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iHerlll scaffolds (n=20)
Figure S4. Whole genome alignment of Hermetia illucens GCA_009835165.1 and iHerlll assemblies.
Chromosome alignment of GCA_009835165.1 scaffolds to the iHerlll assembly both per chromosome (top left to
bottom left) and whole genome overview (bottom right). Unique forward alignments = blue, unique reverse
alignments = orange and repetitive sequences = green.



