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2006.1.1 348 1,852,171 7,983
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Metabolism
Carbohydrate Metabolism (15)
Energy Metabolism (8+1)
Lipid Metabolism (17+1)
Nucleotide Metabolism (2)
Amino Acid Metabolism (13)
Metabolism of Other Amino Acids (9)
Glycan Biosynthesis and Metabolism (15+3)
Biosynthesis of Polyketides and Nonribosomal Peptides (9)
Metabolism of Cofactors and Vitamins (12)
Biosynthesis of Secondary Metabolites (30)
Xenobiotics Biodegradation and Metabolism (26)
Overview / Enzyme Families (0+4)
Genetic Information Processing
Transcription (3+1)
Translation (2+2)
Folding, Sorting and Degradation (4+3)
Replication and Repair (6+3)
Environmental Information Processing
Membrane Transport (4+2)
Signal Transduction (14+1)
Signaling Molecules and Interaction (4+8)
Cellular Processes
Transport and Catabolism (3)
Cell Motility (3+2)
Cell Growth and Death (6)
Cell Communication (4)
Circulatory System (2)
Endocrine System (7)
Immune System (14)
Nervous System (3)
Sensory System (2)
Development (2)
Behavior (3)
Human Diseases
Cancers (15)
Immune Disorders (6)
Neurodegenerative Diseases (5)
Circulatory Diseases (4)
Metabolic Disorders (3)

Infectious Diseases (4)
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OHEEY v 7 B2 6hTnd, SH%IGEREHREH.0IC OMIM
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T 1000 BRSO AEMREIZ & M5 500 TOMIE T - 2 VSvH
2L, ZD1/3IZHBET /T —> 3 v EDIFTW5E, —h, &
VST BEH T — 4 & EEIICHE D TV B UniProt 1213 KEGG
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vavEFIMETEEL, AR ITRNTOT ) AT fFT
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vrFuv s bAEEIRTWS, Zho s FEETT /7 —
VaVvEAZEEARTRTHY., B2IIEMEDT VY 2 — 4 4L
HRTEZ2/HETHY., EHEFSFNOBE» 5 8 EHETH
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