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Nt_JP Nt_v1.52
contig No. 1,150 36,510
genome size (Mbp) 322.819 355.12
contig N50 (Kbp) 639.43 13.37
gene No. 38,867 24,668
BUSCO (%) 94.8 875

a. Ferguson et al, Insect Molecular Biology, 2020
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