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Complete genome sequence of a 

lineage I Peste des Petits Ruminants 

Virus isolated in 1969 in West Africa 

Dundon W.G., Daojin, Y.,Loitsch A., Diallo A.  

Genome Announcements 2015 May 7 : 3(3). pii: e00381-
15. doi: 10.1128/genomeA.00381-15 

In March 2013 a lyophilized specimen was shipped by the 
Laboratoire de Virologie ISRA/LNERV, Dakar, Sénégal to 
the Animal Production and Health Laboratory, Vienna for 
further characterization. The specimen dates back to 1969 
and, although the original sample from which the specimen 
was derived is believed to have been collected in Senegal, 
the sample’s exact origin is unclear. What is known, 
however, is that five goats were experimentally infected in 
June 1969 using the original sample. All of the animals 
died following classical PPR symptoms i.e. depression, 
diarrhoea, respiratory difficulties, serous and muco-
purulent nasal discharges. The lungs of the dead animals 
were ground and passaged three times in lamb kidney cells. 
Aliquots (1ml) of the infected cultures were then 
lyophilized on the 3-9-1969. On arrival in Vienna, the 
lyophilized specimen used to infect CHS-20 cells). A 
cytopathic effect was observed after 5 days. RNA was 
extracted and subjected to full genome sequencing. The 
organization of the PPRV E32/1969 genome (15,948 bp) 
was identical to that seen for other PPRVs with a 107 nt 
genome promoter region at the 3' end followed by the 
transcription units for the N, P, M, F. H and L proteins and 
the antigenome promoter at the 5' end. The genome has the 
highest nucleotide sequence identity (97.1%) with the 
lineage I virus ICV89 (EU267273) and the lowest identity 
(89.3%) with the lineage III virus KN5/2011 (KM463083). 
This is the earliest PPRV genome sequenced to date and 
only the second lineage I virus available in public 
databases. The sequence provides important information to 
those working on the molecular evolution of this important 
transboundary disease. 
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In May 2011 in Turkana county northwestern Kenya tissue 
samples were collected from goats suspected of having 
died of peste des petits ruminant (PPR) disease, an acute 
viral disease of small ruminants. The samples were 
processed and tested by reverse-transcriptase PCR for the 
presence of PPR viral RNA. The positive samples were 

sequenced and identified as belonging to PPRV Lineage 
III. Full genome analysis of one of the positive samples 
revealed that the virus causing disease in Kenya in 2011 
was 95.7% identical to the full genome of a virus isolated 
in Uganda in 2012 and that a segment of the viral fusion 
gene was 100% identical to that of a virus circulating in the 
United Republic of Tanzania in 2013. These data strongly 
indicate transboundary movement of Lineage III viruses 
between Eastern Africa countries and has significant 
implications for surveillance and control of this important 
disease as it moves southwards in Africa. 
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newborn Holstein calves  
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The objective of the present retrospective cohort study was 
to evaluate potential associations between environmental 
factors and dam characteristics, including level of milk 
production during gestation, and insulin traits in newborn 
Holstein calves. Pre- and post-natal physiological data were 
recorded. A blood sample was collected from all calves at 
least 5 h after a milk meal on day 3 of life to measure basal 
glucose and insulin levels. In addition, an intravenous 
glucose-stimulated insulin secretion test was performed in 
a subset of the calves (n=316). After descriptive analysis, 
generalized linear mixed models were used to identify 
factors that were significantly associated with the major 
insulin traits (Insb, basal insulin level; QUICKI, 
quantitative insulin sensitivity check index; AIR, acute 
insulin response; DI, disposition index) of the newborn 
calves. The insulin traits were significantly associated with 
gender and season of birth when data of all calves were 
analysed. In addition, the insulin traits in calves born to 
cows were significantly associated with MGEST, DP and 
LL. The Insb was estimated to be higher in calves born to 
the cows having passed a higher MGEST (P=0.076) and 
longer DP (P=0.034). The QUICKI was estimated to be 
lower in calves born to the cows having passed a higher 
MGEST (P=0.030) and longer DP (P=0.058). Moreover, 
the AIR (P=0.009) and DI (P=0.049) were estimated to be 
lower in male compared with female calves. Furthermore, 
the AIR (P=0.036) and DI (P=0.039) were estimated to be 
lower in calves born to cows having passed a longer LL. 
The decisive effects of MGEST, DP and LL in cows on the 
insulin traits of their calves may provide a basis for 
developing managerial interventions to improve metabolic 
health of the offspring. 


