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Introduction

e Powered by ensembl

e Ensembl project has been running for over
10 years

e Ability visualise a variety of data types, such
as gene models annotations, comparative
genomics, variations and common data
tracks

e Images from the genome browser are used
on the gene pages
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» Search PomBase...

Search results for 'cdc2’

Showing 2 Genes found in pombase

Filter by species: | Select a species... v
cdc2 [ SPBC11B10.09 ]
Description cyclin-dependent protein kinase Cdk1/Cdc2 [Source:PomBase;Acc:SPBC11B10.09]
Gene ID SPBC11B10.09
Species Schizosaccharomyces pombe
Synonyms Cdk1, Pi002, SPACTOKYO_453.34, Swo2, Twsl, Wee2

cdc2-antisense-1[ SPNCRNA.1438]
Description antisense RNA (predicted) [Source:PomBase;Acc:SPNCRNA.1438]
Gene ID SPNCRNA.1438

Species Schizosaccharomyces pombe
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Gene-based displays

F Summary Gene: cdc2 spBC11B10.09

r— Splice variants

r Transcript comparison Description cyclin-dependent protein kinase Cdk1/Cdc2 Source: PomBase SPBC11B10.09
- Supporting evidence B

L Gene alleles Synonyms cdkl, pi002, SPACTOKYO_453.34, swo2, twsl, wee2
£l Sequence Location Cl 1I: 1.500,197-1,502,095 forward strand.

L Secondary Structure i i i i
L External references About this gene This gene has 1 transcript (splice variant), 70 orthologues and 14 paralogues.
[~ Regulation Transcripts
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Transcript: cdc2

Transcript-based displays

Summary Transcript: cdc2 spec11810.00.1
Supporting evidence
- Sequence Description cyclin-dependent protein kinase Cdk1/Cdc2 Source: PomBase SPBC11810.09
Exons
E CDNA Location Chromosome II: 1,500,197-1,502,095 forward strand.
Protein About this transcript This transcript has 6 exons and is with 9 domains and features.

B External References
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& Ontology

F FYPO: phenotype (68)

I GO: biological process (14)

(~ GO: molecular function (7)

(- GO: cellular component (3)

L MOD: protein modification (4)
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Protein Information Statistics Exons: 6 Coding exons: 5 Transcript length: 1,562 bps Translation length: 297 residues
I Protein summary
- Domains & features Uniprot This ip p to the ing Uniprot i ifiers: P04551

Gene This transcript is a product of gene SPBC11B10.09
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(- EBI protein data summary
L Protein structure Prediction Method Genes annotated by PomBase
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B ID History PomBase release 26 - March 2015 © EBI About EnsemblGenomes | Contact PomBase | Contact Ensembl | Ensembl Help

Transcript history
Protein history




Protein summary @

Protein domains for SPBC11B10.09.1:pep.1
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Isoelectric point: 7.6821

Molecular weight: 34,358.53 g/mol
Number of residues: 297 aa
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Protein sequence @

Y Download sequence (Jf # BLAST this sequence Q Search Ensembl Genomes with this sequence

Exons Alternating exons Alternating exons Residue overlap splice site
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ENNRSNCVRLLDILHAESKLYLVFEFLDMDLKKYMDRISETGATSLDPRLVQKFTYQLVN
GVNFCHSRRIIHRDLKPQNLLIDKEGNLKLADFGLARSFGVPLRNYTHEIVTLWYRAPEV
LLGSRHYSTGVDIWSVGCIFAEMIRRSPLFPGDSEIDEIFKIFQVLGTPNEEVWPGVTLL
QDYKSTFPRWKRMDLHKVVPNGEEDAIELLSAMLVYDPAHRISAKRALQQNYLRDFH
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Transcript: cdc2

Transcript: cdc2 spec11810.00.1

Description
Location
About this transcript

cyclin-dependent protein kinase Cdk1/Cdc2 Source: PomBase SPBC11B10.09
Chromosome II: 1,500,197-1,502,095 forward strand.

This transcript has 6 exons and is with 9 domains and features.

This transcript is a product of gene SPBC11B10.09

1.90 kb Forward

Statistics

Uniprot

Type

Prediction Method

PomBase release 26 - March 2015 © EBI

Exons: 6 Coding exons: 5 Transcript length: 1,562 bps Translation length: 297 residues
This transcript corresponds to the following Uniprot identifiers: P04551

Known protein coding
Genes annotated by PomBase

About EnsemblGenomes | Contact PomBase | Contact Ensembl | Ensembl Help




BLAST search @

Create new ticket:

Search against:

Search tool:

Description (optional):
Configuration options

’ General options: #

’ Filters and masking options: #
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MENYQKVEKIGEGTYGVVYKARHKLSGRIVAMKKIRLEDESEGVPSTAIREISLLKEVND
ENNRSNCVRLLDILHAESKLYLVFEFLDMDLKKYMDRISETGATSLDPRLVQKFTYQLVN
GVNFCHSRRIIHRDLKPQNLLIDKEGNLKLADFGLARSFGVPLRNYTHEIVTLWYRAPEV
LLGSRHYSTGVDIWSVGCIFAEMIRRSPLFPGDSEIDEIFKIFQVLGTPNEEVWPGVTLL
QDYKSTFPRWKRMDLHKVVPNGEEDAIELLSAMLVYDPAHRISAKRALQQNYLRDFH
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BLAST search @

Recent Blast tickets: =

Showr/hide columns (1 hidden)

BLASTP

3

Ml BLASTP against Schizosaccharomyces pombe ASM294v2 (Proteins)

View results|

08/06/2015, 14:11

Hse<®d

\_

Job details ®

Job name

Species
Assembly

Search type

wnload results file

Results table =

Show m entries

SPBC11B10.09.1:pep
SPCC16C4.11.1:pep
SPAC1D4.11c.1:pep
SPCC18B5.11c.1:pep
SPAC24B11.11c.1:pep
SPAC23C11.16.1:pep
SPBC19F8.07.1:pep
SPBC18H10.15.1:pep
SPBC530.14c.1:pep
SPAC24B11.06c¢.1:pep

Showing 1 to 10 of 63 entries

[ Results for BLASTP against Schizosaccharomyces pombe ASM294v2 (Proteins)

BLASTP against Schizosaccharomyces pombe ASM294v2 (Proteins)
I |

. Schizosaccharomyces pombe

ASM294v2

BLASTP (WU BLAST)

Showr/hide columns (7 hidden)

cdc2 :1500340-1501525 [sequence] Forward
pefl 111:687757-688647 [Sequence] Forward
lkh1 1:656802-656867 [Sequence] Reverse
cdsl 111:739498-739575 [Sequence] Reverse
sid2 1:222503-222658 [Sequence] Reverse

lol 1:2165041-2165097 [sequence] Forward
mcs6 11:3243459-3244301 [Sequence] Forward
cdk1l 11:1795450-1796371 [Sequence] Forward
dskl 11:826260-826343 [Sequence] Reverse
styl 1:207005-207856 [Sequence] Reverse

- Length
297 [sequence]
287 [sequence]
22 [sequence;
26 [sequence;
54 [sequence;
19 [sequence;
293 [sequence]
298 [Sequence]
28 [sequence;
297 [Sequence]

7.4E-161

5.7E-83
6.8E-17
2.0E-23
5.2E-18
7.6E-18
2.0E-57
5.2E-57
1.7E-16
9.6E-49

100.0 [Alignment]
55.0 [alignment]
54.0 [alignment]
46.0 [Alignment
44.0 Alignment
42.0 [Alignment
41.0 Alignmenq
41.0 [Alignment
39.0 [alignment]
38.0 [Alignment]

HSP distribution on genome: a\

Click on the image
above to jump to a

chromosome, or click
and drag to select a
region




