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THZERZRHBL W, 2FD, —fREIZ CIPIETHWOLN S S/ L DNA % YRI5
Wri 2 HETIE, KE507 ) ABOINETRBICZ2VBRHETE R, £T7He— L
DFAEFNHBE D ChIP FTICAV S MR ZED L Z LI3E LY (1D 7 Fe— by
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