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Table S1. PLZ Challenge Set Characterized Strains Listing

. . Genotype beta- Genotype aminoglycosides Beta-lactam and
Strain Organism lactams (genes (PROTEINS and genes aminoglycoside [GEN, TOB, | BMD PLZ MIC
identified by WGS) identified by WGS) NET, AMI only]) (ng/ml)
AAC(3)-lla Acquired Pase
. . blatem-110 APH(3")-Ib Aminoglycoside resistant
1 Citrobacter koseri 2
bla mat-cko tike APH(6)-Id (AME*)
ANT(3")-la
ESBL
- AAC(6')-1b lik
2 Citrobacter koseri bigrewa (6 N ke Aminoglycoside resistant 0.25
bla mai-cko tike ANT(3")-la (AME)
AAC(3)-l
oy | e s
3 Klebsiella aerogenes blarem-1 ANT(3")-la Amino :ocoside Res\:stant 0.5
APH(3")-Ib gy(AME)
APH(6)-Id
Carbapenem Resistant
4 Enterobacter cloacae blawmr None (impermeability) 0.25
Aminoglycoside wild
Acquired P
5 Escherichia coli blarema APH(3')-Ib AminC:guJ:osi da:?N” . 0.25
ESBL and/or SHV
. ) blarem-11 AAC(3)-lla hyperproduction
6 Klebsiell 0.25
cusiella pneumoniae bla suv-s3 ANT(3")-la Aminoglycoside Resistant
(AME)
ESBL
o . AAC(3)-lla . . .
7 Escherichia coli blarem21 AAC(E')-1b like Aminoglycoside Resistant 1
(AME)
AAC(3)-lla
| ESBL
8 Escherichia coli blatem-29 ANT(3")-la X . .
" Aminoglycoside Resistant 0.5
blactx-m APH(3")-lb (AME)
APH(6)-Id
. ESBL
° Klebsiella aerogenes blare2: AAC(E)-1b like Aminoglycoside Resistant 1
blaawec ANT(3")-la (AME)
bla cuy-2 ke AAC,(S)'”? ESBL
10 Citrobacter freundii AAC(6')-1b like . . .
blatems AAC(6)-If Aminoglycoside Resistant 0.5
blaoxa-101ike ANT(3")-la (AME)
blarem
blasnv (multiple AAC(3)-IVa
alleles including one AAC(6')-1b like ESBL + Acquired Case +
11 Klebsiella pneumoniae foran ESBL) ANT(2")-la Carbapenemase (KPC) 0.5
blagec ANT(3")-la Aminoglycoside Resistant ’
blaoxa-s tike APH(3')-la (AME)
blarox APH(4)-la
blacars-1 ke
High level C
12 Citrobacter freundii blacwy-2 like None Ami;gtnglszzsi dzs‘i” d 1




Genotype beta-

Genotype aminoglycosides

Beta-lactam and

i i i i BMD PLZ MIC
Strain Organism ) Iact.a.ms (genes (PROTEINS and genes aminoglycoside [GEN, TOB, (g/m)
identified by WGS) identified by WGS) NET, AMI only]) Mg
AAC(6')-I1
o . blatema { ,,) N Carbapenemase (KPC)
13 Escherichia coli ANT(3")-la - ) )
blaxec APH(3")-1b Aminoglycoside Resistant 2
blaoxa- i . AME
lQoxa-1 like APH(6)-1d ( )
AAC(6")-11
ANT(3")-la Carbapenemase (MBL)
14 Enterobacter cloacae blavim APH(3')-la Aminoglycoside Resistant 0.5
APH(3")-Ib (AME)
APH(6)-1d
bla Carbapenemase (MBL)
15 Enterobacter cloacae e AAC(6')-1b like Aminoglycoside Resistant 0.25
blaacr
(AME)
. bla AAC(6')-Ic Carbapenemase (MBL)
16 Serratia marcescens bIaVIM AAC(6')-Il Aminoglycoside Resistant 1
SE¢ ANT(3")-Ia (AME)
. blawme Carbapenemase (MBL)
17 Serratia marcescens blaoxa1 ke AAC(6')-Ic Aminoglycoside Resistant 1
blasec (AME)
AAC(6')-II
blarem1 AAC((6'))-I
blasny (multiple ANT(3") IZ ESBL + Acquired Case +
18 Klebsiella pneumoniae alleles including one APH(2")-I1a Carbapenemase (MBL) 05
for an ESBL) , Aminoglycoside Resistant ’
bl APH(3")-la (AME)
bIaV'M APH(3")-Ib
"o APH(6)-Id
blarem
bl Itipl
aShY (mu. pie . . ESBL + Carbapenemase (KPC)
19 Klebsiella pneumoniae alleles including one AAC(6')-1b like . ) .
" Aminoglycoside Resistant 0.25
foran ESBL) ANT(3")-la
(AME)
blakec
blaoxa-s iike
blacmy-2 ke AAC(3)-lla ESBL + Carbapenemase
. " blanom AAC(6')-1b like truncated (MBL)
20 Citrobact d 0.5
itrobacter freundii blaoxa-10 ke truncated ANT(2")-la Aminoglycoside Resistant
blacrxm ANT(3")-la (AME)
Acquired Pase
21 Citrobacter freundii blarem-2 AAC(3)-lla ) - )
bla ) ANT(3")-1a Aminoglycoside Resistant 0.25
CMY-2 like (AME)
blarem
22 Klebsiella pneumoniae TV Carbapenemase (OXA-48)
blasv-1 None i K i 0.25
Aminoglycoside wild
blaoxa-as
blacrx-m AAC(3)-lla ESBL + Carbapenemase
23 Klebsiella pneumoniae blaskv-11 AAC(6')-1b like truncated (MBL) 0.25
blanom AAC(6')-Ib-cr truncated Aminoglycoside Resistant ’
blaoxa-1 iike ANT(3")-la (AME)




Genotype beta-

Genotype aminoglycosides

Beta-lactam and

Strain Organism . Iact.a.ms (genes (PROTEINS and genes aminoglycoside [GEN, TOB, BN:D P/';:L“)/”C
identified by WGS) identified by WGS) NET, AMI only]) Mg
blacrx-
bla o AAC(3)-lla ESBL + Carbapenemase
TEMtruncated AAC(6')-1b like truncated P
blaskv truncated APH(3")-|b (MBL)
24 Klebsiella pneumoniae blanom APH(6)-1d Aminoglycoside Resistant >256
blaoxa-1 iike (AME and RNA methylase
blaoxas iike armA armA)
blapka truncated
AAC(2')-la
APH(3")-1
( .) @ ESBL + Acquired Case
blarem APH(3')-VI
. +Carbapenemase (MBL)
25 Providencia stuartii blanom APH(3")-Ib X . .
Aminoglycoside Resistant 256
blaves APH(6)-Id ?
" (AME and RNA methylase
blacmy-2 ke ANT(3")-la
rmtC)
rmtC
AAC(3)-lla
AAC(6')-1b like truncated
blacrx-m AAC(6')-Ib-cr truncated ESBL + Carbapenemase (OXA-
ebsioll ) blarem ANT(3")-la 181)
26 Klebsiella pneumoniae blaskv-11 APH(3')-la Aminoglycoside resistant >256
blaoxa-1s1 APH(3")-Ib (AME and RNA methylase
blaoxa1 ke APH(6)-Id rmtF)
rmtF
APH(3")-1b
o bl APH(6)-Id ESBL
27 Escherichia coli bIaTEMrl ANT(3")-la Aminoglycoside resistant >256
cpem (RNA methylase rmtB)
rmtB
AAC(6')-1b like truncated
APH(3")-Ib ESBL + Carbapenemase
blarem-1
o blo APH(6)-Id (MBL)
28 Escherichia coli bIaNDM ANT(2")-la Aminoglycoside resistant >256
vee ANT(3")-Ia (AME and RNA methylase
blaoxa-9 ke
armA)
armA
blacrx- AAC(3)-l
aencm (, )-lla ESBL + Carbapenemase (OXA-
. ) blarem-1 AAC(6')-Ib-cr 48)
29 Klebsiella pneumoniae blasm APH(3')-la ) . ' 0.25
" Aminoglycoside Resistant
blaoxa-as APH(3")-Ib (AME)
blaoxa-1 ke APH(6)-Id
AAC(3)-lla ESBL + Carbapenemase (OXA-
o . blacrx.m "
30 Escherichia coli ANT(3")-la 48)
blatema " . K R 0.5
APH(3")-Ib Aminoglycoside Resistant
blaoxa-as
APH(6)-Id (AME)
31 Citrobacter koseri bla mav-cko Like None . Pase, . 0.25
Aminoglycoside wild
i Beta lact. d
32 Klebsiella oxytoca blaoxy APH(3')-la truncated ctalactam an 0.5

Aminoglycoside wild




Genotype beta-

Genotype aminoglycosides

Beta-lactam and

i i i i BMD PLZ MIC
Strain Organism ) Iact.a.ms (genes (PROTEINS and genes aminoglycoside [GEN, TOB, (g/m)
identified by WGS) identified by WGS) NET, AMI only]) Mg
AAC(6')-1I
" (6')-lic Carbapenem Resistant
blarem1 ANT(2")-la truncated K -
33 Klebsiella oxytoca \ (impermeability)
bla oxa-2 Like truncated APH(3')-la . . f 1
» Aminoglycoside Resistant
blaoxy APH(3")-lb (AME)
APH(6)-Id
blarem-1 AAC(3)-1la ESBL + Carbapenemase (OXA-
34 Klebsiella pneumoniae blastv-12 , 48)
AAC(6')-Ib-cr ) . . 0.5
blaoxa-as ANT(3")-la Aminoglycoside Resistant
blaoxa1 iike (AM E)
AAC(6')-1b like
blarem "
) bla ANT(3")-la Carbapenemase (KPC)
35 Kiebsiella oxytoca ke APH(3')-la truncated Aminoglycoside Resistant 0.5
blaoxa-s iike "
APH(3")-Ib (AME)
blaoxy
APH(6)-Id truncated
AAC(6')-1b like
blarem "
) bla ANT(3")-la Carbapenemase (KPC)
36 Kiebsiella oxytoca bl KPC_ APH(3')-la truncated Aminoglycoside Resistant 0.25
b‘/’;"'g te APH(3")-Ib (AME)
o APH(6)-Id truncated
AAC(6')-1b like
blarem "
) bla ANT(3")-la Carbapenemase (KPC)
37 Klebsiella oxytoca bla KPC_ APH(3')-la truncated Aminoglycoside Resistant 0.25
OXA9 ke APH(3")-Ib (AME)
blaoxy
APH(6)-Id truncated
38 Klebsiella oxytoca blaox None High Ieyel naturfzI Pasg (K1) 025
Aminoglycoside wild
bl - AAC(3)-1l
arem-1 (, s-lia ESBL + Carbapenemase (OXA-
blacrx-m AAC(6')-Ib-cr 48)
® fnterobacter coca blaoxs.ss ANT(3")-1a Aminoglycoside Resistant 0-25
blaoxa-1 ke APH(3")-Ib truncated ely (AME)
blaacr APH(6)-Id
ESBL + Carbapenemase
blaskv-12 , .
40 Enterobacter cloacae blavm AAC(6')-Ib like (MBL) 025
bla ANT(3")-la Aminoglycoside Resistant ’
AT (AME)
blarewm AAC(3)-lla
ESBL + Carb
blacrxm AAC(6')-Ib like truncated a(l;ﬂ;f)enemase
41 Escherichia coli blanom AAC(6')-Ib-cr truncated i . .
bla ) ANT(3")-1a Aminoglycoside resistant >256
Ot ke (AME and RNA methylase
blaoxa-s ke armA)
blapka truncated armA
R ESBL
42 Klebsiella aerogenes AAC(6')-1b like truncated . . .
blarem-2a " Aminoglycoside Resistant 0.5
ANT(3")-la
(AME)
AAC(6')-1b like
blarem AAC(6')-llc ESBL
43 Enterobacter cloacae blaskv-12 ANT(3")-la Aminoglycoside Resistant 0.5
blacr APH(3")-Ib (AME)
APH(6)-1d




Genotype beta-

Genotype aminoglycosides

Beta-lactam and

Strain Organism lactams (genes (PROTEINS and genes aminoglycoside [GEN, TOB, | BMD PLZ MIC
identified by WGS) identified by WGS) NET, AMI only]) (ng/mL)
AAC(3)-lla
blacrx-m AAC(6')-Ib-cr ESBL
4 Enterobacter cloacae blaoxa1 ke ANT(3")-la Aminoglycoside Resistant 0.5
blaacr APH(3")-Ib (AME)
APH(6)-Id
blacrm AAC(6')-Ib like ESBL
45 Enterobacter cloacae blaskv-12 ANT(2")-la Aminoglycoside Resistant 0.25
blancr ANT(3")-la (AME)
46 Enterobacter cloacae blaser None High Level Case 0.5
Aminoglycoside wild
47 Enterobacter cloacae blaacr None Beta lactam and 0.5
Aminoglycoside wild
AAC(2')-la
. . B blarem1 APH(3')-la Undetermined for beta-
48 Providencia stuartii blasco APH(3")-Ib lactams 1
blaacc APH(6)-Id Aminoglycoside wild
ANT(3")-la
49 Citrobacter freundii blacura i None High Level Case 0.5
e Aminoglycoside wild
50 Klebsiella aerogenes None None High Level Case 0.5
Aminoglycoside wild
blarem-
bI:TEM ! ESBL + Carbapenemase (OXA-
51 Klebsiella pneumoniae bl;;:: AAC(3)-lla 48) 8
i AAC(6')-Ib-cr Aminoglycoside Resistant
blaoxa-1 iike (AME)
blaoxa-as
blarem-
bI:TEM ! ESBL + Carbapenemase (OXA-
SHV-11
52 Klebsiella pneumoniae blacr AAC(3)-lla 48) 16
M AAC(6')-Ib-cr Aminoglycoside Resistant
blaoxa-1 iike (AME)
blaoxa-as
APH(3))-la
53 Proteus mirabilis blarem1 APH(3")-Ib ESBL 32
blasuv-12 APH(6)-Id Aminoglycoside wild
ANT(3")-la
54 Klebsiella aerogenes None None Undetermined 8
35 Morganella morganii blapka None Undetermined 16
blarem- AAC(6')-1b lik
arem1 (6 " ke Carbapenemase (KPC)
56 Klebsiella pneumoniae blaskv-11 APH(3")-lb Aminoglycoside Resistant 2
blagec APH(6)-Id (AME)
blaoxa-s iike ANT(3")-la
AAC(6')-1b like ESBL+(.:arbapenen?.Resistant
57 Klebsiella aerogenes [ AAC(E')-lIc (impermeability) 1
’ " Aminoglycoside Resistant
ANT(3")-la

(AME)




Genotype beta-

Genotype aminoglycosides

Beta-lactam and

Strain Organism lactams (genes (PROTEINS and genes aminoglycoside [GEN, TOB, | BMD PLZ MIC
identified by WGS) identified by WGS) NET, AMI only]) (ng/mL)
Beta lact d
58 Citrobacter freundii blacmy- iike None Amie;jglay Cc;sr:j:r\]/vil d 0.5
High Level C
59 Morganella morganii blapua None Amilngoglyec\;esidzs\zild 8
Beta lact d
60 Morganella morganii blapua None Amienjglaycc;sr:j:r\]/vild 2
blarem-1 AAC(3)-lla ESBL + Acquired Case 8
61 Proteus mirabilis blacmy-2 iike AAC(6')-1b like Aminoglycoside Resistant
blaoxa-2 iike ANT(3")-la (AME)
Acquired P
62 Proteus vulgaris group None None AminC:gUIUCeOSi daes?N” d 4
Undetermined for beta-
3 , lactams 1
63 Serratia marcescens None AAC(6')-Ic Aminoglycoside Resistant
(AME)
blasny (multiple APH(3")-Ib ESBL + Carbapenem Resistant
lleles includi i bilit
64 Klebsiella pneumoniae a e;;r”;: léslng) one APH(6)-Id truncated (;lATnFi)scr)mleso;ile) 8
ANT(3")-la truncated gy K
blaoxa-10ike undetermined
Beta lact d
65 Serratia marcescens blasec None Am;(jgla\‘/ccjsr:j:r:/vild 1
Acquired Pase or wild
66 Proteus vulgaris group None None (cefuroximase) 4
Aminoglycoside wild
Acquired P
67 Proteus vulgaris group None None Amincjgulgceosi dzssvil d 2
AAC(6')-1b like
blarem-1 APH(3')-la
blaswv (multiple APH(3")-Ib ESBL
X ) alleles including one APH(6)-Id Aminoglycoside Resistant >256
68 Klebsiell
evsiefla pneumoniae for an ESBL) ANT(2")-Ia (AME and RNA methylase
blaves ANT(3")-la rmtB)
blaoxa-10 ke
rmtB
Acquired Pase
APH(3")-Ib
69 Escherichia coli blarem1 APH((G))Id Aminoglycoside 4
undetermined
70 Proteus vulgaris group None None Undetermined 2
Acquired Pase
71 Klebsiella pneumoniae blasuv-11 None Aminoglycoside 4
undetermined
APH(3')-la
o APH(3")-1b Acquired Pase 4
72 Prot bil bl -
roteus mirabiis arem APH(6)-Id Aminoglycoside wild
ANT(3")-la




2

3

4

Genotype beta-

Genotype aminoglycosides

Beta-lactam and

Strain Organism lactams (genes (PROTEINS and genes aminoglycoside [GEN, TOB, | BMD PLZ MIC
identified by WGS) identified by WGS) NET, AMI only]) (ng/mL)
High level Natural Pase (K1)
73 Klebsiella oxytoca blarem1 ANT(3")-1a Aminoglycoside 2
bl
aoxt undetermined
74 Proteus vulgaris group None None High level cefuroximase 4
Aminoglycoside wild
herichia coll Acquired Pase
75 Escherichia coli blarem-1 None Aminoglycoside 4
undetermined
AAC(3)-1d
o bla APH(3')-la Inhibitor resistant Pase
76 Proteus mirabilis bla TEM"l_ APH(3")-Ib Aminoglycoside Resistant 2
CARB-1 like APH(6)-Id (AME)
ANT(3")-la
. ) Carbapenemase (KPC)
77 Klebsiella pneumoniae blasava armA Aminoglycoside Resistant >256
bl
Gkpe (RNA methylase armA)
bl AAC(3)-lla ESBL
78 Escherichia coli bIaTEM'l AAC(6')-Ib-cr Aminoglycoside Resistant >256
cpem ANT(3")-Ia (AME and RNA methylase
blaoxa-1 iike rmt8 rmtB)
AAC(3)-lla ESBL
79 Escherichia coli blarem APH(3')-lla Aminoglycoside Resistant >256
blacrx-m ANT(3")-la (AME and RNA methylase
rmtB rmtB)
o bl ESBL
80 Escherichia coli TEML AAC(3)-lla Aminoglycoside Resistant 1
blactx-m (AME)

Pase = penicillinase

Case = cephalosporinase

*AME = Aminoglycoside Modifying Enzymes




