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Identification of mis-assemblies

Remove scaffolds (entire or parts)

"inner" "end" 

Analysis of chains matching known false duplications

Identification of mis-assemblies

  Harris RS: Improved pairwise alignment of genomic DNA. Ann Arbor: ProQuest; 2007:84 [2] Kajitani R. et al, Efficient de novo assembly of highly heterozygous genomes from whole-genome shotgun short reads, Genome Res. 2014; 24(8):1384-95 [3] Nguyen V.H., Lavenier D., PLAST: parallel local alignment search tool for database comparison, BMC Bioinformatics, vol 10, no 329, 2009 [4] Waterhouse et al, OrthoDB: a hierarchical catalog of animal, fungal and bacterial orthologs, Nucleic Acids Research, 2013, PMID:23180791 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)

Our 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.
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