäki T, Hillege HL, 
Hirschhorn JN, Boyer LA, van Gilst WH, Alonso A, Sotoodehnia N, Eijgelsheim M, de Boer RA, de Bakker PI, Franke L, van der 
Harst P. Twenty-eight genetic loci associated with ST-T wave amplitudes of the electrocardiogram. Hum Mol Genet. 
2016;25(10):2093-2103 

48. Ricaño-Ponce I, Zhernakova DV, Deelen P, Luo O, Li X, Isaacs A, Karjalainen J, Di Tommaso J, Borek ZA, Zorro MM, Gutierrez-
Achury J, Uitterlinden AG, Hofman A, van Meurs J; BIOS consortium; Lifelines Cohort Study, Netea MG, Jonkers IH, Withoff S, 
van Duijn CM, Li Y, Ruan Y, Franke L, Wijmenga C, Kumar V. Refined mapping of autoimmune disease associated genetic 
variants with gene expression suggests an important role for non-coding RNAs. J Autoimmun. 2016 Apr;68:62-74. 

49. * Lu Y, Day FR, Gustafsson S, Buchkovich ML, Na J, Bataille V, Cousminer DL, Dastani Z, Drong AW, Esko T, Evans DM, Falchi M, 
Feitosa MF, Ferreira T, …, Franke L, Han J, Hunter DJ, Karjalainen J, Karpe F, Kaplan RC, Kooner JS, McCarthy MI, Murabito JM, 
Morris AP, Bishop JA, North KE, Ohlsson C, Ong KK, Prokopenko I, Richards JB, Schadt EE, Spector TD, Widén E, Willer CJ, Yang J, 
Ingelsson E, Mohlke KL, Hirschhorn JN, Pospisilik JA, Zillikens MC, Lindgren C, Kilpeläinen TO, Loos RJ. New loci for body fat 
percentage reveal link between adiposity and cardiometabolic disease risk. Nat Commun. 2016 Feb 1;7:10495 

50. * Pattaro C, Teumer A, Gorski M, Chu AY, Li M, Mijatovic V, Garnaas M, Tin A, Sorice R, Li Y, Taliun D, Olden M, Foster M, Yang Q, 
Chen MH, Pers TH, Johnson AD, …, Franke L, …, O'Connell JR, Susztak K, Hamet P, Tremblay J, de Boer IH, Böger CA, Goessling 
W, Chasman DI, Köttgen A, Kao WH, Fox CS. Genetic associations at 53 loci highlight cell types and biological pathways 
relevant for kidney function. Nat Commun. 2016 Jan 21;7:10023. 

51. Pers TH, Timshel P, Ripke S, Lent S, Sullivan PF, O'Donovan MC, Franke L, Hirschhorn JN; Schizophrenia Working Group of the 
Psychiatric Genomics Consortium. Comprehensive analysis of schizophrenia-associated loci highlights ion channel 
pathways and biologically plausible candidate causal genes. Hum Mol Genet. 2016 Mar 15;25(6):1247-54 
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Blakemore AI, Bonnefond A, Carstensen L; Bone Mineral Density in Childhood Study (BMDCS); Early Genetics and Lifecourse 
Epidemiology (EAGLE) consortium,Eriksson J, Flexeder C, Franke L, Geller F, Geserick M, Hartikainen AL, Haworth CM, 
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Study BMDCS. Genome-wide association analysis identifies three new susceptibility loci for childhood body mass index. 
Hum Mol Genet. 2016 Jan 15;25(2):389-403. 

54. Gutierrez-Achury J, Zorro MM, Ricaño-Ponce I, Zhernakova DV; Coeliac Disease Immunochip Consortium, RACI Consortium, 
Diogo D, Raychaudhuri S, Franke L, Trynka G, Wijmenga C, Zhernakova A. Functional implications of disease-specific 
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Albrecht E, Ärnlöv J, Arscott GM, Attwood AP, Bandinelli S, Barrett A, Bas IN, Bellis C, Bennett AJ, Berne C, Blagieva R, Blüher M, 
Böhringer S, Bonnycastle LL, Böttcher Y, Boyd HA, Bruinenberg M, Caspersen IH, Ida Chen YD, Clarke R, Daw EW, de Craen AJ, 
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Ingelsson E, Heid IM, Loos RJ, Cupples LA, Morris AP, Lindgren CM, Mohlke KL. New genetic loci link adipose and insulin 
biology to body fat distribution. Nature. 2015 Feb 12;518(7538):187-96. 
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Esko T, Sun L, Zhang X, Liu H, Zhang F, Larbi A, Xu X, Poidinger M, Liu J, Chew FT, Rotzschke O, Shi L, Wang de Y. A functional 



Curriculum Vitae Lude Franke | 16  

brain-derived neurotrophic factor (BDNF) gene variant increases the risk of moderate-to-severe allergic rhinitis. J 
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Waite LL, Zhao JH, Absher D, Asselbergs FW, Atalay M, Attwood AP, Balmforth AJ, Basart H, Beilby J, Bonnycastle LL, 
Brambilla P, Bruinenberg M, Campbell H, Chasman DI, Chines PS, Collins FS, Connell JM, Cookson WO, de Faire U, de Vegt 
F, Dei M, Dimitriou M, Edkins S, Estrada K, Evans DM, Farrall M, Ferrario MM, Ferrières J, Franke L, Frau F, Gejman PV, 
Grallert H, Grönberg H, Gudnason V, Hall AS, Hall P, Hartikainen AL, Hayward C, Heard-Costa NL, Heath AC, Hebebrand J, 
Homuth G, Hu FB, Hunt SE, Hyppönen E, Iribarren C, Jacobs KB, Jansson JO, Jula A, Kähönen M, Kathiresan S, Kee F, Khaw 
KT, Kivimäki M, Koenig W, Kraja AT, Kumari M, Kuulasmaa K, Kuusisto J, Laitinen JH, Lakka TA, Langenberg C, Launer LJ, 
Lind L, Lindström J, Liu J, Liuzzi A, Lokki ML, Lorentzon M, Madden PA, Magnusson PK, Manunta P, Marek D, März W, 
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