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JTEEPRIL A 5 TN [E PRGE [E5EEL 23 18 MLVAS [El5: - Hr HA 3 #kor
BIEPRELp B 73 Bl bR A 1H[F] PFGE B2 MLVAS [E]5(TY8.300) - PFGE [l ]
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MEFY 1998-2015 4478k 2 FifkE SIX.001 FL R » Hh 69 f£R7kE £ 2008—2009
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