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Survival and induced arginine prototrophs in E. coli strains expressing different mutants of the human DNA polymerase n after
UV irradiation. Survival curve points are labeled as squares while the mutation curve points are labeled as triangles. Dashed
lines symbolize the experiments where IPTG was added to the growing cultures prior to irradiation to enhance the expression
of the polymerase. The frequencies of arginine revertants induced by UV light were calculated by subtracting the spontaneous
revertant counts (without any irradiation) from the experimental values. Error bars represent the standard deviations
calculated from 3 plates per each dose.
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