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Variation in lag duration between YLR108C underlies lag variation
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1. Competition experiments 2.Sequence analysis
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Long lag phase is beneficial in constant high cell density environment
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DISCUSSION & CONCLUSION

The benefit of having a long lag phase in a fluctuating environment is not immediately clear at first glance.
However, the results from competition experiments as well as the analysis of a large dataset of genetically different strains from a variety of ecological
niches suggests that lag duration, and by extension YLR108C, could be evolutionarily tuned to the carbon sources present in the environment in
combination with oxygen availability.
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