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Conventional omics data analysis pipeline

2



sgdGMF /omicsGMF : Generalized matrix factorization
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Example:



Imputation using expectation maximization
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Example:

Impute 
missing 
values with 
means of 
iteration t
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Scalability for Poisson likelihood
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Single cell Proteomics: Leduc data

• 1508 cells from two cell lines: melanoma and monocytes

• 4435 peptides, 61.8% missing values

• TMT -multiplexing → up to 14 cells/MS -run → 142 run effects

• Change Liquid Chromatography column → LC batch effect  
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Model Selection via Cross -Validation
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sgdGMF /omicsGMF  package
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A new R package for stochastic gradient descent estimation of generalized matrix factorization



Thank you
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If you have more questions, please contact:
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