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Untangling Mixed Samples: A Practical Framework for 
Multiplexed scRNA-seq Experiments 
Pooling cells from multiple donors into a single scRNA-seq experiment is a 
powerful strategy to increase scale, reduce batch effects, and lower costs. 
However, success depends critically on "demultiplexing"—accurately 
assigning each sequenced cell back to its correct donor of origin. Without 
clear guidelines, researchers often proceed blindly, risking expensive failures 
and catastrophic data loss. This time, I will talk about this problem and the 
steps we are taking towards helping in its solution (and how that could 
potentially help you solve your own entangle).
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