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. A: RNA processing and modification [1470~4.18%]

B: Chromatin structure and dynamics [279~0.79%]

. : Energy production and conversion [1464~4.17%]

D: Cell cycle control, cell division, chromosome partitioning [317~0.9%]
. Amino acid transport and metabolism [1294~3.68%]

. F: Nucleotide transport and metabolism [376~1.07%)]

: Ci transport and [2020~5.75%]
: Coenzyme transport and metabolism [447~1.27%]
. Lipid transport and metabolism [1074~3.06%)]
Translation, ribosomal structure and biogenesis [1935~5.51%)]
[ K: Transcription [2445~6.96%]
L: Replication, recombination and repair [864~2.46%)
. M: Cell wall/membrane/envelope biogenesis [396~1.13%)]

: Cell motility [0~0%]
.0: Posttranslational modification, protein turnover, chaperones [3463~9.86%]

Inorganic ion transport and metabolism [1054~3%]
Q: Secondary metabolites biosynthesis, transport and catabolism [1195~3.4%]

. General function prediction only [0~0%)]

S: Function unknown [9926~28.25%)]

. Signal transduction mechanisms [2856~8.13%)]

U: Intracellular trafficking, secretion, and vesicular transport [1460~4.16%]

. Defense mechanisms [372~1.06%)
W: Extracellular structures [5~0.01%)]
I 0 10 v: Nuclear structure [15~0.04%]

. Z: Cytoskeleton [405~1.15%]

Function Class

COG Function Classification of Consensus Sequence
A: RNA processing and modification [6~0.04%]

Frequency

C: Energy production and conversion [1130~7.86%]
D: Cell cycle control, cell division, chromosome partitioning [179~1.24%]

E: Amino acid transport and metabolism [1164~8.09
F: Nucleotide transport and metabolism [332~2.31%]

I B: Chromatin structure and dynamics [28~0.19%]

1| G: Carbohydrate transport and metabolism [1749~12.16%]
H: Coenzyme transport and metabolism [631~4.39%]
1: Lipid transport and metabolism [1008~7.01%]
J: Translation, ribosomal structure and biogenesis [1559~10.84%]
K: Transcription (254~1.77%]
L: Replication, recombination and repair 481~3.34%]
M: Cell wallimembrane/envelope biogenesis [754~5.24%)
N: Cell motiity [42~0.29%]

o protein turnover,
11 P: Inorganic fon transport and metabolism [753~5.24%]
l Q: Secondary metabolites biosynthesis, transport and catabolism [849~5.9%]
R: General function prediction only [1518~10.55%]
: Function unknown [306-2.12%]
| T: Signal transduction mechanisms [1377~9.57%]
| U: Intracellular trafficking, secretion, and vesicular transport [74~0.51%]
V: Defense mechanisms [524~3.64%]
I W: Extracellular structures [18~0.13%]
X: Mobilome: prophages, transposons [14-~0.1%]
= - ni-_ 1 1| Y: Nuclear structure [0~0%]

ST T T T T T T T T T | Z: Cytoskeleton [80~0.56%]
ABCDEFGH I JKLMNOPQRSTUVWXYZ

Function Class

[1456~10.12%]

Percentage of genes
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cellular component

molecular function biological process

I Setaria italica[15577~34.72%]
Setaria viridis[8919~19.88%]
B Panicum miliaceum[2040~4.55%]
Panicum hallii[1658~3.70%]
I Digitaria exilis[1353~3.02%]
Panicum hallii var.[1040~2.32%)]
[ Zeamays[971~2.16%]
Dichanthelium oligosanthes[963~2.15%]
[ Sorghum bicolor[772~1.72%]
Other[11568~25.78%]



