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class ID_MIPS class  Function Description

1 [1,000] METABOLISM
2 [10,00,0] CELLULAR COMMUNICATION/SIGNAL TRANSDUCTION MECHANISM
3 [11,0,0,0] CELL RESCUE, DEFENSE AND VIRULENCE
4 [13,00,0] REGULATION OF / INTERACTION WITH CELLULAR ENVIRONMENT
5  [14,000] CELL FATE
6  [2000] ENERGY
7 [29,0,00] TRANSPOSABLE ELEMENTS, VIRAL AND PLASMID PROTEINS
8  [3,0,0,0] CELL CYCLE AND DNA PROCESSING
9 [30,0,0,0] CONTROL OF CELLULAR ORGANIZATION
10 [4,0,0,0] TRANSCRIPTION
11 [40,0,0,0] SUBCELLULAR LOCALISATION
12 [50,0,0] PROTEIN SYNTHESIS
13 [6,0,0,0] PROTEIN FATE (folding, modification, destination)
14 [62,0,0,0] PROTEIN ACTIVITY REGULATION
15 [63,0,0,0] PROTEIN WITH BINDING FUNCTION OR COFACTOR REQUIREMENT (structural or catalytic)
16 [67,0,0,0] TRANSPORT FACILITATION
17 [8,0,0,0] CELLULAR TRANSPORT AND TRANSPORT MECHANISMS
18 [98,0,0,0] CLASSIFICATION NOT YET CLEAR-CUT
19 [99,0,0,0] UNCLASSIFIED PROTEINS
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