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Design of the Evaluation System for Airte-air Attack of Fighters

YANG Le ping
(College of Aerospace and Material Engineering, National Univ. of Defense Technology, Changsha 410073, China)
Abstract: In view of an evaluation system for the airte-air attack of fighters, the scheme, functions and key technology of
this system are described. The development of the evaluation system for air combat in the future is analyzed. Some block dia-
gram for the framework are given in ths paper.
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Fig. 1 T he general structure of the hardware system
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Fig.2 The general structure of the software system
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Fig. 4 The functionflowchart of simulation program
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