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Curriculum Vitae Prof. Dr W.L. de Laat (1970)  
 
 
Training and career 

 
1988-1993:  Masters Degree in Biology, Utrecht 
1993-1998: Ph.D. in Genetics, Erasmus University Rotterdam (Hoeijmakers) 
1998-2000:  Post-doctoral Fellow, Dept. Cell Biology Erasmus University Rotterdam 

(Grosveld) 
2000-2004:  Staff scientist, Dept. Cell Biology Erasmus University Rotterdam 
2004-2008: Assistant Professor, Dept. of Cell Biology, Erasmus University Medical 

Center, Rotterdam 
2008- :  Permanent Staff member Hubrecht Institute, Utrecht 
2009- : Appointed Professor ‘Biomedical Genomics’ UMC Utrecht 
 
 
Fellowships & Awards 

 
2001 NWO Vernieuwingsimpuls (career grant ‘VIDI’, NWO Netherlands) 
2008 ERC Starting Grant (career grant EU) 
2009 Elected EMBO member 
2013 NWO VICI grant (career grant ‘VICI’ NWO Netherlands) 
 
 
Patents 

  
- De Laat, Grosveld ‘4C technology’ WO/2007/004057 
- De Laat, Grosveld ‘multiplex 4C’ WO 2008/084405 
- De Laat, van Min ‘Targeted Locus Amplification’ WO 2012/005595 
- De Laat, Vermeulen, ‘Targeted Locus Cloning’ WO 2017/061861 

 
 
Spin-off company (Founder) 

 
Founder of Cergentis (founded July 2012), a biotech start-up that provides services and 
kits for complete gene sequencing based on its proprietary Targeted Locus Amplification 
(TLA)  Technology: www.cergentis.com 
 
 
Board Memberships 

 
• Scientific Board Member KWF (Dutch Cancer Society) 
• Supervisory Board Member HUB (Hubrecht Organoid Technology) 
 
International Networks 

 
• member FP7 international training network ‘InteGer’ (http://www.integer-itn.org/) 
• WP leader FP7 Large scale Integrating Project ‘MODHEP’ (MODelling HEPatocellular 

carcinoma) 
• Leducq Trans-Atlantic Network of Excellence (‘AF, genetics in 4 dimensions’) 
 
Invited Lectures 

Over the last 12 years I have given an average of 10 international invited lectures per 
year, in Europe, the US, Japan and Singapore, at major conferences and research 
institutes.  
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Scientific Grants 
 
2017 4D Nucleome (NIH TCPA)      (400K$) 
2017 ALS modifiers        (395K€) 
2014 Leducq Trans-Atlantic NoE      (800K€) 
2013 VICI (Dutch Career grant)      (1.5M€) 
2012 TOP grant NWO (topic: pericentromeric heterochromatin) (755K€) 
2011 NanonextNL. Breast Cancer (with Philips, ErasmusMC)   (325K€) 
2011 EU FP7 Collaborative project on liver cancer. ‘ModHep’   (800K€) 
2011 NGI PreSeed grant. 4C in DNA Diagnostics    (250K€) 
2011 CGC PoC grant 4C in DNA Diagnostics     (80K€) 
2009 KWF grant on Breast Cancer (with ErasmusMC)    (250K€) 
2008 ERC Starting Grant. 4C technology to study the 3D genome  (1.25M€) 
2008 NGI Horizon grant. Proteins folding the genome    (500K€) 
2008 EU International Training Network ITN ‘InteGer’   (250K€)  
2007 MRace (Erasmus grant).      (150K€) 
2005   ALW open program grant, NWO      (300K€) 
2004 ZonMW open program grant, NWO     (500K€) 
2004 NGI Horizon Breakthrough Project      (100K€) 
2000 NWO Vernieuwingsimpuls (VIDI), career grant    (650K€) 
 
 
Research Summary 

 
Our research has made seminal contributions to the field that studies gene regulation 
and chromatin architecture in health, development and disease (cancer). We are world-
wide recognized for the pioneering application and further development of novel 
functional genomics tools. 
 
Highlights: 
•  first to adapt 3C technology and demonstrate that distant enhancers and 
promoters contact each other for gene regulation (Tolhuis, 2002; Palstra, 2003).  
•  first to demonstrate that transcription factors mediate chromatin loops (Drissen, 
2004) 
•  first to show that the key transcription factor CTCF forms chromatin loops in vivo 
(Splinter, 2006).  
• developed 4C technology, the first genomics technique that allows to screen the 
genome for sites that contact a selected gene in the nucleus (Simonis, 2006). 
• first to realize that 3C technologies are very suitable as diagnostics tools, enabling 
high-resolution identification of genomic rearrangements near loci of interest. This 
resulted a.o. in the discovery of new oncogenes in leukemia (Simonis, 2009; Homminga, 
2011). 
• first to show that non-coding RNA molecules can change chromosome topology 
(Splinter et al., 2011). 
• first genetic evidence that an enhancer can trans activate a gene on another 
chromosome (Noordermeer, 2011). 
• developed TLA technology, a robust novel gene sequencing method, which 
enabled identifying previously missed mutations in cancer genes (de Vree et al., 2014) 
 
Collectively, our work has given unprecedented insight into genome structure and gene 
regulation and has delivered invaluable genomics tools to the research community. In 
addition, we develop novel diagnostic tools that promise to facilitate development and 
implementation of personalized medicine in cancer. 
  
List of publications 

 
Invited reviews: 
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a.o. Nature Reviews Molecular Cell Biology (2016), Genes and Development (2016), 
Genome Biology (2015), FEBS (2015), Nature (2013), Current Opinion in Genetics and 
Development (2012), Frontiers in Epigenomics (2012), Genes and Development (2011), 
EMBO J (2011), Methods in Enzymology (2011, 2003), Trends in Genetics (2010), 
Current Opinion in Genetics and Development (2007),  Nature Methods (2007),  Current 
Opinion in Cell Biology (2007), Chromosome Research (2003). 
 
Scientific Book editor: 
Methods (Elsevier): issue on Chromosome Conformation Capture Technologies (2012). 
 
 
Publications 
 
Vermeulen C, Geeven G, de Wit E, Verstegen MJAM, Jansen RPM, van Kranenburg M, de 

Bruijn E, Pulit SL, Kruisselbrink E, Shahsavari Z, Omrani D, Zeinali F, 
Najmabadi H, Katsila T, Vrettou C, Patrinos GP, Traeger-Synodinos J, Splinter 
E, Beekman JM, Kheradmand Kia S, Te Meerman GJ, Ploos van Amstel HK, de 
Laat W. (2017). Sensitive Monogenic Noninvasive Prenatal Diagnosis by 
Targeted Haplotyping. Am J Hum Genet. 101(3):326-339. 

 
Gupta RM, Hadaya J, Trehan A, Zekavat SM, Roselli C, Klarin D, Emdin CA, Hilvering CRE, 

Bianchi V, Mueller C, Khera AV, Ryan RJH, Engreitz JM, Issner R, Shoresh N, 
Epstein CB, de Laat W, Brown JD, Schnabel RB, Bernstein BE, Kathiresan S. 
(2017). A Genetic Variant Associated with Five Vascular Diseases Is a Distal 
Regulator of Endothelin-1 Gene Expression. Cell 170(3):522-533. 

 
Krijger PH, de Laat W. (2017). Can We Just Say: Transcription Second? Cell 

169(2):184-185. 
 
van de Werken HJG, Haan JC, Feodorova Y, Bijos D, Weuts A, Theunis K, Holwerda SJB, 

Meuleman W, Pagie L, Thanisch K, Kumar P, Leonhardt H, Marynen P, van 
Steensel B, Voet T, de Laat W, Solovei I, Joffe B. (2017). Genome Res. 
27(6):922-933. 

 
Dreijerink KMA, Groner AC, Vos ESM, Font-Tello A, Gu L, Chi D, Reyes J, Cook J, Lim E, 

Lin CY, de Laat W, Rao PK, Long HW, Brown M. (2017). Enhancer-Mediated 
Oncogenic Function of the Menin Tumor Suppressor in Breast Cancer. Cell Rep. 
18(10):2359-2372 

 
Krijger PH, de Laat W. (2016). Regulation of disease-associated gene expression in the 

3D genome. Nat Rev Mol Cell Biol. 17(12):771-782. 
 
 
Krijger PHL, Di Stefano B, de Wit E, Limone F, van Oevelen C, de Laat W, Graf T. 

(2016). Cell-of-origin specific 3D genome structure acquired during somatic cell 
reprogramming. Cell Stem Cell, 18(5):597-610. 

 
Wijchers PJ, KrijgerPHL Geeven G, Zhu Y, Denker A, Verstegen MJAM, Valdes-Quezada 

C, Vermeulen C, Janssen M, Teunissen H, Anink-Groenen LCM, Verschure PJ, de 
Laat W. (2016). Cause and consequence of tethering a sub-TAD to different 
nuclear compartments. Mol Cell, 61(3):461-73. 

 
Neijts R, Amin S, van Rooijen C, Tan S, Creyghton MP, de Laat W, Deschamps J. (2016). 

Polarized regulatory landscape and Wnt responsiveness underlie Hox activation 
in embryos. Genes Dev. 30(17):1937-42. 

 
Kaaij LJ, Mokry M, Zhou M, Musheev M, Geeven G, Melquiond AS, de Jesus Domingues 
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AM, de Laat W, Niehrs C, Smith AD, Ketting RF. (2016). Enhancers reside in a 
unique epigenetic environment during early zebrafish development. Genome 
Biol. 5;17(1):146. 

 
Denker A, de Laat W. (2016). The second decade of 3C technologies: detailed insights 

into nuclear organization. Genes Dev. 30:1357-82. 
 
 
Wang X, Tucker NR, Rizki G, Mills R, Krijger PH, de Wit E, Subramanian V, Bartell E, 

Nguyen XX, Ye J, Leyton-Mange J, Dolmatova EV, van der Harst P, de Laat W, 
Ellinor PT, Newton-Cheh C, Milan DJ, Kellis M, Boyer LA. (2016). Discovery and 
validation of sub-threshold genome-wide association study loci using 
epigenomic signatures. Elife. 10;5. pii: e10557. 

 
Vermunt MW, Tan SC, Castelijns B, Geeven G, Reinink P, de Bruijn E, Kondova I, 

Persengiev S; Netherlands Brain Bank, Bontrop R, Cuppen E, de Laat W, 
Creyghton MP. (2016). Epigenomic annotation of gene regulatory alterations 
during evolution of the primate brain. Nat Neurosci. 19(3):494-503. 

 
Geeven G, Zhu Y, Kim BJ, Bartholdy BA, Yang SM, Macfarlan TS, Gifford WD, Pfaff SL, 

Verstegen MJ, Pinto H, Vermunt MW, Creyghton MP, Wijchers PJ, 
Stamatoyannopoulos JA, Skoultchi AI, de Laat W. (2015). Local compartment 
changes and regulatory landscape alterations in histone H1-depleted cells. 
Genome Biol. 23;16(1):289. 

 
de Wit E, Vos ESM, Holwerda SJB, Valdes-Quezada C, Verstegen MJAM, Teunissen H, 

Splinter E, Wijchers PJ, Krijger PHL, de Laat W. CTCF binding polarity 
determines chromatin looping. Mol. Cell. 60(4):676-84. 

 
Galli GG, Carrara M, Yuan W-C, Valdes-Quezada C, Gurung B, Pepe-Mooney B, Zhang T, 

Geeven G, Gray NS, de Laat W, Calogero RA, Camargo FD. (2015). YAP drives 
growth by controlling transcriptional pause release from dynamic enhancers. 
Mol. Cell. 60(2):328-37. 

 
Ramirez F, Lingg T, Toscano S, Chung Lam K, Georgiev P, Chung HR, Lajoie B, de Wit E, 

Zhan Y, de Laat W, Dekker J, Manke T, Akhtar A. (2015). High-Affinity Sites 
Form an Interaction Network to Facilitate Spreading of the MSL Complex across 
the X Chromosome in Drosophila. Mol. Cell. 60(1):146-62. 

 
Austenaa LMI, Barozzi I, Simonatto M, Masella S, Della Chiara G, Piccolo V, Termanini A, 

Bouwman BA, de Wit E, de Laat W, Prosperini E, Natoli G. (2015). The 
transcriptional output of mammalian cis-regulatory elements is restrained by 
actively enforced early termination. Mol. Cell. 60(3):460-74. 

 
Zepeda-Mendoza CJ, Mukhopadhyay S, Wong ES, Harder N, Splinter E, de Wit E, 

Eckersley-Maslin MA, Ried T, Eils R, Rohr K, Mills A, de Laat W, Flicek P, 
Sengupta AM, Spector DL.(2015). Quantitative analysis of chromatin 
interaction changes upon a 4.3 Mb deletion at mouse 4E2. BMC Genomics 
16(1):982. 

 
Denker A, de Laat W. (2015). A Long-Distance Chromatin Affair. Cell Aug 

27;162(5):942-3.  
 
Bouwman BA, de Laat W. Getting the genome in shape: the formation of loops, domains 

and compartments. Genome Biol. 2015 Aug 10;16:154. 
 
Marks H, Kerstens HH, Barakat TS, Splinter E, Dirks RA, van Mierlo G, Joshi O, Wang SY, 
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Babak T, Albers CA, Kalkan T, Smith A, Jouneau A, de Laat W, Gribnau J, 
Stunnenberg HG. (2015). Dynamics of gene silencing during X inactivation 
using allele-specific RNA-seq. Genome Biol. Aug 3;16(1):149.  

 
Bouwman BA, de Laat W. (2015). Architectural hallmarks of the pluripotent genome. 

FEBS Lett. May 7. pii: S0014-5793(15)00313-0.  
 
Wijchers PJ, Geeven G, Eyres M, Bergsma AJ, Janssen M, Verstegen M, Zhu Y, Schell Y, 

Vermeulen C, de Wit E, de Laat W. (2015) Characterization and dynamics of 
pericentromere-associated domains in mice. Genome Res. Jul;25(7):958-69.  

 
Léveillé N, Melo CA, Rooijers K, Díaz-Lagares A, Melo SA, Korkmaz G, Lopes R, Akbari 

Moqadam F, Maia AR, Wijchers PJ, Geeven G, den Boer ML, Kalluri R, de Laat 
W, Esteller M, Agami R. (2015). Genome-wide profiling of p53-regulated 
enhancer RNAs uncovers a subset of enhancers controlled by a lncRNA. Nat 
Commun. Mar 27;6:6520. 

 
Vermunt MW, Reinink P, Korving J, de Bruijn E, Creyghton PM, Basak O, Geeven G, 

Toonen PW, Lansu N, Meunier C, van Heesch S; Netherlands Brain Bank, 
Clevers H, de Laat W, Cuppen E, Creyghton MP (2014). Cell Rep. Oct 
23;9(2):767-79.  

 
de Vree PJP, de Wit E, Yilmaz M, van de Heijning M, Klous P, Verstegen MJAM, Wan Y, 

Teunissen H, Krijger PHL, Geeven G, Eijk PP, Sie D, Ylstra B, Hulsman LOM, van 
Dooren MF, van Zutven LJCM, van den Ouweland A, Verbeek S, van Dijk KW, 
Cornelissen M, Das AT, Berkhout B, Sikkema-Raddatz B, van den Berg E, van 
der Vlies P, Weening D, den Dunnen JT, Matusiak M, Lamkanfi M,  Ligtenberg 
MJL, ter Brugge P, Jonkers J, Foekens JA, Martens JW, van der Luijt R, Ploos 
van Amstel HK, van  Min M, Splinter E, de Laat W (2014). Targeted sequencing 
by proximity ligation for comprehensive variant detection and local haplotyping. 
Nature Biotechnology. Oct; 32(10):1019-25. 

 
van Weerd JH, Badi I, van den Boogaard M, Stefanovic S, van de Werken HJ, Gomez-

Velazquez M, Badia-Careaga C, Manzanares M, de Laat W, Barnett P, 
Christoffels VM (2014).  A large permissive regulatory domain exclusively 
controls tbx3 expression in the cardiac conduction system. Circ Res. 
115(4):432-41.  

 
Gröschel S, Sanders MA, Hoogenboezem R, de Wit E, Bouwman BA, Erpelinck C, van der 

Velden VH, Havermans M, Avellino R, van Lom K, Rombouts EJ, van Duin M, 
Döhner K, Beverloo HB, Bradner JE, Döhner H, Löwenberg B, Valk PJ, Bindels 
EM, de Laat W, Delwel R (2014). A single oncogenic enhancer rearrangement 
causes concomitant EVI1 and GATA2 deregulation in leukemia. Cell 
157(2):369-81. 

 
van den Boogaard M, Smemo S, Burnicka-Turek O, Arnolds DE, van de Werken HJ, Klous 

P, McKean D, Muehlschlegel JD, Moosmann J, Toka O, Yang XH, Koopmann TT, 
Adriaens ME, Bezzina CR, de Laat W, Seidman C, Seidman JG, Christoffels VM, 
Nobrega MA, Barnett P, Moskowitz IP (2014). A common genetic variant within 
SCN10A modulates cardiac SCN5A expression. J Clin Invest. 124(4):1844-52. 

 
Wijchers P, de Laat W. (2013). For Genomes to Stay in Shape, Insulators Must Be up to 

PAR. Cell, 155(1):15-6. 
 
de Laat W, Duboule D. Topology of mammalian developmental enhancers and their 

regulatory landscapes. Nature. 2013 Oct 24;502(7472):499-506. 
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Denholtz M, Bonora G, Chronis C, Splinter E, de Laat W, Ernst J, Pellegrini M, Plath K. 
(2013). Long-Range Chromatin Contacts in Embryonic Stem Cells Reveal a Role 
for Pluripotency Factors and Polycomb Proteins in Genome Organization. Cell 
Stem Cell. 13(5):602-16. 

 
de Wit E, Bouwman BA, Zhu Y, Klous P, Splinter E, Verstegen MJ, Krijger PH, Festuccia 

N, Nora EP, Welling M, Heard E, Geijsen N, Poot RA, Chambers I, de Laat W. 
(2013) The pluripotent genome in three dimensions is shaped around 
pluripotency factors. Nature. 501(7466):227-31. 

  
Medvedovic J, Ebert A, Tagoh H, Tamir IM, Schwickert TA, Novatchkova M, Sun Q, Huis 

In 't Veld PJ, Guo C, Yoon HS, Denizot Y, Holwerda SJ, de Laat W, Cogné M, Shi 
Y, Alt FW, Busslinger M. (2013) Flexible Long-Range Loops in the VH Gene 
Region of the Igh Locus Facilitate the Generation of a Diverse Antibody 
Repertoire. Immunity 39(2):229-44.  

 
Holwerda SJ, van de Werken HJ, Ribeiro de Almeida C, Bergen IM, de Bruijn MJ, 

Verstegen MJ, Simonis M, Splinter E, Wijchers PJ, Hendriks RW, de Laat W. 
(2013). Allelic exclusion of the immunoglobulin heavy chain locus is 
independent of its nuclear localization in mature B cells. Nucleic Acids Res. 
41(14):6905-16. 

 
Kaaij LT, van de Wetering M, Fang F, Decato B, Molaro A, van de Werken HJ, van Es JH, 

Schuijers J, de Wit E, de Laat W, Hannon GJ, Clevers HC, Smith AD, Ketting RF. 
(2013). DNA methylation dynamics during intestinal stem cell differentiation 
reveals enhancers driving gene expression in the villus. Genome Biol. 
14(5):R50.  

 
Holwerda SJ, de Laat W. (2013). CTCF: the protein, the binding partners, the binding 

sites and their chromatin loops. Philos Trans R Soc Lond B Biol Sci. 
368(1620). 

 
Krijger PH, de Laat W. (2013). Identical cells with different 3D genomes; cause and 

consequences? Curr Opin Genet Dev. 23(2):191-6. 
 
Eijkelenboom A, Mokry M, de Wit E, Smits LM, Polderman PE, van Triest MH, van Boxtel 

R, Schulze A, de Laat W, Cuppen E, Burgering BM. (2013) Genome-wide 
analysis of FOXO3 mediated transcription regulation through RNA polymerase 
II profiling. Mol Syst Biol. 9:638.  

        
Melo CA, Drost J, Wijchers PJ, van de Werken H, de Wit E, Oude Vrielink JA, Elkon R, 

Melo SA, Léveillé N, Kalluri R, de Laat W, Agami R. (2013). eRNAs are required 
for p53-dependent enhancer activity and gene transcription. Mol Cell. 
49(3):524-35. 

 
van de Werken H, Landan G, Holwerda S, Hoichman M, Klous P, Chachik R, Splinter E, 

Valdes Quezada C, Öz Y, Bouwman B, Verstegen M, de Wit E, Tanay A, de Laat 
W. (2012). Robust 4C-seq data analysis to screen for regulatory DNA 
interactions. Nature Methods, 9:969-72. 

 
Moindrot B, Audit B, Klous P, Baker A, Thermes C, de Laat W, Bouvet P, Mongelard F, 

Arneodo A. (2012). 3D chromatin conformation correlates with replication 
timing and is conserved in resting cells. Nucleic Acids Res Oct;40(19):9470-
81. 

 
de Wit E, de Laat W. (2012). A decade of 3C technologies: insights into nuclear 

organization. Genes Dev. 26:11-24.   
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Montavon T, Soshnikova N, Mascrez B, Joye E, Thévenet L, Splinter E, de Laat W, Spitz F, 

Duboule D. (2011).  A regulatory archipelo controls the transcription of Hox 
genes in digits. Cell 147:1132-45.   

            
Splinter E, de Laat W. (2011). The complex transcription regulatory landscape of our 

genome: control in three dimensions. EMBO J 30:4345-55.    
        
Noordermeer D, Leleu M, Splinter E, Rougemont J, de Laat W, Duboule D. (2011) The 

dynamic architecture of Hox gene clusters. Science 334:222-5. 
 
Noordermeer D, de Wit E, Klous P, van de Werken H, Simonis M, Lopez-Jones M, 

Eussen B, de Klein A, Singer RH, de Laat W. (2011). Variegated gene 
expression caused by cell-specific long-range DNA interactions. Nat Cell Biol 
13:944-51.    

     
Splinter E, de Wit E, Nora EP, Klous P, van de Werken HJG, Zhu Y, Kaaij LJT, van Ijcken 

W, Gribnau J, Heard E, de Laat W. (2011). The inactive X chromosome adopts 
a unique three-dimensional conformation that is dependent on Xist RNA. 
Genes Dev 25: 1371-83.      

             
Tena JJ, Alonso ME, de la Calle-Mustienes E, Splinter E, de Laat W, Manzanares M, 

Gómez-Skarmeta JL. An evolutionarily conserved three-dimensional structure 
in the vertebrate Irx clusters facilitates enhancer sharing and coregulation 
(2011). Nat Commun. 2: 310.   

                
Homminga I, Pieters R, Langerak AW, de Rooi JJ, Stubbs A, Verstegen M, Vuerhard M, 

Buijs-Gladdines J, Kooi C, Klous P, van Vlierberghe P, Ferrando AA, Cayuela JM, 
Verhaaf B, Beverloo HB, Horstmann M, de Haas V, Wiekmeijer AS, Pike-Overzet 
K, Staal FJ, de Laat W, Soulier J, Sigaux F, Meijerink JP. (2011). Integrated 
Transcript and Genome Analyses Reveal NKX2-1 and MEF2C as Potential 
Oncogenes in T Cell Acute Lymphoblastic Leukemia. Cancer Cell 19(4):484-
97.    

     
Hakim O, Sung MH, Voss TC, Splinter E, John S, Sabo PJ, Thurman RE, 

Stamatoyannopoulos JA, de Laat W, Hager GL (2011). Diverse gene 
reprogramming events occur in the same spatial clusters of distal regulatory 
elements. Genome Res.21(5):697-706.  

      
Tolhuis B, Blom M, Kerkhoven R, Pagie L, Teunissen H, Nieuwland M, Simonis M, de Laat 

W, van Lohuizen M, van Steensel B. (2011). Interactions among Polycomb 
domains are guided by chromosome architecture. PLoS Genet. 
7(3):e1001343. 

          
Wijchers PJ, de Laat W. (2011). Genome organization influences partner selection for 

chromosomal rearrangements. Trends Genet. 27(2):63-71.   
         
Simonis M, Klous P, Homminga I, Galjaard RJ, Rijkers EJ, Grosveld F, Meijerink JP, de 

Laat W. (2009) High-resolution identification of balanced and complex 
chromosomal rearrangements by 4C technology. Nat Methods. 6:837-42. 
  

        
Louwers M, Splinter E, van Driel R, de Laat W, Stam M. (2009) Studying physical 

chromatin interactions in plants using Chromosome Conformation Capture 
(3C). Nat Protoc. 4:1216-29.  

                 
Louwers M, Bader R, Haring M, van Driel R, de Laat W, Stam M. (2009) Tissue- and 
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expression level-specific chromatin looping at maize b1 epialleles. Plant Cell. 
21:832-42.   

                 
Noordermeer D, de Laat W. (2008) Joining the loops: beta-globin gene regulation. 

IUBMB Life 60:824-33.   
               
Simonis M, de Laat W. (2008) FISH-eyed and genome-wide views on the spatial 

organisation of gene expression. Biochim Biophys Acta 1783:2052-60.   
 
Guelen, L., Pagie, L., Brasset, E., Meuleman, W., Faza, M.B., Talhout, W., Eussen, BH, de 

Klein, A., Wessels, L., de Laat, W., van Steensel, B. (2008) Domain 
organization of human chromosomes revealed by mapping of nuclear lamina 
interactions. Nature 453(7197):948-51. 

 
Noordermeer, D., Branco, M.R., Splinter, E., Klous P., van IJcken W., Swagemakers, S., 

Koutsourakis, M., van der Spek P., Pombo A., and de Laat, W (2008). 
Transcription and chromatin organization of a housekeeping gene cluster 
containing an integrated b-globin Locus Control Region. PLOS Genetics 
4:e1000016.          

 
Palstra, R.J., Simonis, M., Klous, P., Brasset, E., Eijkelkamp, B. and de Laat, W. (2008). 

Maintenance of Long-Range DNA Interactions after Inhibition of Ongoing RNA 
Polymerase II Transcription. PLOS One 3(2):e1661.  

            
Simonis M, Kooren J, de Laat W. (2007). An evaluation of 3C-based methods to capture 

DNA interactions. Nature Methods 4:895-901.  
            
De Laat, W., Grosveld F. (2007). Interchromosomal gene regulation in the mammalian 

cell nucleus. Curr Opin Gen & Dev, 17(5):456-64.   
            
Kooren, J., Palstra, RJ., Klous, P., Splinter, E., von Lindern, M., Grosveld, F., de Laat, W. 

(2007). Beta-globin active chromatin Hub formation in differentiating erythroid 
cells and in p45 NF-E2 knock-out mice. J Biol Chem. 282:16544-52.  

 
De Laat, W. (2007). Long-range DNA contacts: romance in the nucleus? Curr Opin Cell 

Biol, 19:317-320.  
               
Hagège, H., Klous, P., Braem C., Splinter, E., Dekker, J., Cathala, G., de Laat, W., 

Forné, T. (2007) Quantitative analysis of Chromosome Conformation Capture 
assays (qPCR-3C). Nat Protoc, 2:1722-1733.    

             
Skok, JA., Gisler, R., Novatchkova, M., Farmer, D., de Laat W., Busslinger M. (2007). 

Reversible contraction by looping of the Tcrb and Tcra loci in rearranging 
thymocytes. Nat Immun 8:378-387.  

             
Simonis, M., Klous, P., Splinter, E., Moshkin, Y., Willemsen, R., de Wit, E., van Steensel, 

B., de Laat, W. (2006). Nuclear organization of active and inactive chromatin 
domains uncovered by chromosome conformation capture-on-chip (4C). Nat 
Genet 38:1348-1354.   

               
Splinter, E., Heath, H., Kooren, J., Palstra, R.J., Klous, P., Grosveld, F., Galjart, N., de 

Laat, W. (2006). CTCF mediates long-range chromatin looping and local histone 
modification in the beta-globin locus. Genes & Dev 20: 2349-2354.   

        
Drissen, R., Palstra, R.J., Gillemans, N., Splinter, E., Grosveld, F., Philipsen, S., de Laat, 

W. (2004). The active spatial organisation of the b-globin locus requires the 
transcription factor EKLF. Genes & Dev 18: 2485-2490.   
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Patrinos, G., de Krom, M., de Boer, E., Langeveld, A., Imam, A., Strouboulis, J., de Laat, 

W., and Grosveld, F.G. (2004). Multiple interactions between regulatory regions 
are required to stabilize an active chromatin hub. Genes & Dev. 18: 1495-
1509.  

 
Palstra R-J., Tolhuis B., Splinter E., Nijmeijer R., Grosveld F., de Laat W. (2003). The b-
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