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The Cloning and Bioinformatics Analysis of Der f4 Gene
from the Dermatophagoide farinae

WAN Qian' CHEN Xianxiong’ SUN Xin' ZHONG Zheng-rong'~ LIU Zhi-gang”
(1. Department of Clinical Laboratory The First Affiliated Hospital of Bengbu Medical College Bengbu Anhui 233000 China;
2. Allergy and Immunology Insitute School of Medicine Shenzhen University Shenzhen Guangdong 518600 China)

Abstract: RNA was extracted from Shenzhen area and the fulldength of Der f4 gene was amplified by RT-PCR with
the primers designed according to previous sequence published in Hong Kong chinese university. The target gene
was cloned into pUCS57 plasmid and sequenced Der f4 gene was recombinated into pET28a expression vector fol—
lowing sequencing identification. And then Der f4 protein was characterized by bioinformatics software. The opening
reading frame( ORF) of Der {4 was obtained by RT-PCR and was 1 593 bp in full length. The protein encoded by
this sequence was deduced to be consisted with 526 amino acids. Bioinformatics analysis of Der {4 which proved to
be hydrophobic proteins associated with amylase inhibitors function structure domain contained signal peptide and
multiple phosphorylation site. The fulldength ¢cDNA for Der f4 obtained which should en-code a hydrophobic extra—
cellular protein associated with inhibition of amylase.
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The Effects of CMQ on Growth of Colonial Microcystis aeruginosa and
Its Practical Application Perspective in the Control of Cyanobacterial Blooms

ZHAO Yang' YE Xingdin' > YANG Qin' LIU Wei-sheng' PENG Yi-yuan'’
(1. Key Laboratory of Functional Small Organic Molecules Ministry of Education and College of Life Science Jiangxi Normal University

Nanchang Jiangxi 330022 China; 2. College of Chemistry and Environmental Engineering Jiujiang University Jiujiang Jiangxi 332005 China)

Abstract: Along with increasing eutrophication in recent years massive cyanobacterial blooms have become a severe
environmental problem in freshwaters worldwide. Therefore developing an effective method to control the cyanobac—
terial bloom essential to guarantee the water quality security and to recover the aquatic ecosystem. Quinazoline deriv—
atives endowed with a broad spectrum of biological activities and therapeutic properties had a potential ability to in—
hibit the groth of Microcystis and control the cyanobacterial blooms. In this study it was shown that CMQ could in—
tensely inhibit the growth of M. aeruginosa groups at the concentration of higher than 5.0 mg * L™" of CMQ with
ECy, for 4 d as 1.93 mg * L™". The change of colony morphology and volume size in Microcystis aeruginosa also
suggested that CMQ could break down the M. aeruginosa colonies and cause the smaller size of Microcysiis colonies
and led to obvious settlement of these colonies. Based on the results that CMQ had exhibited efficient antialgal activ—
ities it is further implicated that CMQ have apractical application perspective in the control of cyanobacterial
blooms.

Key words: CMQ; cell; groups; Microcystis; cyanobacterial blooms



