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for CosMx WTx using deep RNA-seq of FFPE cell lines
from Cancer Cell Line Encyclopedia (CCLE)

CosMx Whole Transcriptome Imaging of Early Human
Development (in collab with Dr. Bernadette de Bakker et al)

Robust best-in-class cell segmentation using both

protein and RNA information

Abstract: The CosMx™ Human Whole Transcriptome Imaging Panel (WTx)
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