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New features include:

 New/Improved tools
— New hit-list management
— Sequence Downloader
— Revised Jump-to-Gene/Search box

 Enhanced Gene Reports
— Navigation panel
— GO summary ribbons
— Protein domain graphics
— Reference filtering
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New hit-lists

Cdk1

Show results for

| Aberration (12)

I Allele (135)

~1 Clone (81)

Gene (49)

Gene Group (3)

Gene Ontology (4)

Insertion (29)

Large Dataset Metadata (2)

Natural Transposon (2)

Physical Interaction (15)

Polypeptide (1)

Reference (435)
Sequence Feature (18)

1 Stock (17)

Transcript (1)

Transgenic Construct (51)

show empty

clear

View As
Q analysis tools here —n
iElList | B Table
1-50 of 485
« Previous - 2 3 .. 10 —Next
Cdk1 Cyclin-dependent kinase 1 (CG5363, FBgn0004106) Gene
Feature type: protein_coding_gene Gene model status: Current
Sequence Location: 2L.:10,384,739..10,386,262 [-] Cytogenetic Map: 31D11-31D11
44 Alleles 24 Stocks 1 Transcript 1 Polypeptide 360 References

Gene Snapshot v  Cyclin-dependent kinase (Cdk1) is a catalytic protein kinase subunit that can only become active after association with either

@CycA@, @CycB@ or @CycB3@. The protein kinase activities of these complexes (@CycA@-Cdk1, @CycB@-Cdk1,
@CycB3@-Cdk1) control important aspects of progression through the cell cycle. Functionally, the different Cdk1 complexes are partially redundant. They
phosphorylate hundreds of target proteins and are most important for progression into and through mitotic and meiotic M phases.

Cdk1-RA (, FBtr0080051) Transcript

Type: mRNA Length (nt): 1082 Associated CDS (aa): 81 Supporting clones

Stumpff et al. (2004) (FBrf0183813) Reference
Title: Drosophila Wee1 kinase regulates Cdk1 and mitotic entry during embryogenesis.
Citation: Curr. Biol.. 2004;14:2143--2148 Publication type: paper
PubMed PMC EuropePMC Journal website

Abstract v  Cyclin-dependent kinases (Cdks) are the central regulators of the cell division cycle. Inhibitors of Cdks ensure proper coordination of cell

cycle events and help regulate cell proliferation in the context of tissues and organs. Wee1 homologs phosphorylate a conserved tyrosine to
inhibit the mitotic cyclin-dependent kinase Cdk1. Loss of Wee1 function in fission or budding yeast causes premature entry into mitosis. The importance of
metazoan Wee1 homologs for timing mitosis, however, has been demonstrated only in Xenopus egg extracts and via ectopic Cdk1 activation . Here, we
report that Drosophila Wee1 (dWee1) regulates Cdk1 via phosphorylation of tyrosine 15 and times mitotic entry during the cortical nuclear cycles of syncytial
blastoderm embryos, which lack gap phases. Loss of maternal dweel leads to premature entry into mitosis, mitotic spindle defects, chromosome
condensation problems, and a Chk2-dependent block of subsequent development, and then embryonic lethality. These findings modify previous models

about cell cycle regulation in syncytial embryos and demonstrate that Wee1 kinases can regulate mitotic entry in vivo during metazoan development even in
cycles that lack a G2 phase.

1 Aberration 13 Genes 1 Transgenic Construct 6 Alleles 1 Insertion
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Sequence Feature (18)
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clear

View As
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« Previous - 2 3 .. 10 —Next
Cdk1 Cyclin-dependent kinase 1 (CG5363, FBgn0004106) Gene
Feature type: protein_coding_gene Gene model status: Current
Sequence Location: 2L.:10,384,739..10,386,262 [-] Cytogenetic Map: 31D11-31D11
44 Alleles 24 Stocks 1 Transcript 1 Polypeptide 360 References
Gene Snapshot v  Cyclin-dependent kinase (Cdk1) is a catalytic protein kinase subunit that can only become active after association with either
@CycA@, @CycB@ or @CycB3@. The protein kinase activities of these complexes (@CycA@-Cdk1, @CycB@-Cdk1,
@CycB3@-Cdk1) control important aspects of progression through the cell cycle. Functionally, the different Cdk1 complexes are partially redundant. They
phosphorylate hundreds of target proteins and are most important for progression into and through mitotic and meiotic M phases.
Cdk1-RA (, FBtr0080051) Transcript
Type: mRNA Length (nt): 1082 Associated CDS (aa): 81 Supporting clones
Stumpff et al. (2004) (FBrf0183813) Reference
Title: Drosophila Wee1 kinase regulates Cdk1 and mitotic entry during embryogenesis.
Citation: Curr. Biol.. 2004;14:2143--2148 Publication type: paper
PubMed PMC EuropePMC Journal website

AbStract & Cyoin-dependent Kinases (CAKs) are the central reguIators of the Gell ivision Gycle. INMIDIors of CKs ensure proper coordination of cell |

cycle events and help regulate cell proliferation in the context of tissues and organs. Wee1 homologs phosphorylate a conserved tyrosine to
inhibit the mitotic cyclin-dependent kinase Cdk1. Loss of Wee1 function in fission or budding yeast causes premature entry into mitosis. The importance of
metazoan Wee1 homologs for timing mitosis, however, has been demonstrated only in Xenopus egg extracts and via ectopic Cdk1 activation . Here, we
report that Drosophila Wee1 (dWee1) regulates Cdk1 via phosphorylation of tyrosine 15 and times mitotic entry during the cortical nuclear cycles of syncytial
blastoderm embryos, which lack gap phases. Loss of maternal dweel leads to premature entry into mitosis, mitotic spindle defects, chromosome
condensation problems, and a Chk2-dependent block of subsequent development, and then embryonic lethality. These findings modify previous models

about cell cycle regulation in syncytial embryos and demonstrate that Wee1 kinases can regulate mitotic entry in vivo during metazoan development even in
cycles that lack a G2 phase.

I 1 Aberration 13 Genes 1 Transgenic Construct 6 Alleles 1 Insertion I
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Reference (435)
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View As
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ene snapshot v Cyclin-dependent kinase (Cdk1) is a catalytic protein kinase subunit that can only become active after association with either

@CycA@, @CycB@ or @CycB3@. The protein kinase activities of these complexes (@CycA@-Cdk1, @CycB@-Cdk1,

@CycB3@-Cdk1) control important aspects of progression through the cell cycle. Functionally, the different Cdk1 complexes are partially redundant. They
phosphorylate hundreds of target proteins and are most important for progression into and through mitotic and meiotic M phases.

ElList | ETable

1-50 of 485
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Gene

Gene model status: Current
Cytogenetic Map: 31D11-31D11

360 References

protein_coding_gene
2L:10,384,739..10,386,262 [-]

24 Stocks 1 Transcript 1 Polypeptide

Cdk1-RA ( FBtr0080051) Transcript
Type: mRNA Length (nt): 1082 Associated CDS (aa): 81 Supporting clones
Stumpff et al. (2004) (FBrf0183813) Reference

Title: Drosophila Wee1 kinase regulates Cdk1 and mitotic entry during embryogenesis.
Citation: Curr. Biol.. 2004;14:2143--2148 Publication type: paper

PubMed PMC EuropePMC Journal website

Abstract v  Cyclin-dependent kinases (Cdks) are the central regulators of the cell division cycle. Inhibitors of Cdks ensure proper coordination of cell

cycle events and help regulate cell proliferation in the context of tissues and organs. Wee1 homologs phosphorylate a conserved tyrosine to
inhibit the mitotic cyclin-dependent kinase Cdk1. Loss of Wee1 function in fission or budding yeast causes premature entry into mitosis. The importance of
metazoan Wee1 homologs for timing mitosis, however, has been demonstrated only in Xenopus egg extracts and via ectopic Cdk1 activation . Here, we
report that Drosophila Wee1 (dWee1) regulates Cdk1 via phosphorylation of tyrosine 15 and times mitotic entry during the cortical nuclear cycles of syncytial
blastoderm embryos, which lack gap phases. Loss of maternal dweel leads to premature entry into mitosis, mitotic spindle defects, chromosome
condensation problems, and a Chk2-dependent block of subsequent development, and then embryonic lethality. These findings modify previous models
about cell cycle regulation in syncytial embryos and demonstrate that Wee1 kinases can regulate mitotic entry in vivo during metazoan development even in
cycles that lack a G2 phase.
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Cdk1216A (FBal0001571)

Allele class: hypomorphic allele - genetic evidence
Mutagen: ethyl methanesulfonate

Associated insertions:

# Phenotype (class) statements: 3
# Disease model annotations: 0

3 References

Cdk1P57 (FBal0001572)

Allele class: amorphic allele - genetic evidence
Mutagen: ethyl methanesulfonate

Associated insertions:

# Phenotype (class) statements: 3
# Disease model annotations: 0

4 References
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Mutagen: ethyl methanesulfonate
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# Phenotype (class) statements: 3
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1 Stock 10 References
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Carried in construct:

# Phenotype (anatomy) statements: 3

1
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View As
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Revised Gene Reports

@ Gene Model and Products

1426

= = Rept_L-dom -~ — —

Description:
Receptor L-domain
Coordinates:

419 - 547




Revised Gene Reports

o ry k| -
Publication Types = I Filter | 2015, Smith, cell, etc. Q Sortby  Year (descending) ﬂ
Representative publications €[} HitList
© Batch Download 5 N2t Gommun. 6: 7102
Al publications €FED Drosophila glucome screening identifies Ck1alpha as a regulator of mammalian glucose metabolism.
[FBrf0228532]
Research paper
Shen et al., 2013, PLoS ONE 8(4): e60180
Supplementary material @) Modulation of Morphogenesis by Egfr during Dorsal Closure in Drosophila. [FBrf0221256]
Review

Buchon et al., 2010, BMC Biol. 8: 152
Drosophila EGFR pathway coordinates stem cell proliferation and gut remodeling following infection.
Erratum @) [FBrf0212840]

Personal communication to
FlyBase €7) Orian et al., 2007, Proc. Natl. Acad. Sci. U.S.A. 104(40): 15771--15776

A Myc-Groucho complex integrates EGF and Notch signaling to regulate neural development. [FBrf0200831]




New ‘Sequence Downloader’ tool

General Information

Symbol Dmel\ago Species D. melanogaster
Name archipelago Annotation Symbol CG15010

Feature Type protein_coding_gene FlyBase ID FBgn0041171
Gene Model Status Current Stock Availability
Also Known As

Genomic Location
Cytogenetic map

64A11-64A12

Sequence location

3L:4,246,343..4,254,306 [-]

Genomic Maps

View in GBrowse

" el b 3 "
4240k 4250k 4260k
Gene Span
CR45738 ago CG1265 CG1309 CG1273
a > C— C
CG14997 C615011 CG11586
— < <<
pav

YhaM9.7-
g

Generegion ~

Get Sequence




New ‘Sequence Downloader’ tool

Options ~

FlyBase Sequence Downloader

ID mode
FlyBase ID
FBgn0041171
.
Type K & :E:)I(thnded Gene Region
Gene Region j Introns
. Exons

Translations
Transcripts
. 5'UTR
¢ 3'UTR
. Clones

Sequence (FBgn) .| Sequence Features
*| Recombinant Constructs

ID: FBgn0041171

Symbol: ago

Type: gene

Location: 3L:complement(4246343..4254306)

Length: 7964

Selected region: Displays residue numbers of region selected by mouse.

I Search in sequence.. (Regex supported) I

61
121
181
241

TN

GTCGAGCGGT
ATCCGCAAAT
CAGAGTCATC
TATGTGAAAA
GCCCCAAACG

elalsiadalalalalals ]

GGTCACACTG
TGCACGCATA
TGAAAAACGC
ATTCGATTGA
CAAAAAGTTT

P . B Talitladalalals:)

GATCCGCATT
TTCTAGTATC
AAARATTAGG
ACGTGTGTGT
TACACGCGTT

FAMOS T AT Y

AGTTTTTTTT
TGAAAACCAG
CAATCTCCGA
GCTGTGTTGC
AAATGTGCAG

F ¥l adalalalalals:]

CGGGTCCAAA
AAATTTAGAT
GGAGCAACGT
GCCTGTATGT
TTGAAAACCT

Falal Talalit sl adal ol

ATCTGTCCAA
AGACTGGGTA
CCTTAAAACG
GTGAGAGTGG
GAAAACAAAT

PRSPPI A A N




New ‘Sequence Downloader’ tool

61
121
181
241
301
361
421
481
541
601
661
721
781
841
901
961

1021
1081
1141
1201

GTCGAGCGGT
ATCCGCAAAT
CAGAGTCATC
TATGTGAAAA
GCCCCAAACG
TGTGCCCGCT
GTTTATAAAC
GAGTGGGTTC
TTTGTTGTTT
CAGGTGCAGA
GCAATCGCTG
GGTCTCTGCC
®EACACCCGT
CCAAAGTGTC
ACCCTAAAAA
GGTGGGGAAG
GAATATGGGA
AACAGCAGGA
GCTGCAATGG
GATCTTCCAA
TCTGTGCGCT

GGTCACACTG
TGCACGCATA
TGAAAAACGC
ATTCGATTGA
CAAAAAGTTT
AAAGTGGGGT
AATGTGCAAG
GTCTGTGTGC
CEEACGAA
AAAGTGGGGT
CTCTGAATTT
CATTATCCGC
GGCTAAATCC
CTGTGTGGCA
CATATTTTAC
GAGGAGGAGG
AAATGTTCGG
GCGCTGAAAA
CTGATCTTTG
TCTCTGCCTA
GGTAGGATGT

GATCCGCATT
TTCTAGTATC
AAARATTAGG
ACGTGTGTGT
TACACGCGTT
GTGTTTTTTT
GCACCACGCG
GTGACTCTGC
TTATGGGGCT
TAGGATGGTC
GCAACGAAAG
GTTGGTGTGC
ACAGAGAGAA
CAGGTAAAAA
GTTTTTTCGG
AGGAGAAGCA
GAGAAATGCC
TTCCTTTGTG

AGTTTTTTTT
TGAAAACCAG
CAATSEGA
GCTGTGTTGC
AAATGTGCAG

CGGGTCCAAA
AAATTTAGAT
GGAGCAACGT
GCCTGTATGT
TTGAAAACCT

AGTGCCCCHIEEACGTTGGC

AACTCAAACT
CTGTGTGTAC
ATCCCHITEG
AAAGAGTCCG
TAATCTATTT
GTCTGTGTGT
AATGTTCTCG
CGCGTATCGA
GAGGTCAACA
GTAGAAGGAG
TGCACATCTG
ATCTCGCCCC

CTTCTTS T TE{EETTGG

CGGCGATCCC
GATGGCCAGT

TTTTTCTACT
CAAGCTGCTG

TTAGCTGCGA
AACAATGTCC
TGTTCCAACC
TAAGGAACGC
TTGGGGGATT
ATGCAGCGAT
AGCGCATCCC
AATGCGGTGT
GCCAAAGGCC
GGTGGGAAGA
ATCTGTTTCG
TTTTGTTCTG
TTTTCTTGTC
CTCTCGGGTG
TCAAACATCA

ATCTGTCCAA
AGACTGGGTA
CCTTAAAACG
GTGAGAGTGG
GAAAACAAAT
TGCCCTTAAA
GCGAGCGAGC
ACATTTTTCT
GCTGCATTTG
TCAGCGTGCT
TGGGACCACA
TATGACGASH
CGATGTTCGA
GAAAGCGGAG
ACGAGCCAGG
GAATGAATAC
GCAGTGATGC
CGGATGCTGC
CCEECCTG
CGTGTGTGTG
GAGATGCGCA

‘ ctcc{




New ‘Sequence Downloader’ tool

FlyBase Sequence Downloader

ID mode

FlyBase ID
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Type
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Sequence (FBgn)

ID:

Symbol:
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Location:
Length:
Selected region:
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P . B Talitladalalals:)

FBgn0041171

ago
gene

3L:complement(4246343..4254306)

7964

Displays residue numbers of region selected by mouse.
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CGGGTCCAAA
AAATTTAGAT
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GTGAGAGTGG
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Revised Jump to Gene/Search
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A Database of Drosophila Genes & Genomes
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General Information
Symbol DmelCdk1 Species D. melanogaster
Name Cyclin-dependent kinase 1 Symbol CG5363
Feature Type protein_coding_gene FlyBase ID FBgn0004106
Gene Model Status Current Stock Availability
Also Known As Cdc2, DmCdc2

Genomic Location
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