Bioinformatics analysis of morphological differences in tissue images
of Hodgkin lymphoma patients regarding new and recurrent cases
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Hodgkin lymphoma (HL) is a cancerous disease which has a different outcome in early relapses compared to primary cases [1].
Bioinformatic analysis can provide insight into the morphological differences of cells and nuclei between new and recurrent HL
patients. In the present analysis, Whole Slide Images (WSI) of 29 primary and 30 recurrent HL tissue sections with fuchsine
(binding to anti-CD30) and hematoxylin staining were used. We expanded the CD30" cell detection pipeline by Haladik [2] with a
nuclei segmentation [4] of the detected cells, investigated morphological features, e.g. cell and nuclei size, and explored graph
features of interacting CD30" cells [3] like transitivity in a set of sub-images with high-quality segmentation.
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Methods

We measured different parameters for the
morphology of cells and nuclei. The
CD30" cells were used to build a cell
graph. Possible cell-cell interaction is
represented as unit disk graph where two
cells are connected if their Euclidean
distance is less than 175 um.
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NScCHL (Gini index: 26-52%,
corrected p-value < 0.01).

Outlook
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