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Antibody Information Databases

ZHOU Ting-Ting FENG Jian-Nan®
( Laboratory of Immunology Institute of Basic Medical Sciences AMMS Beijing 100850 China)

Abstract The antibody is an important type of immunoglobulin that mediates humoral immunity. In
recent years antibody drugs have emerged in the worldwide pharmaceutical market. With more therapeutic
antibody entering the market and with their widening clinical applications they have become the pillar of
biopharmaceutical industry. The antibody information database is an important tool to manage search
and use antibodies. With the deepening of antibody research and the emergence of antibody sequences
structures functional epitopes and other related data antibody information databases are successively
developed and implemented and continuously playing an important role in the antibody research
development production and sale. Here we introduce several antibody information databases such as
Kabat IMGT abYsis and hope to promote innovation and development for antibody resources.
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