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The Cloning and Bioinformatics Analysis of Der f14 Gene
from the Dermatophagoide Farinae

WAN Qian' ZHONG Zhengrong' LIU Zhigang™"
(1. Department of Clinical Laboratory The First Affiliated hospital of BengbuMedical College Bengbu Anhui 233000 China;
2. Allergy and Immunology Insitute Shenzhen University School of Medicine Shenzhen Guangdong 518600 China)

Abstract: Genes sequence which have been synthesized from the pure culture of dust mites according to the earlier
stage of our research group. The Der {14 gene fragment was amplified and cloned into pUCS57 vector and then sub-
cloned into the expression vector pET with restriction enzyme. The recombinant plasmid pET28a-Der {14 was con-
structed. Then the sequencing result was analyzed by software in ExPaSy and NCBI web. Results show that the
opening reading frame( ORF) of Der f14 was obtained and was 5013 bp in full length. The protein encoded by this
sequence was deduced to be consisted with 1 666 amino acids. Similarity of the amino acid sequence of the group 14
allergens were 95% between dermatophagoides farinae and dermatophagoides pteronyssinu. one signal peptide from
1 to 18 position. The secondary structure was composed ofalpha helix( 35. 83%) extended strand( 17. 17%) and
random coil(47%) . The gene of target protein encode a kind of vitellogenin.
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The Statistical Specification of the Q- Matrix
an Integration of EFA and Q- Matrix Validation Method

WANG Wenyi' SONG Lihong” DING Shuliang'
(1. College of Computer Information Engineering Jiangxi Normal University Nanchang Jiangxi 330022 China;
2. Elementary Educational College Jiangxi Normal University Nanchang Jiangxi 330027 China)

Abstract: The vast majority of the existing statistical methods to specify the Q-matrix do rely on the draft Q -matrix
constructed by the subject matter experts or the researches. Based on previous related research the authors consider
the estimation problem of the @-matrix under the condition of without having the draft @-matrix. In particular they
introduce a @-matrix identification approach which integrates exploratory factor analysis ( EFA) with Q-matrix vali—
dation method. The results of a simulation study show that the initial Q-matrix can be correctly explored with high
recovery rate using the EFA and the validation methods.
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