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In this talk, Gerald Quon will first discuss his lab’s efforts to 

computationally characterize differences in cell type-specific 

gene regulation across conditions, tissues and species (or 

more generally, datasets). They have recently developed 

scAlign, a tool for performing single cell alignment and data 

integration to match cells of the same type across datasets. 

Compared to existing approaches, scAlign is unique in that it 

can leverage cell type labels for subsets of cells (derived from 

e.g. only high confidence markers), in addition to being capa-

ble of fully unsupervised (no cells are labeled) or fully super-

vised (all cells are labeled) alignment.  


