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Abstract

genes based on the transcriptomes information of total RNA of antennae of S. populnea connected with bioinformatics analysis method. Expres-

[ Objective | To identify the types of gustatory receptor genes of Saperda populnea. [ Method]To identify the types of gustatory receptor

sions of gustatory receptors of S. populnea were measured with RT — PCR technique. [ Result] 11 types of gustatory receptor genes of S. populnea
were identified. The result showed that four complete length of gustatory receptor genes (SpopGR1, SpopGR3, SpopGR4 and SpopGRS) were all
expressed in antennae and three genes were expressed in leg except SpopGRS. SpopGR1 and SpopGR4 were lowly expressed in female antennae,
male antennae, head,chest, abdomen, leg and wing. [ Conclusion | Phylogenetic analysis of gustatory receptor genes indicated that SpopGR7,
SpopGR9 , SpopGR10 may perform the function of bitter taste. This research can promote the understanding of insect gustatory system and establi-

shes a foundation for controlling of S. populnea by chemical ecology measures.
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Table 1 Statistical results of transcriptome sequencing and assembly

Lﬁer%:t[lzqrijnge //bp Contig Transcript Unigene

0 ~300 472 894 (99.15% ) 61 208(49.93% ) 53 523(60.83% )
301 ~500 18 099 (0.42% ) 24 033(19.61% ) 16 763(19.05% )
501 ~1 000 9916 (0.23% ) 17 681(14.42% ) 9594(10.90% )
1 001 ~2 000 5773 (0.13% ) 12 258(10.00% ) 5612(6.38% )
>2 000 3037 (0.07% ) 7 399(6.04% ) 2492(2.83% )
S B Total number 4311719 122 579 87 984
S Total length // bp 219 919 077 77 847 666 41 476 443
N50 & J& N50 length //bp 48 1123 575
SEHJK EE Mean length // bp 51.004 97 635.081 6 471.408 9
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HFRIK, B SpopGR5, 53 4 3 A~ FEH ¥4 B # 33k, SpopGRI1
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Table 2 GR genes identified in S. populnea antenna

B Unigene TD KA T B A Hufir B EIERE
Gene name Length //bp ORF // aa Status Database annotation
SpopGR1 46566. graph_c0 2237 479 Complete ORF AgamGR7
SpopGR2 63639. graph_c0 225 47 3']ost TeasGR86
SpopGR3 46844. graph_cl 1 450 394 Complete ORF MaltGR1
SpopGR4 50167. graph_c0 1 029 285 Complete ORF TcasGR85
SpopGRS 48312. graph_c0 1 488 375 Complete ORF TeasGR102
SpopGR6 25556. graph_c0 478 83 3'lost TeasGR102
SpopGR7 82958. graph_c0 267 38 3']ost TcasGR89
SpopGRS 41128. graph_c0 710 140 3'lost TeasGR154
SpopGR9 4629. graph_c0 396 98 3']ost TeasGR159
SpopGR10 61165. graph_c0 497 146 3'lost TeasGR160
SpopGR11 38466. graph_c0 1199 363 3'lost TeasGR166
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Note:FA was female antennae; MA was male antennae; H was head;
T was chest; W was wing; AB was abdomen; L was legs
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Fig. 1 Expression profiles of four kinds of SpopGRs in adult fe-

male antennae, male antennae, head, chest, wing , abdomen

and legs
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Fig.2 Phylogenetic relationships between SpopGRs and GRs of other 6 species of Coleoptera
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Fig.4 Ecological conservation zone
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