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Supplementary figure S1. - Pairwise comparison of assembled contigs (alternated blue and red)
from E. coli transconjugants and their respective donor strains against the most related b/anowm-1-positive
plasmid. (A) A. baumannii, (B) K. pneumoniae, (C) P. rettgeri from Bogota (Colombia), (D) AP. rettgeri
from Bucaramanga (Colombia) and (E) P. rettgeri from Monterrey (Mexico). Using CONTIGuator_v2.7,



to the £. coli transconjugants assemblies, chromosomal contigs were removed using the £. coli 153
genome as reference (AICK00000000.1) and to the donor strains, plasmid contigs were filtered out
using as reference the respective blanpm-1-plasmid. Grey and red (inverted matches) shading between
pairs of sequences indicate >98% of nucleotide identity in a window of 400 bp.



00 .
o Y Q‘F\G \g(ae
X2 G‘a‘a (\\e(‘ Ca
@o%° oY WO L
16Pre36 RB110 06-1617 H1736
W 100% identity B 100% identity B 100% identity 100% identity
B 70% identity [ 70% identity I 70% identity 70% identity
50% identity 50% identity 50% identity 50% identity
C16-36 RB111 06-1619
B 100% identity B 100% identity B 100% identity
70% identity [ 70% identity B 70% identity
50% identity 50% identity 50% identity
16Pre38 RB151 06-1623
B 100% identity B 100% identity B 100% identity
W 70% identity [ 70% identity | 70% identity
50% identity 50% identity 50% identity
16Pre45 CRB151 C06-1623
- 100% identity . 100% identity 100% identity ps2ske
Eﬂ 70% identity 70% identity 70% identity
50% identity 50% identity 50% identity
Il 16Pred6 RB152
16Pre47 B 100% identity PPrY-structure
B 100% identity I 70% identity
70% identity 50% identity
50% identity CRB152 . | PPrv2001
16Pre50 100% identity - -
B 100% identity 70% identity
70% identity 50% identity
50% identity RB153 \
ISEC29
B 100% identity
[ 70% identity
50% identity
1S903B truncated

1S26

blaNDM-1

ISAbal4 $ ey
1526

Supplementary figure S2. - Pairwise comparison of A. rettgeri and their £. coli transconjugants WGS assembled contigs against the
pPrY2001 plasmid (Mataseje, et al. 2014). It was included the P. rettgeri H1736 partially assembled genome (Olaitan, et al. 2015).
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Supplementary figure S3. - Incompatibility (Inc) regions present in the 21 clinical isolates, six £. coli
transconjugants and plasmids included in this study. Black shading indicates >95% nucleotide identity
with @ minimum 95% overlap identified using PlasmidFinder 1.3 database (Carattoli, et al. 2014).
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Supplementary figure S4. - Confirmation of insertion of ATn125into TnZ27 in plasmid p16Pre36-NDM. (A) BLASTn comparison of the
resistance and virulence region containing b/anom-1 of p16Pre36-NDM obtained from assembly of PacBio reads against contig 16 obtained
from the assembly of Miseq reads for the sample 16Pre36 (libraries were obtained from independent DNA samples). (B) PCR validation
of the insertion and rearrangement of ATn125 into TnZ21.
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Supplementary figure S5. - Chromosomal insertion in the A. rettgeriRB151 of a region related to p16Pre36-NDM, containing the
pPrY-like structure and the Tral operon. The p16Pre36-NDM start point was shifted to align with the chromosomal insertion (A). A



repeated sequence found three times in the chromosome of RB151 and found once in p16Pre36-NDM is shown in red; this is a 14.6
Kbp not reported sequence encoding for a putative phage integrase and also to an unclassified integron with resistance genes to
trimethoprim and erythromycin. Is also shown results for PCR verification of the chromosomal insertion observed in (A) using specific
primers (Rxn 3-8) and total genomic DNA (B).



Supplementary table S1. - Primers used in this study.

Reaction ID Sequence 5°->3" se:atlst’eitce acf:i::s?:: I;\lo Reference
Ran GNSeq | CATCCACGCTTTTGTCGAGE | PLEPre3sNDM | Kx@32027 This study
i SRS oo pwsn | s
s g s e | s
Ran 4 GNo25 | ATCTOAGROTCTGAGTOACGA | Chromosome | 7017671 This study
s emmiemene RS o | s
T - SR
wy SR caiii W o | e
T - S e e
ForC fr.]ﬁcrom//;tp;gﬁies gs;gg E%CTTC%%CC%”A?C%’_}CT vidA AE014075.1 | (Takahashi, et al. 2009)
e S ST | | ey | s
STl T e
O nfrmation - |GNe70| GCGTCAGTICCACAAMGTCA | 924 | CPowrer This study
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