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Editorial 

  
Measles virus (MeV) remains a major cause of morbidity and mortality world-

wide, with an increasing burden on children under five years of age (1). The 

disease is highly contagious and characterized by a prodromal illness of fever, 

coryza, cough, and conjunctivitis followed by the appearance of a generalized 

maculopapular rash. The primary routes of measles transmission are person-to-

person via aerosolized droplets or by direct contact with nasal and throat secre-

tions (2). The World Health Organization (WHO) reported an estimated 128,000 

deaths globally attributable to measles in 2021(3). In Ethiopia, 182 deaths were 

recorded between 2021 and 2023, resulting in a case fatality ratio (CFR) of 

1.1%. Since 2021, the annual number of confirmed measles cases has increased 

significantly, from 1953 in 2021 to 9291 in 2022 and 6933 in 2023. There was 

an approximately fivefold increase in confirmed measles cases between 2021 

and 2022. Surprisingly, among the confirmed measles cases, more than 64% 

have not received the vaccine (4). 

MeV is a negative-sense single-stranded RNA virus belonging to the family 

Paramyxoviridae (5, 6). The genome of MeV is approximately 15.9 kb long (1). 

The virion is composed of six types of proteins. Among these proteins, hemag-

glutinin (H), fusion (F) and matrix (M) proteins make up the envelope, whereas 

nucleoprotein (N), phosphoprotein (P) and large protein (L) make up the nucle-

ocapsid. Although measles is a monotypic virus, genetic and antigenic variation 

has been detected in wild-type viruses (7). On the basis of genetic variability in 

the nucleoprotein (N), eight (A-H) clades and 24 distinct genotypes (A, B1-B3, 

C1-C2, D1-D11, E, F, G1-G3, and H1-H2) of MeV are recognized (6, 8–11). 

The genotypic distribution of MeV varies across the six WHO regions. Accord-

ing to the few available reports, genotype B3 is endemic in African countries, 

including Ethiopia (9, 12). Studies on the genetic diversity of MeVs help to trace 

transmission pathways, allow the detection of imported cases, and classify sus-

pected cases as caused by vaccine or wild-type strains (13). Due to the limited 
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 number of virology laboratories in resource-limited countries, 

there is a paucity of information on the genotypic distribution 

of MeV. Several immunoassay techniques are available for the 

detection of measles virus from oral secretions, blood and urine 

samples. Nucleic acid based detection methods such as Re-

verse transcriptase polymerase chain reaction (RT-PCR) are 

highly sensitive and specific, and provides genotypic infor-

mation. However, RT-PCR assays are expensive and rarely 

available. Enzyme linked immunosorbent assays (ELISAs) 

based detection of measles specific IgM is the commonly used 

method in the routine surveillance and detection of measles in 

Ethiopia (14). 

The disease is vaccine preventable. Cognizant of this, the 

WHO introduced the measles vaccine in 1963 for the first time 

(1). The vaccine is based on a live attenuated strain of measles 

prepared in lyophilized form. The WHO recommends two dos-

es of the vaccine: the first dose of measles-containing vaccine 

(MCV1) at nine months of age and the second dose (MCV2) at 

least one month after the first dose (15). In Ethiopia, vaccina-

tion started in 1980 with the use of MCV1 (16). Later, in 2019, 

MCV2 vaccination was started. In 2021, the rates of vaccina-

tion coverage of MCV1 and MCV2 were estimated to be 54% 

and 46%, respectively (4, 17). Studies indicated that the cover-

age of MCV2 could be as low as 12.4% nationally, with some 

areas showing higher rates (42.5%) but still far from the ideal 

95% coverage (18). 

Despite the use of both the MCV1 and MCV2 vaccines, mea-

sles outbreaks persist in Ethiopia, particularly affecting chil-

dren under five years of age. Evidently, outbreaks were report-

ed in 44 woredas in eight regions of the country (4). To identi-

fy the actual causes for the frequent outbreaks, nationwide as-

sessment is necessary. Different fragmented studies reported 

that low subnational vaccination coverage, poor nutrition, and 

the clustering of unvaccinated children were the contributing 

factors (16). In recent years, conflict, forced displacement and 

other humanitarian crises have disrupted childhood vaccina-

tions and contributed to the resurgence of measles in Ethiopia. 

Furthermore, cultural beliefs, insufficient awareness, and be-

havioral characteristics of the population have affected treat-

ment and other management strategies for this disease (4). 

The prevention and control measures for the elimination of 

measles virus are clear. Prioritizing measles vaccination, 

strengthening surveillance, and conducting catch-up campaigns 

are essential for controlling outbreaks and maintaining elimina-

tion. Research into barriers to vaccination, molecular epidemi-

ology, and vaccine storage and handling is crucial. Adequately 

equipping healthcare workers and establishing robust surveil-

lance systems are paramount to swiftly identifying and con-

taining outbreaks. Building resilient public health infrastruc-

ture and ensuring uninterrupted vaccination can prevent mea-

sles outbreaks, ensuring a healthier future for Ethiopian chil-

dren. 
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