
post-implementation (p=0.02). Following implementation of MSSA sur-
veillance and decolonization, there was no statistically significant change
in the mean MSSA BSI rate (Figure 2): 0.20 per 1000 patient-days pre-
implementation, 0.15 post-implementation (p=0.32). Conclusions:
Implementation of a robust MRSA surveillance and decolonization pro-
gram in the NICU was associated with a sustained decrease in invasive
MRSA infections. No change in invasive MSSA infection rates was
observed following implementation of a similar protocol for MSSA.
Additional research is needed to better understand the role of MSSA sur-
veillance and decolonization in the NICU.
References: 1. Ericson, J.E., et al., JAMA Pediatr, 2015. 2. Popoola, V.O.,
et al., ICHE, 2016. 3. Kotloff, K.L., et al., Pediatrics, 2019. 4. Voskertchian,
A., et al., ICHE, 2018. 5. Reich, P.J., et al. Clin Microbiol Infect, 2016.
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Background: Whole genome sequencing (WGS) is a relatively new
method for analyzing outbreaks and modes of transmission, particularly
for multidrug resistant bacteria. This study sought to investigate clusters
of patients with genetically related Vancomycin-Resistant Enterococcus
spp. (VRE) bacteremia for shared hospital environmental exposures.
Methods: All VRE blood culture isolates from patients from July 1,
2021 to June 30, 2022 underwent Illumina WGS. Core single nucleotide
polymorphisms (SNPs) were identified, and multi-locus sequence typing
(MLST) was performed across the VRE isolates. Clusters were defined
as isolates with 15 or fewer core genome SNPs and were investigated
for potential transmission routes. For each cluster, patients were evaluated
in the 12 weeks before and after the first VRE isolate for shared hospital
environmental exposures (hospital unit, patient rooms, procedural rooms,
and radiology suites). Hospital units were comprised of patient rooms
located geographically together on the same floor of the hospital.
Results: A total of 82 VRE isolates underwent WGS. Thirty-eight (46%)
clustered genetically with at least one other isolate. Clusters included 2
to 15 patients per group and represented 10 distinct MLST subgroups
(Figure 1). Nine hundred and thirty-nine hospital environmental

exposures were identified across the 38 patients. For each cluster, there
was a total of 341 (36.3%) shared exposures. Shared environmental expo-
sures occurred in radiology suites (35, 38.5%), patient rooms (32, 35.6%)
and procedural rooms (23, 25.6%). Of the patients who shared the same
hospital unit, 10 (31.3%) had the same patient room with 7 (70%) of them
being in the emergency department (ED). Overall, the ED represented 7
(21.9%) of the shared hospital units. Each cluster had at least one shared
hospital environmental exposure found. Conclusions: Use of WGS can
help investigate outbreak clusters of resistant organisms such as VRE.
In this study, nearly half of all VRE blood isolates were able to be segregated
into clusters with at least one other isolate. Although VRE colonization of
hospital rooms is well described, patient rooms represented the smallest
proportion of shared hospital environmental exposures. This study thus
suggests other environmental transmission routes such as radiology suites
and procedural rooms warrant closer investigation.
Antimicrobial Stewardship & Healthcare Epidemiology 2024;4(Suppl. S1):s118
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Background: Nursing homes (NHs) have high prevalence of multi-drug
resistant organisms (MDROs) with rates exceeding those in hospitals.
This study proposes quantifying patients’ risk of MDRO colonization
and creating a risk profile for the NH patient populations to assist in reduc-
ing MDRO burden in health care facilities. Methods: We assessed a risk
classification model using data from a prospective cohort study (2018
Pathways study). Patient sample included 783 newly admitted patients fol-
lowed for up to 180 days and 9,587 samples collected from patients during
2,089 visits. Individual risk factors of MDRO colonization were assessed
using unadjusted logistic regression, and patients were risk classified based
on number of risk factors. Multivariate regression was performed to obtain
odds of MDRO colonization for patient risk groups adjusting for patient
age, sex, race, and length of NH stay (LOS). The risk classification tool
developed using Pathways data was also tested among a sample of NH res-
idents from Veterans Administration (N=190). Results: The patient sam-
ple (Pathways data) was 43.2%male, 37.2% Black with a mean age 74 years.
69.3% were colonized with a MDRO during the study. In unadjusted
regression, recent antibiotic use (p<.001), open wounds (p<.05), use of
urinary catheter or feeding tube (p<.001), functional disability
(p<.001), diabetes (p<.01), and preadmission hospital stay over 14

SHEA Spring 2024 Abstracts

S118 2024;4 Suppl 1


