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V2 of the GA4GH Beacon protocol provides a framework for extended, metadata-
rich query and response options

e The Global Alllance for Genomics and Health
together with ELIXIR provides the Beacon
orotocol, for federated discovery and sharing
of genomic variation data.
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e Beacon v2 was designed with support for rich
biomedical data queries and data delivery, In
distriouted and standalone environments.

* Since 2016, the Beacon™ implementation on Can you provide data The Beacon AP v2

about focal deletions In

top of the Progenetix resource has served as
testbed for Beacon protocol extensions on a
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Beacon v2 API

represents a simple but
powerful genomics
API for federated data

discovery and retrieval

Ilve dataset.

Progenetix is a Reference Resource for oncogenomic profiling data with a focus on copy

number variations (CNVs) built on a Stack of GA4GH Beacon v2 Code

Regional CNV Frequencies for Most Cancer Types provided
over Beacon handover objects

e Somatic genomic Copy Number Variations
are the largest quantitative contributors to

the cancer mutation \andscape, Malignant Breast Neoplasm (NCIT:C9335)
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® Progenetix IS an open oncogenomic
reference resource with > 140'000 CNV
orofiles from cancers and reference samples.

Glioblastoma (NCIT:C3058)
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o \Vith lead involvement In the Beacon
development, the Progenetix utilizes the
Beacon v2 protocol for communication anad
empowers external data integration through
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PgxRpl Is a, well, Progenetix R APl using handover objects
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format as well as various aggregated exports
over handover objects.

Visualization of CNV features using the pgxRpi R package. Aggregated CNV data for
cancer typesis displayed using Circos or frequency plots in a local R environment.
The R package relies on the Beacon v2 APl to communicate with Progenetix.
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