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Abstract

The present study aims to describe data reported in the literature on the
epidemiological history, molecular biology, and clinical characteristics of Chikungunya
virus (CHIKV) in Brazil. This knowledge is important to guide new approaches for the
control and prevention of future CHIKV outbreaks. Methodology: We selected 80 relevant
articles, published between 2010 and 2022, in the National Library of Medicine National
Institutes of Health (PubMed) electronic databases via MEDLINE, CAPES Periodicals
Portal, Latest Medical News, Clinical Trials, Guidelines - Medscape, Springer, Latin
American and Caribbean Literature on Health Sciences (LILACS) and Scientific
Electronic Library Online (SciELO), using the descriptors in English: Chikungunya
virus; Epidemiology; diagnostic and Portuguese: Chikungunya fever, pathogenesis;
streaming; Aedes. Results: CHIKV in the last decade has become a consistent health
problem globally and specifically in Brazil due to its rapid spread; the difficulty in
accessing rapid and accurate diagnoses has contributed to the spread of vectors and
consequently of CHIKV and the lack of a licensed vaccine together with new research in
disease prophylaxis are extremely important to prevent outbreaks and protect vulnerable
populations.

Keywords: Chikungunya, virus, Alphavirus, epidemiology, diagnosis and molecular
biology.
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INTRODUCTION

Chikungunya fever (CHIKF) is an arbovirus caused by the Chikungunya virus
(CHIKYV). The CHIKV arbovirus is included in the Alphavirus genus of the Togaviridae
family. This virus was first isolated in 1952-53 from mosquitoes and human serum
during an epidemic in Tanzania (ROBINSON, 1955). CHIKV is transmitted by the bite
of a mosquito, a female hematophagous arthropod of the genus Aedes, mainly Aedes
aegypti, Aedes albopictus and Aedes polynesiensis infected arthropods. Reports of
transmission of the CHIKV virus by arthropods of the genus Culex spp., Anopheles spp.
and Mansonia spp. (MATUSALI et al, 2019). The name "chikungunya" is derived from
the Makonde word "kungunyala" which means "one who bends over", thus describing
the hunched carriage of individuals afflicted with Chikungunya fever (ZANNOLI et al,
2017).

From the genomic sequencing and phylogenetic analysis of fragments of the
gene that expresses the E1 envelope glycoprotein and of the complete genome of the
CHIKV viruses, four distinct genotypes or lineages (strains) were described.
(RODRIGUES et al, 2020), characterized according to the geographic area of
occurrence. These are: Asian genotype (Asian) and Indian Ocean Lineage (IOL), West
African West Africa (West African - WA) and East-Central-South African (East, Central
and South African (ECSA)) (SY et al, 2016; MOIZEIS et al, 2018). Research on
sequencing revealed that interestingly, an epidemic strain of the virus that was isolated
after an outbreak in La Reunién in 2005 (SCHUFFENECKER, et al, 2006), in the
French island, showed a substitution of the amino acid alanima by valine at position
226 of the E1 glycoprotein, which resulted in a point mutation, being a virus originated
from a single exclusive common ancestor, termed as a clade belonging to the ECSA
lineage, and was named as Indian Ocean Lineage (IOL) (OLIVEIRA et al, 2022;
HUCKE et al, 2021; MINH et al, 2020). The mutation generated an adaptation process
for the virus allowing greater efficiency in biological processes, including infectivity and
replication, allowing it to be transmitted by Ae. albopictus without affecting
transmission by Ae. aegypti. The possible explanation for implications for propagation
in new areas where the main vector is not Ae. aegypti was the adaptation of this new
viral genotype in non-endemic regions such as Europe (OLIVEIRA et al, 2022; BURT et
al, 2017).

METHODOLOGY

A bibliographic review of scientific articles, manuals and epidemiological bulletins was
carried out on the epidemiological history of CHIKV, molecular biology, clinical
features, and diagnostic methods. The databases used for the search were: National
Library of Medicine National Institutes of Health (PubMed) via MEDLINE, CAPES
Periodicals Portal, Latest Medical News, Clinical Trials, Guidelines — Medscape,
Springer, Latin American and Caribbean Literature in Science of Health (LILACS) and
Scientific Electronic Library Online (SciELO). Using the descriptors in English:
Chikungunya virus; Epidemiology; diagnostic and Portuguese: Chikungunya fever;
pathogenesis; streaming; Aedes. Articles published between the years 2010 and 2022 in
Portuguese, Spanish and English were used as inclusion criteria, which were directly
related to the topics described above and epidemiological aspects of Aedes albopictus
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and Aedes aegypti vectors, responsible for the arboviruses CHIKV found in Brazil. All
articles published in French, quick communications, editorials, author letters and all
publications that differed from the inclusion criteria were excluded.

A total of 158 articles were found, only 81 were compatible with the theme of
the study, the rest were outside the theme, all were available in the databases used. Of
these, 80 were used and 78 were excluded. Some articles, published before 2000, were
also studied and added to the review because they present important data on the course
of the emergence and identification of CHIKV.

Organization of the Chikungunya virus genome

Chikungunya has a positive-sense single-stranded RNA genome approximately 12kb in
size. (HARAPAN et al, 2019). It is a spherical particle about 70nm (nanometers) in
diameter with its icosahedral, enveloped nucleocapsid (ALVAREZ-ARGUELLES et al,
2019). The genome has two open reading frames (ORFs) (GANESAN et al, 2017),
separated by an interacting region. Two thirds of the 5'ORF code is responsible for
encoding non-structural proteins directly from genomic RNA to produce the four non-
structural proteins (nsP1, nsP2, nsP3 and nsP4) (STRAUSS; STRAUSS, 1994), these
proteins interact with cellular factors to form the replication complexes (RCs) that
synthesize the double-stranded replicative intermediates (ds) RNA. These dsRNAs are
the templates for positive viral conformation (42S) genomic and (26S) subgenomic
RNAs. The 3'ORF which is encoded by a subgenomic RNA is responsible for translating
the structural proteins of the capsid (Cp) and envelope proteins (E1 and E2) and two
peptides (E3 and 6K) (SILVA ;DERMODY, 2017; STRAUSS; STRAUSS, 1994).

CHIKYV broadcast

The chikungunya virus is transmitted mainly to people through the bite of infected
Aedes mosquitoes, being common in Africa, India, Pakistan, Nepal, Guam, Southeast
Asia, New Guinea, China, Mexico, South and Central America, islands in the
Caribbean, Indian and Pacific Oceans and in certain regions of FEurope
(https://www.cdc.gov/chikungunya/transmission/).

The Asian strain, the IOL sub-strain and some ECSA strains, have shown a
direct relationship with health problems caused by CHIKV. CHIKV outbreaks that
have occurred in the last 15 years are related to these three classes (LANGSJOEN et al,
2018). A. albopictus is distributed worldwide, can be found at an altitude of up to 1,800
meters and is resistant to low temperatures. (NGOAGOUNI et al, 2017). A. albopictus
is distributed worldwide, can be found at an altitude of up to 1,800 meters and is
resistant to low temperatures. (RUCKERT et al, 2017). Because it has a diversity of
natural and artificial deposits where the eggs are postulated, greater tolerance to cold
and quantity of eggs deposited, it is considered a vector of difficult control. Initially it
was seen in Asia and today it is present in several regions of the globe, including in
urban centers. (COFFEY et al, 2014).

It is noteworthy, however, that not all classes of arthropods (non-mosquito-
arthropods) are related in vector transmission of CHIKV, but it has already been
isolated from arachnids (ticks) collected in Senegal and the Republic of Guinea in a very
low percentage. (BRES et al, 1969; KONSTANTINOV et al, 1990; MATUSALI et al,
2019).
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CHIKV is naturally transmitted to humans by the bite of infected mosquitoes after a
viremic blood meal, with viral titers ranging from 103—105 plaque forming units per ml
(PFU/mL). After the virus is ingested by the mosquito (arthropod vector), it reaches the
midgut, penetrating the epithelium, possibly through endocytosis probably mediated by
the enzyme clathrin for further wviral replication (MATUSALI et al, 2019).
Subsequently, the viral particles reach the salivary glands of the mosquitoes. The
incubation period in the mosquito until the phase of transmission to susceptible
humans can vary from seven to ten days (SILVA et al, 2018; LIM et al, 2018), while in
humans, the intrinsic incubation period varies from one to twelve days, and in ten days
the infected individuals may present viremia (SILVA et al, 2018).

There are two suggested mechanisms for the spread of CHIKV, one that
occurs in the midgut of the mosquito spreading to secondary organs. In this case, newly
formed chikungunya virions that accumulate at the level of the basal lamina of the
midgut of the mosquito (BL) pass to secondary organs thanks to BL remodeling
mediated by collagenase enzymes (KANTOR et al, 2018). In the second, virions enter
the tracheal cell system around the midgut and migrate to secondary organs
(MATUSALI et al, 2019).

Humans are therefore the main host of the Chikungunya virus, in which
CHIKYV can infect several types of cells, including macrophages, dendritic cells, synovial
fibroblasts (they seem to be the main site of viral replication and amplification),
myocytes and endothelial cells. When the infection occurs in osteoblasts, the infected
human being can acquire joint pathologies and erosive diseases observed in patients
who contracted the virus and developed chronic arthritis, causing cartilage degradation
and bone loss in joints (DE LIMA CAVALCANT!I et al, 2022; NORET et al, 2012).

Cases of maternal-fetal transmission in humans have been reported, even
though the majority of CHIKV transmissions occur by mosquitoes, and the greatest risk
for this transmission can happen during childbirth (perinatal) and can cause serious
central nervous system (CNS) diseases. which can be fatal (CONTOPOULOS-
IOANNIDIS et al, 2018).

Still in relation to the transmission of the Chikungunya virus, an important
finding was documented by Junior and collaborators demonstrating that CHIKV can
also be transmitted by blood transfusion, since in their research carried out during an
epidemic that occurred in southern Thailand, they showed the potential risk of a blood
donor viremic asymptomatic have transmitted the virus for 2,429 donations (JfJNIOR
et al, 2022).

CHIKYV has also been detected in human breast milk, but there is no evidence
of transmission through breast-feeding (CAMPOS et al, 2017). Therefore, according to
CDC recommendations, mothers should be encouraged to breastfeed even if they are
infected with the chikungunya virus or live in an endemic area for the virus.

Similarly, CHIKV RNA has been evidenced in human semen 30 days after the
onset of symptoms, indicating a possible sexual transmission, but horizontal
transmission between humans has not yet been reported (BANDEIRA et al, 2016;
SILVA et al, 2018).

The blood transmission of CHIKV by occupational accidents has also been
documented, both during the handling of blood from infected people and during the
collection of blood from patients infected with CHIKV.
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In summary, the risk of a person transmitting CHIKV to a mosquito or through blood is
higher when the patient is viremic, that is, during the first week of illness.

Clinical manifestations

Individuals with CHIKV develop disease symptoms after a silent incubation period
ranging from 2 to 7 days after viral infection (can last for up to 12 days), then abrupt
symptoms appear: high fever and severe arthralgia. 2019; GANESAN et al, 2017). The
most common clinical symptoms associated with CHIKV infection are characterized by
2 clinical conditions: acute and chronic phase (RAGHAVENDHAR et al, 2019).

The acute phase lasts up to 21 days and is characterized by a high fever
(above 38.9°C) with sudden onset accompanied by debilitating polyarthralgia, bilateral,
but not always symmetrical, involving feet, ankles, wrists, and hands, may occur. still
fatigue, tenosynovitis, accompanied by headache, severe back pain, chills, myalgia,
arthrosis and arthritis in multiple joints, maculopapular rash, nausea and vomiting,
these symptoms may persist for several days. At this early stage, most patients are
symptomatic. At this stage, asymptomatic individuals can occur, which can be a major
contributing factor to the spread of the disease when the vector is present (GODAERT
et al, 2017).

In the chronic phase, the initial inflammatory symptoms persist, including
arthralgia and arthritis in most patients after 12 months post-infection and last for
years respectively (JUNIOR et al, 2022). The patient may also exhibit persistent
bursitis, tenosynovitis accompanied by morning stiffness. These symptoms can then
progress to a continuous or irregular form (SIMON et al, 2015). There are cases in
which arthralgia persists for months or years, becoming chronic. The virus can also
cause a variety of atypical manifestations, usually related to preexisting pathological
processes exacerbated by the infection (CUNHA et al, 2020) causing morbidity to the
patient. Less commonly at this stage, meningoencephalitis, meningeal irritation
syndrome, seizures and Guillain-Barré syndrome are also observed (MEHTA et al,
2018).

Other symptoms are also reported for CHIKV infection, more frequently in
the elderly and have complications in their health status (BALAVOINE et al, 2017).
There are also descriptions of complications associated with the virus, from the most
common to the least common, including respiratory failure, cardiovascular
decompensation, meningoencephalitis, severe acute hepatitis, severe cutaneous effects,
other central nervous system problems and renal failure (JUNIOR et al, 2022). In the
eye region it can cause inflammation in the optics, iris or retina. In the heart can have
heart failure, arrhythmia, and pericarditis. On the skin, darkening of certain areas,
appearance of blisters or aphthous ulcers. In the renal system, inflammation, and renal
failure (BOUQUILLARD et al, 2017).

Diagnosis of CHIKV

Differentiating the clinical signs of CHIKV infection from other pathologies is
challenging work, especially when it comes to regions where arboviruses are co-
circulating (SILVA et al, 2018). Individuals infected with arboviruses may present with
a broad spectrum of similar clinical symptoms (KHONGWICHIT et al, 2021), diagnosis
based on clinical symptoms alone does not reliably differentiate CHIKV infections from
other etiologies. Thus, it is extremely necessary to carry out laboratory diagnosis to
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differentiate CHIKV from arboviruses such as Malaria, Dengue (DENV) or Zika virus
(ZIKV), as they present the same initial symptoms (HUCKE et al, 2021).

Laboratory diagnosis

Laboratory tests to specifically diagnose CHIKV infection are performed by examining
the plasma or serum of suspected patients. (SILVA et al, 2018; JOHNSON et al, 2016).
Several methods are used to identify CHIKV, including viral isolation using cell culture
and viral nucleic acid detection by reverse transcription polymerase chain reaction (RT-
PCR) and detection of CHIKV-specific IgM antibodies using a serological assay.

Molecular tests remain central to confirming chikungunya. In acute
manifestations, the viral load can exceed 11,010 copies/ml of serum, and the sensitivity
to detect RNA remains high during the first 5 days of illness in most cases (CHUA et al,
2017). Several molecular tests for CHIKV are described and commercially available.
The most described include conventional RT-PCR, real-time RT-PCR (rRT-PCR),
isothermal methods (PATEL et al, 2016) and multiplex assays (SANTIAGO et al, 2018).
Currently, real-time molecular diagnosis for CHIKV has offered a high sensitivity and
specificity providing faster results when compared to viral isolation, however the cost is
higher (WU et al, 2018). Multiplex tests contribute to the ease of diagnosis when
dealing with a set of pathogens in patients, and the usefulness of this approach is
demonstrated in places where there 1is transmission of multiple arboviruses
(NATRAJAN et al, 2019). Molecular tests for CHIKV need to be analyzed in comparison
with other Alphaviruses more similar to CHIKV as it may cross-react (WAGGONER et
al, 2016).

Serological tests provide valuable diagnostic information about immune
responses to CHIKV infection (COSTA et al, 2021). Detection of Anti-CHIKV IgM and
IgG antibodies are alternative diagnostic methods that can be used in both the acute
and chronic phases of the infection. ELISA has been shown to be a sensitive test with
good performance, but it also presents possible cross-reactions with other Alphaviruses,
such as ONNV and MAYV (ADAM; JASSOY, 2021). Plaque Reduction Neutralization
Tests (PRNTSs) are important accurate to confirm ELISA results but require the need
for more skilled labor and facilities in BSL-3 laboratories. Although little performed in
clinical laboratories, PRNT remains in use for diagnosis when available due to its high
specificity and sensitivity (CLEMENTS et al, 2019).

Techniques for diagnosing CHIKV have their limitations. Molecular
techniques and material collection need to be performed during the acute phase of the
disease, until the fifth day after the onset of symptoms, at the time of greatest viremia.
On the other hand, immunological tests do not need this limitation in relation to the
time of collection of material for examination. However, they do not have the same
sensitivity and specificity as molecular methods and may have the highest number of
cross-reactions with other arboviruses, which are part of the Semliki Forest Virus (SFV)
antigenic complex.

Treatment

Current treatment for CHIKVF focuses on lessening the severity of viral symptoms
rather than curing the disease. Treatment mainly involves the use of antipyretics and
NSAIDs, steroids have been used to treat patients in the acute phase of infection, mixed
success has been tentatively used due to the possibility of worsening of post-treatment

EUROPEAN ACADEMIC RESEARCH - Vol. X, Issue 5 / August 2022
1882



Alana Fernandes, Cintia Oliveira, Pricilla Oliveira, Edson Junior— Review of
chikungunya virus infection: molecular biology, clinical and epidemiological
characteristics in Brazil

symptoms). The use of chloroquine, an antimalarial as well, has been frequently
prescribed to manage symptoms of CHIKV, however its effectiveness in relieving
symptoms during the acute phase of the infection is questioned (MASCARENHAS et al,
2018). For severe chronic arthralgia, disease-modifying antirheumatic drugs (DMARDs)
including methotrexate, hydroxychloroquine, or sulfasalazine have been proposed
(GANESAN et al, 2017), but their effectiveness as an effective treatment option has not
been evaluated in any studies. Several therapeutic strategies to combat CHIKV have
been investigated (ABDELNABI et al, 2015). To date, ribavirin is the only FDA-licensed
drug tested in humans that has tested positive in CHIKV-infected patients.

Although many studies have shown attempts to develop a vaccine against
CHIKV since the 1960s, as the virus is now endemic in many regions, there are
currently no vaccines available. Importantly, a vaccine produced to combat the virus
needs to be cost-effective, easy to handle and easy to transport, thus allowing
developing regions to afford a mass vaccination campaign. Currently, no vaccine has
been approved so far, but several candidates are being investigated in preclinical and
clinical trials worldwide (HUCKE et al, 2021; REZZA; WEAVER, 2019).

The best strategy to treat CHIKV is prevention, as there is no medication or
vaccine to fight the virus specifically and effectively.

Initially preventing bites and vector control are the two brands to avoid
infections. When traveling to endemic areas, general personal protection measures
should be taken, such as wearing long-sleeved clothing or using insect repellent and
mosquito nets are important to avoid being bitten by a CHIKV positive mosquito.
Increase environmental care, do not leave standing water in easily accessible containers
for transmitting agents to proliferate, such as bottles, tires, potted plants (SRIDHAR et
al, 2018).

Epidemiology of the Chikungunya virus in Brazil

The description of the first well-characterized CHIKV outbreak was reported in the
southern province, in the Tanganyika territory of Tanzania in 1952, settling in an
urban transmission cycle that continues to this day, with Ae. aegypti the main vector
(LUMSDEN, 1955). Subsequently, new sporadic outbreaks were identified in other
regions of Africa and Asia during the 1950s and 1960s, followed by a resurgence in the
2000s with the epidemic in Kinshasa, capital of the Democratic Republic of Congo
(WEAVER; LECUIT 2015; VOLK et al, 2010). Since 2005, the Southwest Indian Ocean
and Southeast Asia have reported high numbers of cases of the virus (HARAPAN et al,
2019).

Until 2004, CHIKVF cases were restricted to African and Asian countries
only. However, in April 2005, an epidemic of the ECSA lineage of CHIKV re-emerged
being detected in the southwestern Indian Ocean (Comoros Islands) (HIGGS, 2006)
probably introduced by viremic travelers, affecting 1.4 million people, raising concern
regarding to the virus (SERGON et al, 2008; AZEVEDO et al, 2015). In La Reunion, the
outbreak affected about a third of the population (THIBERVILLE et al, 2013) in India,
the viruses infected more than 1.3 million people during 2005-2006 (STAPLES et al,
2009). In Sri Lanka, the viruses infected more than 100,000 people, and CHIKV later
spread to Southeast Asia, including Indonesia. Cases of CHIKV (IOL lineage) (BURT et
al, 2017; AUBRY et al, 2015) have been described in Europe since 2007, when an
outbreak was reported in northeastern Italy, with a total of 217 cases (REZZA et al,
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2007). Since then, autochthonous cases of CHIKV fever have occurred in France,
Croatia, Spain, and Italy (WAHID et al, 2017; DELISLE et al, 2015).

In the years 2009-2010, cases of CHIKV were imported from travelers from
Indonesia and India to the United States, France, and Brazil. In this period, the first
case of CHIKV in Brazil was reported in the city of Rio de Janeiro, but there was no
record of virus isolation by molecular techniques. As of 2011, the Democratic Republic
of Congo had an outbreak of CHIKV with more than 11,000 cases, which alerted to the
probable introduction of the virus in Latin America (AZEVEDO; OLIVEIRA,;
VASCONCELOS, 2015).

In 2014, as countries neighboring Brazil were reporting several cases of
chikungunya fever, there was a high risk of introduction of the virus into the country,
due to the large displacement of competent travelers and vectors (BURT et al, 2017).
The first autochthonous transmission was detected in September 2014, in the city of
Oiapoque, in the state of Amapa (North) and Feira de Santana, in the state of Bahia
(Northeast), with 1,688 cases confirmed by laboratory criteria and 1,683 by
epidemiological criteria (NUNES et al, 2015), then the first suspected cases were also
recorded in Amazonas. Genetic analysis of the viruses identified two lineages: the Asian
lineage, found in Oiapoque and the lineage - Eastern, Central and Southern Africa
(ECSA), detected in Feira de Santana (RODRIGUES et al, 2016; MADARIAGA et al,
2016; SILVA et al, 2018).

In 2015, the Ministry of Health reported a total of 20,661 suspected cases of
CHIKV - 7,823 (38%), (35%) of which were confirmed clinically and (3%) were
laboratory confirmed, distributed in 84 cities in Brazil - of which Feira de Santana
reported a high number of cases (4,088 in 2015 alone) (BRASIL, 2015). Across the
country in 2016, according to the Ministry of Health, 271,824 suspected cases of CHIKF
were registered, with distribution in 2,829 municipalities. deaths, with an average age
of 62 years. Of the total number of suspected cases, 804 were registered in the state of
Rondénia (BRASIL, 2016; SOUZA; SANTOS, 2016). There were 47,791 probable cases
of CHIKV in 2017 registered in Brazilian states, of which 30,251 were confirmed by
clinical tests and another 11,503 suspected cases were discarded. In the same year, the
Southeast region presented the highest number for CHIKV (24,307) in relation to the
total of the country (BRASIL, 2017). In the following year (2018) of the 23 laboratory
confirmed cases, 8 of these were deaths (BRASIL, 2018).

In 2019 for CHIKV, 132,205 probable cases were reported, with an incidence
rate of 62.9 cases/100,000 inhabitants in Brazil. The Northeast and Southeast, as in
previous years, showed high incidence rates, with 59.4 cases/100,000 inhabitants and
104.6 cases/100,000 inhabitants, respectively. Rio Grande do Norte and Rio de Janeiro
were the states that concentrate 75.6% of probable cases (MINISTERIO DA SAUDE,
2019; NAVECA et al, 2019).

For 2020, 78,808 cases of probable CHIKV were reported, with an incidence
rate of 37.5 cases/100,000 inhabitants. This year there was a decrease in the number of
reported cases, compared to the previous year, as well as in the incidence rates.
However, the regions with high incidence rates (Southeast and Northeast) are
maintained, compared to 2019, but the number of probable cases had a reversal, as in
2019 the Southeast reported more cases than in 2020, with 22.7 cases/100 thousand
inhabitants, with a drop in the incidence rate. The Northeast, which in 2019, was
higher when compared to 2020, with 99.4 cases/100,000 inhabitants, showing 40 more
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cases were reported in 2019 to 2020 (MINISTERIO DA SAUDE, 2020; REZENDE,
2021).

Regarding the CHIKV data for the year 2021, there were 93,043 probable
cases with an incidence rate of 43.6 cases per 100,000 inhabitants in the country. These
numbers correspond to a 33.2% increase in cases compared to the previous year. The
Northeast Region had the highest incidence with 111.1 cases/100,000 inhabitants,
followed by the Southeast (29.1 cases/100,000 inhab.) and Midwest (6.8 cases/100,000
inhab.) regions. The North region, when compared to those mentioned, presented only
39 cases of the disease under investigation and 4 of these confirmed, even though it is a
very endemic region for arbovirus. In the same year, 13 deaths were confirmed by
laboratory criteria, which occurred in the state of Sdo Paulo (6), Pernambuco (2),
Espirito Santo (2), Sergipe (1), Bahia (1), Minas Gerais (1). It is noteworthy that 25
deaths remain under investigation (MINISTRY OF HEALTH, 2021).

According to data from the Ministry of Health's epidemiological bulletin,
Brazil recorded a 32.7% increase in CHIKV cases between the beginning of 2021 and
the beginning of 2022 compared to the same period of the previous year. (MINISTRY
OF HEALTH, 2022).

Although the origins of the virus remain less understood, in Brazil, the
growth of CHIKV cases is notorious in many regions, including cases of autochthonous
transmission in the states of Brazil (RODRIGUES et al, 2016).

CONCLUSIONS

It is concluded that in the last decade, there has been an increase in the spread of
CHIKV infections; There is difficulty in accessing quick and accurate diagnoses,
including bedside diagnoses; the population most affected are those from low-income
countries; rapid diagnosis, RT-PCR or ELISA, are the most used, but they have some
negative points, high value and low sensitivity; there has been a number of CHIKV
cases in the last two years, probably due to the lack of investigation or availability of
diagnostic tests; Therefore, the present review highlights important considerations
about epidemiological aspects, specific diagnosis and the need for studies on viral
infection in endemic areas for arboviruses, and finally, in the absence of a licensed
vaccine, new research in the area of CHIKV disease prophylaxis is needed. extremely
important to prevent outbreaks and protect vulnerable populations.
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