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Context Methods

• Puumala virus (PUUV) is the causa%ve agent of nephropathia epidemica (NE). The PALADIN project aims to understand the evolu%on and current diversity of PUUV circula%ng in France in bank vole popula%ons. • Samples from Franche--Comté, Jura, Aube, Alsace, Ardennes (endemic regions for NE)

and Loiret (non endemic region) are regularly harvested since 2009. Dis%nct PUUV "sublineages" circulate in these regions. • We sample bank voles in in--between forests where PUUV has not been previously inves%gated whereas recent human cases have been reported in their vicinity (Reynes et al, 2019). • We inves%gate some of the gene%c features accompanying / favoring PUUV pathogenicity in humans, and their poten%al geographic varia%ons.

• We present here the first results of this project concerning the forest of Morvan.

• Analyses : 

Conclusions

Results -Forest of Morvan

Email: guillaume.castel@inra.fr 2) PUUV isolates from bank voles of Morvan and from the recent first human case in this region (★) are phylogene%caly closed to those from the non endemic region of Loiret (Fig. 1).

1) PUUV detec%on: 23% of the sampled bank voles were posi%ve (serology & qRT--PCR) for PUUV (3/13).

3) Isolates from Morvan share one of the three AA signatures specific of Loiret (non endemic) and none of those specific of Jura/Vosges/ Alsace/Aube and of Ardennes (endemic). 

  1) Detec%on: Serology & qRT--PCR (lung) 2) Nested RT--PCR (N gene) + Sanger sequencing 3) Phylogene%c studies Ø PUUV circulates within bank vole popula%ons in the forest of Morvan (considered as a non endemic region). Ø Isolates circula%ng in bank voles from Morvan correspond to the strain isolated from a recent human NE case and are phylogene%cally closed from the isolates of the non endemic Loiret region. Ø Isolates from Morvan share one of the AA signature specific of isolates from Loiret otherwise they are similar to those of Jura/Vosges/ Alsace/Aube. The role of these specific AA in the pathogenicity of the different isolates needs more inves%ga%ons.

Figure. 1

 1 Figure.1: phylogeny (Maximum Likelihood) of french PUUV isolates (S segment).Branch supports > 0.8 are indicated by a red point.
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  Rodent trapping with blood and organs sampling
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