
	
  
	
  
Additional File 2 Supplementary Figure 2: GC content of covered versus predicted sites 
between 100-200 bp.  
To test the effect of GC content on sequencing coverage, the GC content of total predicted sites between 
100 and 200 bp was compared to the GC content of predicted sites with sequencing coverage normalized 
by depth of coverage for A) maize and B) rice. 
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