PO Box 2345 Beijing 100023, China
Fax: +86-10-85381893
Email: wcjd@wjgnet.com www.wjgnet.com

World Chin J Digestol 2004 August;12(8):1778-1780
H5R4E A2 ISSN 1009-3079 CN 14-1260/R
2004 R R B BRF RS

* H#% GASTRICCANCER*

DU I DUR SR BE vl 4 X )7 S0 5 P — AR 25y it

Wgs, BER, B, B, HEE

BE, TEARMMKELERA LA LFT 100853

AER, 1NE, TEARMME L wFE EXFARTBEA R
& E LT 710032

WA, Y, TEARMRE RO EEXRSFAHLSES 5T AEHF
HHE BB EHET 710032

we, &, WABARMA, 1963 A, Nk, 1997 THEINEE RS
=+, BIFEEEIM, BIEUE. FZ2MBARINVEIFIIBA L.

HASAR A BINE, 100853, LRME IS 28 5, PEARBNESER
AR zw4578@vip.sina.com

E3i5: 010-66937425 {EH: 010-68168917

WisBHE3: 2004-03-15  BZHHI: 2004-04-13

Sequencing of light chain variable
region antibody against human
gastric cancer and modeling of
its three dimensional structure

Li-Juan Yang, Yu-Jie Bai, Li-Bo Yao, Xiao-Jun Yan, Cheng-Zhi Su

Li-Juan Yang, Department of Endocrinology, Chinese PLA General
Hospital, Beijing 100853, Beijing, China

Yu-Jie Bai, Xiao-Jun Yan, Ingtitute of Gene Diagnosis Technology, The
Fourth Military Medical University, Xi’an 710032, Shaanxi Province, China
Li-Bo Yao, Cheng-Zhi Su, Department of Biochemistry and Molecular
Biology, The Fourth Military Medical University, Xi’an 710032, Shaanxi
Province, China

Correspondence to: Dr. Li-Juan Yang. Department of Endocrinology,
Chinese PLA General Hospital, Beijing 100853, China. zw4578@vip.
sina.com

Received: 2004-03-15 Accepted: 2004-04-13

Abstract

AIM: To confirm the primary structure and to model the
three-dimensional structure of the light chain variable region
(VL) antibody against human gastric cancer.

METHODS: The V. gene was selected from the phage dis-
play library of antibody against human gastric cancer, se-
quenced and analyzed. The three dimensional structure
of V| was also modeled by computer homology modeling
techniques.

RESULTS: The sequence of V. was in agreement with the
characteristics of the mouse antibody variable region. In
addition, the three dimensional structure of V| was modeled.

CONCLUSION:The primary structure and the three-dimen-
sional structure of V_ are proved reasonable and reliable.
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Query: 10 CTCACTCAGTCTCCAACCGCCATGGCTGCATCTCCCGGGGAGAAGATCACTATCACCTGC 69
Shict: 91 CTEACCOAGTETCCAGCACTOATOTETGCATCTOCAGGIGAGAAGOTEACCATAACCTGE 150
Query: 70 AGTGCCAGTCAGACATACAACTTAGTAATGTGGTACCAACAGAAGTCAGGGACCTCTCCT 129
Shict: 151 ADTOODAGCTCARGTATAGITACATGTACTOOTACCAGCAGAAGCCAABATELTECCCE 210
Query: 130 AAACCCTGGATTTATAGGACATCCAATCTGGCTTCTGGAGTCCCAGCTCGCTTCAGTGGC 189
Shict: 211 AMCEUTGOATITATETCACATECACTORTICTGRAVTOCC TGO TEGCTCAG TGt 270
Query: 190 AGTGGGTCTGGGACTTCTTACTCTCTCACAATTGGCACCATGGAAGCTGAAGATGTTGCC 249
Shict: 271 ADTOROTCTOOGACCTOTTACTETCTEACATCAGCAGCATAOAGGCTANGATCTGCE 550
Query: 250 ACTTACTACTGCCAGCAGAGTAGTACTTTACCATTCACGTTCGGCTCGGGGACAAAGTTG 309
Shict: 331 ACTIATTACTOECAGCACTOAGTAGTAACCATTCATTICBETCGRGOACARAGIT 390
Query: 310 GAAATAAAACCG 321
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