
3 PRF scores: predicting cell type-specific 
regulatory function of genetic variants 

3.1 Introduction 





3.2 Model development 
3.2.1 Overview 



3.2.2 Optimising gene distance annotations 







3.2.3 Quantitative annotations improve prediction performance
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3.2.4 Imputed Roadmap data is more predictive for eQTLs than 
measured data 





3.2.5 Interactions between annotations and gene distance 







3.2.6 Building a multi-annotation model 





















3.2.7 Distribution of PRF scores 
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3.3 Validation with eQTL data 

3.3.1 Comparing score distributions 

 



3.3.2 Classifying lead variants 











3.3.3 Fine-mapping: reducing credible set size 
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3.4 Discussion 







3.5 Methods 
URLs 



EQTL and annotation data for model building 

Quantitative annotation parameter regularization 



Fgwas efficiency improvements 



Model building 



Computing PRF scores 



Determining credible sets
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3.6 Appendix A - Fgwas equations 
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3.7 Appendix B - model annotation enrichments 



3.8 Appendix C - Classifiers 






