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Comparison of calls across three genomes w/o post filtering 
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Comparison of calls across three genomes with post filtering 
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Comparison of calls across three genomes CREST calls
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Comparison of calls across three genomes CNVnator calls 
consistent with CREST calls

103 67

72

36

117

204
53

77 8

24

23

76

subZ

subM

subN

subZ subM

subN
Deletions Duplications


