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Who is using the ViroScore Suite:
I The ViroScore Suite is used by virologists and clinical
experts in the field of HIV resistance:
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ViroScorer resistance data report Wh th? fle baine i .
e Resistance reports are often difficult to

understand and use properly
e Trained clinicians can relate mutations to drugs

CRFO6_CPX.ALLSS, BFPOO and clinical patient data.
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CRF04_CPX.CY.94.94CY0323 date tools to manage HIV infection

T e Standard genotypic assay provide only one test

aisaniiiel interpretation based on a single expert group.
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TS “I 'm impressed by the technology ABL developed,
e e ot robust and efficient, having the patients as the
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Subtype characterization using
phylogenetic analysis
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The decision support tools available in TherapyEdge-HIV and ViroScorer are
intended for research purposes only and not for diagnostic or therapeutic use.



Advanced '
ABLEZ=S x Thera”gEdge“‘

The ViroScore Features:
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Prevalence of mutations (X

45 ViroScorer or the HIV Resistance Assay
40 Interpretations :
= e 16 marketed anti-HIV drugs are interpreted
e 5 international, up to date public algorithms from
30 HIV resistance experts groups

e 3 coding regions of interest

25 i )
s e Reverse transcriptase
20 . Protease
a5 e gp 41 (soon gp 120)
e Upload sequence data using FASTA or other
10 formats
g e Fully compatible with TruGene® (Bayer) and
o I!IHIHI!IHI!I ||-|I|H|-|H|H| |H|n|I|H|H| PPl b ;/{;roSeq@ (Applied BioSystems) assays: just load the
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et R Rl « Or introduce multiple mutations when full
ng sequences are not available
e Embedded subtype characterization
Corresponding graphic based on selected
mutations patterns Sequence Database:
e  Storage of sequences as raw data
e Automated mutation detection
an| e | Hared riivs e Automated updating of viral resistance
= e e interpretations over time and generated by
i IR E successive algorithm releases
" a e Quality control check on sequences
e  Sequence contamination detection tool
2 EpiVisor:
. Real time prevalence of main HIV mutations in
v e R L your patient population
A L e |AS-USA expert group mutation list to be
e r - displayed
2 o L ’r_ e Easy to use interface for selecting mutation
e i = - patterns
r - e Automated graphic display of selected mutations
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i - r ° Link clinical and resistance data
r F e Easy to use query tools
- A g e No need to know SQL or other programming
i 7 | language
r r ° Search for sequences and display in Fasta
* £ : format
iy r r
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P | sonmosman - Customization :
' T R e Automated:
o |3 y ° From 1 to 5 algorithms can be displayed
|| mimsctmenn | (20 i e  Subtype characterization method (homology
:E:. | ,'; or phylogenetic analysis)
o al e  Email the resistance data report in PDF
format
e Services:

HIVLib Search on database matches using

clinical and resistance data ¢ Compute other algorithms

e Adapt the resistance data report for local

settings
Sion 3/ - i pattem enfry ° Upload of a large sequences files or
LS databases
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ELTY (lﬁf W3BE r V3BK r v38M r R R
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nazo r nazr ~ 1430 Tl e r e Upload in batch all your previously performed
N43K r N43S r La4M r L4sQ r HIV sequences
i ° Import data in multiple formats
Mutabed postions
e Export data to a structured XML format
e 7 algorithms available in the XML export
preinee | o] [Glenr] e Link to laboratory data systems
For more information, please visit our websites at www.therapyedge.com and www.ablsa.com
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