
1 Introduction 

1.1 The challenge of determining mechanisms 
underlying complex trait genetic associations 

1.1.1 Common variants with small effects 





1.1.2 Linkage disequilibrium and genotype imputation 



1.1.3 Most associated variants are non-coding 



1.1.4 Non-coding associations may span long distances 



1.1.5 Gene regulation can be cell type- and context-specific 



1.2 Genomics of molecular traits 



1.2.1 Gene expression 



1.2.2 Transcription factor binding 



1.2.3 Histone modifications 





1.2.4 Chromatin accessibility 

1.2.5 Chromosomal conformation 



1.3 iPSC-derived cellular models 

1.3.1 Reprogramming somatic cells to pluripotency 





1.3.2 Heterogeneity and limited maturity of iPSC-derived cells 



1.4 Predicting variant functionality 



1.4.1 Variant annotation 



1.4.2 Integrative approaches to score variant functionality 



1.5 Fine-mapping GWAS associations 

1.5.1 Experimental evaluation of variants 



1.5.2 Statistical fine-mapping 



1.5.3 Functional fine-mapping 



1.5.4 Identifying causal genes 



1.6 Outline of the thesis 




