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Background

Results: Ablation study used to determine method specific
weights in TNP-TMA dataset

 Cell and nuclei segmentation is often a first step in
analysis of multiplex tissue imaging (MTI) data.
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Results: Refined ensemble-derived scores align with labeled ground truth
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Summary & Discussion

We propose a methodological approach for evaluating MTI nuclei segmentation
methods by scoring relative to a larger ensemble of segmentations. We demonstrate
feasibility and accuracy of the proposed approach by using a small dataset (breast
cancer 5 TMA cores) with ground truth labels. We validate the use of systematic
model ablations to assign importance weighting scores to different segmentation
methods, which further improve the ensemble-method’s predictions. Lastly, we report
results for 6 segmentation methods on an unlabeled TNP-TMA dataset and provide
decision guidelines for the general user to easily choose the most suitable
segmentation methods for their own dataset.
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« BC TMA: (fully annotated) 5
cores for method validation

« BC TNP-TMA: 24
antibodies (tumor panel)
and 88 cores without
annotation:
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