
 

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

  Target Chromosome Position Direction Mismatches Bulge Size 

AeAPN1 

crRNA: 

GGATTGGAGCTAGCGGTAACNGG 
3 9134967 + 0 0 

  DNA: 

GGATTGGAGCTAGCGGTAACCGG 

crRNA: 

GTGCGTCGAGACTACAAGACNGG 
3 9135072 + 0 0 

  DNA: 

GTGCGTCGAGACTACAAGACAGG 

AeAPN2 

crRNA: 

GGTCTACAGTCGGCCATCCANGG 
1 

2906250

78 
+ 0 0 

  DNA: 

GGTCTACAGTCGGCCATCCAGGG 

crRNA: 

GGTTCGTCGCACACTCAGCANGG 
1 

2906251

72 
- 0 0 

  DNA: 

GGTTCGTCGCACACTCAGCACGG 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Figure S1. Amino acid sequence alignment of AeAPN1 isoform from WT and AeAPN1-KO strains. 

 

 

 

 



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Figure S2. Amino acid sequence alignment of AeAPN2 isoform from WT and AeAPN1-KO strains. 

 

 

 

 



 

 

 

 

 

 

 

 

 

 

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 

AeAPN1 peptides AeAPN2 peptides 

IYPTQNWAFR TLDVTAVSDTEPL
LHK MTQIAIPDR EGLVSYFNNR 

MAFPCYDEPGLK DFLQTAIGGSGSG
VEINYK IVSSVYSASR DVMDSWTTVAGFPLLT

VR 

QFAIPDFAAGAM
ENWGLVTYR DFTTMVDHLIK QLPNAHVYHVPYNYAT

K DYNAVANMPR 

QFDGANADHLYV
GLQSAIQGK 

DETEYAPWTAAN
NVLSYFNGK LIIAALQENPSTIHVQNR ESVRPMTWNAATPSEI

AGLFDTVAYDK 

RIYPTQNWAFR EFVAILDVNTLNS
ALSNIASR LGSSTLNNAVANIASR IDHQNCLAVTGNALR 

QTISTWACLIGNE
DCLK 

EQYLLFNPELSTY
R LIDEFISR LDLTVPLELMTYLK 

NVLGEINWTAGL
K AGVDALIEFLR LTTTIPAEDWIIFNK GSGAMENWGLVTYGE

PVLLFNPTINSYR 



NVLPEGVTVK AGVDALIEFLRDP
NMLR LPTVTVPTHYNLHLK HSSAMAPGSYMVK 

INTEVPANEWIIF
NK 

KVPNTNVWMIPY
NYVHQSK VSANTASSAR AQLINDAYNLAR 

LSDSEDGFYISSYV
NK 

ADFDDLSTFSWLS
TK 

VTLYSVTGEGQTELGSPE
FETDADTEHLAIK MTQIAIPDR 

VPNTNVWMIPYN
YVHQSK LDIEVLMK VEFNGILQNNNNQGFFA

SSYVDDTGKR 
QETAYPPWAAASSVLT
YFNNK 

VTQFEVTPK LDAHLGIGYYDH
MPQMK TAIHENER FEPTHAR 

YLATTQFESTSAR AIMDTWANEK STPSFDTLNFEWLSTK 

QQTGYYR  

(AAEL018249-PB; 
AAEL019828-PA; 
AAEL012783-PA) 

SMIISALGCSENK GTPAYKDFTTMV
DHLIK SAFPCFDEPK VNYDTK 

TADVAEYQYLYK AQLIDDAYWLAR 
SGSVLNMFR 
(AAEL019828-PA; 
AAEL008163-PA) 

 

RTYETGDIIISQER AGVDALIEFLRDP
NMLR VAFQDDNWR  

SIASLFDR LDAHLGIGYYDH
MPQMK 

TNNEQELEQLEALLTTL
GDK  

SGSVLNMMR MSTYLLAFVVSDF
QR TGDIFVSQER  

TQIVQAVYSGGR GYPVLSVR DGALVPDVDDASFVTTK  

TYETGDIIISQER QQVGYYR ATFTLSITHSK  

TSYPTHYELR LLTYLK AVLIDSLGCSQNK  

DPNMLR  ELDGAIADHLYQGLELA
VTGK 

 

 

 


