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FIG. 2

Obtain the expression matrix processed by a specific
single cell RNA-~seq preprocessing method, which
contains n genes’ expression in m cells.

k. 4
Assume V 1s the expression value of gene tincell §, a
random noise will be generated and added to V by the
following procedures:

din
o

o

Determine the expression distribution of gene 1 across
all the cells.

h A

Take the st percentile from gene U's expression
distribution as the maximal noise level for gene |,
denoted as M. I M 1s smaller than a mummal valae m,
m will be used as the maximal noise level.

k.
Generate a random number ranging from 0 to M under
untform distribution and add this random number to V
to get the noise regularized expression value,

Any Hems N
left in the expression
matrix
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