
"Integrated analysis of multimodal single-cell data”

Abstract: Massively parallel, multi-modal technologies represent an exciting opportunity to move beyond the 
transcriptome, and explore how multiple aspects of cellular identity define behavior and function. We introduce a new 
computational framework ‘weighted-nearest neighbor’ analysis, that learns the relative information content of each 
modality in each cell, and constructs a joint neighbor graph that integrates the complementary data types together. When 
applied to a CITE-seq dataset simultaneously profiling cellular transcriptomes and hundreds of surface proteins, our work 
characterizes the extensive multimodal heterogeneity in human blood, and demonstrates the necessity of defining cellular 
states from multiple perspectives.
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