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FLJ11212| 5.3kb 1EEER 12 10 83%
3= LS 12 12 100%
BIEEHEA 12 9 75%
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KOD -Plus- Mutagenesis Kit 20[EA -20C SMK-101 ¥38,000

* ABBICIE U TOHFENSENTVET, KOD -Plus-, 10xBuffer for iPCR, 2mM dNTPs, Dpnl, T4 Polynucleotide Kinase,
Ligation high, Control Plasmid, Control Primer #1, Control Primer #2.
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