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Figure 1 Genomic variations within the sequenced P. xylostella
strain (You et al., 2013)

Note: The outermost circle shows the reference genome
assembly with a 100 kb unit scale; Scaffolds that could be
assigned to linkage groups are joined in arbitrary order to
generate the partial sequences of 28 chromosomes. The green
segment represents the scaffolds that were unable to be
assigned (Un); The innermost circle denotes segmental
duplications (of >8 kb), with connections shown between
segment origins and duplication locations; Segmental duplication
pairs with 100% similarity are shown in red, and those with
>90% similarity are shown in blue. Histograms indicate the
number of SNPs (red, outer circle) and indels (light green,
inner circle) in 30 kb and 50 kb windows, respectively
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