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Mechanistic analysis of plant memory erasure using a mutant with unforgettable
stress experience
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Once a plant experiences environmental stress, it can exhibit greater
tolerance during a second stress, compared to a plant that has not. In this way, plants have the
ability to memorize environmental stresses such as pathogen infections and prepare for secondary
stresses. On the other hand, long-term retention of unnecessary memory increases the cost of

adaptation. Therefore, it is considered necessary to properly control the balance between memory
formation and erasure in order to adapt to the environment.

In this study, I analyzed the function of genes required to appropriately erase the memory formed by
plants during pathogen infection. As a result, it was shown that the gene named UTF1 plays an
important role in memory erasure.
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