QUAST

Quality Assessment Tool for Genome Assemblies by CAB

08 July 2024, Monday, 11:25:38

View in Icarus contig browser

All statistics are based on contigs of size >= 500 bp, unless otherwise noted (e.g., "# contigs (>= 0 bp)" and "Total length (>= 0 bp)" include all contigs)
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Plots: Cumulative length Nx GC content
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Contigs are ordered from largest (contig #1) to smallest.
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