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Blekhmanet al., Genome Res., 20: 180- 189, 2010



Tanget al., BMC Bioinformatics, 16: 361, 2015
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Sunet al., BMC Bioinformatics, 14: 219, 2013
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5% FDR threshold q- value 
(q ) 0.05 or
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p- value(p ) < 0.05
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1 estimatedDEG
q- value (q ) < 0.05 1 0
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