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Abstract: [ Purpose] To identify the fatty acyl-CoA reductase (far) gene family and to analyze the
gene sequences. [ Method ] The far gene family of the Chinses white wax scale insect (Ericerus
pela) was identified and analyzed by bioinformatics methods. [ Results ] There were a total of 30
candidate far genes were identified, and 22 genes of them had a relatively conserved structure, an

NAD(P)H binding domain and a FAR C domain. Motif analysis showed that there were 13 conserved
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motifs in these FAR. The far genes of E. pela had 6-11exons and 5-10 introns. The phylogenetic ana-

lysis showed that FAR of E. pela were divided into two groups. The phylogenetic tree based on FAR

of different species revealed FAR cluster groups closely related to species rather than their functions.

Synteny analysis and amino acid similarity analysis showed that FAR generally had the highest simil-

arity within the same species. [ Conclusion ] This study was helpful to understand the evolution of

far gene family in E. pela and provided a basis for further research on the molecular functions of far

gene family of E. pela.

Keywords: Chinese white wax scale insect; fatty acyl-CoA reductase; gene family; domain; phylo-

genetic analysis
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Tab. 1 FAR information for species
% wEHFA S - HEHFPIS
%W accession number %ﬂ] accession number
species ) species )
of protein sequence of protein sequence
Amei002231.1 Apis001633.1
Amei002549.1 Apis006064.1
Amei003064.1 Apis004779.1
i Amei006051.1 Apis005580.1
Z;:is Amei008672.1 Apis005344.1
mellifera Amei008780.1 Apis007130.1
Amei008652.1 Apis005537.1
Amei008925.1 Apis005072.1
Amei008967.1 Apis006967.1
NP187805.1 Apis008073.1
NP190040.3 o Apis012239.1
Wi 50
NP190041.2 Acyrthosiphon Apis011224.1
EONEaps NP1900422 |2 Apis012361.1
Arabidopsis .
thaliana NP001326776.1 Apis012304.1
NP567936.5 Apis012211.1
NP197634.1 Apis013836.1
NP197642.1 Apis014739.1
Dmen000229.1 Apis014828.1
Dmen000534.1 Apis013660.1
Dmen003281.1 Apis014663.1
Dmen005455.1 Apis011813.1
Dmen006382.1 Apis012792.1
Dmen006383.1 Apis014458.1
Dmen006385.1 Pso0l001634.1
. Dmen007655.1 Psol001761.1
R S
Drosophila Dmen008323.1 Psol001879.1
melanogaster 1y e n011464.1 Ps01002024.1
Dmen011465.1 Ps0l002535.1
Dmen011993.1 Ps0l003325.1
Dmen011994.1 Psol006474.1
Dmen011995.1 Ps01006602.1
Dmen012359.1 Ps01006603.1
Dmen012861.1 o Ps01007950.1
RS LR
Dmen013480.1 Phenacoccus Ps01007953.1
PO A solenopsis
s 28
Simmondsia AAD38039.1 Ps01007956.1
chinensis
N NP001272760.1 Psol008193.1
BBy
Mus NP001347597.1 Ps01008269.1
musculus NP001334445.1 Ps0l008337.1
Apis003809.1 Psol008661.1
o Apis003307.1 Psol008719.1
i 5 0F
Acyrthosiphon ~ Apis002873.1 Ps01009103.1
pisum i
Apis002455.1 Ps01009104.1
Apis003711.1 Ps01009379.1
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Fig. 6 Phylogenetic tree of FAR in eight species
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