Title: Supplementary Data 1.
Description: Final readout of phenotype microarray.

Title: Supplementary Data 2.
Description: Sequence variations detected by genome re-sequencing.

Title: Supplementary Data 3.
Description: Sequence variations detected by genome re-sequencing of MG1655 ALE
experiment.

Title: Supplementary Data 4.
Description: Sequence variations detected by genome re-sequencing of 300
generations of additional ALE experiment.

Title: Supplementary Data 5.
Description: Peak detected from ChlIP-seq. UTR, un-translated region. S: shared. D:
deleted in MS56. M: MG1655-specific. E: eMS57-specific.

Title: Supplementary Data 6.
Description: Expression level of revealed by RNA-Seq. Statistical significance was
tested by Welch's t-test. RPKM; reads per kilobase per million mapped reads.

Title: Supplementary Data 7.

Description: Translation level (RPF) revealed by Ribo-Seq. Translational efficiency is
defined as translation level divided by transcription level. RPKM; Reads per kilobase per
million mapped reads.



