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Abstract: [ Purpose] To understand the gene expression during the early stage of wax secretion in
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the second-instar males Ericerus pela, and to identify the fatty acyl-CoA reductase (far) gene in-
volved in wax synthesis and the protein expression of FAR in females and males. [ Method ] Three
generations of full-length transcriptome sequencing were used to analyze the genes expression of the
second instar males of E. pela during the early stage of wax secretion, and the far genes related to wax
secretion of E. pela were identified; monoclonal antibodies were prepared from a concerned FAR. The
expression of the FAR in females and males was analyzed by using Western-blot. [ Result] The
third generations sequencing of full-length transcriptome was successfully performed on the second-
instar males during the early stage of wax secretion of E. pela, a total of 81 far genes were obtained,
and 6 far genes with expression profile consistent with the wax secretion of the insect were identified.
One of the far genes was selected and named far3. The monoclonal antibody of FAR3 was success-
fully prepared. And the expression of FAR3 in males and females was analyzed by using the mono-
clonal antibody, it was confirmed that FAR3 was highly expressed in males during the second larval
stage and slightly expressed in females. [ Conclusion | In this study, the far genes related to wax se-
cretion were obtained by three generations of full-length transcriptome sequencing of the second-in-
star males of E. pela during the early stage of wax secretion. The high expression of FAR3 in the
second instar males during the wax secretion stage was confirmed by using the monoclonal antibod-
ies of FAR3, which laid a foundation for the functional study of other far genes of E. pela and the ex-
ploration of the molecular mechanism of wax secretion of E. pela.

Keywords: Ericerus pela; genes responsible for wax synthesis; fatty acyl-CoA reductase; transcrip-
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PYBE T U, TEARRE fA AL R AR 55 1 ik A A
R — R 2, EBIPEHRE, RSN FARS
YRR, A AR A I AR PRI e g
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Tab. 1 Function annotation results summary
HEESH UREA BiRER . SUERHE IR 54 HAR A RNE ” HEAE AHE EREH
total HympE N HoEpE NG SVSSPOU ma A4 KEGG EAfEKOG MO GO intersection  overall
%t number 131414 69 613 16 141 58226 58 857 57292 55633 27583 3400 76 603
T3 /%
100 52.97 12.28 4431 44.79 43.60 42.33 20.00 2.59 58.29
percentage

VE: Intersectiondi LR KR PR T B ARV RE b e A UL LB overallF - LoRHcHs e P AR B — Bl PRV R b AR oA S0 O B

Note: Intersection means the total number and proportion of transcripts annotated on all databases in the seven databases; overall means the total number

and proportion of transcripts annotated by any of the seven databases.
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D—5, BRI far LRGN far3,
EIAG K IZILHA 3 ASFFY Isoform,,
24 HUlEAML

TR O AT 1 far3 R RS S
K HMEN, RBOZEAEN IR T4k
2: SDS ik, 25K 5 piR . itk
PURR IR LN 0.8 mg/ mL, 4l 80 %,
DLHAT T — 2P il
2.5 1Al ELISA Kl 45 %

253 [a] 42 ELISA f I fe %2 1) 8 H Balb/c /s
B, M EPUARSN A R R AT AR, 1
BARM BB, RBEN KT 1, HA Fx ey
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