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Supplementary Table 1 – Primer sequences used in site-directed mutagenesis reactions to generate single amino acid mutants in the 

catalytic core of human DNA polymerase  (amino acids 1-511). Sequence differences compared to wild type are underlined.  

 

Mutant Forward Primer Reverse Primer 

M14V 5′-GTGGTTGCTCTCGTGGACGTGGACTGTTTTTTTGTTC 5′-GAACAAAAAAACAGTCCACGTCCACGAGAGCAACCAC 

F17L 5′-GTGGACATGGACTGTTTGTTTGTTCAAGTGGAG 5′-CTCCACTTGAACAAACAAACAGTCCATGTCCAC 

Q38A 5′-CCTTGTGCAGTTGTAGCGTACAAATCATGG 5′-CCATGATTTGTAGGCTACAACTGCACAAGG 

Q38V 5′-CCTTGTGCAGTTGTAGTGTACAAATCATGG 5′-CCATGATTTGTACACTACAACTGCACAAGG 

Y52E 5′-GGAATAATTGCAGTGAGTGAGGAAGCTCGTGCATTTGG 5′-CCAAATGCACGAGCTTCCTCACTCACTGCAATTATTCC 

R55A 5′-AGTTATGAAGCTGCTGCATTTGGAGTC 5′-GACTCCAAATGCAGCAGCTTCATAACT 

R61A 5′-GCATTTGGAGTCACTGCAAGTATGTGGGC 5′-GCCCACATACTTGCAGTGACTCCAAATGC 

S62A 5′-GGAGTCACTAGAGCTATGTGGGCAGAT 5′-ATCTGCCCACATAGCTCTAGTGACTCC 

S62G 5′-GGAGTCACTAGAGGTATGTGGGCAGATGGATGC 5′-ATCTGCCCACATACCTCTAGTGACTCC 

R81C 5′-TTCTACTGGCACAAGTTTGTGAGTCCCGTGGG 5′-CCCACGGGACTCACAAACTTGTGCCAGTAGAA 

E82D 5′-TCTACTGGCACAAGTTCGTGATTCCCGTGGGAA 5′-TTCCCACGGGAATCACGAACTTGTGCCAGTAGA 

 

 

 

 

  



Supplementary Table 2 – Base substitution error spectrum of truncated pol  mutants as calculated from forward gap filling assay. 

Values given are the calculated frequency of errors per 10,000 bases copied. Rates relative to wild type are given in parentheses. 

Values in red indicate rates greater than 5 fold above wild type rate. Values in green are rate less than 5 fold the wild type rate. For 

changes that were not observed, rates were calculated as if a single instance was found and the values presented as less than or equal 

to (<) values. 

 

 


