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Platform of discovery


•  Unique, large-scale multiple omics data infrastructure.

•  Freely accessible to any PhD student or postdoc 

affiliated to BBMRI.




The data


Genome

Imputed (HRC)/WGS


Transcriptome

RNA-seq


Methylome

Illumina 450k array


Phenotypes

Lipids, height, weight, 
smoking, cell counts... 




46 data request




Epigenome- and transcriptome-wide 
association studies


Genome


Transcriptome


Methylome


Phenotypes

Lipids, BMI, smoking, 
age; ECG, BP, tHcy, 
glucose, insulin, lung 
function, metabolic 
syndrome, leptin, 
behaviour.




Scientific output




QTLs

GWAS hits

Rare variants

Refining GWAS hits

Look-ups

APOE4

Chromosome X


Downstream functional effects 
disease variants





Genome


Transcriptome


Methylome


Phenotypes




Scientific output




Integrative genomics & causal 
inference approaches


Genome


Transcriptome


Methylome


Phenotypes




Scientific output


Mendelian randomization (5x)




Expertise & Methodology


21 peer-reviewed publications so far




Showcases


13.15 – 13.30
 Annique Claringbould 
(UMCG) 


Trans-eQTL analysis.


13.30 – 13.45
 Jenny van Dongen (VUMC)

 


Epigenome-wide association study of educational 
attainment.


13.45 – 14.00
 Koen Dekkers (LUMC)
 Identifying methylome-metabolome interactions

14.00 - 14.15
 Marleen van Greevenbroek 

(MU)

Epigenetic and transcriptional markers of 
cardiometabolic disease.


14.15 – 14.30
 Martijn Dekker (EMC)
 Fetal differentially DNA-methylated regions, 
childhood lung function, and the risks of asthma 
and COPD across the life course.



