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Complete Genome Sequence of a Brucella ceti ST26 Strain Isolated
from a Striped Dolphin (Stenella coeruleoalba) on the Coast of Italy
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Brucella spp. are important pathogens affecting a wide range of terrestrial and aquatic animals. We report the complete and an- | . . . . .
notated genome sequence of Brucella ceti ST26 strain TE10759-12, isolated from a striped dolphin (Stenella coeruleoalba) Molecular epldemIOIOgy of blueto ngue virus Sel‘Otype 1 circulati ng
stranded along the Italian shoreline in March of 2012. in Italy and its connection with northern Africa
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A new member of the Pteropine Orthoreovirus species isolated from fruit CrossMark
bats imported to Italy
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Arctic Lineage-Canine Distemper Virus as a Cause of
Death in Apennine Wolves (Canis lupus) in Italy
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Focolaio Salmonella 2013-2014

SURVEILLANCE AND OUTBREAK REPORT

Outbreak of unusual Salmonella enterica serovar

FIGURE 2

Geographical distribution of outbreak cases (n=115)" and of surface and sewage water samples (n=21) with a monophasic

Typhimurium monophasic variant 1,4 [5],12:i:-, Italy,
June 2013 to September 2014
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*Although there were a total of 179 outbreak cases in the Abruzzo region, only 115 are depicted in this figure because for 64 cases the
residential address was missing informati
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Outbrepk strains ST7 - Ascl.0183 Apal.0063 PFGE profile
Italian $trains ST7 - Ascl.0060. Apal.0063 PFGE profile

Strains|from NL ST7 - Ascl.0183 Apal.0063 PFGE profile
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Tempi/Costi=Vantaggi!!!

 Costo/genoma
80 €

e Tempo prep libreria + Run
48/72 ore



NGS
Campylobacter Brucella Listeria

Banca ceppi
Campylobacter MLST + flaA
Brucella Matrice SNPs/Core genome (MLST plus)
Listeria Matrice SNPs/MLST/Core genome (MLST plus)



