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Improvement of the assembly of heterozygous genomes of non-model organisms

de niveau recherche, publiés ou non, émanant des établissements d'enseignement et de recherche français ou étrangers, des laboratoires publics ou privés.

-uniqueness : filtering duplications by checking uniqueness of matches

METHOD APPLICATION

Spodoptera frugiperda genome

≤ Abp ≤ Abp dist1 dist2 ≥ B% of query cumulated read depth lim1 ≤ ≤ lim2
"included"

The smallest scaffold is deleted

"border"

The scaffolds are linked by their extremities, keeping the allele located on the longest scaffold of the pair

Relocation and merging of supernumerary gene annotations :

alignment of the impacted gene onto the remaining allele (Exonerate) :

-NO => delete allele -YES => 3 distinct cases "synonymous" "no intersection" "intersection" Read depth analysis : before/after correction 
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