Evolution of high mutation rates is generally constrained but permitted during

iIntermediate-level cycles of starvation
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Institute intermediate TP (10) evolved higher mutation rates. These results suggest that the mutational load remains an important factor to constrain the evolution of high mutation rate. However, that constraint can

be overcome by extra evolutionary opportunities provided under some special conditions, such as a fluctuating environment of resource availability. biodesign.asu.edu
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Our collection of pooled-sequencing data also allows us to study genetic basis of the evolution of mutation rates. For example, several structural variations in mutL were found in 10-day, WT lines.
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