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from SRA with BioProject accession number PRJNA1044317.

N.A.

N.A.

N.A.

N.A.

N.A.

No statistical tests were utilized to predetermine sample size. Multiple samples were used for RNA-seq analysis (Fig. 4), for growth profiling in
sulphur sources (Fig 7) and for biofilm assays (Fig 8). For the RNA-seq analysis, 3 replicates were used, which is the standard in the field. For
the growth profiling in sulphur sources (Fig 7), at least three replicates were measured for each strain examined. For biofilm analysis, at least 3
replicates were measured, which again is the standard used. The only exception is the measurement of strain Ed met4/met28 in the absence
of methionine (Figure 8). This strain is auxotrophic and cannot grow in the absence of methionine. It therefore cannot make biofilm, the
measurement is zero, and there is no variation around zero. The assay was completed twice to ensure that the value is zero.

No data points were excluded from the analyses.

To verify the reproducibility of the experimental findings, all experiments included at least three biological replicates (or two for one assay
with a zero measurement as described above). All replication attempts were successful.

Randomization is not relevant in our experimental setting, as we are dealing with direct comparisons between different strains.

Blinding was not required because strains were directly compared.




