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B Score Distribution [Biclogical Process]

organaonitrogen compound biosynthetic process:
(90,487 | 2%)

cellular response to stimulus: (234,429 | 6%) //—\

phosphorylation: (355,372 ] 9%)

regulation of cellular process: (631,596 [ 15%)

cellular nitrogen compound biosynthetic process:
(376.273 | 9%)
gene expression: (618,014 | 15%)

RMA metabolic process: (387,122 | 9%)

\—transport: (507.541 [ 129%)

cellular protein modification process: (458,73 |
11%)

cellular macromolecule biosynthetic process:
(462,188 | 119%)

C Score Distribution [Biological Process]

— regulation of cellular metabolic process:
—
|

aromatic compound biosynthetic process:
{1,245.61 | 1%)

heterocycle biosynthetic process: (1,291,356 | |
1%

) .| transport: (7,585.198 | 7%)
organic cyclic compound biosynthetic process: | s

(1,368.278 | 19) 1
regulation of biological quality: (2,600,893 | |
2%)

(8,231.459 ) 7%)

regulation of nitrogen compound metabolic
process: (6,009,864 [ 5%)
regulation of gene expression: (3,005,521 ]
3%

cellular nitrogen compound biosynthetic
process: (3,090,535 | 3%)

cellular component biogenasis: (3,102,225 )
3%)

__—signal transduction: {5,440.643 [ 5%)

catabolic process: (3,546,022 | 3%)
negative regulation of cellular process:
(3,816,244 [ 3%)
response to stress: (3,852,185 [ 3%)

cellular macromelecule biosynthetic process:
{4,053.729 | 4%)

phosphate-containing compound metabolic
process: (4,118.044 [ 4%%)
positive regulation of metabolic process:
(4,361.475 | 4%)

RM& metabolic process: (4,420,469 | 4%)
regulation of response to stimulus: (4,436,596
| 4%)

system development: (5,327.098 | 5%)

regulation of primary metabaolic process:
(5,298,391 | 5%)

positive regulation of cellular process:
(4,976,718 | 5%)

organelle organization: (4,924,207 | 4%)

cellular protein modification process:
(4,890,657 [ 49%)

cell differentiation: (4,552,804 | 4%) response to chemical: (4,886,563 | 4%)




