
Supplemental Figure 2. Alignments between scaffolds containing more than one
disagreement with the BEAT consensus sequence, the BEAT consensus, and the 
human reference. Scaffolds that meet these criteria were found to belong to two
categories: likely paralogs, and possible assembly errors. Paralogs are indicated 
when the entire sequence can be reconstructed from shotgun sequence reads, while 
assembly errors are marked by regions of scaffold-read disagreement. All 
alignments to scaffolds shown were conducted with BWA-MEM (Li 2013), and 
used only the original reads from Perry, Reeves et al. (2012). Titles with a
light blue border indicate likely paralogs, while titles with a red border indicate
possible assembly error.  
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