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Qoning, Sequence Structure and Expression of HaPro37 Gene with Proteasome

(37 Subunit Function in the Helicoverpa armigera

WANG Geng xian"?, SIMA Yang-hu', ZHANG Sheng xiang®, XU Shiqing'
(1. State Key Laboratory of Modern Silk Department of Applied Biology, Medical College Soochow University, Suzhow Jiangsu 215153;
2. Department of Biological Science Handan College, Handan Hebei 056005 3. College of Forestrys Shandong Agricultura University Taian,
Shandong 271018
Abstract; By using total RN A which was extracted from midgut of Helicoverpa armigera and rapid amplication of ¢cDN A
ends (RACE) technology, the full-length ¢cDNA encoling Proteasome {37 Subunit was cloned, then futher analyzed the
gene sequence. The results showed that the full-length dDNA sequence was named as HaProB7 (GeneBank accession
number; FJ378902). It was 1 007 bp nucleotide long, contained an ORF (846 bp) and encoded 281 amino acids with their
predicted mass 30. 07 KD and isoelectric point 8. 04. The deduced amino acid showed that a proteasome {37 subunit
domain between 40 to 229 amino-acid residue. It had more than 63% identity to other insects such as Drosophila
melanogaster . The proteasome 37 subunit conservative regions were very similar with each other. Molecular evolution by
Neighbor Joining method indicated that HaProf37 had homologous with other proteasome 37 subunit of species.Sequence
alignment analysis showed that the cloned gene was proteasome 37 subunit gene. The results of gene expression profiling
analysis showed that Haprd37 had high expression in body wall, midgut, gonad, but low expression in head.
Key words: Helicoverpa armigera; proteasome; cloning; HaProB7 gene; RACE
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