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Odorant binding protein 2
(Protein Accession Number: S5R7HS; Peptides Sequence: gTDECDTAFQIR)

Extracted fram: EADatalP161 07 F 3rawe #10325 RT: 25.86
FTMS, HCD@30.00, z=+2, Mono miz=858.91089 Da, MH+=1716.81450 Da, Match Tol=0.1 Da
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Odorant binding protein 69a

(Protein Accession Number: AOAOG2UEVO; Peptides Sequence: aTGELPNNQNLK)
Extracted fram: EADatalP16107\F 3 raw #22566 RT. 49.41

FTMS, HCDi@30.00, 2=+2, Mono miz=1322.16919 Da, MH+=2642.33110 Da, Match Tol=0.1 Da
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Odorant receptor 94b
(Protein Accession Number: AOAOG2UEY4; Peptides Sequence: tASANITIAV LK)

Extracted from: EADatalP161 07WFE raw #2607 RT: 1034
FTME, HCD@320.00, 2=+2, Mana mfz=911.92087 Da, MH+=1822.15447 Da, Match Tal=0.1 Da
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Odorant binding protein 44a
(Protein Accession Number: AOA0G3Z7T5; Peptides Sequence: tQNLIAQLGQNK)

Extracted fram: EADatalP161 07 FE.rawe #12856 RT: 32.68
FTME, HCD@320.00, 2=+2, Monao mfz=962.57721 Da, MH+=1936.14714 Da, Match Tal=0.1 Da
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Putative odorant-binding protein A5
(Protein Accession Number: AOA034WGF4; Peptides Sequence: KYDMELVAGNIFTSR)

Extracted from: EADatalP16107F 11 rawe #12493 RT: 3012
FTMS, HCD@30.00, z=+3, Mono miz=796.39941 Da, MH+=2387.18369 Da, Match Tol=0.1 Da
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Figure S1. Representative MS spectrum of eight peptides
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Figure S2. GO enrichment analysis of differentially expressed proteins between

the responsiveness and non-responsiveness male flies’ antenna. The x-axis represents

the name of the GO terms, and y-axis represents the rich factor. The numbers on the columns

represent the protein number. The color of column represents the corresponding p-value, and a

corrected p-value < 0.05 were considered the most significant functional subcategories.
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Figure S3. The most represented KEGG pathways in B.dorsalis proteome. The

x-axis represents the name of the pathways, and the y-axis represents the protein number.



Table S1. Summary of the proteomics sequencing results.

Group Name

Number

Total spectra
Spectra
Peptides

Unique peptides

Protein

Differentially expressed protein

266460

Table S2. Primers used for gene expression detection by qPCR.

Primer name

Nucleotide sequences (Forward)

Nucleotide sequences (Reverse)

Primer efficiency (%)

BdorOBP44a
BdorOBA5
BdorOBP69a
BdorOBP2
BdorOB19A
BdorOB99A
BdorOBP83a-1
BdorOBP15
BdorPBP4
BdorPBP2
BdorOR94b
BdorIR84a

a-tubulin

ACGCGCTGCTACATTGAGTG
GGCTAAAGGTTACGTGCTAG
AGTGACCACTCTGGAGGTG
GTTTTGCTAGCCTTTGTCGC
TCGGATCAAGTTTCTGGCGG
CAATGAAGTGCACAGCGTTC
CACGTACAGGCACAGGAAC
CTAGTGGATAAGTACAAGGCG
CAGTCTTGCTCTCTCACTGG
CTTGATTGTTTGTGTGGCGC
ACCGTTGTCGTGTTCGCTTG
CGATCTGCGCATTGGTATTG
CGCATTCATGGTTGATAACG

GTGCATGAGTCCGATTTCTG
GCCACCAGCTCCATATCGT
TCCAAGTGCACGATGTTGTC
CTTGCATGCACTTGGAGAAG
CCTTTCTTCATCGTTTGCATC
GTCCGGATAATCAAAGTTGTC
GTCACCGTTATCGTCCACC
GCTTCCTTTGCGCAATTCTC
AACGGTATTGTGTAACTGGC
CATCACCATTCATCGCACCG
GCTCAGACGCCAACCAATC
GCCGGTAGAAAATGCTGCAG
GGGCACCAAGTTAGTCTGGA

97.83
95.45
92.53
95.11
93.43
97.24
95.99
92.82
94.69
96.92
92.89
94.88
94.73

Table S3. Primers used for RNA interference analysis.

Primer name

Nucleotide sequences

dsOBP2-F

dsOBP2-R
dsGFP-F
dsGFP-R

TAATACGACTCACTATAGGGAGACCACCTTCTCCAAGTGCATGCAAG

TAATACGACTCACTATAGGGAGACCACAAATCCAAGCCCTCGTGCC

TAATACGACTCACTATAGGGGAGACCACACGGCCACAAGTTCAGCGT

TAATACGACTCACTATAGGGGAGACCACGACCACTACCAGCAGAACA

Note: The underlined nucleotides sequence is T7 promoter.



Table S4. Identification of ORs in non-responsiveness and responsiveness B.dorsalis

male antennae.

. . . Theor. Non-responsiveness/  Student’s
Accession Number Protein Description .
pl/MW (kDa) Responsiveness t-test P value
AOAO0G2UKH1 Odorant receptor 13a 8.309/50.726 1.059 0.0688
A0A034WM57 Odorant receptor 83b 8.499/53.078 1.032 0.277
AO0A0G2UGJ8 Odorant receptor 43a-1 6.138/43.552 1.056 0.472
AO0AO0G2UEX9 Odorant receptor 67¢ 5.402/46.729 0.954 0.599
AOAO0G2UEY4 Odorant receptor 94b 8.558/46.003 1.683 0.0198




