
 

©  2004, ABL, SA : :   ABL SA has licenses from  Rega I nst itute (Belgium )  and Cardinal Diagnost ics I nc. (USA)  
 

The decision support  tools available in TherapyEdge-HI V and ViroScorer are  
intended for research purposes only and not  for diagnost ic or therapeut ic use. 
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About  the ViroScore Suite: 
ViroScore Suite is a HI V resistance system 
( interpretat ion and subtyping)  with a sequence 
database and built  in analysis and report ing tools. 
 
W ho is using the ViroScore Suite: 
The ViroScore Suite is used by virologists and clinical 
experts in the field of HI V resistance:  
 
• By Reference laborator ies perform ing HI V 

resistance test ing 
o Bet ter sequence management  
o More advanced resistance report ing 

• By the EU Spread t r ial (w w w .spread-
europe.org)  

o 4000 naïve pat ient  sequences 
o Real- t im e interpretat ion and subtyping 
o Sharing inform at ion between European 

Centers 
• By pharmaceut ical companies to gather clinical 

cohort  and drug ut ilizat ion data 
• By researchers to collect , manage and analyze 

their  pat ient   sequence data and link it  to clinical 
informat ion 

 
W hy they are using it : 
• Resistance reports are often difficult  to 

understand and use proper ly 
• Trained clinicians can relate  mutat ions to drugs 

and clinical pat ient  data. 
• St raight  forward color coding  
• List ing of relevant  mutat ions 
• Virologists and physicians need accurate, up to 

date tools to m anage HI V infect ion 
• Standard genotypic assay provide only one test  

interpretat ion based on a single expert  group.  
ViroScorer offers 5 algorithms for resistance 
interpretat ion from opinion leader groups  
throughout  the world.  

 
 
“ I  ’m  impressed by the technology ABL developed, 
robust  and efficient , having the pat ients as the 
cent ral focus point  of this plat  form  technology… as it  
is used already in the last  12 months to support  
successfully the enrolm ent  of 500 pat ients from 16 
European count r ies in SPREAD.”  
 -  Charles Boucher, the Spread Project  coordinator. 
 
 
 

ViroScorer  resistance data  report  

Subtype character izat ion using 
phylogenet ic analysis 



 

For m ore informat ion, please visit  our websites at  w w w .therapyedge.com  and w w w .ablsa.com  
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The ViroScore Features: 
 
ViroScorer  or  the HI V Resistance Assay 
I nterpretat ions : 
• 16 marketed ant i-HI V drugs are interpreted 
• 5 internat ional, up to date public algor ithm s from 
HI V resistance experts groups 
• 3 coding regions of interest  

• Reverse t ranscriptase 
• Protease 
• gp 41 (soon gp 120)   

• Upload sequence data using FASTA or other 
formats 
• Fully compat ible with TruGene®  (Bayer)  and 
ViroSeq®  (Applied BioSystem s)  assays:  just  load the 
sequences  
• Or int roduce m ult iple mutat ions when full 
sequences are not  available 
• Embedded subtype character izat ion 
 
Sequence Database: 
• Storage of sequences as  raw data 
• Automated m utat ion detect ion 
• Automated updat ing of viral resistance 

interpretat ions over t ime and generated by 
successive algorithm  releases 

• Quality cont rol check on sequences 
• Sequence contam inat ion detect ion tool 
 
EpiVisor: 
• Real t im e prevalence of main HI V mutat ions in 

your pat ient  populat ion 
• I AS-USA expert  group m utat ion list  to be 

displayed 
• Easy to use interface for select ing mutat ion 

pat terns 
• Automated graphic display of selected mutat ions 
 
HI VLib: 
• Link clinical and resistance data  
• Easy to use query tools 
• No need to know SQL or other programm ing 

language 
• Search for sequences and display in Fasta 

format  
 
 
Custom izat ion : 
• Automated:  

• From 1 to 5  algorithm s can be displayed 
• Subtype character izat ion method (homology 

or phylogenet ic analysis)  
• Email the resistance data report  in PDF 

format  
• Services:  

• Compute other algorithms 
• Adapt  the resistance data report  for local 

set t ings 
• Upload of a large sequences files or 

databases 
 
I m port  and Export  Funct ionality: 
• Upload in batch all your previously performed 

HI V sequences 
• I mport  data in mult iple  form ats 
• Export  data to a st ructured XML format  
• 7 algorithm s available in the XML export  
• Link to laboratory data systems 


