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Figure S3. Blobplot of the Sesamia nonagrioides final genome assembly. Each circle represents a
Scaffold. Circle’s diameters are scaled proportionally to scaffold length and coloured according to
taxonomic affiliation. The blue dot highlighted by a red arrow (387,794 bp long scaffold with a
coverage of 154.8X) is scf7180000018078_1, which contains large NUMTs (see Figure 2).



