PathwayTerm

C

Class

Glutathione

L—asparagine
7-methylguanine
N-—acetylaspartic acid
L—proline
5,6—dihydro—5—methyluracil
N-—acetylgalactosamine
Glycerol

Uridine 5'-monophosphate 1
Adenine

Aconitic acid

Sulfuric acid 0.5
L—cysteine—glycine

Citric acid

L—tryptophan 0
Phosphoenolpyruvate
Udp—glucuronic acid
N-acetylglucosamine
Fumaric acid
Pantothenic acid
Adenosine—5'-monophosphate -1
Inosine—5'-monophosphate
Cytidine—5—monophosphate

Malic acid

Norvaline

Nicotinic acid

Nicotinamide

Guanosine

Hypoxanthine

Inosine

Lactobionic acid

Orotic acid

Gluconolactone

Gluconic acid

D-ribulose S—phosphate

Allose

Glucose

Succinylacetone

3—phosphoglyceric acid
D—fructose—1,6—bisphosphate
D—xylulose

Sorbitol

D—mannose

Xylonolactone

Urea

L—sorbose

Glycyl proline
D—fructose—1—phosphate

Glycerol 3—phosphate

Mannose 6—phosphate

Class

2D Monolayer
3D MTS

-0.5

ABC transporters -

Alanine, aspartate and glutamate metabolism -
Aminoacyl-tRNA biosynthesis -

Central carbon metabolism in cancer -
Fructose and mannose metabolism -

Glucagon signaling pathway -

Glyoxylate and dicarboxylate metabolism -
Nicotinate and nicotinamide metabolism -
Pentose phosphate pathway -

Oxidative phosphorylation -

Pathways in cancer -

Pentose and glucuronate interconversions -
Phenylalanine, tyrosine and tryptophan biosynthesis -
Purine metabolism -

Pyruvate metabolism -

Citrate cycle (TCA cycle)-

Regulation of lipolysis in adipocytes -

Renal cell carcinoma-

Sulfur metabolism -

Taste transduction -
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PathwayTerm

I Uridine 5'-monophosphate

Class Class

2D Monolayer + 5-FU

L—asparagine
3D MTS + 5-FU

L—cysteine

L—tryptophan

Glycerol

N-—acetylgalactosamine

6—hydroxynicotinic acid

Adenine

Inosine—5'-monophosphate 1
1-kestose

Udp—glucuronic acid

N-acetylglucosamine 0.5
Cytidine—5—monophosphate
Adenosine—5'-monophosphate

Glutathione 0
7—methylguanine

L—cysteine—glycine

N-—acetylaspartic acid -0.5
Udp—n—acetylglucosamine
Pantothenic acid
Erythrotetrofuranose 1
Nicotinic acid
Galactinol
D—xylulose
D—fructose—1—phosphate
L—glutamine
Xanthine
o Citramalic acid
Aspartate
Taurine
3—phosphoglyceric acid
D—fructose—1,6—bisphosphate
Orotic acid
Sorbitol
L—2—hydroxyglutaric acid
Stearic acid
Glycerol 3—phosphate
2—deoxy—d—arabino—hexose 6—phosphate
D—fructose—6—phosphate
Allose
Glucose—6—phosphate
Mannose
6—phosphate
3,6—anhydro—d—galactose
D-ribulose 5S—phosphate
L—sorbose
L—glutamic acid
Creatinine
D—xylitol
Succinylacetone
Beta—alanine
ABC transporters -
Alanine, aspartate and glutamate metabolism - o
Aminoacyl-tRNA biosynthesis - ®
Arginine biosynthesis
Central carbon metabolism in cancer - o
Ferroptosis - PS p-value
FoxO signaling pathway - . 0.0075
Fructose and mannose metabolism 1 o
GABAergic synapse - . 0.0050
Galactose metabolism - ® 0.0025
Glutamatergic synapse - 3
Glycerolipid metabolism -
y P . @ Number
Insulin resistance -
. . ® 25
Longevity regulating pathway - . ® s
Neuroactive ligand—receptor interaction 1 ¢ PY 7°5
Pantothenate and CoA biosynthesis - ® 100
Pentose and glucuronate interconversions | @ ® 125
Protein digestion and absorption -
Taste transduction -
Taurine and hypotaurine metabolism -
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