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03/08/2009 Paese |UNITED KINGDOM »|  Tipa|WOT OFFICIAL | Genere |Published paper |

|Evnlutiu:un and phylogenetic analysiz of full-length %P3 genes of Eastern Mediterranzan bluetongue vinug isolates.

Bluetongue viruz [BTY] is the &H39typedH39 species of the genus Orbiviruz within the family Reoviidae. The BT genome iz composed of ten linear
zegments of double-stranded BMA [dsRMA), each of which codes for one of ten distinct wiral proteing. Previous phylogenetic comparizons have
evaluated variations in genome segment 3 [Seq-3) nucleotide sequence as way to identify the geoagraphical origin [different topotwpes) of BTV isolates.
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Oggetto: BLUETONGLE - Latest news

COUNTEY & DATE: UNITED KINGDOM, 03-AGO-09 O l I t l I t S
TYPE: NOT OFFICIAL

ISSUE: Published paper
SUNMMARTY: Evolution and phylogenetic analysis of full-length VP3 genes of Eastern Mediterranean bluetongue virus isolates

Bluetongue virus (BTV) iz the 'type' species of the genus Orbivirus within the family Reoviridae. The BTV genote iz composed of ten linear segments of
double-stranded EITA (dsRINA), each of which codes for one of ten distinet wiral proteins. Previous phylogenetic comparisons have evaluated variations
in genome segment 3 (Seg-3) nucleotide sequence as way to identify the geographical ongn (different topotypes) of BTV 1solates. The full-length
nuclectide secquence of genome Seg-3 was determined for thirty BTV 1sclates recovered in the eastern Mediterranean region, the Balkans and other
geographic areas (Spain, India, Malaysia and Afiica). These data were compared, based on molecular vanability, positive-selection-analysis and
mazimum-likelihood phylogenetic reconstructions (using appropriate substitition models) to 24 previously published sequences, revealing their
evolutionary relationships. These analyses indicate that negative selection is a major force in the evolution of BTV, restricting nucleotide variabily

reducing the evolutionary rate of Seg-3 and potentially of other regions of the BTW genome. Phylogenetic analysis of the ndows Internet Explorer
relatively long time interval (1979-2000), in a single geographic area (Greece), showed a low level of nucleotide diversity @

circulate almost unchanged for many years. These analyses also show that the recent meursions mto south-eastern Europ =
belonging to two different major-lineages: representing an 'eastern’ (BTV-9, -16 and -1) and a 'western' (BTV-4) group, Fle  Modfica  Visuslizes  Preferiti  Strumenti 7

[ ] hetpijjeubtnet izs iinemsbtizsot_rews.asp

phylogenetic analyses mdicate that these viruses ongmated from a geographic area to the east and southeast of Greece (r - & [@ET — lil
East), which appears to represent an important ecological niche for the virug that is likely to represent a continuing sourc
~
Europe COUNTRY & DATE: SPAIN, 8/17/2009
TYPE: NOT OFFICIAL
Journal Article from & ISSUE: Published paper
TITLE: Identification of cryptic species of Culicoides (Diptera: Ceratopogonidae] in the subgenus Culicoides and development of species-specific PCR assays based
. - . S on barcode regions.

FULL TEXT: hite:/fowww .nebinlm. nih. powfsitesfentrez fomd=retrieve &db=pubme d& dopt=penpept&uid=19649 272 SUMMARY: Culicaides biting midges (Diptera: Cerstopogonidas) are vectors of important diseases affacting wild and domestic animals. During the last decads they
have played a major role in the epidemioclogy of the largest bluetongue epizootic ever recorded in Europe, the disease is transmitted between hosts almost

-------------------- exclusively by bites of Culicoides midges and affects both domestic and wild ruminants however severe disease usually accurs in certain breeds of sheep
and some species of deer. &n accurate vector identification is of major importance in arthropod borne diseases surveillance, as great differences in
vectorial capacity are found even between close species. Unfortunately, specialized taxonomic knowledge of Culicoides identification is rarely available in
routine surveillance, mainly based on wing morphology. Recently, some European species of Culicoides belonging to the subgenus Avaritia Fox, 1955 and
Culicoides Latreille, 1809 have been described as new blustongue virus vectors. In the present study, by using a fragment of the barcode region (COI
gene) we report the presence of up to 11 species within the subgenus Culicoides in Catalonia (NE Spain), a region recently affected by a bluetangue
epizootic. The molecular analysis revealed new non-described cryptic species which were grouped in three complexes of morphologically similar species, two
in the Pulicaris complex resembling Culicoides pulicaris, two in the Fagineus complex resembling Culicoides fagineus and three in the Newsteadi complex
resembling Culicoides newsteadi. The phylogenetic relationships among them showed that cryptic species detected in both Pulicaris and Fagineus
complexes were closely related, whereas those in the Newsteadi complex were more distant. Accurate analysis of all species using morphological and
malecular approaches resulted in the detection of diagnostic metric traits for cryptic spacies and the design of several new species-specific single and
multiplex PCR assays to identify unamb...

FULL TEXT: http v.ncbi.nlm.nih.gov/sites/entrez?cmd= evefdb=pubmedadopt=genpeptiuid=19682796

COUNTRY & DATE: UNITED KINGDOM, 8/3/2009

TYPE: NOT OFFICIAL

ISSUE: Published paper

TITLE: Evolution and phylogenetic analysis of full-length ¥P3 genes of Eastern Mediterranean bluetangue virus isolates.

SUMMARY: Bluetongue virus (BTV) is the 'type' species of the genus Orbivirus within the family Reoviridae. The BTV genome is composed of ten linear segments of
double-stranded RNA (dsRNA), each of which codes for one of ten distinct viral proteins. Previous phylogenetic comparisons have evaluated variations in
genome segment 3 (Seg-3) nucleotide sequence as way to identify the geographical origin (different topotypes) of BTV isolates. The full-length nucleatide
sequence of genome Seg-3 was determined for thirty BTV isolates recovered in the eastern Mediterranean region, the Balkans and other geographic areas
(Spain, India, Malaysia and Africa). These data were compared, based on molecular variability, positive-selection-analysis and maximum-likelihood
phylogenetic reconstructions (using appropriate substitution models) to 24 previously published sequences, revealing their evolutionary relationships. These
analyses indicate that negative selection is a major force in the evolution of BTV, restricting nucleotide variability, reducing the evolutionary rate of Seg-3
and potentially of other regions of the BTV genome. Phylogenetic analysis of the BTV-4 strains isolated owver a relatively long time interval {1979-20007, in
a single geographic area (Greece), showed a low level of nucleotide diversity, indicating that the wirus can circulate almost unchanged for many years.
These analyses also show that the recent incursions into south-eastern Europe were caused by BTV strains belonging to two different major-lineages:
representing an 'eastern' (BTV-9, -16 and -1) and a 'western' (BTV-4) group/topotype. Epidemiclogical and phylogenetic analyses indicate that these
viruses originated from a geographic area to the east and southeast of Greece (including Cyprus and the Middle East), which appears to represent an
important ecological niche for the virus that is likely to represent a continuing source of future BTV incursions inte Europe.

Journal Article from &...

FULL TEXT: http://www.nebi.nlm.nih. gowv/sites/entrez?cmd=retrievetdb=pubmedadopt=genpeptauid=19649272

COUNTRY & DATE: NOT DEFINED, 7/28/2009

TYPE: NOT OFFICIAL

ISSUE: General information

TITLE: EUROPA - Press Releases - Commission approves extra funds to ...

SUMMARY: 22 Jul 2009 ... Vaccination is the main tool ta control Bluetongue and, by extension, ... Since 2006 new serotypes of Bluetongue have spread in an

FULL TEXT: http://europa.eu/rapid/start/cgi/guesten.ksh?p_action.gettxt=gt&doc=IP/09/1174%7C0%7CRAPID&Ig=EN

COUNTRY & DATE: UNITED KINGDOM, 7/20/2009

TYPE: NOT OFFICIAL

TSSIIF: Puhlished nanar ™
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