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Application : Spodoptera frugiperda genome

Genome correction

Expected size : ~ 375 Mb
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Initial assembly
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Total size (Mb)
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BUSCO* stats

— 114 “Included” / 38 “borders”
=p ~80% of known allelic regions with chosen thresholds

*BUSCO : Benchmarking sets of Universal Single-Copy Orthologs (Arthropoda
species) [4]

— Qur strategy allows a good improvement of the initial assembly.
— Performing a new assembly with a tool handling heterozygosity (such as Platanus) is still more efficient.

Perspectives :
Non-studied here : potential problems of allelism within a scaffold, at contig level?
Other parameters to take into account : SNPs count (to select regions) / mate pairs (to validate corrected assembly)
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