Initialize model

WHILE iteration < limit:
iteration +=1 E step
A CIE R ICE R o Probability estimation for
problcells] = EstimateLikelihood(prob[cells], .
cell type assignment

distribution_parameters[cells])

ENDFOR

FOR cells from each cell_type: M step

distribution_parameters=EstimateFromLikelihood( .
probicells], Optimizing parameters of
expression_matrix[cells], . . . .
signature. genesicells) the gene expression distribution

ENDFOR

cell_labels = cell_type with the max prob for each cell

Stop rules

Final model




