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Background: Breast cancer is characterized by distinct molecular
subtypes based on expression of the ER and PR hormone
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Methods: We optimized a custom 26-marker MultiOmyx panel
interrogating  HER2  immunofluorescence  (IF)  expression
(HER2exp), HER2 signaling, stromal, and immune markers. This
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Figure 1. For MultiOmyx multiplexing two conjugated fluorescent antibodies are ~ comparing clinical HER2 IHC scoring with our IF based classification, ’rh.e were generated by applying the proprietary deep-learning based cell classification platform )
applied per round, followed by image acquisition of the stained slides. The dye is ~ performance was excellent, achieving overall concordance of 97.9%, analytic NeoLYTX™ to MultiOmyx multiplexed IF images. Error bars show SEM, and significance was
erased, enabling a subsequent round of staining with another pair of fluorescent  sensitivity of 100%, and analytic specificity of 97.1% on the TMA ftraining set and calculated by a two-ailed, unpaired ttest. (C,D) Among hormone receptor (HR)-negative, HER2+
antibodies. Table) Patient characteristics. *Granzyme B did not pass the image QC 100% concordance, 100% analytic sensitivity, and 100% analytic specificity on tumors, there was significant association with immune cluster and RFS. Among HR+/HER2+ tumors,
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and was excluded from the study. the full slide test set (C). there were fewer immune-high or -intermediate cancers and fewer events, but a similar trend was seen.
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