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2. The traveling-salesman problem
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g S=O, DE TAE ZESUM HE G- B0 MH S
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TSP ={(G, ¢, k): G=(V, E) is a complete graph,
¢ is a function from VxVGZ, KEZ, and
G has a traveling-salesman tour with cost at most k}
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Optimal Path : cost 58
ZE BZQ +:81

Vertex : 26
Edge : 92

212 1 The traveling salesman problem with 26 nodes.
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