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Background Results Results

Symptoms of CRS include cataracts, hearing impairment, congenital heart
defects, microcephaly and purpura also known as blueberry muffin spots
(Figure 1). Both infants had several symptoms consistent with CRS.

Rubella, caused by a togavirus of the genus Rublvirus, has a ss (+) sense
RNA genome and icosahedral capsid, surrounded by a lipid envelope with
prominent spike proteins

Currently in Yemen the vaccination rate for MCV1 and Rubella remains
nelow 75% and the leading cause of death in infants Is due to vaccine
oreventable diseases (Figure 2).

Children infected with rubella often develop few symptoms, but adults may
experience 1-5 days of fever, headache, malaise, coryza and conjunctivitis

However, rubella infection during pregnancy with fetal infection, especially
during the first trimester, Is likely to result in congenital rubella syndrome
(CRS) with miscarriages, stillbirths and severe birth defects

Real-time RT-PCR was used to detect Rubella virus (RuV) RNA in several
sample types from two newborns whose mother’s had both travelled to
Yemen (Figure 3).
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In 2012, 4 public health laboratories (PHLSs) were selected as Vaccine Note: No RuV schedule in Yemen highlighted. both infants (Figure 4).
Preventable Disease (VPD) Reference Centers:

Phylogenetic analysis of the rubella sequences from the two infants

Minnesota Public Health Laboratory, Wisconsin State Laboratory of demonstrated that the viruses were distinct genotypes 1E and 2B, both

Hygiene, California Department of Public Health Laboratory and the known to be currently circulating in Yemen (Figure 5).
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Delta Rn vs Cycle

Infants with CRS exhibit prolonged shedding of RuV as was seen with one
of these cases (Figure 6).
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