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Figure S1. S1-PFGE and Southern hybridization of E. coli strains 1108 and the
corresponding transconjugants. This has been reported in our previous study(1).
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Figure S2. Sequence alignment of phage P1-like region of pKP1226 (KP453775), phage P1
(NC_005856) and plasmid p1108-IncY (MG825379). Bacteriophage P1 was from
Enterobacteria and plasmid pKP12226 was carried by a Klebsiella pneumoniae strain KO1-
12226 recovering from a patient with bacteremia in South Korea(2). Light gray shading denotes
shared regions of homology. Gray shading indicates homologies between the corresponding
genetic loci in each plasmid. Arrows indicate CDSs, with arrowheads indicating the direction
of transcription: purple, replicase genes; blue, mobile elements; yellow, DNA methylase gene
darB, gray, plasmid scaffold regions that are common among the plasmids.
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Figure S3. Sequence alignment of pC59-153 (KJ484636), pAPEC-0O1-ColBM (DQ381420),
p1ColV5155 (CP005931) and p1108-IncFIB (MG825378). Plasmid pC59-153 was carried by
E. coli C-59 strain isolating from a chicken fecal sample(3), plColV5155 was carried by avian
pathogenic E. coli (APEC) strain IMT5155 which was recovered from a chicken with avian
colibacillosis in Germany(4) and pAPEC-O1-ColBM was harbored by APEC strain O1 (O1:K1)
isolating from a turkey with colibacillosis(5). p1108-InFIB was used as a reference. The outer

circle with red arrows denotes annotation of the reference sequence, the gaps represent
sequences that exist only in the reference plasmid.
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Figure S4. Sequence alignment of pS68 (KU130396), pIlI (LT795504) and p1108-emrB
(MGS825377). Plasmid pS68 was harbored by an E. coli isolating in China and plasmid II was
isolated from an E. coli strain KV7 obtaining from pig feces in United Kingdom. p1108-emrB
was used as a reference. pS68 and plI respectively exhibits 50% and 43% sequence similarity
with the reference. The outer circle with red arrows denotes annotation of the reference
sequence, the gaps represent sequences that are missing when compared to the reference
plasmid.
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Figure S5. Sequence alignment of p12-4374 96(CP012929), pCVM29188 101(CP001121)
and p1108-CMY2(MG825376). The latter one was used as a reference. Plasmid p12-4374 96
was carried by a Salmonella strain 12-4374 in Canada isolating from the human stool(6) and
pCVM29188 101 was harbored by a Salmonella strain CVM29188 obtaining from poultry(7).
The outer circle with red arrows denotes annotation of the reference sequence, the gaps
represent sequences that were found to be missing when compared to the reference plasmid.
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