
Consider two independent sample preparations of single-cell RNA-seq expression datasets 
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 consists of the expression of n genes/transcripts in 
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 (cells from sample preparation 1) and 
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  consists of the expression of n genes/transcripts in 
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 (cells from sample preparation 2). Let 
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 be the Pearson’s correlation between 
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 (two individual cells from two sample preparations), and 
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  be the Pearson’s correlation between  
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 (two individual cells from the same sample preparation 1). The inter-sample cell correlation for a cell 
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 is defined as 
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; and the inter-sample cell distance for 
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 is defined as  
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. The inter-sample cell correlations and distances for cells in 
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 are defined analogous.
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