| II ‘ fs];-!"' ‘1' s \UIOUY :
[1] European Molecular Biology Laboratory, European Bioinformatics Insitute,
Wellcome Trust Genome Campus, Cambridge CB10 1SD, UK

[2] Department of Biochemistry and Cambridge Systems Biology Centre,

University of Cambridge, Cambridge CB2 1GA, UK
[3] Department of Genetics, Evolution & Environment & UCL Cancer Institute, London WC1E 6BT
[poomeroweer |

PomBase Tel N
nb Stra ct search cdc2 (SPBC11B10.09)
BLAST

- »
® 4« CEEEEN T
» . —
Downloads About
. 0 A arfferror | Help .
Search is provided via a box at the top of all Gene standard ame Access via the
' Motif Search

The PomBase Genome Browser (http://genomebrowser.pombase.org) provides pages in the genome browser. Synonyms Okt PO, SPACTOKYO 453,34, w02, s, viee2 Neme pescripton Tools tab or from

Clone Resources
Product cyclin-dependent protein kinase Cdk1/Cdc2 Product Size Z97dd, 54.50 Kud

access to genome—scale data for the four Sequenced SChlzosaCCharomyceS Genomic Location Chromosome Il, 1500197-1502095 (1899nt); CDS:1500340-1501528 (1189nt) the gene pageS
species. The browser uses a customised version of the current Ensembl software ® - Search PomBase... Q

»

.

Find Genome Status

Home Tools § Submit

Community Help

15.00 kb Forwird stran cme—
- 1.4%4Mb 1.496Mb 1.498Mb 1.500Mb 1.502Mb 1.504Mb 1.506Mb 1.508
nes (o —
platform (www.ensembl.org).
iy} g | m— (]
Search results for ‘cdc2’ = SPRRNA33 >
mis ] CE
SwWs1 > SPBC11B10.08 >

Quick Links +

otein codin otein codin
Contigs T e >  Gene Ontology:

Using the browser it is possible to visualise gene models, comparative alignments,
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Description antisense RNA (predicted) [Source:PomBase;Acc:SPN
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Species Schizosaccharomyces pombe Gene and Transcript Tabs

Moreover, PomBase works with the research community to incorporate published
experimental into the genome browser tracks, where it can be visualised in a user-
configurable display. Data types already integrated include expression,
polymerase usage and intron branch points. By attaching WIG, BED, GFF, VCF or
indexed BAM files researchers can also directly visualise their own data as tracks
aligned to the genome.
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