Supplementary Table S1. Putative coding regions of plasmid pHB44 and their predicted functions.
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Start Stop  Length content Protein  Protein  Identity (%) to:

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

trfA 1221 1 1221 65 replication initiation protein 406 45.8 100 99
ssh 1609 1268 342 60 primosome PriB, single-strand DNA-binding 113 12.7 100 100
trbA 1723 2085 363 59 conjugative transfer protein 120 13.3 100 100
trbB 2395 3357 963 62  conjugative transfer protein, ATPase 320 35.1 100 99
trbC 3374 3838 465 67 conjugative transfer protein, prepilin 154 16.4 100 99
trbD 3842 4153 312 63  conjugative transfer protein 103 11.8 100 99
trbE 4150 6708 2559 64 conjugative transfer protein 852 94.0 100 99
trbF 6705 7487 783 66  conjugative transfer protein 260 28.7 100 99
trbG 7505 8404 900 64 conjugative transfer protein 299 32.7 100 99
trbH 8407 8904 498 71 conjugative transfer protein 165 17.6 99 99
trbl 8901 10322 1422 67 conjugative transfer protein 473 49.4 100 99
trbJ 10343 11107 765 61 conjugative transfer protein 254 275 100 99
trbK 11117 11344 228 62  conjugative transfer entry exclusion protein 75 8.0 100 99
trbL 11346 13073 1728 68 conjugative transfer protein 575 56.2 100 99
trboM 13091 13678 588 67 conjugative transfer protein 195 21.6 100 100
trbN 13692 14327 636 69 conjugative transfer protein 211 22.8 99 99
trbO 14356 14622 267 63 conjugative transfer protein 88 9.9 99 99
trbP 14622 15320 699 68 conjugative transfer protein 232 25.7 100 99

upf30.5 15336 15767 432 66 outer membrane protein, major outer membrane lipoprotein, 143 15.1 100 99
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