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We have recently reported on the detection of Paramyxovirus RNA in German bats, namely 
Soprano Pipistrelle (Pipistrellus pygmaeus)andthe Greater Mouse Eared Bat(Myotis myotis). 
After a more extensive continuation of our surveillance at different locations in Saxonia-Anhalt, 
in Bavaria and to a lesser extent in Romania, the presence of a variety of Paramyxovirus species 
or subspecies can be reported for a number of indigenous bat species. Using a published Pan-
Paramyxovirus PCR protocol, we were able to amplify sequences from the Paramyxovirus L-gene 
in oral swabs as well as in urine and fecal samples that were collected during population surveys of 
different bat colonies. Despite the wide geographic and zoologic distribution of these viruses, the 
overall prevelance among the analysed animals does not exceed three percent, while individual 
colonies display prevelances up to 23%. Phylogenetic analyses of the amplifi ed sequences 
display a proximity to Jeilongvirus as well as to bat paramyxovirus that were detected by other 
groups in African and European bats. So far, no pathogenic potential of these viruses for animals 
or humans has been observed. Virus isolation is now attempted to facilitate the further analyses 
of these viruses.
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