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Chronic lymphocytic leukemia (CLL)

Antigen binding site

* a heterogeneous disease with varying H chain
clinical outcome . IV region
A
* a clone of mature B cells resistant to
a pO ptOSIS C region

CD79a/b

* BcR immunoglobulin sequence analysis

Signalling subunits
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Antigen Receptors Research Tool / ARResT

* a bioinformatics platform for deep understanding of antigen receptor
sequences

* a cascade of algorithms and databases

* Bioinformatics Analysis Team / BAT + many colleagues and
collaborators
e Central European Institute of Technology - Masaryk University Brno
* Universty Hospital Brno

» EuroClonality-NGS Consortium on Next-Generation Sequencing for IG / TR
immunogenetic analysis



A prototype of the ARResT-based bioinformatics
platform for the University Hospital Brno
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* initial inspection of Y303 1e375) T
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e automatic/manual error
correction

http://apps.bat.infspire.org/genomepd/glass/
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ARResT/Interrogate

annotation of sequences with
IMGT/V-QUEST

assignment of sequences to
major CLL subsets with
ARResT/AssignSubsets

access to all stored and new
data in more detail

generating informative and
consistent reports
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ARResT/Subsets

e results in context of other
stereotyped CLL cases

* access to publicly available
relevant literature, including
published biological and clinical
data

Encyclopedia o« CLL SU bsets

a unique knowledgebase and novel bioinformatics tools
towards personalised biomedical and clinical applications

e irad Agathangelidis 2012 ¢

ARResT/AssignSubsets assigning new members to existing subsets

e (1) sequence will be analysed - if a subset is assigned, click on it to view it on the encyclopedia
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Summary

* a prototype of the ARResT-based bioinformatics platform for a cohort of
>2000 of CLL cases in the University Hospital Brno for daily use in the clinic

* annotation, storage, visualisations and comparison of CLL patient data

e direct access to publicly available relevant literature (>250) about any of
the major CLL subsets including published biological and clinical data

* personalised biomedical and clinical applications



Thank you for your attention.
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