Table S1. Oligonucleotides used in this study.

Name Sequence (5’-3") Target Gene (s) Reference
Identification/Phylogeny

KrpoB-for TTATGGACCAGAACAACC rpoB (B subunit of bacterial RNA polymerase) This study
KrpoB-rev AACGGGATCAGGGC

Antibiotic Resistance

P1 ATGGTTAAAAAATCACTGCGCC  blaCTX-M (Extended-Spectrum p-lactamases) 24
P2b TCCCGACGGCTTTCCGCCTT

CTX-M-1G-F AAAAATCACTGCGCCAGTTC blaCTX-M (Extended-Spectrum (-lactamases) 23
CTX-M-1G-R AGCTTATTCATCGCCACGTT

CTX-M-2G-F CGACGCTACCCCTGCTATT

CTX-M-2G-R CCAGCGTCAGATTTTTCAGG

CTX-M-9G-F CAAAGAGAGTGCAACGGATG

CTX-M-9G-R ATTGGAAAGCGTTCATCACC

Siderophores

iutA-F GATGCCGCGACCATAGTATT iutA (Aerobactin synthesis)

iutA-R TGAGTCGTTGCGATTCTACC

iucB-F TGTTCACCAACCAGCAGATG iutB (Aerobactin receptor)

iucB-R GTTCACAGCGGATATGGACT

fepA-F TACTTCTTCGGCTCCTGCTT fepA (Enterobactin synthesis) This study
fepA-R CAGCAACCAGTTCACGGATA

fepC-F CTTGTTCACCGCCTCTTCAT fepC (Enterobactin receptor)

fepC-R TCACTTCACCGCCATTATCG

FyuA-F CCTTCCGGTTCGTTAATCGT iutA (Yersibactin synthesis)

FyuA-R GCCATAGCGCGTATCAATCA

YbtT-F GTGACGCAATCTGCAATGTG iutB (Yersibactin receptor)

YbtT-R ATCCGCCAATGTCTATCAGC

Virulence factors

magA-F GGTGCTCTTTACATCATTGC magA (hypermucoviscosity phenotype ) 26
magA-R GCAATGGCCATTTGCGTTAG

rmpA-F ACTGGGCTACCTCTGCTTCA rmpA (hypermucoviscosity phenotype ) 27
rmpA-R CTTGCATGAGCCATCTTTCA

wabG-F ACCATCGGCCATTTGATAGA wabG (lipopolysaccharide synthesis)

wabG-R CGGGGCAGATCCATATC

uge-F TCTTCACGCCTTCCTTCACT Zﬁféirrige diphosphate galacturonate 4-

uge-R GATCATCCGGTCTCCCTGTA

kfuB-F1179 GAAGTGACGCTGTTTCTGGC kfu (iron-uptake system)

kfuC-R649 TTTCGTGTGGCCAGTGACTC

fimH-F TGCTGCTGGGCTGGTCGATG fimH (type 1 fimbrial adhesin)

fimH-R

GGGAGGGTGACGGTGACATC




047

. I < cumoniae MV91-28
' I N TN K preumoniae IMV2-9

N
T

O W IR K preunonice Kpls
O )X p iae LMV90-11
[T T ] K. p iae LMV90-10
I T < quasipneumoniae MV91-24
I TN TTHW TN K. preumoniae Kp8
[_ Ui nmnis |
NI T DTN K. preumoniac KpS
I T K preumoniae LMVG-5
W VTNV K. preumoniae Kp6
I WY " K. preumoniae Kpll
_ K. pneumoniae Ko9
mE—
_ K. pneumoniae MV91-25
IS T K. preumoniae Kpo
IO TRTIN < preumoniae Kp2
I T KRR & vemoniae Kpl2
T T i c:onice Kpl3
IR K :moniae Kpd
I | BRI < preumoniae MV91-1
E I T < preumoniae MV31-21
: I K qvasipneumoniae MV91-42
—_— TN N < preumoniae Kp3
' L I K premoniae KpT
I WM X premoniae K110
N N < preumoniae Kpl4
IETIIE RT < preumoniae Kpl0

T R e N
n508070808 |

T | M A pe michiganensis Ko6
T I < michiganensis Ko4
T I 1TEERITEE <. michiganensis KoS

_*:I: B IO & ichiganensis 1G5-52

I I K michiganensis HV2-03

: N K ichiganensis HA009 |
. CM1

' I K ichiganensis HAOOL

L — K oxytoca Ko

5 IR K michiganensis Ko3

_:: T K michiganensis HVI-11

. T < michiganensis HI2-45

: B K grimontii Koll
—;— _ K. michiganensis MV11

i _ K. michiganensis HV2-11
_;—E T < icliganensis HVI-02
—— IR K grimontii KoS _—
LA < michiganensis Ko2
N 1 K. michiganensis Kol2

0405080708093 |

Figure S1. PFGE profiles of the isolates from the K. pneumoniae (A) and K. oxytoca complex (B).
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Figure S2. Plasmid profiles of isolates from K. pneumoniae (A) and K. oxytoca complex.




