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Life sciences study design
All studies must disclose on these points even when the disclosure is negative.

Sample size

Data exclusions

Replication

Randomization

Blinding

Reporting for specific materials, systems and methods
We require information from authors about some types of materials, experimental systems and methods used in many studies. Here, indicate whether each material,
system or method listed is relevant to your study. If you are not sure if a list item applies to your research, read the appropriate section before selecting a response.

Materials & experimental systems
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Data deposition

Confirm that both raw and final processed data have been deposited in a public database such as GEO.

Confirm that you have deposited or provided access to graph files (e.g. BED files) for the called peaks.

Data access links
May remain private before publication.
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Methodology

Replicates

Sequencing depth

Antibodies

Peak calling parameters

Data quality

All samples were collected in duplicates and the growth curves (phenotype) measured in triplicates.

No data were excluded from the analysis

The growth experiments were repeated 3 times.

The allocation was random

The investigators were blinded to group allocation.
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the measurements in replicates have been provided

The 300bp reads for sequencing were provided

antibodies that specifically recognize the myc tag (9E10, Santa Cruz Biotechnology), and Dynabeads Pan Mouse IgG magnetic beads
(Invitrogen)

Peak calling was performed as previously described: Reading mapping-echo '#command line: ' $WHERE_BOWTIE $BOWTIE_OPTION
$BOWTIE_REFERENCE $FILE_PE_LEFT '--un' $BOWTIE_UNALIGNED '>' $BOWTIE_OUTPUT

Peak calling:echo '#command line: ' 'python' $WHERE_MACE_DIR'preprocessor.py' $MACE_PREPOPT '-i' $FILE_BAM1,$FILE_BAM2 '-
r' $FILE_SIZE '-o' $FILE_PREPROC

python $WHERE_MACE_DIR'preprocessor.py' $MACE_PREPOPT -i $FILE_BAM1,$FILE_BAM2 -r $FILE_SIZE -o $FILE_PREPROC

$WHERE_BOWTIE $BOWTIE_OPTION $BOWTIE_REFERENCE $FILE_PE_LEFT --un $BOWTIE_UNALIGNED > $BOWTIE_OUTPUT

from ChIP-exo were mapped onto the reference genome (NC_000913.2) using bowtie

with default options to generate SAM output files. MACE program was used to define peak candidates from biological duplicates for
each experimental condition with sequence depth normalization

To reduce false-positive peaks, peaks with signal-to-noise (S/N) ratio less than 1.5 were removed. The noise level was set to the top




