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Table 1 The error rate of single molecule PCR using Taq and pfu polymerase

Templates number 1 2 3 4 5 6 7 8 9 10
Taq polymerase 0.5048  0.4727  0.4833  0.4739  0.4847 0.4671 0.4675 0.4814  0.4662  0.4745
pfu polymerase 0.0109 0.0105 0.0109 0.0105 0.0109 0.0107 0.0105 0.0109 0.0113 0.0106

INRBEEIS PR — MR AR, R B, WREANERLTHEENESE, 710 Tag
TEELREE DR AR Ry B, XEMHE B, RGERD -BEEmRE. ESER D
BB T, XEPRERENZATHEN 100, RENFHEREGLSFES. XNRF
FRECE P AR RE. WESRERY (k2. £ 2 EHRISSERNESEA BEHRERE LE
FIETETA P AR SRR MR A RIS, EREUE  XRKE P BAT DA TR RR, (ERE
M DRES TR — N BRI AEREFS, KRPRIERR R ENRARE. A RARILES
FHARYLEPHENSEHRENREGEN. 2  IFHstisR.

Table 2 The error rates of single molecule PCR using Taq and pfu polymerase when one template happens mismatch

in the first cycle

Templates number 1 2 3 4 3 6 7 8 9 10
Taq P/ % 2.0 3.9 5.8 7.5 9.2 10.9 12.4 13.9 15.3 16.7
polymerase F/% 73.5 64.5 57.6 55.8 33.6 52.3 51.8 511 50.5 50.1
i P/ % 0.03 0.07 0.10 0.14 0.17 0.21 0.24 0.28 0.31 0.35
polymerase F/% 50.5 33,7 20.9 17.6 13.5 11.0 10.1 8.7 7.7 6.9

P is the probability that one template happens mismatch; £ is the error rate of single molecule PCR.
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Table 3 The error rate of single molecule PCR using

different polymerase
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Error Rate in Single Molecule PCR*
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Abstract Mismatches during amplification result in some mutations in the PCR products. The simulation indicates
that the rate of mutation is quite low and has ne influence on the consequent sequencing analysis when template
DNA molecules are abundant, but it is not the case when the PCR amplification is performed with single or few
molecules as templates. The error rates of single molecule PCR under different conditions showed that it is essential

to select different polymerases according to different experimental purposes.
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