PomBase (http://www.pombase.org) is a model organism database to

support the organization of and access to scientific data for the fission

o Contact

yeast Schizosaccharomyces pombe. PomBase supports genomic sequence
and features, genome wide datasets and manual literature curation.

The PomBase interface is built on a Drupal server with the data housed
within an Ensembl genome database (http://www.ensemblgenomes.org).
Gene summary pages present the data related to a gene, including the

gene type, product,

sequence features, phenotypes,

annotation, modifications and physical and genetic interactions.

multiple feature types.

summary pages.

The Ensembl

and ChlP-seq assay,
throughput data types.

Examples of

orthologous regions by comparative analysis of related genomes.

PomBase also provides a community hub for researchers,

genome statistics,
documentation FAQs and mailing lists.

a community curation interface,

The Advanced Search allows users to search by gene ID or name, feature type (e.g. protein
coding, tRNA or rRNA), chromosome, Gene Ontology annotations, exon count or protein domain
identifier. Multiple filters can be combined to compose larger queries.
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platform (http://www.ensembl.org) also has a genome
browser that can be used to visualise the data. Every gene summary page
has direct links to the relevant pages of a customised Ensembl genome
browser providing the functionality to store, analyse and visualise a wide
variety of datasets mapped to the genome either from sources located on
the server or via externally loaded URLs or data files.
supported datasets include whole genome resequencing data, ChIP-chip
mapping to microarray probes and other high-

The Ensembl-style browser also provides views of

providing

Gene Ontology
A query
builder has been, on top of a BioMart server, to allow users to search by
A query history summarises queries and allows
queries to be combined and edited. Results pages provide access to gene

Gene Product

SPAC13G6.08

Cdc20/Fizzy subfamily WD repeat protein
(SPAC13G6.08)

ribonucleoside reductase large subunit

cdc22 (SPAC1F7.05)
Cdc22

cdc25 (SPAC24H6.05) M phase inducer phosphatase Cdc25

slpl (SPAC821.08c) sleepy homolog Slp1

cdc24 (SPAC8F11.07c) DNA replication protein Cdc24

cyclin-dependent protein kinase
Cdk1/Cdc2

cdc2 (SPBC11B10.09)

cdc23 (SPBC1347.10) MCM-associated protein Mcm10

cdc27 (SPBC1734.02c) DNA polymerase delta subunit Cdc27

cdc28 (SPBC19C2.01) ATP-dependent RNA helicase Cdc28

cdc20 (SPBC25H2.13c) \
R

ibpl (SPBC839.07) CdcXp family phosphatase Ibpl

mug55 (SPCC1620.04c) Cdc20/PRgzy subfamily WD repeat protein

mcm4 (SPCC16A11.17) MCM comple€dgubunit Mcm4/Cdc21

The quick
search provides
a simple way to
query the
database.

events,

Simple Search

Query Results

The Query Builder allows you to construct complex database queries. In the New Query interface, you can perform a single search, or combine query
drop-down menus to select search parameters, and the + and - buttons to add or remove search components.

Advanced Search A
Genome Regions

GO Slim Annotations

You can use the Query History to build more complex combinations of query elements, using OR (union) and NOT (subtract) operators as well as AND, and nested queries.

— Filter

operator, or use the NOT to exclude defined terms. Use the

Please select the required filter(s)

Select Filter:

| Genes By Type

Operator: Select Filter:
|AND v | | Genes On Chromosome ...
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Feature Type:
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Chromosome:
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Use the Chromosome Range Filter to select a

specific region of the chromosome.

Minimum: Maximum:
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Count includes exons that are UTRs

Submit
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Query Builder

Query Builder

Query

[ biotype(protein_coding) J[ chromosome_name(ll) ][ 5 € exon_counts 7

Matching Genes (95)

ID Name
SPAC12D12.09 rev7
SPBC106.12¢c SPBC106.12¢c
SPBC106.20 exo70

SPBC1105.07c SPBC1105.07c

SPBC1105.09 ubc15

SPBC119.14 rti1

SPBC11B10.09 ) cdc2
SPBC11C11.01 SPBC11C11.01

SPBC11C11.04c alp1
SPBC11C11.11c irc3
SPBC1271.11 SPBC1271.11
SPBC1271.12 kes1

SPBC1289.05 vma1i0

History

O] Query ID Options Results
] 1 [ biotypeisnoRNA} ][ chromosome_name(lll} ] 4

L] 2 [ biotype(protein_coding) ][ chromosome_name(ll} ][ 6 £ exon_count= 7 ] 44

L 3 [ biotype(protein_coding) ][ chromosome_name(ll} ][ 5 £ exon_count= 7 ]

\ Delete Selection \ | Join Queries (Or) \ \ Join Queries (And)

Below are Queries that have been built in this session. From here queries can be edited or joined together to create new queries.

A query history page summarises
previous queries and provides access to
the results, but also allows for queries
to be edited and for pre-existing
queries to be combined into a new,
composite query.

Description

DNA polymerase zeta Rev7 (predicted) [Source:GeneDB_Spombe;Acc:SPBC12D12.09]

THO complex subunit (predicted) [Source:GeneDB_Spombe;Acc:SPBC106.12c]

exocyst complex subunit Exo70 (predicted) [Source:GeneDB_Spombe;Acc:SPBC106.20]

nuclear pore associated protein Thp1-Sac3 complex subunit (predicted) [Source:GeneDB_Spombe;Acc:SPBC1105.07¢]
ubiquitin conjugating enzyme Ubc15 [Source:GeneDB_Spombe;Acc:SPBC1105.09]

Rad22 homolog Rti1 [Source:GeneDB_Spombe;Acc:SPBC119.14]

cyclin-dependent protein kinase Cdk1/Cdc2 [Source:GeneDB_Spombe;Acc:SPBC11B810.09]

U2-associated protein (predicted) [Source:GeneDB_Spombe;Acc:SPBC11C11.01]

tubulin specific chaperone cofactor D, Alp1 [Source:GeneDB_Spombe;Acc:SPBC11C11.04c]

mitochondrial ATP-dependent DNA helicase Irc3 (predicted) [Source:GeneDB_Spombe;Acc:SPBC11C11.11¢]
mitochondrial tricarboxylate transporter (predicted) [Source:GeneDB_Spombe;Acc:SPBC1271.11]

oxysterol binding protein (predicted) [Source:GeneDB_Spombe;Acc:SPBC1271.12]

V-type ATPase V1 domain subunit G (predicted) [Source:GeneDB_Spombe;Acc:SPBC1289.05c]

splicing factor Spf38 [Source:GeneDB_Spombe;Acc:SPBC1289.11]
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protein_coding

Chromosome

The results page displays the names,
product descriptions, feature types
and chromosome locations of the
genes matching the query, and
provides links to the relevant gene
summary pages.

The query builder is constructed on top of a BioMart data warehouse, a flexible query-
oriented database able to support a wide variety of gene-centric queries.

The Ensembl-based genome browser provides the
capability to visualise mapped datasets, such as
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News Archive

PomBase is a comprehensive database for the fission yeast
Schizosaccharomyces pombe, providing structural and
functional annotation, literature curation and access to large-
scale data sets.

PomBase web site fully live

We are pleased to announce that the PomBase web site, www.pombase.org, is now fully live;
the preview phase has ended. The site has been updated with an assortment of new features,

Alert: Please note that the GeneDB (S. pombe) site will no longer be available after May 14, datatypes, and bug fixes.

2013. Active development of PomBase will continue, so please let us know if PomBase lacks
any features or tools that you used in GeneDB, or if you notice any missing data or
performance issues.

More recent data, reflecting additions and changes through March 20, 2012, are now available
on gene pages and in search results.

The updated site features a Gene List Search that provides behavior equivalent to GeneDB's
List Download. You can now type or paste lists into the Gene Systematic IDs and Gene Names
filters, and use the Query History to combine a gene list search with other search options. For
convenience, there is a direct link to a search page pre-configured to accept a list of systematic
IDs...

You can reach us via the PomBase helpdesk (email helpdesk@pombase.org or use the web
form)

Synonyms Feature Type

protein_coding T

PomBase preview launch

protein_coding A preview of PomBase, the new model organism database for the fission yeast
Schizosaccharomyces pombe, has been announced to the S. pombe community for testing
and feedback. For more on PomBase, see the NAR Database Issue paper (PubMed abstract)

or contact the PomBase staff.
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PomBase NAR paper published online
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rotein codin
twsl P - g

A paper describing PomBase has been published online will be included in the 2012
Database Issue of Nucleic Acids Research. Abstract and open access full text are available.
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Detailed Geff&"OVerview pages aggregate all annotations and
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databases.
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