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Background: Between October 2023 and July 2024, Methodist Hospital
Specialty Transplant (MHST, San Antonio TX) experienced a cluster of
five infections with Salmonella enterica serotype uganda among hospital-
ized kidney and liver transplant patients. All patients were symptomatic
and specimens included blood, stool and urine. Salmonella enterica sero-
type uganda is rare with only a few reported outbreaks in the literature with
none from healthcare settings. Methods: Investigation focused on two
hypotheses: 1) a source within the facility was causing broad exposure
but only severely immunocompromised patients were becoming sympto-
matic or 2) The clinical management of certain transplant patients is cre-
ating a risk of reactivation of Salmonella sp. The case definition was any
solid organ transplant patient with a positive culture result (any specimen
source) for Salmonella enterica serotype uganda post-transplant (no
defined time) with or without symptoms who had a hospitalization at
MHST after October 2023. The response focused on horizontal control
measures (foundational infection prevention practices, water manage-
ment), vertical control measures (food and nutrition services, patient
screening) and epidemiologic descriptive analysis. Findings: Whole
genome sequencing identified the five cases to be from an identical species.
Cases occurred among kidney and liver transplant patients in roughly the
proportion to the underlying census of these patients. No clinical or nutri-
tional product or service was identified that would expose risk to transplant
patients exclusively. There were no commonalities among the cases in rela-
tion to clinical care, procedures, or type of immunosuppression. Screening
was performed for twenty-eight patients (either pre-liver transplant, post
liver transplant or post kidney transplant) hospitalized between September
and October 2024 with either chronic diarrhea or acute loose stools, none
of which were positive for any species of Salmonella. Inspections of the
kitchen showed opportunities around staff attire, food handling, food stor-
age and the physical environment. Compliance to infection prevention
assessments was 71% initially but improved to above 90% by early
October 2024. Hand hygiene by food handlers after the handling of raw
meat was low in July and August 2024 at 25% and 37%, respectively.
After targeted interventions, compliance increased to 80% by September
2024.Conclusion: Following interventions, no additional healthcare-asso-
ciated Salmonella sp cases in transplant patients were noted after July 2024.
While a common source for these cases was suspected, none was definitely

identified. While it was not possible to make a definitive conclusion, evi-
dence suggests that the transplant population had a unique vulnerability to
this species of Salmonella.
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Introduction: Cholera disproportionately affects vulnerable populations,
with outbreaks occurring mostly in locations with limited access to clean
water, and adequate sanitation. Uganda experiences cholera outbreaks
almost yearly, with the July -August 2023 outbreak in the central and
eastern regions registering over 30 confirmed cases and 5 deaths.
Cholera outbreaks are anticipated to increase especially during the rainy
season, straining Uganda’s healthcare system. We implemented multimo-
dal IPC/WaSH interventions within the affected communities and their
respective Health Facilities (HFs) to control the transmission and prepare
HFs to identify and manage cholera cases. Methods: Between July and
August 2023, we deployed multimodal targeted interventions to deliver
WaSH/ IPC interventions to health facilities (HFs) and communities in
eight most affected sub-counties. We initially conducted WaSH/IPC
assessments using the Ministry of health (MoH) scorecard at 31 high risk
HF. At HFs, interventions focused on addressing gaps identified from the
assessments including training of health workers (n=325) to improve hand
hygiene, environmental cleaning, and waste elimination practices.We pro-
vided WaSH/IPC supplies to further improve practices. The assessments
were repeated after the interventions, and we compared findings using a
paired t-test. At community level, we trained 25 VHTs to conduct hand
hygiene promotion at 6000 households within the case clustered villages.
we also sensitized 500 community members at highly trafficked commu-
nity sites such as fishing and markets. Results: At baseline, the mean
WaSH/IPC score at HFs was 45% (Standard deviation (SD)=17.7), which
improved to 72% (SD=9.9; p)Conclusion:Given the improvedWaSH/IPC
practices at HFs and absence of secondary transmission to other sub
counties, the targeted interventions show promise for use in future cholera
outbreaks in similar settings. However, with the anticipated increase in
cholera outbreaks due to climate change, and the ongoing shortage of chol-
era vaccines, interventions that address the root causes of cholera out-
breaks are increasingly important.
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Background: Hospital outbreak detection depends on microbial cultures
that cluster in time and space, generally defined as inpatient units. Data are
lacking on whether Emergency Departments (EDs) may be a source of
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transmission. Objective: Assess ED exposure as a source of transmission
using routine whole-genome sequencing (WGS) of bacteria from ED and
inpatient specimens in a tertiary academic medical center. Methods: We
performed a prospective cohort study of patients at a 450-bed academic
medical center who had bacteria isolated from ED and inpatient specimens
between April 1, 2022 and March 31, 2023. Each organism per patient
specimen was routinely sent forWGS and genomic clusters were identified
as two or more bacterial isolates cultured from different patients which
were genomically related by WGS, generally, 25 or fewer single nucleotide
polymorphisms apart. Retrospective chart review using a standardized
assessment form was conducted for patients involved in hospital-onset
genomic clusters to assess for epidemiologic links occurring in the ED ver-
sus other hospital areas (inpatient or outpatient). Results: During a 1-year
period, 3614 isolates were sent for WGS with 44 genomic clusters identi-
fied. Thirty (68%) clusters were excluded because they consisted of com-
munity-onset cases, suggesting either transmission outside of our hospital
or acquisition of a common community strain. Fourteen hospital-onset
clusters were evaluated for possible ED transmission. Of the 14 clusters,
median cluster size was 2 patients (range: 2-5). Most common pathogens
were Enterococcus faecalis (N=4), Pseudomonas aeruginosa (N=3), and
Staphylococcus aureus (N=2), with more Gram-positive (N=8) than
Gram-negative (N=6) clusters. Nine (64%) clusters had evidence for ED
transmission, which were categorized as probable (ED as sole opportunity
for exposure, N=5), or possible (ED among multiple healthcare opportu-
nities for exposure, N=4). Examples of ED exposures included (non-mutu-
ally exclusive): same ED unit (N=9, 100%), proximal time in ED (≤5 days
apart), (N=6, 67%), common ED staff (N=5, 56%). Without WGS, iden-
tification of the ED as the probable source of transmission was hampered
by the fact that 99% of cultures were taken on different units, with amedian
time between ED exposure and positive culture of 9 days (range: 0-163).
Conclusions: Routine WGS of bacterial isolates in a 450-bed tertiary care
center identified 14 hospital-associated transmission events in a year, two-
thirds of whichwere probably or possibly associated with the ED. ED trans-
mission is common but difficult to identify because infection prevention
processes rely on positive cultures collected in the same unit close in time.
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Background: Burkholderia cepacia (B. cepacia) is an aerobic, gram-nega-
tive bacilli commonly found in soil and water that has been linked to
healthcare-related outbreaks. Between April 25 and September 6, 2024,
four cases of B. cepacia were investigated at an acute tertiary healthcare
facility. Three of the patients had undergone inpatient cardiac procedures,
and the fourth patient had a tracheostomy procedure. All culture sources
were collected from the respiratory tract and revealed the presence of B.
cepacia. A 12-month hospital surveillance retrospective review had not
previously identified this organism in our inpatient population. This inves-
tigation utilized a comprehensive approach to identify potential modes of
transmission. Method: A multidisciplinary team comprised of nursing,
respiratory therapy, anesthesia, and infection prevention was formed to
enhance communication and identify potential gaps in infection preven-
tion processes that may have contributed to recent cases. We concentrated
on identifying potential reservoirs related to respiratory practice, with a
specific focus on the use of ventilator equipment and supplies which
included researching the manufacturer instructions for use (MIFU). Our
investigation also included observations in the operating room and
Intensive Care Unit (ICU), adenosine triphosphate (ATP) sampling of
environmental surfaces, implementation of empiric contact isolation

precautions in the ICU, ensuring access to alcohol-based hand sanitizer,
and personal protective equipment (PPE). The four respiratory samples
of B. cepacia were sent to an outside laboratory for genotyping. Results:
High ATP readings in the operating rooms indicated a need for additional
environmental cleaning. Issues were identified with improper use and stor-
age of respiratory equipment which included transport ventilators, patient
supplies, and anesthesia equipment. Incorrect use of PPE by perioperative
and ICU staff was also observed. Genome analysis of the samples
confirmed no microbiological correlation or epidemiological link (see
Table 1). Conclusion: Although results indicate that internal transmission
was unlikely, this investigation highlights the importance of conducting a
comprehensive outbreak investigation to identify potential gaps in proc-
esses that could contribute to modes of transmission. This understanding
allowed the implementation of targeted interventions to address the issues
and prevent future cases.
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Background: A measles outbreak associated with a migrant shelter
occurred in Chicago in early 2024. Given the high transmissibility of mea-
sles in combination with the congregate nature of the shelter, health care
facilities were tasked with hospitalizing patients with confirmed measles
throughout the duration of their contagious period. Comer Children’s
Hospital at the University of Chicago was able to hospitalize many of these
patients, but numerous challenges were encountered in the initial response.
Method: Communications were sent out to all providers to educate and
increase awareness of measles presentations. Our infection prevention
team helped coordinate timely collection of appropriate measles testing
with the clinical team and helped facilitate timely processing with our
microbiology lab for the test to be run by our state reference lab.
Constant communication between the area hospitals and the city were
instrumental in weathering the challenges our center faced in responding
to the local outbreak. Result: Collaboration with the public health depart-
ment allowed for optimizing turnaround times for diagnostic results, fore-
casting future patient volume, increasing advanced notice for patient
arrival to the ED from the local shelter. Our hospital was faced with an
inability to safely accommodate the influx of patients with airborne infec-
tion isolation rooms (AIIRs), and discussions with our facilities group led
to the construction of multiple makeshift anterooms both in the ED and on

SHEA Spring 2025 Abstracts

S126 2025;5 Suppl 2

https://doi.org/10.1017/ash.2025.373
https://doi.org/10.1017/ash.2025.374

