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Figure 13-figure supplement 1. The combinations of UV-induced mutation types and mutation spectrum
in the supF gene in mammalian cells (data from selection plates, 200 J/m?)

Combinations of mutation sequences for each BC with multiple mutations for 200 J/m2. Each type of mutation is
indicated by a different color (legend on top). The horizontal bars reflect the type, sequence and combinations of
mutations, and the number of combinations is indicated next to each categorized group of horizontal bars.



