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¥ NCIT:C3262: Neoplasm (111840 samples)

computational mining and analysis methods. technological advances and epistemic advances.
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In Progenetix the systematic integration of "classical” property
codes (e.g. International Classification of Diseases in Oncology;
ICD-0 3) and their translation into hierarchical ontologies with
registered identifiers (e.g. NCIt Neoplasm Core, MONDO, EFO...)
empowers internal data structures as well as federated query
implementations such as through Beacon v2 ™filters”.
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The agile development principles and extensive data
content of the Progenetix resource utilizes and
promotes standards of the GA4GH ecosystem.

> NCIT:C156482: Genitourinary System Neoplasm (16309 samples)

¥ NCIT:C2910: Breast Neoplasm (15334 samples)

> NCIT:C27939: Lobular Neoplasia (92 samples)

Beacon+ - built on top of the Progenetix infrastructure - has been
instrumental in developing and testing Beacon extensions such as
structural variant queries and handover data delivery (v1.n) or
filters for querying biological and technical annotations (v2.n).

¥ NCIT:C36083: Intraductal Breast Neoplasm (275 samples)

> NCIT:C27942: Intraductal Proliferative Lesion of the Breast (270 samples)

Ui ) University of
) Zurich™

> NCIT:C36090: Intraductal Papillary Breast Neoplasm (5 samples)

> NCIT:C40405: Breast Fibroepithelial Neoplasm (41 samples)

For more information please visit progenetix.org and the code repositories at github.com/progenetix
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