Global annotation overview and annotation-scheme coverage (eggNOG-mapper 2.0.1)

(A) COG functional categories (B) Annotation-scheme coverage

S Function unknown
E Amino-acid metab.
G Carbohydrate metab.
M Cell wall/membrane
L Replication/repair
C Energy production
P Inorg-ion metab.
K Transcription
J Translation
T Signal transduction
H Coenzyme metab.
| Lipid metab.
U Traffic/secretion
O PTM/chaperones
Q Secondary metab.
F Nucleotide metab.
V Defense
N Cell motility
D Cell cycle/division
W Extracellular
Z Cytoskeleton
A RNA processing 1213
B Chromatin 4200

Y Nuclear str. 45
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gene COG-category occurrences (non-exclusive) % of 773,034 annotated genes

COG categories are non-exclusive (one gene may carry several letters). Coverage denominator = 773,034 annotated non-redundant genes.



