
0 5000 10000 15000

−
1.

0
−

0.
5

0.
0

0.
5

Gene Set  556 : REACTOME_TRANSPORT_OF_GLUCOSE_AND_OTHER_SUGARS_BILE_SALTS_AND_ORGANIC_ACIDS_METAL_IONS_AND_AMINE_COMPOUNDS

Number of genes: 17976 (in list), 81 (in gene set)
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