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Bacillus subtilis Genome Database
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y GenomeNet for the Bacillus subrilis research community in Japan.
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CYORF Cyanobacteria Gene Annotation Database

Current Annotator CYORF is a vehicle by which the community of cyanobacteriologists
ble g s from ¢ bacteria. In this way,

experts from the field as a whole.

0 join in the effort. If you know something
that's not in this dz ed your insight!
For a list of your ¢ are annotators, click here.
For more on the history of CYORF, click here.
For the plans to expand the capabilities of this site, click here.

Username

Password | T (Login)

New Annotator Guidelines for the community annotation of the CYORF database

Click here to join the annotation

effort Download KegArray and try it out with the KEGG Expression Database
Non-annotator
Please use the following read-only version
Select organism Al 3) (Help
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Search references | PubMed ID ) (Go) (cle:

Select organism Synechocystis PCC6803
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KEGG resources | KEGG pathways ¢ ) (Go)

CyanoBase (Go)

Last updated: January 18, 2006
Feedback form

Served by GenomeNet for the cyanobacteria research community
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List of genes for KEGG OC

OC number: 1336.1 (10868 genes)
Keyword: syn:sll1452

ey
Note: only 10000 are listed (server limit).
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KEGG SSDB (Sequence Similarity Data Base) & [-&C
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NN SSDB Gene Cluster Search Result: syn:sll1452
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SSDB Gene Cluster Search Result

KEGG ID : syn:sll1452 (670 a.a.) [GFIT]
Definition: ABC-type nitrate/nitrite transport system ATP-binding protein

Include: ¥ best hits Gap size: '3 73
Sort by: *) SW-score () KEGG-species

Search against: ¥ Bacteria ¥ Archaea ™ Eukaryotes

Threshold: 100 &) (Go)
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