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RefEX http://refex.dbcls.jp/ HIE, BRR. BEE. @i
DBCLS SRA http://sra.dbcls.jp/ B RR
GGRNA http://ggrna.dbcls.jp/ EER
GGGenome http://gggenome.dbcls.jp/ EER
TogoDoc/Client http://tdc.cb.k.u-tokyo.ac.jp/ £, BB Bt
E R
—
TogoDB http://semantic.togodb.dbcls.jp/ 2. EE. R, BE HFH
TogoWS http://togows.dbcls.jp/ =AE(L, ,\ﬁ
TogoTable http://togotable.dbcls.jp/ L, EE. BER, BE, HF
TogoGenome/TogoStanza http://togogenome.org/ BEL, £5R. BR, BIE, ,\ﬁ afR1E
DBCLS Galaxy http://galaxy.dbcls.jp/ QEMB\ HH
BodyParts 3D http://lifesciencedb.jp/bp3d/ AL, ZEE, H£B. &t
B S s ULIE
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PubAnnotation http://pubannotation.dbcls.jp/ ZEXEr, 5. BE £F
TextAE ZxE(p, EIE, QEMIZ\ H#HE
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TogoCenome

CoBLLS
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Address: 2-11-16 Yayoi. Bunkyo-ku, Tokyo
Phone: +81 (3) 5841 6754

<4/|» A | A L+ O hup / frogogenome.org/ mappings fconventAutf8 = 7 &from_database=10gogenomelidentifiers = 103690%3Aa10004%0DX0A 103690%3Aak0022%00%0A103690%34: € HIQ~ Google ) m
N 88 efa ’ DBCLSgs  DBCLSwiki Bookmarklet Al N Wikipedia ur o M8 Gmall SCATrac Resv Clipto Evernote  spacer.gé
D cenome
Facets Sequence ID Mapping Hide +
103690:al10004

® YogoGenome 10069020022 O TogoGenome

- 1036902110374 =

O UniProt O UniProt

O RefSeq O RefSeq

O pfam @ pfam

O NCBI Gene O NCBI Gene

O NCBI Protein O NCBI Protein

From Database To Database
From TogoGenome URL To Pfam URL
103690:2110374 http://togogenome.org/gene/103690:2110374 PFO015S http//pfam.sanger.ac.uk/family/PF00155
103690:a110004 http://togogenome.org/gene/103690:a110004 PFO0231 http://pfam.sanger.ac.uk/family/PF00231
103690:2110374 http://togogenome.org/gene/103690:2110374 PFO0266 http//pfam.sanger.ac.uk/family/PF00266
103690:al10374 http://1ogogenome.org/gene/103690:a110374 PFOYOM hitp//pfam.sanger.ac.uk/family/PF0104
103690:2110374 http://togogenome.org/gene/103690:2110374 PFO1053 http//pfam.sanger.ac.uk/family/PF01053
103690:alr0022 http://togogenome.org/gene/103690:alr0022 PF00502 http://pfam.sanger.ac.uk/family/PF00502
103690:2110004 http://togogenome.org/gene/103690:2110004 PFO8967 http//pfam.sanger.ac.uk/family/PF08967




STANZA

e

=B IRIR EYiE BIET

6 Stanza _ 12 Stanza ' 13 Stanza

CPONIE (38000 BAOISIE FILPAORE



m Eﬁiﬁiﬁ l/ I-l-:_ I\ \N— :/“ O Microbe /"

anNno TogoGenome
| <|»|lA|lA]  http: / /togogenome.org/environment/MEO_0000038 ¢ HQ- Google |®)
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Environment attributes Inhabitants statistics Inhabitants Geographicalmap Taxonomiccomposition Environmental ontology (MEO)

Environment: MEO 0000038

Environment attributes

Environment fresh water

Description Fresh water is generally characterized by having low concentrations of dissolved salts and other total dissolved solids.
MEO MEO_0000038

Exact synonyms

Inhabitants statistics

GOLD 303
M 25
NBRC 34
Inhabitants
Original source Organism name Taxonomy ID Isolation Environments m
Gc01999 Thermoproteus tenax Kra 1 768679 fresh water
Gi12071 Hydrogenobaculum acidophilum 34092 fresh water

GcD09%44 Thermotoaa neapolitana DSM 4359 309803 fresh water
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Environment attributes

Environmental ontology (MEO)

food related O

O petrcleum
fuel O O aviation fuel
O codd

waste water O

saline water O
O fresh water
O seawater
O pondwater
O surface water
oceanwater O
O marire water body
groundwater O
water O O sterile water
O brackish water
O hot water
O xidicwater
O dailylife water
O hot spring water
O ke water
O mine water
O muddy water
O river water
O spring water
O tidal water
O cold water
O rainwater
O contaminated water

O frost Sowers
icemass O
e O 9 ice wedge

Inhabitants statistics Inhabitants Geographical map Taxonomiccomposition Environmental ontology (MEO)

O sake koji garter
O sake mash
O sake yeast starter
O seedmalt

sourcough O O wheat sourdough

O soy sauce malt
O soy sauce mash
O Tamaxi koji

O yeast cake

O beerwart

O wine must

O ait

mine grainage O
O olive mill wastewater
O drain water
O industrial wastewater

brire O O ol brine
O marine bulk water
O hypersaline water
O saline lake water

coastal water O O couastal water body

O underground water

O seaice

- O Microbe 1"

O sewage O acid mine drainage
O pyritic acid mine drainage
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 http: / /togogenome.org/organism/ 1036908 organism_phenotype ¢ Q- Google
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Organism name Genome information Ortholog profile Taxonomicinformation Culture collections Medium information Phenotype

Organism: 103690

Organism name
Scientific name « Nostocsp.PCC7120

Synonym « Anabaena variabilis UTCC 387
« Anabaena sp. DCCDO0672
« Nostocsp. ATCC 72893
« Anabaena sp. (ATCC 27893)
« Nostocsp. AKM24
« Anabaena sp.SAG 2582
« Nostoc sp.Ind43
« Anabaena sp.IRRI ‘Ab 47 XX'
« Nostoc muscorum ISU
« Anabaena sp.(PCC7120)
o Nostocsp. ATCC 27347
« Anabaena sp. UTEX'B 2576'

Genbank synonym « Anabaena sp.PCC7120

Misspelling « Anabaena sp. AKM8
« NostocPCC7120
« Anabaena PCC7120
« Nostoc sp.strain PCC7120
« Anabaena sp. (strain PCC 7120)
« Anabaena sp.UTEX 2576
« Anabaena 7120
« Anabaena sp.PCC7120
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4|/» |A|A  http: / /togogenome.org/organism/ 135 18organism_medium_information C M Q- Google @

Medium information Phenotype information Genomicplot Pathogeninformation Organism cross references

Medium information
MediumID
Medium name
VMedium type

Defined ingredient

Undefined ingredient
Support medium

Water

NBRC_M310
MRS Medium
Undefind medium

Polysorbate 80, Potassium phosphate dibasic, Magnesium sulfate heptahydrate, Sodium acetate, Distilled water, Manganese
sulfate n-hydrate, Diammonium hydrogen citrate, Glucose

Peptone, Yeast extract, Meat extract
Agar

Distilled water

Phenotype information

No data

Genomic plot




g profile Taxonomic information

Phenotype information

Cell shape

Oxygen requirement
Temperature range

VOptimI growth pH

Optimal growth temperature

Motility

Genomic plot

Culture collections Medium information

Filament
Aerobe
Mesophile
71

26°C

Motile

Phenotype information

| Q~ Google

Genomic plot

Pathogen informatio




Genomic plot

Culture collections

Gene number

<« | » || A|A]|+ O nup//rogogenome.org/organism/103690#genome_plot

Medium information

X-Axis

Genome size

Gene number

rRNA number
tRNA number

Phenotype information

Genomic plot

Pathogen information

Or
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Protein names Genomiccontext Gene attributes Nucleotide sequence Protein attributes Protein sequence Protein general annotat

Gene: 103690:al12699

Protein names

Protein names
Genes names Ordered Locus Names all2699
Organism Nostoc sp. (strain PCC 7120/ UTEX 2576)
Taxonomic identifier 103690
Taxonomic lineage « Bacteria
« cellular organisms
+ Nostoc
« Nostocaceae
« Nostocales

« Cyanobacteria
« Nostoc sp. (strain PCC 7120/ UTEX 2576)

Genomic context

3288210 3291652
protein coding gene
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acidic water
brackish water
Facets Sequence ‘ apping cold water

contaminated water
x fresh water daily life water

Al hydrosphere B - water m

ground water

Environment

Taxonomy » Cyanobacteria

hot spring water
All B - Bacteria 8 - Cyanobact

hot water
GO: BiologicalProcess » lake water

All S marine water body
mine water

GO: MolecularFunction »
muddy water

All 2

ocean water

GO: CellularComponent » pond water
All B rainwater

river water

E—

sea water

Showing 1 to 25 of 12,853 entries (filtered from 1,292,481 total entries) spring water Show 25 & entries
sterile water

0 surface water

tidal water

waste water . ° °
& Download CSV

All columns 4

Search:
Description Gene UniProt ID Gene ontologies Organism Environments
NAD{(P)H-quinone o APPUASWS_00373 X6DUG3 e transport Arthrospira platensis str. Paraca o fresh water
oxidoreductase subunit M o oxidoreductase activity, acting on NAD(PIM, e freshwater habitat
quinone or similar compound as acceptor

e quinone binding

e thylakoid membrane
505 ribosomal protein L27 o APPUASWS_00598 X6E668 e translation Arthrospira platensis str, Paraca o fresh water

e structural constituent of ribosome e freshwater habitat

e ribosome
Cytochrome bé-f complex o APPUASWS _00834 K6EQWS o photosynthesis Arthrospira platensis str, Paraca o fresh water
subunit 8 e cytochrome complex assembly o freshwater habitat

o electron transport chain

o electron transporter, transferring electrons within
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TogoGenome
<l | A |+ / 6 hitp / 1togogenome.org/mappings /corverthutlB = vafrom_databasestogogenomedidentfiers = 10 3690%IAaI0004%0D%0A 103690%3Aa0022%00%0A103630%34. & Q- Coogle fo)

1 bos oL DECL | (o . ’ A \ \ : - . -

Facets  Sequence 1D Mapping Hide ¥
103690200004

® YogoGenome 10360020022 O TogoGenome

—~ 1036902010374 -

 UniProt O UniProt

O RefSeq O RefSeq

O pfam @ pfam

O NCBI Gene O NCBI Gene

O NCBI Protein O NCBI Protein

From Database To Database

—

From TogoGenome URL To Pfam URL
103690:0110374 hitp//togogenome.org/gene/103690:aN0374 PFO0155 http://pfam.sanger.ac.uk/family/PFO0155
103690:2110004 hitp//togogenome.org/gene/103690:aN0004 PF00231 http://pfam.sanger.ac.uk/family/PF0023
103690:2110374 http//togogenome.org/gene/103690:2N0374 PF00266 http//pfam.sanger.acuk/family/PFO0266
103690:al10374 hitp//togogenome.org/gene/103690:aN0374 °F01041 http://plam.sanger.ac.uk/family/PF01041
103690:2110374 http//togogenome.org/gene/103690:aN0374 PFO1053 http//pfam.sanger.ac.uk/family/PF01053
103690:air0022 hitp//togogenome.org/gene/103690:akr0022 PF00S502 http://pfam.sanger.ac.uk/family/PFO0502
103690:a110004 hitp//togogenome.org/gene/103690:aN0004 PFO8967 http://pfam.sanger.ac.uk/family/PFO8967
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Y& S EBIGT BinT Pfam

Nostoc punctiforme ATCC291330 K IK 7323 5997
Anabaena variabilis RIK 5754 5083
Anabaena sp. PCC 7120 R IK 6131 5052
Gloeobactor violaeus PCC 7421 RIK 4430 3833
Thermosynechococcus elongatus BP-1 R IK 2475 2452
Synechocystis sp. PCC 6803 TN 3264 3142
Synechococcus sp. PCC 6301 RIK 2525 2475
Synechococcus elongatus PCC 7942 R IK 2653 2516
Prochlorococcus marinus MIT 9313 37K 2265 1933
Prochlorococcus marinus MED 4 K 1712 1560
Prochlorococcus marinus SS 120 BIK 1882 1609
Synechococcus sp.WH 8102 37K 2517 2066
Crocosphaera watsonii WH 8501 BIK 6751 3759
Trichodesmium erythraeum 7K 7713 3462
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Functional class Number of Pfam domains
Transporter, Outer membrane 8
Signal transduction 10
Metabolism 13
Others 3
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