Supplementary Table S2. Putative coding regions of plasmid pBS64 and their predicted functions.
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Start Stop  Length content Protein  Protein  |dentity (%) to:

CDSs " - Predicted Function length size
position  position (bp) (%) (a) (kDa) pMBUIS  R751

trfA 1029 1 1029 65 replication initiation protein 342 39.1 100 99
ssh 1608 1267 342 60 primosome PriB, single-strand DNA-binding 113 12.7 100 100
trbA 1722 2084 363 59 conjugative transfer protein 120 13.3 100 100
trbB 2394 3356 963 62  conjugative transfer protein, ATPase 320 35.1 100 99
trbC 3373 3837 465 67 conjugative transfer protein, prepilin 154 16.4 100 99
trbD 3841 4152 312 63  conjugative transfer protein 103 11.8 100 99
trbE 4149 6707 2559 64  conjugative transfer protein 852 94.0 100 99
trbF 6704 7486 783 66  conjugative transfer protein 260 28.7 100 99
trbG 7504 8403 900 64 conjugative transfer protein 299 32.7 100 99
trbH 8406 8894 489 71 conjugative transfer protein 162 17.0 100 99
trbl 8899 10320 1422 67  conjugative transfer protein 473 494 100 99
trbJ 10341 11105 765 61 conjugative transfer protein 254 275 100 99
trbK 11115 11342 228 62  conjugative transfer entry exclusion protein 75 8.0 100 99
trbL 11353 13071 1719 68 conjugative transfer protein 572 55.9 100 99
trboM 13089 13676 588 67 conjugative transfer protein 195 21.6 100 100
trbN 13690 14325 636 69 conjugative transfer protein 211 22.8 99 99
trbO 14354 14620 267 63  conjugative transfer protein 88 9.9 99 99
trbP 14620 15318 699 68 conjugative transfer protein 232 25.7 100 99

upf30.5 15334 15765 432 66 outer membrane protein, major outer membrane lipoprotein, 143 15.1 100 99
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major outer membrane protein, methyltransferase

resolvase

hypothetical protein, protein of unknown function DUF3018

mRNA interferase PemK-like protein, plasmid maintenance toxin/

cell growth inhibitor

resolvase

mobile element protein, transposase 1S3/ 1S911 family protein

mobile element protein, HTH-like domain, ribonuclease H-like domain,
integrase, catalytic region. Protein has features of membrane protein fhuA,
predicted to bind ferrichrome-metal complexes from milieu.

integral membrane protein, propeptide, pepSy, peptidase M4
Undecaprenyl pyrophosphate phosphatase. Resembles Cd protein.
Confers bacitracin resistance due to UPP activity.
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integrase, catalytic region. Protein has features of membrane protein fhuA,
predicted to bind ferrichrome-metal complexes from milieu.
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partitioning protein, P-loop containing nucleoside triphosphate hydrolase,
cobQ/ cobB/ minD/ parA nucleotide binding domain

transcriptional repressor protein

protein of unknown function DUF2761

stable inheritance protein

protein of unknown function DUF2688, possible transcriptional regulation
stable inheritance protein

transcriptional repressor protein

stable inheritance protein

antirestriction protein
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relE/ parE toxin family
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