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Whole slide multiplex Immunofluorescence (mIF) scanning of tissue samples is becoming 4 N N ( N s o \_
increasingly available, with various technologies enabling the production of massive amounts Whole slide tissue Tile
of data. Typically, the data for any one slide amounts to several gigabytes, representing
millions of cells across multiple channels/biomarkers. Given the volume of data, it is important (marker
to process these datasets automaticall_y and reliably. But while existing commercia?l_ tools such channels)
as Visiopharm™ or HALO™, along with open-source tools such as QuPath, facilitate these
processing tasks by providing user interfaces running on a single machine or small cluster,
they are oriented toward solving many digital pathology tasks interactively, requiring users to
navigate the workflow for miIF slide analysis themselves. These solutions also exhibit B
significant limitations in terms of performance, scalability, throughput, and full automation. In B
this work, we introduce UltiAnalyzer.Al, part of the STARVUE™ platform that integrates a suite
of artificial intelligence models with massively parallel cloud-based processing to provide high-
quality whole slide mIF analysis with minimal manual interaction and very high throughput. CK-SOX10
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Figure 1. UltiAnalyzer.Al block diagram showing its main components.

Comparison vs Visiopharm

UltiAnalyzer.Al results correlate very well with Visiopharm results (figure 5) and visually the results are also
comparable (figure 6), where some markers are better handled by our models.

Methods

Performance and Scalability
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Region segmentation

. Segments regions from a target channel Models Performance

» Typically used to find tumor regions using

Detection counts vs ground truth counts
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« Segmentation models are all above 89 % average accuracy




