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Transcriptome analysis of diapause-associated genes of Coccinella septempunctata 1.
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Abstract: To understand the diapause mechanism of Coccinella septempunctata L. at molecular level
transcriptome sequencing was carried out for female adults in three different states i.e. non-diapause
(ND) diapause ( D) and diapause terminated ( DT) and KEGG pathway enrichment analysis was
performed on the up—regulated expressed genes. In research total RNA was respectively extracted from the
female adults with normal development after oviposition diapause 30 days and diapause-terminated after
diapause 30 days and c¢cDNA samples were synthesized to generate c¢DNA libraries. After quality
inspection two pair sequencing was performed with the Illumina HiSeq 2500 system. Total of 82820
unigenes were yieled according to sequencing results. When ND and D were compared 3501 differentially
expressed genes ( DEGs) were revealed and 1427 DEGs were detected between D and DT. The DEGs
which was highly expressed in the diapause stage compared to non-diapause and diapause-terminated stages
was defied as diapause-associated genes. In results total of 443 unigenes were found to be diapause—

associated genes. The analysis of KEGG enriched pathways were performed on diapause-associated genes
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using KAAS ( KEGG Automatic Annotation Server) and found that these genes were mainly involved in

carbohydrate metabolism lipid metabolism and signal transduction.

Key words: Coccinella septempunctata 1. ; diapause; transcriptome sequencing; diapause-associated

genes; KEGG analysis; Carbohydrate metabolism
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Table 1 KEGG pathway analysis of diapause-associated genes
KO
Primary
Secondary metabolism Tertiary metabolism KO number of involved genes
metabolism
/
K01623 KO00873 KO00002 K00128
Glycolysis /Gluconeogenesis
( TCA ) KO01647 KO1681 KO00031 KO00164
Citrate cycle ( TCA cycle) K00658 K01900 K00236 KO01958
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Pentose phosphate pathway
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KO
Primary 4 .
Secondary metabolism Tertiary metabolism KO number of involved genes
metabolism
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Oxidative phosphorylation K02268 K02132
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