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Gene Set  206 : ST_ADRENERGIC

Number of genes: 17346 (in list), 34 (in gene set)
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Gene Set Null Distribution
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ES

P
(E

S
)

Gene Set Null Density
Observed Gene Set ES value

Neg. ES "NON.clus2"  Pos. ES: "clus2" 

 Heat Map for Genes in Gene Set
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