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create subset database comprising 1148 genomes. This database was utilized for detection (using Blastn 2.10.0+) of homologs to various
segments of the 9,177 bp pBCPT plasmid

For genome sequences - Adapter sequences were removed and the reads were quality trimmed using BBDuk (a component of the BBTools
program suite distributed by the Department of Energy’s Joint Genome Institute; https://jgi.doe.gov/data-and-tools/bbtools/)(v. 38.90) .
Reads were screened for vector contamination using NCBI’s UniVecCore collection (build 10.0, with entries originating in GenBank removed)
reads returning a significant hit were discarded. De novo assembly was performed using Velvet Optimizer and Velvet. Gene calling was
performed using Prodigal 2.6.3 and annotation was performed using a customized version of Prokka 1.14.6. Blastp and Blastn 2.10.0+ was
used for homology searches. For RNASeq analyses, Reads from all samples were adapter- and quality-trimmed using utilities included in the
BBMap package of bioinformatics tools (v. 38.90) and mapped to using the Bowtie 2 short read aligner (v. 2.4.2)36. SAMtools (v. 1.11)37 was
used to convert the Bowtie 2 output to sorted and indexed BAM files, and these were compared to General Feature Format (GFF) files of the
intervals of protein-coding domains from the appropriate genome using BEDtools (v. 2.30.0)38. The read mapping results were evaluated for
differential gene expression using both DESeq2 (v. 1.30.0)39 and edgeR (v. 3.32.1). Reciprocal best hit anaysis (RBH) analysis utilized blastp (v.
2.11.0) using settings as suggested by41 (e.g. -evalue 10-6, -seg yes, -soft_masking true, and -comp_based_stats 0).

P. vulgatus CL04T12C01 and P. vulgatus CL05T12C02 genome sequences were deposited in GenBank under BioProject accession number PRJNA415639. The P.
vulgatus CL10T00C06 genome was deposited in GenBank under BioProject accession number PRJNA830856. RNASeq data for both the BcpT exposure experiments
and the transposon mutant experiments were deposited as BAM files in the SRA, also linked to BioProject PRJNA830856. DGE values with statistics from the
RNASeq analyses for all PvCL10 genes from the untreated versus BcpT treated samples are provided in Supplementary Data 1.

The only experiments where statistics are provided is the RNASeq data and these were biological triplicates which our previous analyses have
shown to be adequate to discern differences in two isogenic strains or strains under different growth conditions

none

All reported phenotypes were reproduced multiple times as described in the figure legend with no outlying data

not applicable ss these are not clinical studies

these are genetic and biochemical analyses and blinding is not a factor of these studies s there is no operator bias.




