Salmonella Hessarek in starling (Sturnus vulgaris): diagnosis and molecular study of outbreak and collection isolates
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Background
Salmonella enterica subsp. enterica serovar Hessarek (S. Hessarek) belongs to serogroup B and is considered a rare serovar. Firstly identified as a new serovar following isolation from a dead crow (Corvus corax) in Iran, it has been mostly isolated from starling (Sturnus vulgaris) since, in this species it exhibits high virulence giving rise to outbreaks sometimes characterized by significant mortality. Therefore, It is considered a serovar with high host specificity.In this report we describe an outbreak of S. Hessarek infection in starlings occurred in October 2009 in the city of Modena, Emilia-Romagna Region (Italy).
Methods
Thirty-two dead starlings were subjected to a diagnostic protocol including necropsy, bacteriological, virological and parassitological examination. S. Hessarek was isolated from thirty-one birds and ten isolates were genotyped by PFGE with XbaI and AvrII endonucleases. Further fourteen collection-isolates originating from diverse places and time-periods were genotyped with the same method to assess the genetic variability of this serovar and to elucidate possible epidemiological relationships among isolates.
Results 
Hepatomegaly with small foci of necrosis in the liver, splenomegaly, focal haemorrhages of the pericardium and lungs and intestinal congestion were observed at necropsy. S. Hessarek was isolated in pure culture from all tested organs. Virological tests for Newcastle Disease, West-Nile Disease Flavivirus and type A avian influenza were negative. Parassitological tests were negative for all animals but one. All ten outbreak isolates showed the same XbaI and AvrII PFGE profiles. The fourteen  collection strains were grouped into three different profiles with both enzymes, among them six belonged to the same genotype as the outbreak isolates.
Conclusions
Our report confirms that S. Hessarek is a pathogen capable of causing an acute and deadly disease in starling. Considerations regarding the genetic variability of tested isolates are presented in the poster
