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In silico doning and digital differential display analysis
of Danio rerio QM gene by EST database searching

JIN Hong-jian, SHAO Jian-zhong, XIANG Lixin
( College  Lj e Science, Zhgiang University, Hanghou 310012, China)

Abstract: QM homo logs, associated w ith tumor suppression, cell growth, differentiation, development and apoptosis, were i lated
from human and many other organisms. However, QM derived from fish was not reported. Through ntegrated analysis of public
database such as ESI', TIGR Gene Index in silico, a fultlength cDNA encoding QM homo logue of human QM protein was identified
from Danio rerio, which is 769 bp length and has a putative protein of 215 amino acids with a predicted mol. wt. of 24. 6 kD and
isoeleciric point of 10. 6. It was found that Danio rerio QM amio acid sequence includes 1 Ribosomal poten L 10e signature, 2
Amidation sites, 1 Tyrosine sulfation site, 1 N— myristoylation site and 1 Protein kinase C phosphorylation site by scanning PROSITE
motifs. The Danio rerio QM shares an 66% — 92% amino acid sequence identical to other proteins of the QM family, including
human ete, respectively. Study showed that Danio rerio QM gene expressed in all Danio rerio embryo and adult tissues by digital
differential display based on UinGene. The experiment provided us with a feasible bioinformatics method for cloning new functional
genes, thereby preparing for further research on fish QM gene function.

Key words: Danio rerio; QM gene; expressed sequence tag (EST); in silico cloning; digital differential display
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Fig.1 Alignment of human QM mRNA in Danio raio EST database
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Fig.2 ORF prediction of the assembled DiQM cDNA
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DrQM Homo (AY156926) 76% , Plutella xylostella
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