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Abstract
Acute toxoplasmosis is a life threatening for the Pallas´s cat (Otocolobus manul) populations living in captivity despite of good breeding conditions. The aim of this study was to characterize T. gondii genotypes, involved in the cases of fatal toxoplasmosis in captive Pallas´s cats from 5 zoos in the Czech Republic. 

In total, 21 cases of death were recorded in Pallas´s cats during years 2004 – 2015. DNA was extracted primarily from brain or from other tissues (kidney, liver and lung). The PCR was done with specific primers for SAG2 gene of T. gondii. Genotyping of positive samples was done by multiplex PCR for 15 microsatellites. A Neighbor-Joining tree was constructed by calculating Cavalli-Sforza distances using Populations 1.2.32 and MEGA 6 softwares. 

DNA of T. gondii was detected in brain, liver, lung, or spleen in 16 animals. Genotyping of T. gondii by the multiplex PCR was successful in 12 isolates; 11 of them were characterized as the avirulent genotype 
II that is the most prevalent in Europe and 1 isolate was characterized as a recombinant II/I or II TgM-A variant.
According to the phylogenetical tree, several strains were almost identical in various markers.

Genotypes of isolates from two Pallas´s cat (Zoo Prague) were identical, that can be the evidence for the same source of infection. Genotypes of isolates from three Pallas´s cats (two from Zoo Děčín and one from Zoo Prague) were also similar in several polymorphic markers. Identical genotype was also isolated from one subadult (died in 2012) and kitten (died in 2014) from zoo Jihlava, indicating the same source of infection. However, genotype isolated in Jihlava from kitten in the same litter as subadult, differed in several markers and seemed to originate from another source of infection.
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