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Genomic DNA was extracted from CT05 and contaminated-p50 male larvae using the DNeasy Blood 
and Tissue Kit (Qiagen, Valencia, CA, USA). DNA library preparation and sequencing were 
performed by Azenta (Beijing, China) using DNBSEQ (MGI, Shenzhen, China) and 
Novaseq(Illumina, San Diego, USA). The DNA sequence data for the Sakado strain (B. mandarina) 
was downloaded from the DDBJ DRA database (DRA004652). Raw DNA sequencing reads were 
subjected to quality checking and trimming to remove adaptor sequences, contamination, and low-
quality reads using fastp version 0.22.0 (Chen et al., 2018) (-q 30). The trimmed reads were aligned 
to the publicly available reference genome of B. mori (Genome assembly (November 2016), 
http://silkbase.ab.a.u-tokyo.ac.jp) (Kawamoto et al., 2019) using minimap2 version 2.1.0 with default 
parameter settings (Li, 2018). SAMtools version 1.9 was used to convert SAM files and to sort and 
index BAM files (Li et al., 2009). Genomic variants including single nucleotide polymorphisms 
(SNPs) were called using SAMtools version 1.9, using the command line “mpileup -uf” and BCFtools 
version 1.9 (call -c) (Narasimhan et al., 2016). SNPs fewer than 20 mapped reads were filtered out 
using SnpSift version 4.3t using the following command: filter “(DP>=20)” (Cingolani et al., 2012a). 
Histograms were drawn using R packages (R Development Core Team, 2013) 
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