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Supplemental Fig. S3. Deamination of cytosine bases in yeast cells is strongly
modulated by neighboring bases following UV exposure. A-E. Graphs show the fraction
of total dCPD-seq reads mapping to each cytosine-central trinucleotide obtained from
(A) unirradiated cells (No UV, incubated at 37°C for 48h), or UV-irradiated cells that
were subsequently incubated at 37°C for (B) Oh, (C) 6h, (D) 24h and (E) 48h following
UV irradiation. A “Full” deaminated control (F) was prepared by subjecting irradiated
cells that had been incubated for 48h at 37°C to an additional 16h at 67°C in vitro
following gDNA isolation. The fraction of total dCPD-seq reads was analyzed for each
cytosine-central trinucleotide sequence. dCPD-seq reads created from UV-irradiated
cells strongly correlate to trinucleotides containing dipyrimidines contexts (shown bolded
with yellow highlighting). Panel D is same as Fig. 2E. The 6h, 24h, and 48h results
depict averages and SEM values from three independent experiments and dCPD-seq

library preparations, whereas the Oh timepoint represents the mean and SEM of two



independent experiments. No UV and “Full” deamination timepoints were each derived

from a single experiment and library preparation.



