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Abstract

Beginning in early 2025, Florida Department of Health
(FDOH) staff members noted an unusually high proportion
of reported hepatitis A cases among travelers who had recently
been in Cuba. Hepatitis A outbreaks have been reported
in Cuban local news media; however, government reports
are limited. FDOH investigated to characterize hepatitis A
cases associated with travel to Cuba among Florida residents
(including four patients who had recently emigrated from
Cuba). FDOH found that among 249 confirmed hepatitis A
cases identified during June 2024—February 2026, 76 (31%)
patients reported recent travel to Cuba before symptom onset.
Among patients with Cuba travel-associated hepatitis A, the
median age was 39 years, 70% were male, 87% were White,
and 92% were Hispanic or Latino. Patients lived in 13 (19%)
of Florida’s 67 counties. Among 29 patients who completed
supplemental travel questionnaires, 55% had visited Havana;
other travel destinations included eight additional Cuban prov-
inces. Hepatitis A virus (HAV) genotyping of 18 isolates from
unique patients with outbreak-associated cases identified 15
(83%) isolates that matched HAV genotype IA outbreak strain
1, two (11%) that matched IB strain 1, and one (6%) that
matched IA strain 2. These findings are consistent with what
would be expected were widespread hepatitis A transmission
affecting multiple regions of Cuba. CDC recommends hepa-
titis A vaccination or receipt of immune globulin before travel
to Cuba. Providers’ consideration of hepatitis A among patients
returning from Cuba who have hepatitis A—compatible signs
and symptoms, together with elicitation of a detailed travel
history, might aid diagnosis of Cuba travel-associated cases.

Investigation and Results

Reports of Hepatitis A in Cuba

Since 2024, Cuban news media have reported hepatitis A
outbreaks in multiple provinces related to drinking water con-
tamination associated with disruptions in sanitation and utility
systems (1,2). However, official Cuban national surveillance data
have not been publicly disseminated. In December 2024, the
Ministry of Public Health of Cuba issued a tourist alert regarding
increased cases of hepatitis A (3). In early 2025, FDOH observed
that a high proportion of recent hepatitis A cases reported in
Florida occurred among patients who had traveled to Cuba dur-
ing their exposure periods (15-50 days before symptom onset),
and in August 2025, the U.S. Embassy in Cuba issued a health
alert regarding increased numbers of cases in Havana (4).

Florida’s Cuban-American Population

Florida is home to approximately 1.8 million Cuban Americans,
who account for 8% of the state’s population (5). Many Florida
residents travel to Cuba regularly to visit family and friends.
Considering these connections and the limited availability of
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information regarding the hepatitis A outbreaks in Cuba, FDOH

investigated to characterize cases associated with travel to Cuba.

Public Health Investigation of Hepatitis A Cases in Florida
Hepatitis A is a reportable condition in Florida. FDOH uses the
national surveillance case definition for hepatitis A. FDOH staff
members investigate all reported hepatitis A cases by interviewing
patients and reviewing medical records to obtain demographic
information, document the clinical course, identify risk factors for
infection (e.g., recent history of travel, incarceration, housing status,
substance use, sexual activity, and consumption of certain foods),
and identify close contacts for possible prophylaxis and follow-up.

HAV Genotyping

For all patients whose cases were reported and met the hepatitis A
surveillance case definition, medical providers and commercial labo-
ratories were asked to forward available blood samples to FDOH’s
Bureau of Public Health Laboratories (BPHL) for HAV genotyping.
BPHL performed genotyping based on the 349-nucleotide VP1-
P2B junction region of the HAV genome (6). Next-generation
sequencing was conducted on specimens, and data were uploaded
to CDC’s Global Hepatitis Outbreak Surveillance Technology
(GHOST) platform* and compared with an HAV genetic sequence
reference set to identify matching strains (7).

*CDC developed the GHOST system to characterize viral genotypes and
transmission links among cases with hepatitis C virus infection in outbreak
settings; the content is also applicable to hepatitis A infections in outbreak
settings. Molecular Epidemiology of HCV Infection | Viral Hepatitis | CDC

Cuba Travel-Associated Outbreak Case Definition

FDOH created an outbreak case definition for hepatitis A
cases associated with travel to Cuba. A Cuba travel-associated
hepatitis A outbreak case was defined as a hepatitis A infection
in a Florida resident meeting the surveillance case definition
for confirmed hepatitis A, with symptom onset during June 1,
2024—February 28, 2026, and who met at least one of the
following criteria: 1) known history of travel to or emigra-
tion from Cuba 15-50 days before symptom onset, 2) gene
sequencing data indicating genotype IA outbreak strain 1,
or 3) epidemiologic linkage to a confirmed outbreak case.
The gene sequencing criterion was included because FDOH
observed that several cases associated with travel to Cuba had
matching genotype IA strain 1, which had not previously been
identified in Florida or reported in GHOST, and which sug-

gested a common epidemiologic origin.

Supplemental Questionnaire Data

In addition to the routine epidemiologic investigation con-
ducted for all hepatitis A cases in Florida, additional travel
information was obtained for patients with cases meeting the
Cuba travel-associated outbreak case definition in the three
southeastern counties with the highest numbers of outbreak-
associated cases (Broward, Miami-Dade, and Palm Beach).
These three counties accounted for 59 (75%) of the 79 cases
that met the outbreak case definition. FDOH staff members
in these counties obtained additional details from patients
regarding travel to Cuba using a standardized, supplemental,
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telephone-administered questionnaire. Patients were asked
about their method of travel, where and with whom they
stayed, sources of drinking water, and whether they had heard
reports of hepatitis A while in Cuba. Among the 59 patients
from the three most affected counties, 29 (49%) patients com-
pleted the supplemental questionnaire; the others either refused
or could not be reached. Questionnaires were administered
during December 2025—February 2026 to patients whose cases
had previously been reported and investigated as well as to
patients with newly reported cases. This activity was reviewed
by CDC, deemed not research, and conducted consistent with

applicable federal law and CDC policy.

Characteristics of Patients with Hepatitis A

A total of 249 confirmed cases of hepatitis A with illness
onset during June 1, 2024—February 28, 2026, were reported
to FDOH. Among these, 118 (47%) patients reported interna-
tional travel during their exposure period, including 76 (31%)
who had traveled to Cuba. Three additional cases were linked to
the outbreak through gene sequencing data or epidemiological
linkage. Overall, 79 cases (32%) met the outbreak case defini-
tion. Among patients with outbreak-associated hepatitis A, the
median age was 39 years, 70% were male, 87% were White,
and 92% were Hispanic or Latino; 72% were hospitalized
and no deaths occurred (Table). Outbreak-associated cases
occurred among residents of 13 counties in Florida; 46 (58%)
of the 79 patients who met the outbreak case definition lived
in Miami-Dade County (Figure 1).

History of Travel to Cuba

Among the 79 outbreak-associated cases, 64 (81%) patients
had recently visited Cuba with known dates of travel, eight (10%)
had recent travel to Cuba during their exposure periods but with
exact travel dates unknown, and four (5%) had recently emigrated
from Cuba. Two (3%) patients who could not be interviewed
had an unknown travel history but were included based on gene
sequencing data that matched the predominant HAV strain associ-
ated with travel to Cuba. One (1%) patient had no recent travel
history but was epidemiologically linked to a confirmed case in
a household contact in Florida who had traveled to Cuba. No
other epidemiologic linkages were identified among cases. Among
64 patients with known travel dates, the median length of stay in
Cuba was 11 days (IQR = 6-26 days). Seven of 76 (9%) patients
reported that while in Cuba, each was exposed to a family member
who had received a hepatitis A diagnosis. Risk factors for HAV
infection in addition to travel to Cuba were identified among
three patients: two male patients (3%) reported having had sex

745 C.ER. part 46, 21 C.ER. part 56; 42 U.S.C. Sect. 241(d); 5 U.S.C. Sect.
552a; 44 U.S.C. Sect. 3501 et seq.
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TABLE. Characteristics of hepatitis A cases associated with Cuba —
Florida, June 2024-February 2026

Characteristic (no. with available information) No. (%)
Age, yrs (79)

Median (IQR) 39 (31-51)
Sex (79)

Female 24 (30.4)
Male 55 (69.6)
Race (78)

Asian 1(1.3)
Black or African American 2(2.6)
White 68 (87.2)
Other 7 (9.0)
Ethnicity (78)

Hispanic or Latino 72(92.3)
Not Hispanic or Latino 6(7.7)
Emergency department visit (79)

Yes 60 (75.9)
No 9(24.1)
Hospitalized (78)

Yes 56 (71.8)
No 22(28.2)
Genotype and strain (18)

|A outbreak strain 1 15 (83.3)
IB strain 1 2(11.1)
IA strain 2 1(5.6)
Length of stay in Cuba, days (64)

Median (IQR) 11 (6-26)
Mode of travel (29)

Commercial flight 23(79.3)
Charter flight 6(20.7)
Province of overnight stay (29)*

La Habana 16 (55.2)
Villa Clara 3(10.3)
Matanzas 3(10.3)
Mayabeque 2(6.9)
Pinar del Rio 2(6.9)
Sancti Spiritus 2(6.9)
Holguin 1(3.4)
Camagiiey 1(3.4)
Granma 1(3.4)
Persons traveler stayed with (28)

Only family or friends 26 (92.9)
Both family or friends and hotels or guesthouses 2(7.1)
Drinking water sources while in Cuba (29)*

Tap 12 (41.4)
Bottled 20 (69.0)
Ice 4(13.8)
Boiled or filtered 4(13.8)
Heard reports of hepatitis A while in Cuba (29)

Yes 3 (44.8)
No 6(55.2)

* Because multiple responses were allowed, the number of responses does not
match the number of respondents.

with men, and one patient (1%) reported having had household
contact with another patient in Florida who had traveled to Cuba.
No patients reported experience with homelessness, incarceration,
or recreational drug use during their potential exposure period.
Supplemental questionnaires provided additional details
regarding travel to Cuba. A total of 16 of 29 respondents (55%)
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FIGURE 1. Number of outbreak-associated hepatitis A cases* among
Florida residents recently in Cuba, by county — June 2024-February 2026
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* The total number of outbreak-associated cases per county were Brevard, two;
Broward, five; Collier, two; Duval, one; Flagler, two; Hernando, one;
Hillsborough, three; Lee, six; Manatee, one; Miami-Dade, 46; Osceola, one;
Palm Beach, eight; and St. Lucie, one. The number of cases associated with the
dominant hepatitis A virus genotype IA outbreak strain 1 were one each in
Brevard, Lee, and Osceola counties, and six each in Miami-Dade and Palm
Beach counties.

stayed in Havana, and 14 (48%) stayed in other provinces (one
stayed in both Havana and another province). Of 28 respondents
who provided additional information about where they stayed,
26 (93%) stayed only with family and friends. Twelve (41%) of
29 respondents reported drinking tap water, 20 (69%) reported
drinking bottled water, four (14%) reported drinking boiled or
filtered water, and four (14%) reported consuming ice (several
respondents reported that they consumed water from multiple
sources). Overall, 13 (45%) of 29 respondents had heard reports of
hepatitis A cases or outbreaks from family or friends while in Cuba.

Gene Sequencing

Gene sequencing was completed for isolates from 18 outbreak-
associated cases® from five counties (Brevard, Lee, Miami-Dade,
Osceola, and Palm Beach). Of these cases, 15 (83%) matched
HAV genotype IA outbreak strain 1, two (11%) matched geno-
type IB strain 1, and one (6%) matched IA strain 2 (Figure 2).

Discussion
During 2025, Florida public health officials noticed that

numerous hepatitis A cases were occurring among persons with

S Sixteen of these 18 cases occurred among the 76 persons who reported travel
to Cuba; the other two cases occurred among persons who had unknown travel
history but met the outbreak case definition because their genotyping results
matched the dominant outbreak strain.
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recent travel to Cuba. Because of the large Cuban-American
population in Florida, an investigation was conducted that
found that 76 of 249 (31%) reported hepatitis A cases dur-
ing June 2024—February 2026 were associated with travel to
Cuba; the investigation connected three additional cases with
the outbreak by matching genotype or epidemiologic linkage.
Among outbreak cases for which gene sequencing data were
available, 83% matched genotype IA outbreak strain 1, which
was first reported in GHOST and identified in an outbreak-
associated case in Florida in February 2025. Two additional
HAV strains were observed: a second genotype IA strain in a
single case, and an additional HAV strain in two cases identified
as genotype IB, indicating no common chain of transmission
from the other genotyped cases. The gene sequences from cases
associated with travel to Cuba did not match any sequence
patterns observed in Florida before this outbreak. Sequence
patterns from Cuba were not available.

The high proportion of hepatitis A cases linked to travel
from a single country during the analysis period differs from
historical patterns in Florida. During 2010-2017, 34% of
hepatitis A cases in Florida were associated with international
travel, compared with 47% observed in the analysis period,
and 32% associated with Cuba. During 2018-2019, a period
characterized by a large hepatitis A outbreak associated with
person-to-person transmission, only 3.3% of cases were asso-
ciated with international travel, and cases with international
travel were more likely to be associated with unique HAV
nucleotide sequence patterns, rather than matching strains
indicative of a common origin (6).

These findings indicate that an outbreak of hepatitis A in
Cuba, occurring over several months, has affected Florida
residents with recent travel history to Cuba. The proportion
of hepatitis A cases among Florida residents reporting travel to
Cuba exceeds historical norms, and among nearly all patients
with history of travel to Cuba, no other risk factors for HAV
infection were identified. Except for one episode of household
transmission, no other evidence of secondary spread in Florida
was found.

The risk for hepatitis A among travelers to Cuba is ongoing.
Additional cases in Florida residents have been identified since
March 2026, with exposures in Cuba as recently as August 2026.

Limitations

The findings in this report are subject to at least four limita-
tions. First, whereas 79 outbreak-associated cases were reported
in 13 counties, sequencing data were only available for 18 cases
(23%), all of which occurred among residents of five counties.
Second, supplemental questionnaires were completed for 37%
of outbreak-associated cases from three counties; therefore,
sequencing and questionnaire data might not be representative
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FIGURE 2. Number of hepatitis A cases, by month of symptom onset and strain — Florida, June 2024-February 2026
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Cuba might help identify cases. For travelers receiving health
Summary

What is already known about this topic?

Cuban news media have reported increased numbers of
hepatitis A cases since 2024; however, official government
reports about hepatitis A in Cuba have been limited.
What is added by this report?

During June 1, 2024-February 28, 2026, among 249 hepatitis A
cases reported in Florida, 76 (31%) were associated with recent
travel to Cuba. Among 18 genotyped cases, 15 shared a
matching genotype IA strain, consistent with a common origin.
What are the implications for public health practice?

Counseling on preventive measures including hepatitis A
vaccination and immune globulin should be offered to travelers
before planned trips to Cuba. Providers should consider
hepatitis A among patients with clinically compatible symp-
toms who have recently been in Cuba.

of all outbreak-associated cases. Third, supplemental ques-
tionnaires were administered up to 18 months after illness
and responses might have been subject to recall bias. Finally,
because the exposure period for most patients included time
spent in both Cuba and Florida, it cannot be confirmed that
all HAV infections were acquired in Cuba.

Implications for Public Health Practice

This investigation found evidence of travel-associated hepati-
tis A among Florida residents who had recently returned from
Cuba, where news media have reported increased numbers of
hepatitis A cases since 2024. Based on these findings, eliciting
a detailed travel history from patients with symptoms clinically
compatible with hepatitis A and consideration of the possibil-
ity of hepatitis A among patients with recent travel history to

571

care before traveling to Cuba, providers should review CDC

recommendations for hepatitis A vaccination and consider

immune globulin for high-risk travelers (adults aged >40 years,
immunocompromised persons, and persons with chronic liver

disease) departing within 2 weeks (8,9). Counseling may also
be provided regarding risk factors and preventive measures,
including food and water safety and hand hygiene.
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Environmental Investigation of a Campylobacteriosis Outbreak Among
Wedding Attendees — York County, Pennsylvania, 2025
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Nicholas Cesari, MPH%; Shannon McGinnis, PhD4; Mia Catharine Mattioli, PhD'

In early June 2025, approximately 80 persons attended a
wedding at a venue in York County, Pennsylvania. Within
3 days, multiple attendees reported experiencing gastrointesti-
nal illness. On June 23, the Pennsylvania Department of Health
(PDOH) and the Pennsylvania Department of Agriculture
(PDA) contacted CDC to request assistance after PDOH
became aware of a laboratory-confirmed Campylobacter jejuni
infection and reports of approximately 20 additional symp-
tomatic attendees, with epidemiologic information implicating
exposure to untreated spring water at the venue as a common
exposure source. The focus of this report is on environmental
inspection, testing, and identification of pathogens. This activ-
ity was reviewed by CDC, deemed not research, and conducted
consistent with applicable federal law and CDC policy.*

Investigation and Outcomes

Survey of Event Attendees

On June 30, PDOH sent a link to an online questionnaire to
all wedding attendees to identify additional cases and character-
ize exposures. Because some attendees shared email addresses,
the exact number of attendees who received the questionnaire
could not be determined; however, 46 responses were received.
Among these, 15 (33%) persons reported gastrointestinal ill-
ness 1-10 days after the event; however, no specific food item
associated with illness was identified.

Use of On-Site Spring Water During the Event and
Inspection of the Spring

The venue manager reported that the site normally relied on
vendors to supply potable water and ice. However, after the
vendor’s bottled water supply was exhausted during the event,
employees of the vendor began drawing water from a kitchen
tap connected to an on-site spring for food preparation and
beverage service; no signage identified the water as nonpotable.

An onsite inspection by PDOH and PDA officials identified
substantial deficiencies at the spring, including 1) a broken spring-
house roof allowing entry of debris and animal feces (Figure),
2) a nonfunctional ultraviolet treatment unit (inoperable for
>2 months), 3) evidence of animal activity, and 4) proximity
of the spring to a chicken coop and an area occupied by horses.

*45 C.ER. part 46, 21 C.ER. part 56; 42 U.S.C. Sect. 241(d); 5 U.S.C. Sect.
552a; 44 U.S.C. Sect. 3501 et seq.
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Testing of Water Samples

On July 9, PDOH and PDA officials collected paired large-
volume (100-L) ultrafiltered and (500-mL) grab samples’
from the spring and the kitchen tap (/); point-of-use ultra-
violet filtersd had been installed in the kitchen tap after the
wedding but before sample collection. CDC’s Environmental
Microbiology and Engineering Laboratory analyzed samples
for Campylobacter spp. (2), culturable fecal indicator bacteria
(total coliforms and Escherichia coli), and microbial source
tracking? molecular markers targeting fecal contamina-
tion from birds and ruminants (3,4), potential reservoirs of
Campylobacter organisms present on the property.

Culturable Campylobacter organisms were not recovered from
any sample, but Campylobacter DNA was detected in both spring
and tap water. Fecal indicator bacteria were markedly elevated in
spring water (total coliforms >2,419.6 most probable number
[MPN]/100 mL; E. coli 547.5 MPN/100 mL)** but undetectable
at the tap, suggesting that point-of-use treatment reduced but did
not eliminate detectable Campylobacter DNA. Source tracking
markers for birds and ruminants were not detected at either site,
leaving the source or sources of fecal contamination undetermined.

Preliminary Conclusions and Actions

Epidemiologic linkage of illness to spring-water consump-
tion, environmental deficiencies at the spring, and detection of
Campylobacter DNA and fecal indicator bacteria in the spring
water support untreated spring water as the most likely outbreak
source. Absence of culturable pathogens does not rule out prior
contamination, because Campylobacter organisms can enter a
viable but nonculturable state (5), and sampling occurred after
symptom onset. After the investigation, the venue installed two
point-of-use water filters, repaired the springhouse roof, and
posted signage identifying water from spring-fed taps as non-
potable. State officials recommended that the venue improve
communication with external vendors to prevent future use of
the nonpotable water source for food preparation and drinking,

T A single discrete sample collected at a specific location to provide a
measurement of contamination at a specific point in time.

$ Uleraviolet treatment systems use ultraviolet light to disinfect water or reduce
the number of harmful microorganisms in water.

9 Microbial source tracking uses tests that identify fecal bacteria linked to specific
hosts to help determine where contamination in environmental water comes from.

** Measured using Environmental Protection Agency standard methods, IDEXX

Colilert-18, on 100-mL grab samples.
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FIGURE. Bottom of the spring that provided water to a wedding venue, and was associated with an outbreak of Campylobacter jejuni
gastroenteritis, showing algal growth, pieces of the broken roof, and evidence of animal activity — York County, Pennsylvania, 2025

Photo/Pennsylvania Department of Health, 2025

Private springs are largely unregulated in the United States,
and, in the absence of visible contamination, users might
assume such water is safe. These findings suggest that timely
environmental testing paired with epidemiologic investigation
could improve source attribution and guide the development
and implementation of remediation efforts at venues serving the
public. Routine inspection and maintenance of untreated private
water sources might reduce the risk for waterborne outbreaks.
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Summary
What is already known about this topic?

Unregulated private springs are a known risk factor for gastroin-
testinal illness, including campylobacteriosis.

What is added by this report?

A Campylobacter jejuni outbreak among wedding attendees in
Pennsylvania was linked to consumption of untreated water from
an on-site spring; environmental sampling detected Campylobacter
DNA in the spring and a tap it supplied. The broken springhouse
roof permitted entry of debris and animal feces, an ultraviolet
water treatment light was nonfunctional, and evidence of animal
activity was observed in and around the spring.

What are the implications for public health practice?

Routine inspection and maintenance of untreated private
springs and clear signage indicating whether water is potable
might reduce the risk for waterborne outbreaks. Pairing
environmental testing with epidemiology helps confirm
exposure routes and can guide mitigation efforts.
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Notes from the Field

The First 100 Days of Five Ebola Outbreaks —
Democratic Republic of the Congo, Uganda, and
West Africa, 2007-2026
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On September 15, 2026, this report was posted as an MMWR
Early Release on the MMWR website (https:/fwww.cde.govimmuwr).

The first 100 days after identification of an outbreak are
important to understanding transmission dynamics, impact
of early public health interventions, and trajectory of poten-
tial future cases and deaths. A large Ebola disease outbreak in
the Democratic Republic of the Congo (DRC), which has
become the country’s largest and deadliest, is ongoing. To
better understand the current outbreak, this report compared
metrics from the first 100 days of this outbreak with those of
four past Ebola outbreaks. The historic outbreaks of Ebola
disease selected for this comparison include the two largest (the
2014 outbreak in West Africa and a 2018 outbreak in DRC),
and the only two previous outbreaks caused by Bundibugyo
virus (the 2007 outbreak in Uganda and the 2012 outbreak
in DRC). This activity was reviewed by CDC, deemed not
research, and conducted consistent with applicable federal
law and CDC policy.*

Investigation and Outcomes

Epidemiology of Five Outbreaks

2007 Bundibugyo virus disease outbreak, Uganda.
Bundibugyo virus (species Orthoebolavirus bundibugyoense) was
first identified in 2007 when it caused an outbreak of Ebola
disease in Uganda (7). Fewer than 50 cases were identified dur-
ing the first 100 days. This outbreak was limited to one district
in Uganda (Bundibugyo district) and ended within 6 months,
with a total of 131 confirmed, probable, and suspected cases
and 42 (32%) deaths in persons with confirmed, probable, or
suspected Ebola disease.

2012 Bundibugyo virus disease outbreak, DRC. The second
known Bundibugyo virus outbreak (species O. bundibugyoense)
occurred in 2012 in DRC; fewer than 50 cases were identified

*45 C.ER. part 46, 21 C.ER. part 56; 42 U.S.C. Sect. 241(d); 5 U.S.C. Sect.
552a; 44 U.S.C. Sect. 3501 et seq.
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during the first 100 days. This outbreak was limited to a single
health zone in DRC (Isiro health zone, Haut-Uél¢é province)
and ended within 6 months, with 62 confirmed, probable, and
suspected cases and 34 (55%) deaths in persons with confirmed,
probable, and suspected Ebola disease.

2014 Ebola virus disease outbreak, West Africa. In 2014, a
large outbreak of Ebola virus disease caused by Ebola virus (spe-
cies Orthoebolavirus zairense) was declared in Guinea. The ini-
tial outbreak report included 49 confirmed cases and 29 (59%)
deaths. During the first 100 days (March 23-July 1, 2014),
759 suspected, probable, or confirmed cases and 467 (62%)
deaths in persons with suspected, probable, or confirmed Ebola
virus disease were reported from Guinea, Liberia, and Sierra
Leone. This outbreak lasted 3 years, resulting in 28,610 cases
and 11,308 (40%) deaths across 10 countries, becoming the
largest Ebola disease outbreak in history (Figure) (2).

2018 Ebola virus disease outbreak, DRC. In 2018, a large
outbreak of Ebola virus disease caused by Ebola virus (spe-
cies O. zairense) occurred in DRC. During the first 103 days
(August 1-November 11, 2018), 295 confirmed cases, 38
probable cases, and 171 (51%) deaths among persons with
confirmed Ebola disease were reported across 14 health zones,
primarily in eastern DRC. This outbreak resulted in 3,470 cases
and 2,287 (66%) deaths over a period of 22 months (3).

2026 Bundibugyo virus disease outbreak, DRC. On
May 14, 2026, an outbreak of Ebola disease caused by
Bundibugyo virus (species O. bundibugyoense) was detected
in DRC. The outbreak was declared on May 15, at which
time DRC’s Ministry of Health had identified 246 suspected
cases and 76 suspected deaths, in addition to eight laboratory-
confirmed cases and four deaths (4). During the outbreak’s first
100 days (May 14—August 21, 2026), 5,458 confirmed cases
and 2,606 (48%) deaths were reported across 57 of DRC’s 519
health zones. Twenty-one probable or confirmed cases related
to this outbreak were identified in Uganda, with limited local
transmission, primarily among health care workers. One addi-
tional case, related to travel from DRC, was detected in France.
During the first 100 days after detection, the current outbreak
resulted in more cases than the other two largest Ebola disease
outbreaks (7 and 16 times as many, respectively) (Figure). As
of September 10, there has been no evidence of community
transmission outside of DRC.

Implications and Next Steps
During the first 100 days after its detection, the 2026 Ebola
outbreak has grown faster than any previous Ebola disease out-
break. The current outbreak also had more cases at the time of
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FIGURE. Cumulative number of Ebola disease cases,* by day, for the first 100 days (A) and the first year (B) of the outbreak — five Ebola
outbreaks, Democratic Republic of the Congo, Uganda, and West Africa, 2007-2026
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suspected cases of Ebola disease.

detection than did other outbreaks. Detection of large numbers
of cases at the time an outbreak is first declared can indicate that
multiple chains of transmission are occurring and that virus
was circulating widely before it was recognized. Although many
variables could affect its future trajectory, considering different
Ebola outbreaks’ first 100 days after detection and subsequent

577

case numbers, the 2026 outbreak appears to be demonstrating
rapid growth that arouses concerns about ongoing spread.
The 2026 Ebola outbreak is proving to be challenging
to control. This outbreak is occurring in areas affected by
a protracted complex humanitarian emergency, including
ongoing conflict involving armed groups, limited health care
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Summary

What is already known about this topic?

The Democratic Republic of the Congo (DRC) is experiencing its
largest and deadliest Ebola disease outbreak, which is also the
largest Ebola outbreak caused by Bundibugyo virus and the
second largest Ebola outbreak worldwide.

What is added by this report?

The 2026 Ebola outbreak resulted in 5,458 confirmed cases and
2,606 deaths in DRC in the first 100 days after initial detection,
indicating rapid growth. No previous Ebola outbreak caused
>800 cases during the first 100 days.

What are the implications for public health practice?

This Ebola outbreak appears to be expanding faster than any
previously documented Ebola outbreak, with seven times as
many cases 100 days after initial detection than the 2014 Ebola
outbreak in West Africa, the largest outbreak worldwide. Urgent
implementation of public health interventions to identify cases,
trace contacts, and limit transmission are needed to bring the
outbreak under control.

and other basic infrastructure, attacks on health workers, and
community mistrust. These factors complicate the delivery of
aid to affected communities despite substantial mobilization of
response personnel and materials (e.g., laboratory equipment
and personal protective equipment).

The current outbreak trajectory underscores the urgent need
to continue to scale up evidence-based Ebola control measures,
such as rapid case and contact identification, expansion of diag-
nostic capacity, improvement of infection prevention and control
in health care settings, adoption of safe and dignified burials,
strengthening of cross-border surveillance and coordination, and
community engagement (2). Analysis of administrative health
zone—level Ebola response indicators (5) might help identify
operational gaps and guide targeted interventions.
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QuickStats

FROM THE NATIONAL CENTER FOR HEALTH STATISTICS

Death Rates* from Unintentional Falls Among Adults Aged =65 Years,
by Sex and Age Group — United States, 2024
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In 2024, the death rates from unintentional falls among adults aged >65 years were 74.8 per 100,000 population for men and
66.6 for women. Within each age group, rates were higher for men than for women. Unintentional fall death rates increased
with age, with the highest rates among persons aged >85 years.

Supplementary Table: https://stacks.cdc.gov/view/cdc/259934#tabs-3

Source: National Center for Health Statistics, National Vital Statistics System, Mortality Data, 2024. Underlying Cause of Death, 2018-2024,
Single Race
Reported by: Julie D. Weeks, PhD, jad3@cdc.gov; Matthew F. Garnett, MPH.
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