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Screening and RNA Expression Analysis of
Potential Regulators Modulating Silkworm Growth

ZHANG Yi, SUN Jiu-chen, RONG Yan, REN Xiu,
QIN Xiao-xuan, LU Zhong-xiu, XIA Qing-you

School of Biotechnology , State Key Laboratory of Silkworm Genome Biology ;

Southwest University , Chongging 400715, China

Abstract: The mechanism of insect growth is a fundamental biological question. The signaling molecule
communication between different organs and tissues is vital for coordinating body growth rate and determi-
ning organ size in insects. The secretion of the insulin-like peptide bombyxin is modulated by nutritional
signals in Bombyx mori and it can promote imaginal disc growth and cell proliferation. However, more
growth regulators need to be identified. To identify growth regulators in B. mori and elucidate their regu-
lation mechanisms, thirteen regulatory genes were selected out and cloned in the genomic regions of selec-
tive signals based on their predicted GO terms. Then, the protein identity between these silkworm genes
and their fly (Drosophila melanogaster) homologs was analyzed. Finally, the RNA expression level of 6
genes at different developmental stages was tested by real-time PCR. The results indicated that most of
them exhibited considerably high relative expression levels at the pupal and the adult stages and that BmB-
tk29A displayed a higher expression on the first day of the fifth instar larval stage, implying its potential
important function during the early fifth larval growth stage.

Key words: Bombyx mori; body growth control; genomic region of selective signals; RNA expression a-

nalysis
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