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Rickettsia  felis infection (R. felis) is consi
dered a threat to human health. R. felis, a 
gramnegative bacterium considered an 
emerging arthropodborne pathogen that 
has been identified in numerous human 
cases worldwide, represents an important 
cause of febrile illness, usually associated 
with Ctenocephalides felis found in cats and 
dogs1. Early clinical manifestations include 
fever, headache, myalgia, rash, cough and 
vomiting, which can mimic other febrile 
diseases such as dengue and malaria, thus 
complicating clinical diagnosis1,2. Severe, 
potentially lethal symptoms could be deve
loped without treatment.

The sentinel surveillance of acute febrile 
diseases, through the Collaborative Inte
grated Surveillance that was developed 
in Guatemala from 2013 to 20183, allowed 
the discovery of the first case of R. felis 
in Guatemala. 612 patients who met the 
criteria of the case definition for acute febrile 
syndrome were chosen3: medical consul
tation or hospitalization for fever without 
apparent cause with less than seven days of 
evolution, or quantified fever greater than 
or equal to 38 °C during the consultation or 
during the first 24 hours of hospitalization. 
Blood samples were taken for the analysis 
of malaria, leptospirosis, dengue and rickett
siosis, which were processed in the labora
tories of Universidad del Valle in Guatemala. 
The positive sample for Rickettsia  spp. was 

analyzed by conventional polymerase 
chain reaction (PCR) for the detection of 
the rickettsial antigen gene 17 kDa, found 
in spotted fever group (SFGR) and typhus 
group Rickettsia DNA. Seminested ampli
fication of 70–602 nucleotide fragment of 
rickettsial outer membrane protein (OmpA) 
gene was performed for identification of 
SFGR. Finally, the finding was confirmed 
by the Rickettsial Zoonoses Branch at U.S. 
Centers for Disease Control and Prevention, 
where Rickettsia spp. was confirmed by real 
time PCR using PanR8 assay and nested PCR 
targeting the SFGR 17 kDa gene. R. felis was 
identified by the sequencing of the SFGR 17 
kDa amplification product.

The sample belonged to a threeyearold 
boy treated on December 2017 at a health 
center in Santa Rosa, Guatemala. At the time 
of sample taking, the patient reported two 
days of fever, cough, dyspnea, vomiting, 
abdominal pain and fatigue. It was reported 
as an exposure risk factor that his pet was a 
cat.

R. felis infection can cause an acute 
febrile syndrome with other symptoms1. 
In some cases, it is a mild illness without 
fever; also, isolated cases of children who 
had rashes or scabs have been registered1. 
Afebrile presentation also may contribute to 
nondetection4.

The identification of this infection in 
febrile illness surveillance studies in Africa 
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and Asia suggests that it produces clinically 
relevant illness in individuals with immuno
suppression2.

The low availability of diagnostic tests is 
a limitation. Besides, since there is a crossre
activity of serology among Rocky Mountain 
spotted fevers (RMSF), this makes it difficult 
to interpret the results, which limits the 
usefulness of the diagnosis1. Studies have 
shown serological evidence of a dissemi
nated exposure to RMSF, coinciding with the 
isolation of R. felis5. Also, molecular testing 
gives a speciesspecific result, but sensitivity 
could decrease over time and treatment1. 
A high proportion of immunofluorescence 
assay cases never receive a definitive diag
nosis.

Nonhuman mammals are the asymp
tomatic reservoirs. The paucity of reported 
human cases in Central America, despite 
ample documented evidence of R. felis in 
arthropod vectors, also suggests that the 
disease is being underdetected5.

Given the known prevalence in the 
region of R. felis in fleas, human infections 
by R. felis are likely undiagnosed and may 
be among the causes of undifferentiated 
acute febrile illness (AFI). Molecular assays 
can distinguish between several species 
of Rickettsia, which allow a better charac
terization of these infections4,5. This finding 
points to consider R. felis as an etiology in 
the differential diagnosis of febrile patients 
with respiratory, digestive or nonspecific 
symptoms that can guide appropriate treat
ment and medical care. Besides, potential 
risk factors such as proximity to animals that 
may be carriers of infected fleas should be 
evaluated5.

Although only one case of R. felis was 
detected in this study, the actual burden in 
Central America could be underreported. 
It is considered important to propose 
that molecular laboratory techniques are 
accessible in the region to provide a better 
characterization of the burden of rickettsial 
diseases4.

Despite the lack of a convalescent 
serum sample to confirm that the immune 
response matched the acute disease, the 
proximity to acute symptoms, the lack of 
another etiology after exhaustive testing, 
and the positive result in a trial with a high 
limit of detection, supported R. felis as the 
etiology of this child’s febrile illness. Besides, 
there is a known prevalence of R. felis in 
domestic animals in the same geographic 
area and there are multiple febrile illness 

studies that are relevant sources of this 
acute illness in children in Africa and Asia.

Expanding surveillance would allow 
a better description of the distribution of 
rickettsial diseases in the population, with 
consequent improvements in the clinical 
management and treatment of these 
emerging infections. Therefore, greater 
awareness of the presentation and diag
nosis of this pathogen in Central America is 
suggested, which may contribute to a more 
complete understanding of the true burden 
of these diseases in the region.
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