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Research involving human participants, their data, or biological material
Policy information about studies with human participants or human data. See also policy information about sex, gender (identity/presentation),
and sexual orientation and race, ethnicity and racism.
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X-ray data were all collected to with 2-7 fold redundancy. For FP, ITC, MIC, and !-Galactosidase assays, no sample size calculations were
performed. Sample size was determined to be adequate based on the consistency of measurable differences between groups. All experiments
were done in triplicate. These sample sizes allowed for robust statistical analyses.

No data were excluded from ITC, FP, !-Galactosidase, or MIC experiments and the crystallographic data were processed with XDS using the
default parameters.

Crystallographic data were collected on one crystal per data set. Triplicates were performed for all FP and ITC assays. All attempts at
replication for experiments were successful. X-ray structural coordinates were tested and validated by the MolProbity server before
deposition to the Protein Data Bank and independent validation reports were then obtained from the Protein Data Bank upon data
deposition.

Crystallography samples were independent of each other. For ITC, FP, MIC, and !-Galactosidase assays all data were included in at least
triplicate to ensure replication.

Researchers were not blinded during crystallographic or other data collection or analysis. Prior Information regarding the samples is necessary
to guide data collection and processing. For crystallographic analyses the identity of the sample (i.e. specific ligands) was necessary to enable
model construction. For FP analyses the FP-ligand (DNA) and sample (protein) identities were necessary to enable proper experimental setup
(such as the needed concentration of protein) and measurement range. For cellular experiments, the identify of the cells and treatments were
necessary for experimental set up and data analysis.




