Table S1. In silico analysis of off-target activity of sgRNAs used in this study

Target Chromosome  Position Direction = Mismatches Bulge Size

crRNA:
GGATTGGAGCTAGCGGTAACNGG
DNA:
GGATTGGAGCTAGCGGTAACCGG
crRNA:
GTGCGTCGAGACTACAAGACNGG
DNA:
GTGCGTCGAGACTACAAGACAGG
crRNA:
GGTCTACAGTCGGCCATCCANGG 2906250
DNA: 78
GGTCTACAGTCGGCCATCCAGGG
crRNA:
GGTTCGTCGCACACTCAGCANGG 2906251
DNA: 72
GGTTCGTCGCACACTCAGCACGG
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Figure S1. Amino acid sequence alignment of AeAPN1 isoform from WT and AeAPN1-KO strains.
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Figure S2. Amino acid sequence alignment of AeAPN2 isoform from WT and AeAPN1-KO strains.
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Figure S3. SDS-PAGE profile of midgut BBMV protein from the WT strain and the AeAPN1/AeAPN2-KO
strain, and the target regions of Coomassie blue stained gels were framed by red dashed boxes. Lane M:
Prestained Color Protein Ladder (Beyotime, China), Lane 1: the midgut BBMV proteins from the WT
strain, Lane 2: the midgut BBMV proteins from the AeAPN1/AeAPN2-KO strain.

Table S2. AeAPN1 and AeAPN2 peptides identified from midgut BBMV of the WT strain
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