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Figure 13.3 Nick translation replaces part of a pre-
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Figure 13.10 §X174 DNA can be separated into
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Further polvmerization
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a. HiH|FHIR/N (Sizes of replicon) :
Yeast or fly F1 40 kb

Mammals 3 100 kb
Prokaryotic DNA: >1000 kb

b. MXFH B (Okazaki fragments):
Prokaryotic DNA: 1000-2000 nt
Eukaryotic DNA: 100-200 nt

c. BHEE (Rate of replication) :
Eukaryotic DNA: ca. 3,000bp/min (50/sec)
Prokaryotlc DNA: 50 000bp/min (900/sec)
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1. Semi-conservative replication
2. Semi-discontinuous repliction
3. DNA helicase, Ssb

4. RNA priming

5. RIE[#E (Proofreading)
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