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Table S1. Primers used in cloning of BoαE1, qRT-PCR and RNAi
Primer Name Sequence（5'-3'） Application Product LenGth Efficiency R2

BoαE1-ORF-F
CCGGAATTCATGAGTGATTTCGTC

ATAGC
ORF application

BoαE1-ORF-R
CCGCTCGAGAGTGGTGGTGGTGG

TGGTGCTTCTCGCTGTA

BoαE1-qF TTACGACTACGAACCGCTAAAG qRT-PCR

BoαE1-qR CTGGACCGAATGGGAACAATA

97 bp 101.9% 0.976

18S-qF CCTGTCCTCGGATTAGGAAATG

18S-qR CCCACAGCAACACTTGTTTAAG

106 bp 89.6% 0.989

RPS7-qF GATCCGTTTGGTCCGTGAA

RPS7-qR GATTGCGTGTATTTCTGGTTGG

104 bp 92.9% 0.951

RPS15-qF ATCGTGGCGTCGATTTGGAT

RPS15-qR CTCATTTGGTGGGGCTTCCT

164 bp 109% 0.997

PRL18-qF CCAACTGGCAAGGGAACTCT

RPL18-qR AGCTACGTCTGCGACCTCTA

144 bp 107% 0.979

T7ds BoαE1F
TAATACGACTCACTATAGGATGC

AAAACCACCGATCAAT
RNAi

T7ds BoαE1R
TAATACGACTCACTATAGGCAAC

ATCAAAAAGTGCACCG

T7dsGFPF
TAATACGACTCACTATAGGCCAT

GGCCAACACTTGTCA

T7dsGFPR
TAATACGACTCACTATAGGTTGT

GTCCGAGAATGTTTCC



Figure legends

Figure S1. Nucleotide and and deduced amino acid sequence of BoαE1 from B. 

odoriphaga. The initiation codon (ATG) and termination codon (TGA) are boxed in 

black. The catalytic triad are indicated by red bold letters. The active sites of the 

substrate binding pocket are highlighted in grey. The CarE highly conserved residues 

motif (Gly-X-Ser-X-Gly) are boxed in black.

Figure S2. Effect of RNAi treatment on sensitivity of B. odoriphaga larva to 

lambda-cyhalothrin or chlorpyrifos. NS represents no significant diference by 

student’t test.
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