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Homologous modeling of three-dimensional structure and prediction of active sites of

immune recognition of superantigen SED

LI Ya-fei, ZHU Xi-hua, HUANG Yunhui, YANG Jin (Department of Epidemiology, College of Military Preventive Medicine, Third Mili-
tary Medical University, Chongqing 400038 China)

Abstract: Objective To predict the three-dimensional structure and active sites of immune recgnition of
SED. Methods The three-dimensional structure of SED was cnstructed by homology modeling method. The amino
acid sequences, sewndary structure and three-dimensional structure of SED were compared with those of other entero-
toxin superantigens. On the basis of the results of the comparison, the active sites were predicted. Results The
three-dimensional structure of SED, similar to that of other enterotoxin superantigens, was composed of two domains:
amino-teminal domain and carboxyl-terminal domain. a-helix and 3-sheet might probably be involved in the mainte-
nance of the structure of SED and binding of SED to MHC. The loop domain of SED pwobably interacted with TCR.
Conclusion  According to our analysis and the previous studies, we predict that N23, F45, 159, N61, 192 and
F203 on SED may be the active sites of immune recognition.
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