Table S1 Patient data and source of specimens for the XDR P. aeruginosa isolates

Strain Collection Ward Sex Age Source Diagnosis

ID time ID group

97 08/2015 A F 10-20 Urine Urinary tract
infection

130 08/2015 B F 20-30 Wound swab  Surgical site
infection

140 09/2015 B M 1-10 Wound swab  Surgical site
infection

142 07/2015 C F 1-10 Peritoneal Peritonitis

fluid




Table S2 P. aeruginosa? included in the phylogenetic and genome analyses

Strain ID Assembly? MLST®  blaoiv-i blaive-1 Genomic Island (GI)
tRNA-Pro(ggg)  SRNA PrrF1/PrrF2

KCRI-321A** GCF _900406895.1 244 +

IOMTU 133* GCF_001548335.1 1047 +

NICED-PA-01* GCF_009939155.1 1203 +

1334/14 GCF_004193735.1 234 +

97 GCF_002411865.3 234 + + PAGI-97A PAGI-97B

130* GCF_002411845.1 234 + + A-llii° Gl®

140* GCF_002411815.1 234 + + A-llii Gl

142* GCF_002411785.1 234 + + A-llii Gl

P1 London 28 IMP_1_04 05* GCF_001180345.1 111 +

P2 London 28 IMP_1_06_05* GCF_001180365.1 111 +

P6_East_of England_6_IMP_1_03_09* GCF_001180525.1 111 +

AR_0241* GCF_003324405.1 111 +

NCGM257* GCF_001547955.1 357 +

113* GCF_004349425.1 664 +

CCUG 59626* GCF_008180925.1 664 +

XDR-PA* GCF_900707935.1 664 +

AR_0103* GCF_001874795.1 964 +

VNMU144* GCF_009887625.1 1047 +

VNMU143* GCF_009887715.1 1047 +

NCGM1179* GCF_000291745.1 1285 +

12939* GCF_002753655.1 1420 +

NCGM2.51* GCF_000284555.1 na’ + Gl

CCUG 73744* GCF_008244625.1 na +

L All circularized genomes with addition of DIM-1 or/and IMP-1-encoding genomes present in PATRIC (assessed April 161, 2020)
2 NCBI assembly accession number (https://www.ncbi.nlm.nih.gov/assembly)

3 Multi Locus Sequence Type

4 Genome not completed

5 Phylogroup of intG carried by the Gl integrated into the locus

6 GI integrated into the SRNA PrrF1/PrrF2 locus of given

" Not assigned
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Table S3 Characteristics of integrons present in P. aeruginosa strain 971

ID? Chromosomal 5°-CS®  Gene cassette arrays? 3’-CS

position
In1591  2630645- 2637503  intl14 gnrVC1, gcul6s, aadA6 gacEAL, sull, orf5/ IRt*
IN1592  2637504- 2646449 intll blapim-1, gcu185 qacEAL, i/ IRt
IN1593  4853224- 4857408  IRi%/intll  dfrB5, aadAl qacEAL, sull, orf54
In1594 5155930- 5161775 intll dfrB5, arr-2, dfrB5, dfrB5, blaoxa-120  gacEA1L, sull, orf5/ IRt
In1595 5917750- 5926342  IRi/intll  blaoxa-10, @aCA4, blajvp-1 qacEAL, tnil IRt

! GeneBank accession number: NZ_CP031449.2

2 As given/identified by the Integral database (http://integrall.bio.ua.pt/)

3 Conserved Sequence

4 Inverted Repeat t, 25-bp conserved sequence: 5 -TGTCATTTTCAGAAGACGACTGCAC-3
5> Inverted Repeat I, 25-bp conserved sequence: 5°-GTGCAGCCGTCTTCTGAAAACGACA-3
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