
 
 

Figure S1: Regulatory potential of the 80kb linkage disequilibrium (LD) region shown in 
the UCSC Genome Browser.  
There are five predicted genes in the region (tracks: Genscan Gene Predictions, Geneid Gene 
Predictions). There are also numerous DNase I hypersensitivity clusters and transcription factor 
binding sites as well as peaks of conservation (track: 100 vertebrates conservation by 
PhastCons) across the region. Finally, there are 132 predicted novel microRNAs in the region 
(track: Human mRNAs from GenBank).  
 

 

Figure legend: UCSC Genome Browser (hg19) view of the 80kb LD block in 2p25. While there 
are no annotated genes in the region, the “Genscan Gene Predictions” and “Geneid Gene 
Predictions” tracks identify five predicted genes. Additionally, there are 132 mRNAs within the 
region, as seen in the “Human mRNAs from GenBank” track. The region contains many DNase 
hypersensitivity sites and transcription factor binding sites, as indicated by the “DNase Clusters” 
and “Txn Factor ChIP” tracks respectively. There are also several areas of high vertebrate 
conservation throughout the region. Tall green bars in the “Vertebrate Cons” track indicate these 
areas of high conservation.  

 


