Contact networks for GO-slim terms

The figures below show the contact networks (frequency > 5) for each of the
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endoplasmic reticulum 616 / 362
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chromosome 673/ 329

ribosome 236 / 333
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mitochondrial envelope 311 / 302
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plasma membrane 579 / 279
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chromosome segregation 143 / 140

cofactor metabolic process 136 / 167
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cellular respiration 26 / 92
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lipid binding 14/ 71

nucleotidyltransferase activity 10 / 64



14

oow (Y)
o 0000 o0 o
\ 000 g o
\eoo/ o O
o\ 00/ 07,
\ @.,v\\
°® w\oou
o [ 00¢0
o\ %0
o A AT
/.
0
[ ]
[ ]
o
oooo e ®®
[ ] o e @ [ N ]
L] e oo © [ ]
[ ] .. ...
by oo-ocoo
Seeta
® ... o

vitamin metabolic process 29 / 60

nucleus organization 29 / 64

peroxisome 10 / 60

pseudohyphal growth 17 / 63
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peroxisome organization 18 / 59

vacuole organization 12 / 60
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