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and simultaneously, using different approaches – able to isolate
and characterize a novel coronavirus in SARS patients. After
Koch’s postulates had been fulfilled, WHO officially declared on
April 16, 2003 that this virus never before seen in humans is the
cause of SARS. Its complete genome had been sequenced only
weeks after the first isolate of the virus had become available.
Although diagnostic tests based on the detection of SARS-CoV
RNA were developed, the SARS case definition still remains
based on clinical and epidemiological criteria. When the out-
break of SARS came to an end in July 2003, it had caused over
8000 probable cases worldwide and more than 700 deaths. The
origins of SARS are still unknown, and it is unclear whether it
will reemerge. The agent’s environmental stability, methods suit-
able for inactivation and disinfection, and potential antiviral com-
pounds were studied, and development of vaccines and
immunotherapeutics is ongoing. Despite its grave consequences
in humanitarian, political and economic terms, SARS may serve
as an example of how much can be achieved through a well-
coordinated international approach, combining the latest tech-
nological advances of molecular virology with more ‘‘traditional’’
techniques carried out to an excellent standard.
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Background: Rotavirus infection is associated with human gas-
troenteritis and is the major cause of infantile gastroenteritis
worldwide. Infections in the hospital environment are frequently
found. Outbreaks have mainly been analyzed using serological
or PCR subtyping methods (VP7 and VP4 gene).
Objectives: We describe a phylogenetic analysis including 25
VP4 and 29 VP7 GenBank sequences using a single PCR prod-
uct to determine rotavirus A subtypes and to investigate pos-
sible nosocomial outbreaks.
Methods: Rotavirus RNA was extracted using the QIAamp Viral
RNA Mini Kit (Qiagen, Hilden, Germany). RT-PCR was performed
using the OneStep RT-PCR Kit (Qiagen) with primers Con2/
Con3m and Beg9m/End9m for the VP4 and VP7 gene, respec-
tively. PCR products were sequenced with specific primers
Con3m and Beg9m, and analysed on an ABI 377–96 sequencer
(Applied Biosystems, Darmstadt, Germany). Sequence align-
ments were done using the MegAlign module of the LaserGene
software (DNASTAR, Madison, WI, USA), and imported into the
Mega2 software (http://www.megasoftware.net) for phylogenetic
analysis.
Results: The different sero- and genogroups of the GenBank
isolates were clearly distinguishable in the phylogenetic analysis
for both the VP4 and VP7 gene. Patient isolates could definitely
be assigned to a specific geno- or serotype defined by a sub-
type-specific cluster of the GenBank isolates. The patient iso-
lates had no common source of infection, as they were clearly
unrelated in the phylogenetic trees.
Conclusions: Our results show that subtyping of Rotavirus
sero- and genotypes can be performed very easily using phy-
logenetic analysis, and that investigations of nosocomial out-
breaks can be done in parallel to the subtyping procedure.
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Background: West Nile virus (WNV) is an infectious agent,
which has been present in Europe for several decades infecting
birds and horses only. Nevertheless, during past years, strains,
which can also be dangerous for humans, emerged in the USA.
When the first case imported to Europe was reported in summer
2003, we amended a molecular test for the definition of WNV.
Study design: A previously published real-time PCR assay,
which is capable of detecting the NY99 and European strains,
was extended by adding an internal control into each reaction.
An automated extraction procedure using 1–1.5 ml plasma on a
Tecan Genesis RSP 150 pipettor preceded by a concentration
step was implemented to increase the sensitivity of the assay.
We also started a retrospective testing of pooled plasma sam-
ples of summer 2001, 2002 and 2003 and HCV indeterminate
RIBA samples.
Results: The detection limit of the assay was determined to be
below 13 copies DNA/reaction. No single WNV RNA positive
sample has been detected so far.
Conclusion: We have implemented a sensitive and rapid assay
for WNV RNA in order to meet a possible need for testing in
Austria as well as to investigate possible epidemics of this virus.
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Objectives: To evaluate a new molecular assay consisting of
automated HIV-1 RNA extraction on the MagNA Pure LC instru-
ment and the Abbott LCx HIV RNA Quantitative assay. To com-
pare the new assay to the standard version of the LCx HIV RNA
Quantitative assay including a manual nucleic acid extraction
protocol.
Study design: Accuracy, linearity, interassay and intra-assay
variations of the new assay were determined. Additionally, clin-
ical samples were tested with both of the assays.
Results: When accuracy of the new assay was tested, all results
were found within "0.5 logs of the expected results. Determi-
nation of linearity resulted in a quasi-linear curve over at least
3 logs. For determination of interassay variation, coefficients of
variation were found between 21 and 66% for the new assay
and between 10 and 69% for the standard assay. For determi-
nation of intra-assay variation, corresponding numbers were 7
to 25% (new assay) and 7 to 19% (standard assay) with manual
sample preparation. When clinical samples were tested with the


