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Xenopus laevis DNA wrapped around histone core (not shown) in a nucleosome (pdb
ID 3LZ0)
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Xenopus laevis DNA wrapped around histone core in a nucleosome (pdb ID 3LZ0)
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Escherichia coli DNA Polymerases

Enzyme | Functions Activities
DNA ) Polymerase: 16-20 base/sec for 3 to 200 bases
DNA A repair . 3’—5" exonuclease
Pol I mismatch detection 5°—>3" exonuclease
primer degradation
DNA Polymerase: 40 base/sec for ~1500 bases
DNA repair 3°—5" exonuclease
Pol IT
DNA Polymerase: 250-1000 base/sec for 500 kilobases
Replication 3’—5" exonuclease

Pol III
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