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Editorial

Chikungunya is a mosquito-borne disease caused by 
the CHIKV virus of the family togaviridae belongs to the 
genus alpha virus. The first sought of the disease made in 
the year of 1952 when the very first case was registered 
in the Tanganyika (now known as Tanzania) then in the 
subsequent year i.e. 1953 first outbreak of chikungunya took 
place in the region affected the large population. Most of the 
population got affected from the outbreak and the disease 
made a remarkable entry in the society [1]. The chikungunya 
disease has resemblance with Dengue but the severe joints 
pain is the contrasting features of chikungunya make it 
different from dengue. Common symptoms like high grade 
fever, rigors, headache, and rashes on skin [1]. Africa is the 
first continent to face the first ever case of chikungunya in 
the year 1952 in Tanzania and after that several countries 
of African continent faces the effect of chikungunya and 
in the year of 1956 south Africa faces another outbreak of 
chikungunya and still bearing the burden of disease [2]. 
Central African Republic, Uganda, Nigeria and Democratic 
Republic of Congo had exercised series of outbreaks during 
the year of 1960’s to 1990’s. Lamu island of Kenya struggled 
with the drastic outbreak in the year 2004; more than 70% of 
the population got affected with chikungunya [3].

The observed pattern of the infection was almost similar 
in all the society of the plateau region, which is situated around 
2000 feet from the sea level. Once the infection occurred in 
the family all the member of the family got affected by this. 
Primarily the affected member belongs to the group of adult 
(>45 age group) or from infant. After the first outbreak in 
Tanzania, the second outbreak took place in the regions of 
Africa in the year of 1956. From then several incidences 
had occurred. During 1960-1990 several regions such as 
Angola, Burundi, Central African Republic, Democratic 
Republic of Congo, Guinea, Malawi, Nigeria, South Africa and 
Uganda of African continent got affected and the number of 
patients increasing day by day. In the beginning of 2004 the 

disease remerges on Lamu Atoll, Kenya and spreads in the 
surrounding regions like La Reunion, Comoros etc. resulting 
approximately half million of cases [4]. The CHIK virus was 
detected first time in the year of 2005 with limited number of 
cases, while in 2006 the number of registered cases increased 
exponentially. When the epidemic was at their peak that time 
approximately 40,000 cases [5] was getting registered per 
week.

Total of 266,000 cases [5] were anticipated to get 
occurred during the time of outbreak. The special features 
of infection were also come into the knowledge. Neurological 
manifestations, fetal infections and mortality [5] were also 
observed during the outbreak occurred in 2006 [5]. In 2009 
France encountered the case of CHIKV in the traveller of 
France, who returned from the Maldives. After that in the 
year of 2010, autochthonous transmission of CHIKV caused 
the chikungunya infection and 2 cases were identified 
for the CHIKV positive [6]. Again in the year of 2014 the 
environmental conditions were found favourable for the 
autochthonous transmission of CHIKV and this result in 
the total of 126 laboratory confirmed cases of chikungunya 
on the land of France. The traveller who returned from the 
Caribbean islands faces the outbreak at the island and they 
were the cause of the infection in the France [7]. Apart from 
this several such events had taken place in Europe, where 
travellers from the different part of world were the main 
cause for the CHIKV infection. Spain and Portugal also have 
met with such events that 10 and 4 cases of CHIKV were found 
respectively [8]. United States were remain untouched with 
this severe infection for a long, only 3 cases were registered 
in between the 1995 to 2005 and these 3 registered patients 
were traveller returning from the places where outbreak 
took placed [9].

During the time from 2006 to 2013 the number of 
chikungunya cases were increased slightly i.e. 26 cases 
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per year but this number increased to 29 per year later on 
[9]. All the registered cases were viremic on returning to 
US from the region where the risk of the disease was high. 
In Asia, Bangkok was the first place where chikungunya 
was identifies in the year of 1958, the disease was keep 
expanding till 1964 and again re-emerged in the year of 1970 
and got declined in the year of 1976. The main cause of the 
disease was the Asian genotype of CHIKV and vector was 
Aedes aegypti [10]. The disease re-emerged in the Southern 
Thailand in the year of 2008-2009, in which approximately 
45000 [10] cases were registered. The cause of the disease 
was the ECSA genotype (East Central South African) of CHIKV 
and the vector was Aedes aegypti [11]. China faced a major 
chikungunya outbreak in the year of 2010. In the Guangdong 
Province of China, people were reporting the dengue like 
symptoms, in the laboratory testing it was observed that 
the high grade fever with the joint pain was not caused by 
the dengue fever while CHIKV is responsible for that. The 
first chikungunya case was reported on 1st of September 
and the number of cases increased rapidly, that indicates 
a severe outbreak in the city. The 174 cases were reported 
and none of the patient had a travel history, which confirms 
the outbreak in the province [12]. Malaysia had experienced 
various chikungunya outbreaks and the region of this was 
the same as Thailand that is high traveller index. The first 
chikungunya was observed in Klang in 1998, followed by 
an outbreak in the year 2006 in the rural area of Perak and 
further in 2008 urban area of Johor experienced an another 
chikungunya outbreak. The outbreak in 1998 was caused by 
the Asian genotype while the further outbreak was caused by 
the ECSA genotype [13].

Bangladesh had experienced the major outbreak in the 
capital of country Dhaka in the year of 2017. The disease 
prolonged in the region from January to September. This 
outbreak affects most of the surrounding area. Environmental 
conditions were suitable for the vector to cause the infection. 
The special symptoms are characterized in the outbreak of 
Bangladesh. The joint pain are the main characterization of 
CHIKV infection which occurs on the onset of infection, but 
in the outbreak of Bangladesh joint pain was observed in 
the patient before the fever [14]. Chikungunya is well known 
in India since 1963. The very first outbreak of chikungunya 
had taken place in the Eastern part of country and affected 
large number of the population. The disease had no previous 
history so it got confused with the dengue fever but the 
laboratory test confirms that it was different from the dengue 
and characterized by the joint pain and high grade fever [15]. 
In the subsequent year 1964 CHIKV caused infection in the 
region of South India (Vellore, Pondicherry, Chennai), 306 
cases were identified positive for the CHIKV infection [15]. 
In 1965 the CHIKV infection enters the state of India that is 
Andhra Pradesh (Now divided into two parts Andhra Pradesh 
and Telangana). The intensity of the infection was very high 

and reaches to various districts of the sates (Vijayawada, 
Vishakapattanam, Rajahmundry etc.). In 1973 the infection 
reached to North India and first found in the Barsi (Bhiwani, 
Haryana). The infection was caused by the Asian genotype 
around the country [16].

The disease disappears after the 1973 and again re-
emerged after 32 years with the more virulent form and 
caused a major outbreak in the various states of India including 
Tamilnadu, Karnatka, Andhra Pradesh, Maharashtra, West 
Bengal, Uttar Pradesh, & Madhya Pradesh. The genotype of 
the virus had changed this time, the African genotype was 
the cause of the infection [16].

Conclusion

Chikungunya is reemerging disease worldwide. The 
burden of this infectious disease is increasing day by day 
throughout the globe. At present there is no vaccine or 
medicine available to treat this disease. The expansion of 
disease is increase to the regions which are favorable for the 
growth of vector. So this review study summaries the available 
outbreak and the genomic mutation of the genome. The aim 
of this compilation was to bring out the focus of researchers 
and scientists towards this re-emerging disease to overcome 
the burden of this disease from the human society, and, 
therefore, work along these notions and objectives have been 
in active state evident by research outputs as a continuous 
efforts through in silico studies [17,18], and further work 
to validate these outcomes through physiological and 
biochemical experimental laboratories is in progress. 
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