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Background.   National surveillance for multidrug-resistant organisms (MDRO) 
are limited by narrow geographic sampling, few hospitals, and failure to account for 
local epidemiology. A Los Angeles County (LAC) regional antibiogram was created 
to inform public health interventions and provide a baseline for susceptibility patterns 
countywide. We present data to compare the 2015 and 2017 LAC regional antibiogram.

Methods.   We conducted a cross-sectional survey of cumulative facility-level antibi-
ograms from all hospitals in LAC; 83 hospitals (AH) and 9 Long-term Acute Care (LTAC). 
For 2015, submission was voluntary, 2017 data were collected by public health order. 
Non-respondents were contacted by phone and in person. Isolates from sterile sources 
were pooled. Countywide susceptibility was calculated by weighting each facility’s isolate 
count by its reported susceptibility rate with minimum–maximim observed (2015) and 
Interquartile range (IQR) for 2017. Change from 2015 mean susceptibility is reported.

Results.   Seventy-five (75) facilities submitted antibiograms for 2015 and 86 facilities 
for 2017. Among non-respondents in 2017, two facilities could not provide an adequate 
antibiogram and 4 were specialty hospitals with too few cultures to create an antibiogram. 
Regional summmary tables are presented in Tables 1–4. Klebsiella pneumoniae (n = 50 
hospitals/19,382 isolates) % S to meropenem was 97% (IQR 94–100%), no change from 
2015. Pseudomonas aeruginosa (PA) (n = 52 hospitals/17,770 isolates)% S to meropenem 
was 84% (IQR 74–93%), no change from 2015. Susceptibility to Acinetobacter baumannii 
(AB) was reported by 48 hospitals, including 1,4361 isolates,% S to meropenem was 39% 
(IQR 25–75%), 14% lower than 2015. Streptococcus agalactiae (n = 13 hospitals/647 iso-
lates)% S to clindamycin was 43% (IQR 13–59%), a 22% increase from 2015.

Conclusion.   LAC regional antibiograms identified stable patterns of antimicro-
bial resistance for most pathogens, but concerning results with AB and PA. Analysis of 
highly drug-resistant pathogens such as AB and PA would be improved with patient-
level data to generate a combination antibiogram. We favor presenting IQR %S as done 
for 2017. Ongoing analysis will include multivariable analysis of observed changed S 
controlling for hospital characteristics.
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Background.   Biocides play an integral role in infection control. Paralleling con-
cern about rising incidence of multidrug-resistant (MDR) organisms is a concern for 
resistance to biocides. In small studies, several genes involved in the production of 
efflux pump proteins have been identified as markers of biocide resistance in Klebsiella 
spp., namely cepA, qacA, qacE, qac∆E, and acrA. This study aimed to analyze the 
Klebsiella spp. isolates of a previously defined military trauma group with a high in-
cidence of MDR organisms for the presence of these genes and their correlation with 
other resistance.

Methods.   All infecting K.  pneumoniae, K.  variicola, and K.  quasipneumoniae 
isolates archived by the Trauma Infectious Disease Outcomes Study (June 2009–
December 2014) were selected. Additionally, all colonizing isolates linked with infect-
ing isolates were included; the remainder to total 50 MDR and 46 non-MDR colonizing 
isolates were chosen randomly. Antimicrobial identification and susceptibilities were 
determined by CLSI criteria using the BD Phoenix Automated Microbiology System. 
PCR according to published methods for cepA, qacA, qacE, qac∆E, and acrA was 
accomplished in duplicate. MDR was defined as either resistance to ≥3 classes of 
aminoglycosides, β-lactams, carbapenems and/or fluoroquinolones or production of 
an ESBL or KPC.

Results.   A  total of 237 isolates (221 K. pneumoniae, 10 K. variicola, 6 K. qua-
sipneumoniae) met inclusion criteria, of which 149 (63%) were MDR. All isolates had 
been exposed to antimicrobials prior to isolation. Of all isolates, 234 (98%) carried 
cepA: 218 (98%) K. pneumoniae carried cepA, 10 (100%) K. variicola carried cepA, and 
6 (100%) of K.  quasipneumoniae carried cepA. In addition, 148 (62%) isolates with 
cepA were MDR. One (10%) K. variicola isolate carried qacE along with cepA. This iso-
late was the only MDR K. variicola. None of the isolates carried qacA, qac∆E, or acrA.

Conclusion.   We confirmed the near universal presence of the cepA biocide re-
sistance gene in Klebsiella spp. isolated from trauma patients in Iraq and Afghanistan. 
In the largest evaluation of biocide resistance genes in Klebsiella spp. to our knowledge, 
the presence of qacA, qacE, qac∆E, and acrA was less common than has been reported 
elsewhere.
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