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Introduction

Peste des Petits Ruminants (PPR) results from the infection by an
enveloped negative RNA virus (16 kb) belonging to the family
Paramyxoviridae, genus Morbillivirus. PPR is highly contagious for
small ruminants and the high mortality rates makes it necessary to speed up
the diagnostic procedure in order to quarantine infected sheep and goats and
start appropriate control measures. In this study we developed a real-time RT-
PCR (RRT-PCR) method that can be performed in a 96-well format, and this
feature opens the possibility of using this methodology in the high-throughput
screening of field samples or to evaluate antiviral therapy.
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Fig 1: Sensitivity of the RRT-PCR based on gene N USA) and analyzed by RRT-PCR.
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Sensitivity of the method was measured using 10-fold dilutions (undiluted to
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Fig 2: Specificity of the RRT-PCR assay for PPRV. Analysis of PPRV 2.5108 (Fig_ 4) .
cell culture supernatants of representative strain, of vaccines, and
other viruses to assess specificity.
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Fig. 4: Real-time quantitative detection of PPR RNA in blood of goats after intra-venous challenge. . . . L .
Fig 3: Diagnostic of samples tested positive by conventional
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