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7 AFH EORISHR (v F==) EWLMTT S, HKRD
7 AEHIOFTRTOMEFIZDONTRTIA XT T4V AV b
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H, TIA4 VAV MEEDL L ORTHREAAEIZLOSHH
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(3) Zu vy s8Nk 237 ) 2PIBT 74 v 4~ L DR
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