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Repor�ng Summary
Nature Research wishes to improve the reproducibility of the work that we publish. This form provides structure for consistency and transparency 
in repor�ng. For further informa�on on Nature Research policies, see our Editorial Policies and the Editorial Policy Checklist.

Sta�s�cs
For all sta�s�cal analyses, confirm that the following items are present in the figure legend, table legend, main text, or Methods sec�on.

n/a Confirmed

The exact sample size (n) for each experimental group/condi�on, given as a discrete number and unit of measurement

A statement on whether measurements were taken from dis�nct samples or whether the same sample was measured repeatedly

The sta�s�cal test(s) used AND whether they are one- or two-sided 
Only common tests should be described solely by name; describe more complex techniques in the Methods section.

A descrip�on of all covariates tested

A descrip�on of any assump�ons or correc�ons, such as tests of normality and adjustment for mul�ple comparisons

A full descrip�on of the sta�s�cal parameters including central tendency (e.g. means) or other basic es�mates (e.g. regression coefficient) 
AND varia�on (e.g. standard devia�on) or associated es�mates of uncertainty (e.g. confidence intervals)

For null hypothesis tes�ng, the test sta�s�c (e.g. F, t, r) with confidence intervals, effect sizes, degrees of freedom and P value noted 
Give P values as exact values whenever suitable.

For Bayesian analysis, informa�on on the choice of priors and Markov chain Monte Carlo se�ngs

For hierarchical and complex designs, iden�fica�on of the appropriate level for tests and full repor�ng of outcomes

Es�mates of effect sizes (e.g. Cohen's d, Pearson's r), indica�ng how they were calculated

Our web collection on statistics for biologists contains articles on many of the points above.

So�ware and code
Policy informa�on about availability of computer code

Data collec�on Custom Image Analysis code wri�en in python were used to analyze Caulobacter single-cell growth data. Codes are available in: Wright Jr, 
Charles Sco�. "Imaging and analysis pipelines for long-term high-resolu�on quan�fica�on of the dynamics of individual organism behavior." 
PhD diss., The University of Chicago, 2015. We addi�onally used the open source so�ware MicrobeJ to analyze phase contrast image data.

Data analysis PYTHON, MATLAB, MATHEMATICA

For manuscripts u�lizing custom algorithms or so�ware that are central to the research but not yet described in published literature, so�ware must be made available to editors and 
reviewers. We strongly encourage code deposi�on in a community repository (e.g. GitHub). See the Nature Research guidelines for submi�ng code & so�ware for further informa�on.

Data
Policy informa�on about availability of data

All manuscripts must include a data availability statement. This statement should provide the following informa�on, where applicable: 
- Accession codes, unique iden�fiers, or web links for publicly available datasets 
- A list of figures that have associated raw data 
- A descrip�on of any restric�ons on data availability

Source data for figures 1-4 and Extended Data Figure 1 are available for this paper. All other data that support the plots within this paper and other findings of this 
study are available from the corresponding author upon reasonable request.
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Life sciences study design
All studies must disclose on these points even when the disclosure is negative.

Sample size The sample sizes for the different growth conditions are indicated in the figure captions. For each growth condition, data were collected for 
20-135 cells with >30 generations each. The number of growth generations was chosen sufficiently large to allow the cell cycle parameters to 
reach a steady-state after the antibiotic stress application.

Data exclusions No datasets were excluded. We applied a minimal amount of filtering to each growth curve to remove spurious points, such as those resulting 
from cells coming together and touching, or cells twisting out of plane.

Replication Image acquisition and analysis were independently repeated by different laboratory members on different days.

Randomization Not applicable.

Blinding No blinding was performed.

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. 
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