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Table S1. Summary of Illumina probe re-annotation 

            

Detected           # of Mismatches      Probes                      
           
 

HT12v3    48,803    

 Exome  0  29,452 

   1             990 

   2            316 

 Genome  0  13,287 

   1      1,486 

   2             400 

 Merge    45,931     
           
        # The number of probes with 0, 1, or 2 mismatches relative to the reference human genome 

 
 

 

CAGE and FHS eQTL Summary Results can be downloaded or searched at:        

Excel Table at https://ggibsongt.wixsite.com/gibsongatech/supplementary-data   

Shiny site at http://bloodqtlshiny.biosci.gatech.edu:3535/) 

https://ggibsongt.wixsite.com/gibsongatech/supplementary-data
http://bloodqtlshiny.biosci.gatech.edu:3535/
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Figure S1. Summary of datasets and analytical workflow, including pointers to location of results. 

 

 

 

 

 

 



 

Figure S2. Example of a complex multisite association.  

LocusZoom plots show nine sequential conditional association peaks at p<10-5 for HBZ in the CAGE 

study.  Each successive plot shows the profile of univariate association statistics across the locus, 

conditional on adding all of the previously identified peak SNPs as fixed effects in the linear model.  

 

 

 

 

 

 

 

 



 

 

Figure S3. Comparison of Replication Rates in the Framingham and CAGE studies.  

(A) Percent variance explained by the sum of effects at each of the discovered independent eQTL at 

each locus measured in the FHS (x-axis) and CAGE (y-axis) datasets.  (B) Replication rate of all FHS eSNPs 

in the CAGE cohort, expressed as the proportion of FHS eSNPs captured by a SNP with LD r2 > 0.8 in 

CAGE, in bins of NLP units.  (C-F) Replication rates for 5,597 primary, 2,098 secondary, 656 tertiary and 

337 quaternary signals. 

 


