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ko04075: (Plant hormone signal transduction )
ko00592: (alpha-Linolenic acid metabolism )

ko00010: (Glycolysis / Gluconeogenesis )
ko00590: (Arachidonic acid metabolism )

ko00071: (Fatty acid degradation )
ko00940: (Phenylpropanoid biosynthesis )

ko00052: (Galactose metabolism )
ko00906: (Carotenoid biosynthesis )

ko04115: (p53 signaling pathway )
ko00480: (Glutathione metabolism )

ko00195: (Photosynthesis )
ko00904: (Diterpenoid biosynthesis )

ko00196: (Photosynthesis - antenna proteins )
ko00710: (Carbon fixation in photosynthetic organisms )

ko00900: (Terpenoid backbone biosynthesis )
ko00860: (Porphyrin and chlorophyll metabolism )

ko00982: (Drug metabolism - cytochrome P450 )
ko00941: (Flavonoid biosynthesis )

ko00980: (Metabolism of xenobiotics by cytochrome P450 )
ko04140: (Regulation of autophagy )

ko00500: (Starch and sucrose metabolism )
ko04151: (PI3K-Akt signaling pathway )

ko00908: (Zeatin biosynthesis )
ko04068: (FoxO signaling pathway )

ko04150: (mTOR signaling pathway )
ko04152: (AMPK signaling pathway )

ko00960: (Tropane, piperidine and pyridine alkaloid biosynthesis )
ko00944: (Flavone and flavonol biosynthesis )

ko00460: (Cyanoamino acid metabolism )
ko00400: (Phenylalanine, tyrosine and tryptophan biosynthesis )

ko01220: (Degradation of aromatic compounds )
ko00520: (Amino sugar and nucleotide sugar metabolism )

ko03010: (Ribosome )
ko00040: (Pentose and glucuronate interconversions )

ko02024: (Quorum sensing )
ko00130: (Ubiquinone and other terpenoid-quinone biosynthesis )

ko04540: (Gap junction )
ko04015: (Rap1 signaling pathway )

ko04011: (MAPK signaling pathway - yeast )
ko04114: (Oocyte meiosis )

ko04022: (cGMP-PKG signaling pathway )
ko04013: (MAPK signaling pathway - fly )

ko04350: (TGF-beta signaling pathway )
ko04071: (Sphingolipid signaling pathway )

ko04141: (Protein processing in endoplasmic reticulum )
ko04550: (Signaling pathways regulating pluripotency of stem cells )

ko00521: (Streptomycin biosynthesis )
ko00524: (Neomycin, kanamycin and gentamicin biosynthesis )

ko00643: (Styrene degradation )
ko04370: (VEGF signaling pathway )

ko00190: (Oxidative phosphorylation )
ko03022: (Basal transcription factors )

ko00514: (Other types of O-glycan biosynthesis )
ko03015: (mRNA surveillance pathway )

ko04130: (SNARE interactions in vesicular transport )
ko04510: (Focal adhesion )

ko04810: (Regulation of actin cytoskeleton )
ko00965: (Betalain biosynthesis )
ko00362: (Benzoate degradation )

ko00950: (Isoquinoline alkaloid biosynthesis )
ko00740: (Riboflavin metabolism )

ko00350: (Tyrosine metabolism )
ko00410: (beta-Alanine metabolism )

ko00430: (Taurine and hypotaurine metabolism )
ko00330: (Arginine and proline metabolism )

Gene number 40 80 120 counts >50 FALSE TRUE up/down Down Up

0.005 0.010

pvalue


