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What Do We Want from Genomic 'f‘cfolf?

e Robust Annotation
o Automated Pipeline

e Multi-factorial Genomics Analysis
o Genome Centric Depth
o Comparative Genomics Breadth

e Community Resource
. o Integrated data (Community Hub)
1*! o User tools (Community Annotation)
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JG Gene Clusters
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JGI Links to External Databases
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Name: ANS918

Protein 1D: 4389

Location: hrl nidulans F Ad:181 -1817

Strand: -

Number of exons: 3

Description:

AspGD: Link to AN5918 in the Aspergillus Genome Database (AspGD) Site Map | Search
Best Hit 182 h j (model%: 99, hit%: 100, score: 2734, %id: 100) [ Aspe

A . R Options | Help |
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P 161 Catal
0006979 response o oxidative stress IPROQ2226 Catal
IPRO1161 Catala) | Summary | | oeys History | Literature | Gene Ontology | Phenotype | Protein
KOG GROUP KOG Id KOG Class KO|
Metabolism KOGOO47 Inorganic ion transport and metabolism Cat
catC BASIC INFORMATION | View References |
View nucleotide and 3-frame translati To Genome Browser
NCBI blastp Pr n f tran hﬂﬂn | carC !
NS918 To Genone Browser mﬂll I ANS9IB
0 1997 Alias | ANID_05918, ANIA_05918
B ' Feature Type | ORF, Verified
L B A D i 3D s an o eE e Description Putative catalase with a predicted roke in gluconic acid and
L 4 1 1 L L L L L 4 J gluconate metabolism (2)
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JGI From GenBank to MycoCosm (..
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FEATURES Location/Qualifiers

source 1..2740984
/organism="Scheffersomyces stipitis CBS 6054"
/mol type="genomic DNA"
/strain="CBS 6054"
/db xref="taxon:322104"
/chromosome="2"

gene 1613..>8355
/gene="ADD3.2"
/locus tag="PICST 66748"

RN A 1613..>8355 B
/gene="ADD3.2"
/locus_tag="PICST_66?48"
/product="ATP-dependent DNA helicase"
/note="Has EST support”

CDS 1876..8355
/gene="ADD3.2"
/locus_tag="PICST_66748"
/codon start=1
/transl table=12
/product-"ATP dependent DNA helicase"
/protein id="ABN64199.2"
Jdb xref="GI:149384933"

— /db_xref="JGIDB:Picst3 66'?4 —
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MycoCosm

e Integrates genomic data and analytical
tools for energy and environment fungi

e Offers community annotation tools and
data repository

e Aims to integrate into global system of
genomics data and tools
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