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Figure 2: Map with the localization of the EHDV infection worldwide. The map summarizes the data of tables 6. 7. 8. 10 and

12. Where no geographical details as district/proviee ete. are not reported. the whole country has been indicated as infected.
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Figure 1: Map with the localization of the most recent oufbreaks (2006-2007) in countries bordering the Mediterranean
Basin. Where no geographical details as district/provice etc. are not reported. the whole country has been indicated as
infected. More details about the oufbreaks are reported in Table 9.
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Outbreak of epizootic haemorrhagic disease on the island of Réunion.
Bréard E. Sailleau C, Hamblin C. Graham SD, Gourreau JM, Zientara S.

UMR 1161, AFSSA-INRA-ENVA, Agence Francaise de Sécu

PMID: 15508843 [PubMed - indexed for MEDLINE]
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