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bacteria from the Proteobacteria phylum, greater 9 days Population Replicate Aceftobacter pomorum. Further experimentation is needed to explore the

microbial abundance, and be more readily colonized

by Proteobacteria. Mean Monoinoculation CFUs in Long-Lived Populations significance of microbial composition and abundance on development time

and longevity in these populations. We will deepen our study of the host-

Methods . AP mAT microbe relationship in experimentally evolved populations by continuing

experiments with the ACO and CO populations. Longevity, development, and

other assays will be employed to further analyze the specific effects of
microbiome manipulation.
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