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m)  BEJIEBEREN, FEEFRM, iR 13 000 rpm/min, 250 10s;

n)  HEJIBEH, MR I R, EIREFE Smin;
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FiEEEA (20 mg/ul) 0.2
it (4 DNA 2.0 ng/pL) 5
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D.3.1 KD. 325 HiPCR ¢ A [H]
#£D.3 PCR K RZATE]
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55°C 30s 27 MG
72 °C 45s
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D.4.7 K#HI&EEN2 mLE0, 1700 pL Buffe , 12 000 rpm/min50230s, FEUEW, LARIEE
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12 000 rpm/min&S 0> Imin¥E/lEDNA
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