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

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

CONCLUSION:The primary structure and the three-dimen-
sional structure of VL are proved reasonable and reliable.
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