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CONTEXT AND OBJECTIVES

= Oncogenic P-retroviruses are responsible for respiratory cancers in small ruminants. While JSRV
(Jaagsiekte Sheep RetroVirus) induces lung cancers in sheep, ENTV (Enzootic Nasal Tumor Virus) induces
nasal tumors in sheep for ENTV-1 and goats for ENTV-2. The envelop glycoprotein (Env), more specifically
the intracytoplasmic tail of the transmembrane region, carries the transforming capacity and is referred as the
main oncogenic determinant.

= Multiples copies of highly related B-endogenous retroviruses (B-ERVs) resulting from ancestral infections of Ve fQCUSGd on the genetic characterization of the onf;ogenic. -
germinal cells during evolution are present in the small ruminant genomes. retroviruses (30 JSRV, 3 ENTV-1 and 21 ENTV-2) from various regions

= JSRV and ENTV are endemic in many countries. As we observe in France, the clinical expression varies in of F.rance (31. ﬂOCkS). ’ ?”d on their Sequence ana.nlysi.s to identify specific
terms of severity and morbidity/mortality rates in flocks, from isolated/sporadic cases to cancer outbreaks. strains associated with increased clinical expression in some flocks.

OBJECTIVES

What is the diversity of B-retroviruses circulating in France and
how does their diversity relate to the clinical expression?

METHODS AND RESULTS
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CONCLUSIONS & PERSPECTIVES pulmonary cell lines (luciferase expression assay)
@

vl First report on French strains of oncogenic B-retroviruses responsible for cancers in sheep and goats.
vl In France, low sequence diversity of ENTV while JSRV strains are more diverse.
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V1 JSRV clade | is associated with higher incidence of cancer in flocks. outbreaks (LTR 1) and sporadic (LTR ) events. !
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