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Regional Antibiogram 
Medical Microbiology                                     

& Infection Control 1 January 2025  - 31 December 2025

PERCENT SUSCEPTIBLE (%)

ALL GRAM POSITIVE ORGANISMS N
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Staphylococcus aureus complex (all) 3495R 75 95 78 86 83 100

methicillin-susceptible (MSSA) 2618R 100 99 81 93 91 100

methicillin-resistant (MRSA) 877R 0 85 69 64 57 100

Staphylococcus lugdunensis 426R 89 100 89 99 96 100

Staphylococcus epidermidis 272R 33 86 56 57 62 100

Other Staphylococcus spp ** 131R 53 93 67 91 80 100

Viridans group Streptococcus 352R 87 87 99 100

Streptococcus pneumoniae (non-meningitis) # 181R 100 100 100 36 55 98

Streptococcus pneumoniae  (meningitis) # 55R 75 100 100

Streptococcus pyogenes (GAS) 632R 100 100 100 100 80 100 100

Streptococcus agalactiae (GBS) 280R 100 100 100 100 54 94 100

Enterococcus faecalis 1711R 100 25 81 99

Enterococcus faecium 528R 10 30 67

vancomycin-susceptible E. faecium 354R 15 30 100

vancomycin-resistant E. faecium 174R 1 29 0

<100 isolates provide less reliable results, regional results (R) used if possible
R : Regional data

†: Ampicillin predicts piperacillin and imipenem for enterococci.  

‡ : Cloxacillin predicts amoxicillin-clavulanate, piperacillin-tazobactam and carbapenems for staphylococci. 

* : For enterococci, % S for doxycyline is based on urinary isolates only.
§ :  For staphylococci, % S is based on ciprofloxacin breakpoints; for streptococci including S. pneumoniae , % S is based on moxifloxacin breakpoints; for Enterococcus faecalis , % S is based on ciprofloxacin breakpoints for urinary isolates only. 

**: Other Staphylococcus spp  include staphylococci other than S. aureux complex, S. lugdunensis  and S.epidermidis.

# : Streptococcus pneumoniae  (non-meningitis) includes all isolates regardless of body sites and interpreted with CLSI non-meningitis, while Streptococcus pneumoniae  (meningitis) includes a subset of invasive isolates (e.g. blood, CFS or bone&joint) interpreted with the CLSI meningitis breakpoints. 
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& Infection Control 1 January 2025  - 31 December 2025

PERCENT SUSCEPTIBLE (%)

ALL GRAM NEGATIVE ORGANISMS N
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Escherichia coli 4870R 54 84 † 84 87 77 64 91 90 95 100 79 97

Klebsiella pneumoniae 1138R 0 90 † 88 90 87 84 96 95 94 99 86 28

Klebsiella oxytoca 255R 0 88 † 90 96 91 92 96 95 92 99 85

Proteus mirabilis 557R 74 94 † 95 99 79 82 92 91 100 100 92

Citrobacter koseri 119R 0 97 † 97 97 100 98 99 99 97 99 82

Citrobacter freundii complex 141R 0 0 0 64 65 89 86 92 91 69 95 94

Enterobacter cloacae complex 399R 0 0 0 68 70 87 88 98 95 73 97 40

Klebsiella aerogenes (prev. Enterobacter ) 149R 0 0 0 72 76 96 92 99 99 76 99 7

Morganella morganii 149R 0 0 0 95 90 81 79 89 91 99 99

Serratia marcescens 195R 0 0 0 90 98 99 93 98 86 95 98

Pseudomonas aeruginosa 981R 93 86 Δ 64 90 92

Acinetobacter spp. 230R 86 89 96 95 93 97

<100 isolates provide less reliable results, regional results (R) used if possible
R : Regional data

§ : Cefazolin (systemic) interpretative criteria are based on a dosage regimen of 2g IV q8 hours in adults, assuming a normal kidney function. Cefazolin (urine) predicts susceptibility to the first and second-generation oral cephalosporins when used for the treatment of uncomplicated UTIs due to E. coli , K. pneumoniae  and P. mirabilis .

† : Cefazolin (systemic) antibiogram is not displayed for the 2025 reporting period due to technical issues that may underestimate susceptibility rates and limit data reliability. 
‡ : % of susceptible isolates to piperacillin-tazobactam includes Susceptible-Dose Dependent (SDD) isolates. SDD interpretative criteria are based on a high dosage regimen of 4.5g IV q6 hours over 3 h or 4.5 g IV q 8 h over 4h in adults, assuming normal kidney function. % of SDD isolates to piperacillin-tazobactam were identified in a total of 1.7% ( 136/7943) of all regional Enterobacterales.

Δ : %S Pseudomonas aeruginosa  isolates to gentamicin not being reported due to removal of CLSI breakpoints in 2023.
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Regional CoC Regional CoC

Gram positives 2025 minus 2024 values N N delta %
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Gram Negative 2025 minus 2024 values N N delta %
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Staphylococcus aureus complex (all) -74 -2% 0 0 -1 0 -2 0 -2 -3 0 0 Escherichia coli -423 -8% -2 -3 -50 -1 0 -1 -6 -2 -2 -3 0 -3 -1
methicillin-susceptible -83 -3% 0 0 0 0 0 0 -1 -3 -2 0 Klebsiella pneumoniae -67 -6% 0 1 -3 5 4 2 0 1 0 0 #VALUE! 2 -12

methicillin-resistant 9 1% 0 0 0 0 -6 0 -3 -6 2 0 Klebsiella oxytoca -12 -4% 0 3 -30 5 6 2 0 0 0 1 -1 0 0
Staphylococcus lugdunensis 24 6% 0 0 -2 0 0 0 0 0 -3 0 Proteus mirabilis -55 -9% 2 0 -11 1 1 2 1 6 4 0 0 6 0
Staphylococcus epidermidis -41 -13% 0 0 1 0 -8 0 5 2 6 0 Citrobacter koseri 8 7% 0 -3 -10 2 -3 3 -1 -1 -1 -3 -1 0 29
Other Staphylococcus spp ** -6 -4% 0 0 x$ 0 -4 0 -1 6 0 0 Citrobacter freundii complex -20 -12% 0 0 0 1 -3 7 4 2 0 -12 3 0 3
Viridans group Streptococcus 31 10% -2 -5 0 0 0 0 0 0 0 0 Enterobacter cloacae complex -9 -2% 0 0 0 2 2 1 -2 1 1 0 -1 0 4
Streptococcus pneumoniae (non meningitis) -25 -12% 0 0 0 0 -5 5 0 0 1 0 K  aerogenes (prev  Enterobacter ) -20 -12% 0 0 0 -4 -3 -2 -2 -1 -1 -4 0 0 -18
Streptococcus pneumoniae (meningitis) -19 -26% -2 0 0 0 0 0 0 0 0 0 Morganella morganii -38 -20% 0 0 0 4 -1 3 10 0 -3 3 1 0 0
Streptococcus pyogenes (GAS) 0 0% 0 0 0 0 0 0 2 0 0 0 Serratia marcescens 13 7% 0 0 0 -5 -1 -1 -2 -2 -2 -4 -2 0 0
Streptococcus agalactiae (GBS) -22 -7% 0 0 0 0 0 0 -4 0 0 0 Pseudomonas aeruginosa 76 8% 0 0 0 0 3 0 0 #VALUE! -14 -1 0 0 0
Enterococcus faecalis -234 -12% 0 0 0 0 -29 0 0 0 7 0 Acinetobacter spp  23 11% 0 0 0 0 -2 -3 -1 -2 -3 0 -1 0 0
Enterococcus faecium 12 2% 0 -1 0 0 -30 0 0 0 0 9

vancomycin-susceptible 55 18% 0 -4 0 0 -26 0 0 0 0 0
vancomycin-resistant -43 -20% 0 1 0 0 -38 0 0 0 0 0

Regional 2025 PERCENT SUSCEPTIBLE (%) Regional 2025 PERCENT S  PERCENT SUSCEPTIBLE (%)

ALL GRAM POSITIVE ORGANISMS N Notes
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ALL GRAM NEGATIVE ORGANISMS N Notes PipTazo SDD%
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Staphylococcus aureus complex (all) 3495 75 95 78 86 83 100 Escherichia coli 4870 0.9% (45/4853) 54 84 27 84 87 77 64 91 90 95 100 79 97

methicillin-susceptible (MSSA) 2618 100 99 81 93 91 100 Klebsiella pneumoniae 1138 4.2% (48/1135) 0 90 75 88 90 87 84 96 95 94 99 86 28

methicillin-resistant (MRSA) 877 0 85 69 64 57 100 Klebsiella oxytoca 255 3.9% (10/254) 0 88 35 90 96 91 92 96 95 92 99 85

Staphylococcus lugdunensis 426 89 100 89 99 96 100 Proteus mirabilis 557 0.2% (1/554) 74 94 33 95 99 79 82 92 91 100 100 92

Staphylococcus epidermidis 272 33 86 56 57 62 100 Citrobacter koseri 119 2.5% (3/119) 0 97 88 97 97 100 98 99 99 97 99 82
Other Staphylococcus spp ** 131 53 93 67 91 80 100 Citrobacter freundii  complex 141 4.3% (6/140) 0 0 0 64 65 89 86 92 91 69 95 94
Viridans group Streptococcus 352 87 86 99 100 Enterobacter cloacae  complex 399 3.0% (12/396) 0 0 0 68 70 87 88 98 95 73 97 40
Streptococcus pneumoniae (non-meningitis) 181 100 100 100 36 55 98 Klebsiella aerogenes (prev. Enterobacter ) 149 3.4% (5/149) 0 0 0 72 76 96 92 99 99 76 99 7
Streptococcus pneumoniae  (meningitis) 55 75 100 100 Morganella morganii 149 0% (0/148) 0 0 0 95 90 81 79 89 91 99 99
Streptococcus pyogenes (GAS) 632 100 100 100 100 80 100 100 Serratia marcescens 195 3.1% (6/195) 0 0 0 90 98 99 93 98 86 95 98
Streptococcus agalactiae (GBS) 280 100 100 100 100 54 94 100 Pseudomonas aeruginosa 981 93 86 Δ 64 90 92

Enterococcus faecalis 1711 100 25 81 99 Acinetobacter spp. 230 86 89 96 95 93 97

Enterococcus faecium 528 10 30 67
vancomycin-susceptible E. faecium 354 15 30 100 R= Regional    <100 isolates provide less reliable results, regional results (R) used if possible

vancomycin-resistant E. faecium 174 1 29 0 % of SDD isolates to piperacillin-tazobactam were identified in a total of 1.7% ( 136/7943) of all regional Enterobacterales

R= Regional data   <100 isolates provide less reliable results, regional results (R) used if possible

Regional 2024 PERCENT SUSCEPTIBLE (%) Regional 2024 PERCENT S  PERCENT SUSCEPTIBLE (%)

ALL GRAM POSITIVE ORGANISMS N Notes
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ALL GRAM NEGATIVE ORGANISMS N Notes
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Staphylococcus aureus complex (all) 3569 3569R 76 97 80 89 83 100 Escherichia coli 5293 56 87 77 85 87 78 70 93 92 98 100 82 98

methicillin-susceptible (MSSA) 2701 2701R 100 99 82 96 93 100 Klebsiella pneumoniae 1205 0 89 78 83 86 85 84 95 95 94  $ 84 40

methicillin-resistant (MRSA) 868 868R 0 91 72 70 55 100 Klebsiella oxytoca 267 R aminos and SDD PT <100 (n=98) 0 85 65 85 90 89 92 96 95 91 100 85

Staphylococcus lugdunensis 402 402R 91 100 89 99 99 100 Proteus mirabilis 612 72 94 44 94 98 77 81 86 87 100 100 86

Staphylococcus epidermidis 313 313R 32 94 51 55 56 100 Citrobacter koseri 111 R aminos and SDD PT<100 (n=43) 0 100 98 95 100 97 99 100 100 100 100 53

Other Staphylococcus spp ** 137 137R 64 97 68 85 80 100 Citrobacter freundii  complex 161 R aminos and SDD PT <100 (n=57) 0 0 0 63 68 82 82 90 91 81 92 91

Viridans group Streptococcus 321 321R 89 91 99 100 Enterobacter cloacae  complex 408 0 0 0 66 68 86 90 97 94 73 98 36

Streptococcus pneumoniae (non-meningitis) 206 206R 100 100 100 41 50 97 Klebsiella aerogenes (prev. Enterobacter ) 169 R aminos and SDD PT<100  (n=65) 0 0 0 76 79 98 94 100 100 80 99 25

Streptococcus pneumoniae  (meningitis) 74 74R 77 100 100 Morganella morganii 187 R aminos and SDD PT <100 (n=91) 0 0 0 91 91 78 69 89 94 96 98

Streptococcus pyogenes (GAS) 632 632R 100 100 100 100 78 100 100 Serratia marcescens 182 R aminos and SDD PT <100 (n=72) 0 0 0 95 99 100 95 100 88 99 100

Streptococcus agalactiae (GBS) 302 302R 100 100 100 100 58 94 100 Pseudomonas aeruginosa 905 90 86 Δ 78 91 92

Enterococcus faecalis 1945 1945R 100 54 74 99 Acinetobacter spp. 207 88 92 97 97 96 98

Enterococcus faecium 516 516R 11 60 58

vancomycin-susceptible E. faecium 299 299R 19 56 100 R= Regional    <100 isolates provide less reliable results, regional results (R) used if possible

vancomycin-resistant E. faecium 217 217R 0 67 0 % of SDD isolates to piperacillin-tazobactam were identified in 1.3% of E. coli, 4.3% of K. pneumoniae, 3.1% of K. oxytoca, 3.5% of C. freundii, 2.9% of E. cloacae, and 4.6% of K. aerogenes of all regional Enterobacterales. 

R= Regional data   <100 isolates provide less reliable results, regional results (R) used if possible
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VA Antibiogram 
Medical Microbiology                                         

& Infection Control 1 January 2025  - 31 December 2025

PERCENT SUSCEPTIBLE (%)

ALL GRAM POSITIVE ORGANISMS N
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Staphylococcus aureus complex (all) 1743 71 94 76 84 81 100
methicillin-susceptible (MSSA) 1234 100 99 81 93 91 100

methicillin-resistant (MRSA) 509 0 81 66 62 59 100
Staphylococcus lugdunensis 171 91 100 89 99 97 100
Staphylococcus epidermidis 211 31 87 54 54 60 100
Other Staphylococcus spp ** 131R 53 93 67 91 80 100
Viridans group Streptococcus 234 85 85 99 100
Streptococcus pneumoniae (non-meningitis) # 102 100 100 100 33 50 99
Streptococcus pneumoniae  (meningitis) # 55R 75 100 100
Streptococcus pyogenes (GAS) 303 100 100 100 100 81 99 100
Streptococcus agalactiae (GBS) 126 100 100 100 100 50 95 100
Enterococcus faecalis 890 100 24 80 99
Enterococcus faecium 392 7 28 64

vancomycin-susceptible E. faecium 250 12 28 100
vancomycin-resistant E. faecium 142 0 27 0

<100 isolates provide less reliable results, regional results (R) used if possible
R : Regional data

†: Ampicillin predicts piperacillin and imipenem for enterococci.  

‡ : Cloxacillin predicts amoxicillin-clavulanate, piperacillin-tazobactam and carbapenems for staphylococci. 

* : For enterococci, % S for doxycyline is based on urinary isolates only.

§ : For staphylococci, % S is based on ciprofloxacin breakpoints; for streptococci including S. pneumoniae, % S is based on moxifloxacin breakpoints; for Enterococcus faecalis, % S is based on ciprofloxacin breakpoints for urinary isolates only. 
**: Other Staphylococcus spp  include staphylococci other than S. aureux complex, S. lugdunensis  and S.epidermidis.

# : Streptococcus pneumoniae  (non-meningitis) includes all isolates regardless of body sites and interpreted with CLSI non-meningitis, while Streptococcus pneumoniae  (meningitis) includes a subset of invasive isolates (e.g. blood, CFS or bone&joint) interpreted with the CLSI meningitis breakpoints. 

VA Antibiogram 
Medical Microbiology                                      

& Infection Control 1 January 2025  - 31 December 2025

PERCENT SUSCEPTIBLE (%)

ALL GRAM NEGATIVE ORGANISMS N
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Escherichia coli 2222 48 80 † 79 83 73 61 89 88 94 100 75 96
ICU E. coli 46 28 60 † 57 63 50 46 85 78 83 96 53 88

Klebsiella pneumoniae 620 0 90 † 86 88 85 82 96 95 94 99 83 28
ICU K. pneumoniae 35 0 83 † 77 82 83 77 91 88 89 94 100 25

Klebsiella oxytoca 155 0 85 † 88 95 86 88 95 92 89 99 79
Proteus mirabilis 263 71 94 † 95 100 75 80 90 89 100 100 90

Citrobacter koseri 119R 0 97 † 97 97 100 98 99 99 97 99 82

Citrobacter freundii complex 141R 0 0 0 64 65 89 86 92 91 69 95 94
Enterobacter cloacae complex 265 0 0 0 66 69 85 88 98 93 71 97 43
Klebsiella aerogenes (prev. Enterobacter ) 149R 0 0 0 72 76 96 92 99 99 76 99 7

Morganella morganii 149R 0 0 0 95 90 81 79 89 91 99 99

Serratia marcescens 127 0 0 0 88 97 98 93 98 88 95 98
Pseudomonas aeruginosa 596 93 84 Δ 61 91 91

ICU P. aeruginosa 47 83 81 Δ 49 83 87
Acinetobacter spp. 135 86 88 94 95 93 96

<100 isolates provide less reliable results, regional results (R) used if possible
R : Regional data

§ : Cefazolin (systemic) interpretative criteria are based on a dosage regimen of 2g IV q8 hours in adults, assuming a normal kidney function. Cefazolin (urine) predicts susceptibility to the first and second-generation oral cephalosporins when used for the treatment of uncomplicated UTIs due to E. coli , K. pneumoniae  and P. mirabilis .

† : Cefazolin (systemic) antibiogram is not displayed for the 2025 reporting period due to technical issues that may underestimate susceptibility rates and limit data reliability. 
‡ : % of susceptible isolates to piperacillin-tazobactam includes Susceptible-Dose Dependent (SDD) isolates. SDD interpretative criteria are based on a high dosage regimen of 4.5g IV q6 hours over 3 h or 4.5 g IV q 8 h over 4h in adults, assuming normal kidney function. % of SDD isolates to piperacillin-tazobactam were identified in a total of 2.1% (82/3957) of all Enterobacterales at VA.

Δ : %S Pseudomonas aeruginosa  isolates to gentamicin not being reported due to removal of CLSI breakpoints in 2023.
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Vancouver Acute Vancouver Acute

Gram positives 2025 minus 2024 values N N delta %
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Gram negatives 2025 minus 2024 values N N delta %
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Staphylococcus aureus complex (all) -21 -1% 0 0 0 0 -2 0 -3 -3 0 0 Escherichia coli -185 -8% -5 -4 -48 -2 -1 -2 -5 -3 -3 -2 0 -5 -2
methicillin-susceptible -13 -1% 0 0 0 0 0 0 -2 -2 0 0 ICU E. coli 3 7% -9 -7 -30 -3 -3 -13 -17 -9 -10 -1 1 -27 -12

methicillin-resistant -8 -2% 0 0 0 0 -7 0 -4 -7 2 0 Klebsiella pneumoniae -64 -9% 0 3 -5 6 5 3 1 2 2 2 2 3 -13
Staphylococcus lugdunensis 7 4% 0 0 3 0 0 0 -2 0 1 0 ICU K. pneumoniae -11 -24% 0 0 -7 2 1 0 -3 -9 -12 4 3 0 0
Staphylococcus epidermidis -25 -11% 0 0 1 0 -7 0 2 0 5 0 Klebsiella oxytoca 19 14% 0 4 -31 7 6 -1 -3 -5 -8 4 0 0 -9
Other Staphylococcus spp ** -17 -18% 0 0 -14 0 -11 0 -4 6 -1 0 Proteus mirabilis -38 -13% 2 0 -7 3 3 1 3 9 6 0 0 5 0
Viridans group Streptococcus 58 33% -1 -5 0 0 0 0 0 0 0 0 Citrobacter koseri 15 28% 0 -3 -6 5 -4 4 -1 0 0 -3 0 0 37
Streptococcus pneumoniae (non meningitis) -11 -10% 0 0 0 0 -11 -9 0 0 1 0 Citrobacter freundii complex -30 -30% 0 0 0 -1 -10 10 7 2 1 -18 5 0 5
Streptococcus pneumoniae (meningitis) -8 -23% -4 0 0 0 0 0 0 0 0 0 Klebsiella aerogenes (prev. Enterobacter ) -13 -5% 0 0 0 6 9 2 -3 4 3 3 0 0 10
Streptococcus pyogenes (GAS) -14 -4% 0 0 0 0 0 0 1 0 -1 0 Enterobacter cloacae  complex 2 2% 0 0 0 -10 -6 -1 -1 0 -1 -8 1 0 -18
Streptococcus agalactiae (GBS) 10 9% 0 0 0 0 0 0 -8 0 0 0 Morganella morganii -16 -15% 0 0 0 4 5 4 12 -3 7 3 2 0 0
Enterococcus faecalis -110 -11% 0 0 0 0 -30 0 0 0 5 0 Serratia marcescens 7 6% 0 0 0 -8 -3 -2 0 -2 3 -5 -2 0 0
Enterococcus faecium 45 13% 0 -3 0 0 -32 0 0 0 0 11 Pseudomonas aeruginosa 57 11% 0 0 0 0 3 0 -1 #VALUE! -16 1 0 0 0

vancomycin-susceptible 66 36% 0 -8 0 0 -26 0 0 0 0 0 ICU P. aeruginosa 12 34% 0 0 0 0 17 0 10 #VALUE! -26 17 10 0 0
vancomycin-resistant -21 -13% 0 0 0 0 -43 0 0 0 0 0 Acinetobacter spp. 9 7% 0 0 0 0 -2 -3 -2 0 -2 0 -2 0 0

Vancouver Acute 2025 PERCENT SUSCEPTIBLE (%) Vancouver Acute 2025 PERCENT SUSCEPTIBLE (%)
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ALL GRAM NEGATIVE ORGANISMS N Notes PipTazo SDD%
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Staphylococcus aureus complex (all) 1743 71 94 76 84 81 100 Escherichia coli 2222 1.1% (25/2214) 48 80 23 79 83 73 61 89 88 94 100 75 96

methicillin-susceptible (MSSA) 1234 100 99 81 93 91 100 ICU E. coli 46 0% (0/46) 28 60 11 57 63 50 46 85 78 83 96 53 88 review for MDR ESCO/ KLPN/ PsA in ICU to see whether this stems from known colonized patients 
methicillin-resistant (MRSA) 509 0 81 66 62 59 100 Klebsiella pneumoniae 620 5.0% (31/618) 0 90 69 86 88 85 82 96 95 94 99 83 28

Staphylococcus lugdunensis 171 91 100 89 99 97 100 ICU K. pneumoniae 35 8.6% (3/35) 0 83 62 77 82 83 77 91 88 89 94 100 25

Staphylococcus epidermidis 211 31 87 54 54 60 100 Klebsiella oxytoca 155 1.9% (3/154) 0 85 28 88 95 86 88 95 92 89 99 79

Other Staphylococcus spp ** 78 45 88 59 89 75 100 Proteus mirabilis 263 0% (0/261) 71 94 35 95 100 75 80 90 89 100 100 90

Viridans group Streptococcus 234 85 84 99 100 Citrobacter koseri 69 4 3% (3/69) 0 97 90 97 96 100 97 100 100 97 100 88

Streptococcus pneumoniae (non-meningi ti s ) 102 100 100 100 33 50 99 Citrobacter freundii  complex 71 2 8% (2/71) 0 0 0 60 62 87 83 90 90 63 93 95

Streptococcus pneumoniae  (meningi ti s ) 27 70 100 100 Enterobacter cloacae  complex 265 3.8% (10/263) 0 0 0 66 69 85 88 98 93 71 97 43

Streptococcus pyogenes (GAS) 303 100 100 100 100 81 99 100 Klebsiella aerogenes (prev. Enterobacter ) 90 3.3% (3/90) 0 0 0 64 69 96 91 100 99 69 99 6

Streptococcus agalactiae (GBS) 126 100 100 100 100 50 95 100 Morganella morganii 90 0% (0/90) 0 0 0 93 91 79 79 88 99 98 99

Enterococcus faecalis 890 100 24 80 99 Serratia marcescens 127 3.9% (5/127) 0 0 0 88 97 98 93 98 88 95 98

Enterococcus faecium 392 7 28 64 Pseudomonas aeruginosa 596 93 84 Δ 61 91 91

vancomycin-susceptible E. faecium 250 12 28 100 ICU P. aeruginosa 47 83 81 Δ 49 83 87

vancomycin-resistant E. faecium 142 0 27 0 Acinetobacter spp. 135 86 88 94 95 93 96

<100 isolates provide less reliable results, regional results (R) used if possible R= Regional    <100 isolates provide less reliable results, regional results (R) used if possible

% of SDD isolates to piperacillin-tazobactam were identified in a total of 2.1% ( 82/3957) of all Enterobacterales at VA

Vancouver Acute 2024 PERCENT SUSCEPTIBLE (%) Vancouver Acute 2024 PERCENT SUSCEPTIBLE (%)
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ALL GRAM NEGATIVE ORGANISMS N Notes
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Staphylococcus aureus complex (all) 1764 71 96 79 87 81 100 Escherichia coli 2407 53 84 71 81 84 75 66 92 91 96 100 80 98

methicillin-susceptible (MSSA) 1247 100 99 83 95 91 100 ICU E. coli 43 37 67 41 60 66 63 63 94 88 84 95 80 100 review for MDR ESCO/ KLPN/ PsA in ICU to see whether this stems from known colonized patients 
methicillin-resistant (MRSA) 517 0 88 70 69 57 100 Klebsiella pneumoniae 684 0 87 74 80 83 82 81 94 93 92 97 80 41

Staphylococcus lugdunensis 164 88 100 91 99 96 100 ICU K. pneumoniae 46 0 83 69 75 81 83 80 100 100 85 91 100 25

Staphylococcus epidermidis 236 30 94 52 54 55 100 Klebsiella oxytoca 136 Aminos&SDD PT<100 = R 0 81 59 81 89 87 91 100 100 85 99 88

Other Staphylococcus spp ** 95 59 99 63 83 76 100 Proteus mirabilis 301 Cefazolin (urine)PT<100 69 94 42 92 97 74 77 81 83 100 100 85

Viridans group Streptococcus 176 86 89 99 100 Citrobacter koseri 54 Aminos&SDD PT<100 = R 0 100 96 92 100 96 98 100 100 100 100 51

Streptococcus pneumoniae (non-meningi ti s ) 113 100 100 100 44 59 98 Citrobacter freundii  complex 101 Aminos&SDD PT<100 = R 0 0 0 61 72 77 76 88 89 81 88 90

Streptococcus pneumoniae  (meningi ti s ) 35 74 100 100 Enterobacter cloacae  complex 263 0 0 0 60 60 83 89 94 90 68 97 33

Streptococcus pyogenes (GAS) 317 100 100 100 100 80 100 100 Klebsiella aerogenes (prev. Enterobacter ) 103 Aminos&SDD PT<100 = R 0 0 0 74 75 97 94 100 100 77 98 24

Streptococcus agalactiae (GBS) 116 100 100 100 100 58 95 100 Morganella morganii 106 Aminos&SDD PT<100 = R 0 0 0 89 86 75 67 91 92 95 97

Enterococcus faecalis 1000 100 54 75 99 Serratia marcescens 120 Aminos&SDD PT<100 = R 0 0 0 96 100 100 93 100 85 100 100

Enterococcus faecium 347 10 60 53 Pseudomonas aeruginosa 539 90 85 Δ 77 90 91

vancomycin-susceptible E. faecium 184 20 54 100 ICU P. aeruginosa 35 66 71 Δ 75 66 77

vancomycin-resistant E. faecium 163 0 70 0 Acinetobacter spp. 126 88 91 96 95 95 98

<100 isolates provide less reliable results, regional results (R) used if possible R= Regional    <100 isolates provide less reliable results, regional results (R) used if possible

% of SDD isolates to piperacillin-tazobactam were identified in 1.3% of E. coli, 4.3% of K. pneumoniae, 3.1% of K. oxytoca, 3.5% of C. freundii, 2.9% of E. cloacae, and 4.6% of K. aerogenes of all regional Enterobacterales. 
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< 70%
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Richmond Antibiogram 
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Infection Control 1 January 2025  - 31 December 2025

PERCENT SUSCEPTIBLE (%)
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Staphylococcus aureus complex (all) 542 75 98 82 85 81 100
methicillin-susceptible (MSSA) 406 100 99 84 91 91 100

methicillin-resistant (MRSA) 136 0 93 74 67 51 100

Staphylococcus lugdunensis 426R 89 100 89 99 96 100

Staphylococcus epidermidis 272R 33 86 56 57 62 100

Other Staphylococcus spp ** 131R 53 93 67 91 80 100

Viridans group Streptococcus 352R 87 87 99 100

Streptococcus pneumoniae (non-meningitis) # 181R 100 100 100 36 55 98

Streptococcus pneumoniae  (meningitis) # 55R 75 100 100

Streptococcus pyogenes (GAS) 632R 100 100 100 100 80 100 100

Streptococcus agalactiae (GBS) 280R 100 100 100 100 54 94 100

Enterococcus faecalis 273 100 19 79 100

Enterococcus faecium 528R 10 30 67

vancomycin-susceptible E. faecium 354R 15 30 100

vancomycin-resistant E. faecium 174R 1 29 0

<100 isolates provide less reliable results, regional results (R) used if possible
R : Regional data

†: Ampicillin predicts piperacillin and imipenem for enterococci.  

‡ : Cloxacillin predicts amoxicillin-clavulanate, piperacillin-tazobactam and carbapenems for staphylococci. 

* : For enterococci, % S for doxycyline is based on urinary isolates only.
§ :  § :  For staphylococci, % S is based on ciprofloxacin breakpoints; for streptococci including S. pneumoniae , % S is based on moxifloxacin breakpoints; for Enterococcus faecalis , % S is based on ciprofloxacin breakpoints for urinary isolates only. 

**: Other Staphylococcus spp  include staphylococci other than S. aureux complex, S. lugdunensis  and S.epidermidis.

# : Streptococcus pneumoniae  (non-meningitis) includes all isolates regardless of body sites and interpreted with CLSI non-meningitis, while Streptococcus pneumoniae  (meningitis) includes a subset of invasive isolates (e.g. blood, CFS or bone&joint) interpreted with the CLSI meningitis breakpoints. 

Richmond Antibiogram 
Medical Microbiology                          & 

Infection Control 1 January 2025  - 31 December 2025

PERCENT SUSCEPTIBLE (%)

ALL GRAM NEGATIVE ORGANISMS N
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Escherichia coli 879 53 84 † 85 88 77 58 91 90 96 100 77 97
Klebsiella pneumoniae 198 0 89 † 90 91 88 84 93 92 94 99 88 30

Klebsiella oxytoca 255R 0 88 † 90 96 91 92 96 95 92 99 85

Proteus mirabilis 127 74 92 † 94 98 77 79 89 97 100 100 91

Citrobacter koseri 119R 0 97 † 97 97 100 98 99 99 97 99 82

Citrobacter freundii complex 141R 0 0 0 64 65 89 86 92 91 69 95 94

Enterobacter cloacae complex 399R 0 0 0 68 70 87 88 98 95 73 97 40

Klebsiella aerogenes (prev. Enterobacter ) 149R 0 0 0 72 76 96 92 99 99 76 99 7

Morganella morganii 149R 0 0 0 95 90 81 79 89 91 99 99

Serratia marcescens 195R 0 0 0 90 98 99 93 98 86 95 98

Pseudomonas aeruginosa 116 92 89 Δ 67 89 92
Acinetobacter spp. 230R 86 89 96 95 93 97

<100 isolates provide less reliable results, regional results (R) used if possible
R : Regional data

§ : Cefazolin (systemic) interpretative criteria are based on a dosage regimen of 2g IV q8 hours in adults, assuming a normal kidney function. Cefazolin (urine) predicts susceptibility to the first and second-generation oral cephalosporins when used for the treatment of uncomplicated UTIs due to E. coli , K. pneumoniae  and P. mirabilis .

† : Cefazolin (systemic) antibiogram is not displayed for the 2025 reporting period due to technical issues that may underestimate susceptibility rates and limit data reliability. 
‡ : % of susceptible isolates to piperacillin-tazobactam includes Susceptible-Dose Dependent (SDD) isolates. SDD interpretative criteria are based on a high dosage regimen of 4.5g IV q6 hours over 3 h or 4.5 g IV q 8 h over 4h in adults, assuming normal kidney function. % of SDD isolates to piperacillin-tazobactam were identified in a total of 1.7% ( 136/7943) of all regional Enterobacterales.

Δ : %S Pseudomonas aeruginosa  isolates to gentamicin not being reported due to removal of CLSI breakpoints in 2023.
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Gram positives 2025 minus 2024 values N N delta %
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Gram Negative 2025 minus 2024 values N N delta %
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Staphylococcus aureus complex (all) 11 2% 0 0 -3 0 -1 0 4 -5 -4 0 Escherichia coli -50 -5% -1 -3 -48 0 1 -5 -12 -2 -3 -2 0 -3 -1
methicillin-susceptible -8 -2% 0 0 0 0 -1 0 2 -3 -3 0 Klebsiella pneumoniae 2 1% 0 0 0 4 2 -2 -2 -6 -4 -2 1 11 -9

methicillin-resistant 19 16% 0 0 0 0 -2 0 10 -8 -2 0 Klebsiella oxytoca -7 -19% 0 4 -17 5 3 0 3 0 0 5 0 0 24
Staphylococcus lugdunensis 7 9% 0 0 -3 0 0 0 3 3 -6 0 Proteus mirabilis 17 15% 1 1 -18 1 1 3 -6 -7 4 1 1 4 0
Staphylococcus epidermidis -1 -4% 0 0 9 0 -4 0 34 21 23 0 Citrobacter koseri 3 16% 0 0 -14 0 0 0 0 0 0 0 0 0 12
Other Staphylococcus spp ** 4 18% 0 0 -10 0 9 0 -4 5 2 0 Citrobacter freundii complex 13 76% 0 0 0 -8 -4 8 5 7 7 -16 -1 0 -5
Viridans group Streptococcus -9 -17% -3 -3 0 -2 0 0 0 0 0 0 Enterobacter cloacae complex -4 -9% 0 0 0 -20 -23 6 -3 -2 -3 -13 0 0 -8
Streptococcus pneumoniae (non meningitis) -1 -4% 4 4 0 0 9 14 0 0 0 0 K  aerogenes (prev  Enterobacter ) -1 -6% 0 0 0 10 -1 -6 -6 -6 -6 -1 0 0 -40
Streptococcus pneumoniae (meningitis) -4 -36% -5 0 0 0 0 0 0 0 0 0 Morganella morganii -11 -32% 0 0 0 -3 -8 13 13 8 -9 6 0 0 0
Streptococcus pyogenes (GAS) 17 21% 0 0 0 0 0 0 9 0 -1 0 Serratia marcescens 3 14% 0 0 0 2 0 0 -8 0 -12 -8 0 0 0
Streptococcus agalactiae (GBS) -6 -9% 0 0 0 0 0 0 4 0 -1 0 Pseudomonas aeruginosa -2 -2% 0 0 0 0 0 0 -1 #VALUE! -22 -5 -4 0 0
Enterococcus faecalis -58 -18% 0 0 0 0 -29 0 0 0 13 0 Acinetobacter spp  4 14% 0 0 0 0 2 1 4 4 1 0 4 0 0
Enterococcus faecium -9 -13% 0 5 0 0 -35 0 0 0 0 1

vancomycin-susceptible -7 -12% 0 6 0 0 -32 0 0 0 0 0
vancomycin-resistant -2 -15% 0 0 0 0 -47 0 0 0 0 0

Richmond 2025 PERCENT SUSCEPTIBLE (%) Richmond 2025 PERCENT SUSCEPTIBLE (%)
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ALL GRAM NEGATIVE ORGANISMS N Notes PipTazo SDD%
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Staphylococcus aureus complex (all) 542 75 98 82 85 81 100 Escherichia coli 879 0.9% (8/875) 53 84 30 85 88 77 58 91 90 96 100 77 97

methicillin-susceptible (MSSA) 406 100 99 84 91 91 100 Klebsiella pneumoniae 198 3.5% (7/198) 0 89 80 90 91 88 84 93 92 94 99 88 30

methicillin-resistant (MRSA) 136 0 93 74 67 51 100 Klebsiella oxytoca 30 6.7% (2/30) 0 93 48 97 100 100 100 100 100 97 100 100

Staphylococcus lugdunensis 85 87 100 91 100 94 100 Proteus mirabilis 127 0.8% (1/127) 74 92 24 94 98 77 79 89 97 100 100 91

Staphylococcus epidermidis 26 46 88 69 69 77 100 Citrobacter koseri 22 0% (0/22) 0 100 86 100 100 100 100 100 100 100 100 62

Other Staphylococcus spp ** 26 54 100 73 96 88 100 Citrobacter freundii  complex 30 0% (0/30) 0 0 0 63 63 90 87 90 90 60 93 95

Viridans group Streptococcus 44 89 86 98 100 Enterobacter cloacae  complex 40 2.5% (1/40) 0 0 0 62 67 95 88 98 97 73 95 27

Streptococcus pneumoniae (non-meningitis) 26 100 100 100 36 58 100 Klebsiella aerogenes (prev. Enterobacter ) 16 0% (0/16) 0 0 0 75 80 94 94 94 94 75 100 10

Streptococcus pneumoniae  (meningitis) 7 86 100 100 Morganella morganii 23 0% (0/23) 0 0 0 91 86 87 78 97 91 100 100

Streptococcus pyogenes (GAS) 97 100 100 100 100 87 99 100 Serratia marcescens 24 4.2% (1/24) 0 0 0 92 100 100 92 100 88 92 100

Streptococcus agalactiae (GBS) 62 100 100 100 100 66 92 100 Pseudomonas aeruginosa 116 92 89 Δ 67 89 92

Enterococcus faecalis 273 100 19 79 100 Acinetobacter spp. 32 91 97 100 100 97 100

Enterococcus faecium 61 18 31 82

vancomycin-susceptible E. faecium 50 22 34 100 R= Regional dat    <100 isolates provide less reliable results, regional results (R) used if possible

vancomycin-resistant E. faecium 11 0 20 0 % of SDD isolates to piperacillin-tazobactam were identified in a total of 1.4% (20/1385) of all Richmond Enterobacterales 

<100 isolates provide less reliable results, regional results (R) used if possible

Richmond 2024 PERCENT SUSCEPTIBLE (%) Richmond 2024 PERCENT SUSCEPTIBLE (%)
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ALL GRAM NEGATIVE ORGANISMS N Notes
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Staphylococcus aureus complex (all) 531 78 99 78 90 85 100 Escherichia coli 929 54 87 78 85 87 82 70 93 93 98 100 80 98

methicillin-susceptible (MSSA) 414 100 100 82 94 94 100 Klebsiella pneumoniae 196 &SDD PT<100; Cefazolin (urin 0 89 80 86 89 90 86 99 96 96 98 77 39

methicillin-resistant (MRSA) 117 0 95 64 75 53 100 Klebsiella oxytoca 37 Aminos&SDD PT<100 = R 0 89 65 92 97 100 97 100 100 92 100 76

Staphylococcus lugdunensis 78 90 100 88 97 100 100 Proteus mirabilis 110 &SDD PT<100; Cefazolin (urin  73 91 42 93 97 74 85 96 93 99 99 87

Staphylococcus epidermidis 27 37 92 35 48 54 100 Citrobacter koseri 19 Aminos&SDD PT<100 = R 0 100 100 100 100 100 100 100 100 100 100 50

Other Staphylococcus spp ** 22 64 91 77 91 86 100 Citrobacter freundii  complex 17 Aminos&SDD PT<100 = R 0 0 0 71 67 82 82 83 83 76 94 100

Viridans group Streptococcus 53 92 89 100 100 Enterobacter cloacae  complex 44 Aminos&SDD PT<100 = R 0 0 0 82 90 89 91 100 100 86 95 35

Streptococcus pneumoniae (non-meningitis) 27 96 96 100 27 44 100 Klebsiella aerogenes (prev. Enterobacter ) 17 Aminos&SDD PT<100 = R 0 0 0 65 81 100 100 100 100 76 100 50

Streptococcus pneumoniae  (meningitis) 11 91 100 100 Morganella morganii 34 Aminos&SDD PT<100 = R 0 0 0 94 94 74 65 89 100 94 100

Streptococcus pyogenes (GAS) 80 100 100 100 100 78 100 100 Serratia marcescens 21 Aminos&SDD PT<100 = R 0 0 0 90 100 100 100 100 100 100 100

Streptococcus agalactiae (GBS) 68 100 100 100 100 62 93 100 Pseudomonas aeruginosa 118 92 90 Δ 89 94 96

Enterococcus faecalis 331 100 48 66 100 Acinetobacter spp. 28 89 96 96 96 96 96

Enterococcus faecium 70 13 66 81

vancomycin-susceptible E. faecium 57 16 66 100 R= Regional dat    <100 isolates provide less reliable results, regional results (R) used if possible

vancomycin-resistant E. faecium 13 0 67 0 % of SDD isolates to piperacillin-tazobactam were identified in 1.3% of E. coli, 4.3% of K. pneumoniae, 3.1% of K. oxytoca, 3.5% of C. freundii, 2.9% of E. cloacae, and 4.6% of K. aerogenes of all regional Enterobacterales. 

<100 isolates provide less reliable results, regional results (R) used if possible
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Coastal Antibiogram 
Medical Microbiology                                    

& Infection Control 1 January 2025  - 31 December 2025
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Staphylococcus aureus complex (all) 1210 81 97 79 89 86 100
methicillin-susceptible (MSSA) 978 100 99 81 94 93 100

methicillin-resistant (MRSA) 232 0 89 72 67 57 100
Staphylococcus lugdunensis 170 89 99 88 99 96 100

Staphylococcus epidermidis 272R 33 86 56 57 62 100

Other Staphylococcus spp ** 131R 53 93 67 91 80 100

Viridans group Streptococcus 352R 87 87 99 100

Streptococcus pneumoniae (non-meningitis) # 181R 100 100 100 36 55 98

Streptococcus pneumoniae  (meningitis) # 55R 75 100 100
Streptococcus pyogenes (GAS) 232 100 100 100 100 77 100 100
Streptococcus agalactiae (GBS) 280R 100 100 100 100 54 94 100

Enterococcus faecalis 548 100 29 82 100

Enterococcus faecium 528R 10 30 67

vancomycin-susceptible E. faecium 354R 15 30 100

vancomycin-resistant E. faecium 174R 1 29 0

<100 isolates provide less reliable results, regional results (R) used if possible
R : Regional data

†: Ampicillin predicts piperacillin and imipenem for enterococci.  

‡ : Cloxacillin predicts amoxicillin-clavulanate, piperacillin-tazobactam and carbapenems for staphylococci. 

* : For enterococci, % S for doxycyline is based on urinary isolates only.
§ :For staphylococci, % S is based on ciprofloxacin breakpoints; for streptococci including S. pneumoniae , % S is based on moxifloxacin breakpoints; for Enterococcus faecalis , % S is based on ciprofloxacin breakpoints for urinary isolates only. 

**: Other Staphylococcus spp  include staphylococci other than S. aureux complex, S. lugdunensis  and S.epidermidis.

# : Streptococcus pneumoniae  (non-meningitis) includes all isolates regardless of body sites and interpreted with CLSI non-meningitis, while Streptococcus pneumoniae  (meningitis) includes a subset of invasive isolates (e.g. blood, CFS or bone&joint) interpreted with the CLSI meningitis breakpoints. 

Coastal Antibiogram 
Medical Microbiology                           & 

Infection Control 1 January 2025  - 31 December 2025

PERCENT SUSCEPTIBLE (%)

ALL GRAM NEGATIVE ORGANISMS N
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Escherichia coli 1769 61 88 † 89 91 81 71 93 93 97 100 85 98
Klebsiella pneumoniae 320 0 91 † 91 93 89 88 97 96 94 100 89 28

Klebsiella oxytoca 255R 0 88 † 90 96 91 92 96 95 92 99 85

Proteus mirabilis 167 78 95 † 96 100 86 86 96 95 100 100 96

Citrobacter koseri 119R 0 97 † 97 97 100 98 99 99 97 99 82

Citrobacter freundii complex 141R 0 0 0 64 65 89 86 92 91 69 95 94

Enterobacter cloacae complex 399R 0 0 0 68 70 87 88 98 95 73 97 40

Klebsiella aerogenes (prev. Enterobacter ) 149R 0 0 0 72 76 96 92 99 99 76 99 7

Morganella morganii 149R 0 0 0 95 90 81 79 89 91 99 99

Serratia marcescens 195R 0 0 0 90 98 99 93 98 86 95 98

Pseudomonas aeruginosa 269 93 87 Δ 70 91 93
Acinetobacter spp. 230R 86 89 96 95 93 97

<100 isolates provide less reliable results, regional results (R) used if possible
R : Regional data

§ : Cefazolin (systemic) interpretative criteria are based on a dosage regimen of 2g IV q8 hours in adults, assuming a normal kidney function. Cefazolin (urine) predicts susceptibility to the first and second-generation oral cephalosporins when used for the treatment of uncomplicated UTIs due to E. coli , K. pneumoniae  and P. mirabilis .

† : Cefazolin (systemic) antibiogram is not displayed for the 2025 reporting period due to technical issues that may underestimate susceptibility rates and limit data reliability. 
‡ : % of susceptible isolates to piperacillin-tazobactam includes Susceptible-Dose Dependent (SDD) isolates. SDD interpretative criteria are based on a high dosage regimen of 4.5g IV q6 hours over 3 h or 4.5 g IV q 8 h over 4h in adults, assuming normal kidney function. % of SDD isolates to piperacillin-tazobactam were identified in a total of 1.7% ( 136/7943) of all regional Enterobacterales.

Δ : %S Pseudomonas aeruginosa  isolates to gentamicin not being reported due to removal of CLSI breakpoints in 2023.
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Gram positives 2025 minus 2024 values N N delta %
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Gram Negative 2025 minus 2024 values N Notes
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Staphylococcus aureus complex (all) -64 -5% 0 0 -1 0 -1 0 -3 -3 0 0 Escherichia coli -188 -10% 0 -2 -50 0 0 1 -4 0 0 -2 0 -1 0
methicillin-susceptible -62 -6% 0 0 0 0 0 0 -1 -3 -1 0 Klebsiella pneumoniae -5 -2% 0 -3 -1 2 2 0 0 -1 0 -4 0 -4 -10

methicillin-resistant -2 -1% 0 0 0 0 -6 0 -9 -3 7 0 Klebsiella oxytoca -24 -26% 0 2 -27 5 9 8 7 10 11 -1 0 0 0
Staphylococcus lugdunensis 10 6% 0 0 -6 0 0 0 -1 0 -4 0 Proteus mirabilis -34 -17% 2 -2 -9 -2 1 2 2 6 4 0 0 9 0
Staphylococcus epidermidis -15 -30% 0 0 2 0 -11 0 -3 2 -4 0 Citrobacter koseri -10 -26% 0 -7 -14 -4 -4 3 0 -4 -4 3 -4 0 27
Other Staphylococcus spp ** 7 35% 0 0 -11 0 0 0 -2 0 -4 0 Citrobacter freundii (complex) -3 -7% 0 0 0 5 11 -3 -5 3 1 4 0 0 0
Viridans group Streptococcus -18 -20% -2 0 0 0 0 0 0 0 0 0 Enterobacter cloacae (complex) -7 -7% 0 0 0 -1 -3 -2 -3 -1 -2 -3 -1 0 -2
Streptococcus pneumoniae (non meningitis) -13 -20% 0 0 0 0 2 29 0 0 1 0 K  aerogenes (prev  Enterobacter ) -6 -12% 0 0 0 2 1 0 1 0 0 3 0 0 -11
Streptococcus pneumoniae (meningitis) -7 -25% 1 0 0 0 0 0 0 0 0 0 Morganella morganii -11 -23% 0 0 0 4 -11 -2 4 9 -1 0 0 0 0
Streptococcus pyogenes (GAS) -3 -1% 0 0 0 0 0 0 1 0 0 0 Serratia marcescens 3 7% 0 0 0 0 3 0 -5 -2 -7 0 0 0 0
Streptococcus agalactiae (GBS) -26 -22% 0 0 0 0 0 0 -3 0 -1 0 Pseudomonas aeruginosa 21 8% 0 0 0 0 3 0 1 #VALUE! -5 -2 -1 0 0
Enterococcus faecalis -66 -11% 0 0 0 0 -28 0 0 0 6 0 Acinetobacter spp  10 19% 0 0 0 0 -5 -5 -3 0 -2 0 0 0 0
Enterococcus faecium -24 -24% 0 7 0 0 -21 0 0 0 0 13

vancomycin-susceptible -4 -7% 0 3 0 0 -22 0 0 0 0 0
vancomycin-resistant -20 -49% 0 5 0 0 -18 0 0 0 0 0

Coastal 2025 PERCENT SUSCEPTIBLE (%) Coastal 2025 PERCENT SUSCEPTIBLE (%)
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ALL GRAM NEGATIVE ORGANISMS N Notes PipTazo SDD%
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Staphylococcus aureus complex (all) 1210 81 97 79 89 86 100 Escherichia coli 1769 0.7% (12/1764) 61 88 33 89 91 81 71 93 93 97 100 85 98

methicillin-susceptible (MSSA) 978 100 99 81 94 93 100 Klebsiella pneumoniae 320 3.1% (10/319) 0 91 84 91 93 89 88 97 96 94 100 89 28

methicillin-resistant (MRSA) 232 0 89 72 67 57 100 Klebsiella oxytoca 70 7.1% (5/70) 0 91 46 93 97 96 97 99 97 97 100 86

Staphylococcus lugdunensis 170 89 99 88 99 96 100 Proteus mirabilis 167 0% (0/166) 78 95 38 96 100 86 86 96 95 100 100 96

Staphylococcus epidermidis 35 40 82 56 65 62 100 Citrobacter koseri 28 0% (0/28) 0 93 86 96 96 100 100 96 96 96 96 84

Other Staphylococcus spp ** 27 74 100 81 89 85 100 Citrobacter freundii  complex 40 10.3% (4/39) 0 0 0 70 72 90 90 98 95 85 100 92

Viridans group Streptococcus 74 93 95 100 100 Enterobacter cloacae  complex 94 1.1% (1/93) 0 0 0 73 73 90 88 99 98 77 99 41

Streptococcus pneumoniae (non-meningitis) 53 100 100 100 43 65 96 Klebsiella aerogenes (prev. Enterobacter ) 43 4.7% (2/43) 0 0 0 88 88 98 93 100 100 91 100 6

Streptococcus pneumoniae  (meningitis) 21 76 100 100 Morganella morganii 36 0% (0/35) 0 0 0 100 89 83 81 94 94 100 100

Streptococcus pyogenes (GAS) 232 100 100 100 100 77 100 100 Serratia marcescens 44 0% (0/44) 0 0 0 95 100 100 93 98 80 98 100

Streptococcus agalactiae (GBS) 92 100 100 100 100 52 92 100 Pseudomonas aeruginosa 269 93 87 Δ 70 91 93

Enterococcus faecalis 548 100 29 82 100 Acinetobacter spp. 63 84 86 97 100 94 98

Enterococcus faecium 75 19 34 72

vancomycin-susceptible E. faecium 54 24 32 100 R= Regional d    <100 isolates provide less reliable results, regional results (R) used if possible

vancomycin-resistant E. faecium 21 5 40 0 % of SDD isolates to piperacillin-tazobactam were identified in a total of 1.3% (34/2601) of all Coastal Enterobacterales 

<100 isolates provide less reliable results, regional results (R) used if possible

Coastal 2024 PERCENT SUSCEPTIBLE (%) Coastal 2024 PERCENT SUSCEPTIBLE (%)
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ALL GRAM NEGATIVE ORGANISMS N Notes
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Staphylococcus aureus complex (all) 1274 82 98 82 92 86 100 Escherichia coli 1957 61 90 83 89 91 80 75 93 93 99 100 86 98

methicillin-susceptible (MSSA) 1040 100 99 82 97 94 100 Klebsiella pneumoniae 325 0 94 85 89 91 89 88 98 96 98 100 93 38

methicillin-resistant (MRSA) 234 0 95 81 70 50 100 Klebsiella oxytoca 94 Aminos&SDD PT<100 = R 0 89 73 88 88 88 90 89 86 98 100 86

Staphylococcus lugdunensis 160 95 99 89 99 100 100 Proteus mirabilis 201 inos&SDD PT<100; Cefazolin (urine) < 76 97 47 98 99 84 84 90 91 100 100 87

Staphylococcus epidermidis 50 38 93 59 63 66 100 Citrobacter koseri 38 Aminos&SDD PT<100 = R 0 100 100 100 100 97 100 100 100 93 100 57

Other Staphylococcus spp ** 20 85 100 83 89 89 100 Citrobacter freundii  complex 43 Aminos&SDD PT<100 = R 0 0 0 65 61 93 95 95 94 81 100 92

Viridans group Streptococcus 92 95 95 100 100 Enterobacter cloacae  complex 101 Aminos&SDD PT<100 0 0 0 74 76 92 91 100 100 80 100 43

Streptococcus pneumoniae (non-meningitis) 66 100 100 100 41 36 95 Klebsiella aerogenes (prev. Enterobacter ) 49 Aminos&SDD PT<100 = R 0 0 0 86 87 98 92 100 100 88 100 17

Streptococcus pneumoniae  (meningitis) 28 75 100 100 Morganella morganii 47 Aminos&SDD PT<100 = R 0 0 0 96 100 85 77 85 95 100 100

Streptococcus pyogenes (GAS) 235 100 100 100 100 76 100 100 Serratia marcescens 41 Aminos&SDD PT<100 = R 0 0 0 95 97 100 98 100 87 98 100

Streptococcus agalactiae (GBS) 118 100 100 100 100 55 93 100 Pseudomonas aeruginosa 248 90 86 Δ 75 93 94

Enterococcus faecalis 614 100 57 76 100 Acinetobacter spp. 53 89 91 100 100 96 98

Enterococcus faecium 99 12 55 59

vancomycin-susceptible E. faecium 58 21 54 100 R= Regional d    <100 isolates provide less reliable results, regional results (R) used if possible

vancomycin-resistant E. faecium 41 0 58 0 % of SDD isolates to piperacillin-tazobactam were identified in 1.3% of E. coli, 4.3% of K. pneumoniae, 3.1% of K. oxytoca, 3.5% of C. freundii, 2.9% of E. cloacae, and 4.6% of K. aerogenes of all regional Enterobacterales. 

<100 isolates provide less reliable results, regional results (R) used if possible
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