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Transcriptomic and proteomic
ramifications of gene amplification
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How do new molecular activities evolve? Experimental evolution of proBA* relocation strains
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gene duplication/amplification in E. coli Growth rate increased within ~60 generations for all relocation
populations, in most cases due to proA* amplification.
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Previous work from our lab showed that proA* typically duplicates/amplifies 8 na L & 1251 58 [
within 50 generations at its native locus during growth in minimal medium. 13 genes 83 genes
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The size and copy number of the amplifications varied across loci,
despite each genotype reaching similar mean growth rates. Fithess
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gapA: encodes GAPDH,
one of the most highly
expressed, essential enzymes
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