5T-549
ST-549
5T-54%
ST-549
ST-54%
ST-549
5T-54%
4| |sT-543
ST-1428
ST-249
ST-24%
ST-24%
| 5T-249
5T-1415
————1sT-ess
ST-535
5T-1418
ST-Tl4
5T-3
£T-3
5T-3
5T-3
ST-1417
5T-14
|ST-183
{57182
ST-836
|ET-168
l5T-16m
(5T-11
15T-11
5T-259
ST-1414
ST-586
 — =y
S5T-478
ST-438
—— =T-1422
|ST-176
leT-17%
I/
5T-597
S5T-242
ET-1416
5T-1829
— ST-T66
sT-1421
|ST-165
leT-165
5T-187
5T-635
ST-1413
5T-946
5T-161
5T-161
5T-161
5T-161
5T-181
lsT-161
5T-57
|sT-57
lsT-57
—_—  5T-1377
. 5T-1429
ST-1461
ST-1428

.1

Strain

eBurst Group

DODODODOODLOODDNDDODDLDNDDONDDLDODLONDLONDLNONONNDNG === 0ND0N0OVONOONONNNNWRWWLCNNRDDEDNONVNOONODLOLOLLOOOLNOO®W

B-l

TEM-1
TEM-1
TEM-1

TEM-1

TEM-1

TEM-1
TEM-1
TEM-1

TEM-1
TEM-1

TEM-1
ROB-1
TEM-1

PBP3 Group
m
others

=R=]

HEEEEHHEHEBEH

=

ers

ZEHEEHEHEEEHEE2EHEEHEHE

o

EiEiEimlﬂgEEEEEEEEEEEEEEEEEEEE

Genotype
¢BLNAR
¢BLNAR
gBLNAR
gBLNAR
gBLNAR
gBLNAR
gBLNAR
gBLNAR
gBLNAR
gBLNAR
gBLNAR
gBLNAR
gBLNAR
gBLNAR
gBLNAR
gBLNAR
gBLNAR
gBLNAR
gBLPACR
¢BLPACR
¢BLPACR
¢BLNAR
¢BLNAR
¢BLPACR
¢BLNAR
¢BLNAR
¢BLPACR
¢BLNAR
¢BLNAR
¢BLNAR
¢BLNAR
¢BLNAR
¢BLNAR
¢BLNAR
¢BLNAR
¢BLNAR
¢BLNAR
¢BLNAR
¢BLNAR
¢BLNAR
¢BLPAR
gBLPACR
gBLPACR
¢BLNAR
gBLNAR
gBLNAR
gBLNAR
gBLPACR
gBLPACR
gBLNAR
gBLNAR
gBLNAR
gBLNAR
gBLNAR
gBLNAR
gBLNAR
gBLNAR
gBLNAR
gBLNAR
gBLPACR
gBLPACR
¢BLPAR
¢BLNAR
¢BLNAR
¢BLNAR
¢BLNAR

SDC2

Neighbor-joining phylogenetic tree
derived from allelic profile data obtained
by multilocus sequence typing (MLST) of
66 Haemophilus influenzae isolates with
minimum inhibitory concentrations
(MICs) of ampicillin > 4 mg/L: B-
lactamase-nonproducing ampicillin
resistant (BLNAR) (n = 53), B-lactamase-
producing ampicillin-resistant (BLPAR) (n
=7), and B-lactamase-producing
amoxicillin/clavulanic acid-resistant
(BLPACR) (n = 6). STs were only included
in a group (Groups 1-4) if they shared
alleles at a minimum of six of the seven
loci (single-locus variants). On the right,
the strain, eBURST group, B-lactamase
production, the group based on amino
acid substitutions in penicillin-binding
protein 3 (PBP3), and the genotype are
reported. MLST shows 39 different
sequence types, while analysis with
eBURST v3 revealed 4 groups and 31
singletons.



