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Availability of structured data is becoming an increasingly important factor for Al-based analyses of large sets of cancer data. Still, pathologists in
Germany often record their histological findings in pathology reports using floating text. To aggregate these important tumor-associated data with
further clinical data and cancer samples present in biobanks, it is critical to convert these report into a structured form. This can be done by using a
Dependency Grammar (DG) parser! which is used to find grammatical relations between the words in a sentence.
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Fig. 2: Output of a DG-Parser
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Fig. 1: The workflow for data extraction

The workflow is evaluated by computing the number of correctly extracted grammatical relations
from a corpus containing 165 sentences from breast biopsies as well as the number of correctly extracted informations from a corpus
containing 10 reports from HCC diagnoses.
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IS oxtraction result is shown in Table 4. The workflow extracted 98%
of the requested informations correctly. The only information not
extracted correctly was caused by a grammatically ambiguous
sentence.
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The approach passed a proof-of-concept. Although the training data do not contain medical terms, the parsing accuracy is high on
histological reports. So far, the performance is not affected by the entity being diagnosed and different words used in the reports.

Dependency Grammar parsers can be used to extract data from standard German pathology reports. As the evaluation corpus so far is
very small, it has to be extended. After further evaluation, the tool will provide arbitrary data from pathology report. Accordingly, it
provides data that are ready to be used in Big Data and Al-based approaches in data-driven medicine.
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