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CORRECTION

Correction: Examining Sources of Error in PCR

by Single-Molecule Sequencing

Vladimir Potapov, Jennifer L. Ong

In Fig 1A, the labels “PrimeSTAR GXL” and “KOD” are switched. Please see the corrected

Fig 1 here.
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Fidelity relative to Taq

Taq Q5 Phusion  Deep Vent Pfu PrimeSTAR KOD Kapa HiFi Deep Vent
GXL ReadyMix (exo-)
B 0% 20% 40% 60% 80% 100%
[ : : | | |
Taq 68 18 9
Q5 15 32 47
Phusion 21 49 24
Deep Vent 17 50 23
Pfu 14 56 9 18
PrimeSTAR GXL 17 72 9
KOD 36 45 11
Kapa HiFi ReadyMix 13 76 7
Deep Vent (exo-) 17 38 18 16
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Fig 1. Fidelity measurements and mutational spectrum of DNA polymerases. (A) Base substitution error
rates of various DNA polymerases relative to Taq polymerase. (B) Proportion of each type of base substitution
error as a percentage of the total errors for each polymerase.
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