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[Scaffolds] i Scaffold Span Distribution
TotalScaffolds 64 : : :
TotalContigsInScaffolds 161 g | o o _
MeanContigsPerScaffold 2.52 ol : : 5
MinContigsPerScaffold 1 2
MaxContigsPerScaffold 39 | i
it
TotalBasesinScaffolds 5041960 : : : ; ’ T " o
MeanBasesinScaffolds 78780.62 25% 50% 75%
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: (5]
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[Contigs]
TotalContigs 776 Ordering Coloring
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Eile Options
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[780080] Feature EID: Comment:HIGH_SNP 68 21.84 Type:P [779348,780811] 1463bp
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