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S1 Fig. Patterns of base misincorporations in historic samples. The frequencies of the 12
types of substitutions (y-axis) are plotted as a function of distance from the 5’ and 3'-ends of the
DNA molecules (x-axis). The first 50 bp of the reads are shown. The substitution frequency of
each particular type is calculated as the proportion of a particular alternative (non-reference) base
type at a given site along the read, and is coded in different colors and line patterns as indicated

at the top of the plots: “X-> Y” indicates a change from reference base type X to alternative base
type Y.



