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* Introduction (Mike)
* Protein abundance, Disease (Rob)

* Macro-molecular Complexes, Chemical (small
molecule) (Edith)

* Transcriptome (Patrick)
» Gene product function at SGD (Suzi)
* Allilance of Genome Resources (Stacia)




SGD website 25" birthday, SGD first online on 8 May 1994
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The Yeast Type I Topoisomerase Top3 Interacts with Sgs1, a
DNA Helicase Homolog: a Potential Eukaryotic Reverse Gyrase
\ BENDIXEN LANE ARTHURS Ao

Abstract

oot Department of Genetics and Development, College of Physicians and Surgeons, Columbia University
New York,

. New York 10032

Received 2 August 1994/Accepted 19 September 1994

We have previously shown that cells mutant for TOP3, a gene encoding a prokaryotic-like type |
topoisomerase in Saccharomyces cerevisiae, display a pleiotropic phenotype including slow growth and genome
instability. We identified 1 (slow growth both
the increased genomic instability of fop3 mutants. Here we report the independent isolation of the SGS! gene
in a screen for proteins that interact with Top3. DNA sequence analysis reveals that the putative Sgs1 protein
to the helicase encoded by the Escherichia coli recQ gene. These results imply that Sgs1
creates a deleterious topological substrate that Top3 preferentially resolves. The interaction of the Sgsl
helicase homolog and the Top3 topoisomerase is reminiscent of the recently described structure of revers
idocaldarius, in which a type I DNA topoisomerase and a helicase-like domain are
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Eukaryotic DNA topoisomerase 1 (Topip) catalyzes

Lethality Diminish Enzyme Binding of DNA*
(Recived or puslicaion, Jaly 27, 1998, and i revisod fom, September 3, 1998)
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Two protein tyrosine phosphatases, Ptp2
and Ptp3, modulate the subcellular
localization of the Hogl MAP kinase

in yeast

rust | Peahs detected by

Genetic Control of the Cell.
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Leland H. Hartwell,* Joseph Culotti, and Brian Reid}

Christopher P. Mattison and Irene M. Ota Cenes | Gere Anrtation

‘Depertssent of Chernistey and Bioshemistr, Universicy of Colorado, Boolder, Colorado 80309.0215 USA

Abstract.

‘The MAP kinase Hog] transiently accumulates in the sucleus upon activation. Although Hogl nucleat export
find

we export.
Unexpeetedly, a strain lacking the nucleat protein tyrosine phosphatase, Pep2, showed dezeased Hogl nuclear

retenti ¢ Ptp3 showed prolonged Hogl nuclear accumulation,
onsistent with Ptp2 being a nuclear ether for Hog1 and Ptp3 being a eytoplasmmic anchor. his
sesul i the nucleus while PTP3 overexpression restricted Hogl to the

cytoplasm. Thus, Pep2 and Pip3 regulate Hogl localization by binding Hogl.

Name dentifer

ibosome asembly GO0042255

moly GO002255

|Key Words: Hogl; PT; dephosphorylation, nuclear and cytoplasmic anchoring]

Received Apr

23,1999, revised vension accepted Match 27, 2000

)
Postonincromscne XV 00)

manmm
o £ £ £

Positionin PDRS (bp)

OF GENETICS, 2 orF

collect when the function is not int.
Mutants carrying lesions in three genes that control the cell-division cycle are

described.  All three genes, ede-1, cde-2, and cde-3, execute early in the cell cycle

at about the time of bud initiation, but differ in their termination points. _Cells

SEATTLE

Communicated by Boris Magasanik, March 7, 1970

Time-lapse photomicroscopy has been utilized to detect tempera-
ture-sensitive yeast mutants that are defective in gene functions needed at
specific stages of the cell-division cycle.
information about a mutant:

This technique provides

ision Cycle in Yeast, I.

the time at which the defective gene function is
normally performed, defined as the ezecution point, and the stage at which cells
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SGD Curators are busy
Number for 2018

20000
18000
16000
14000
12000
10000

8000

6000 total
papers

4000

2000 curated

Papers Annotations Genes



An ontology is a set of words...

.. with different types of relationships to each other.
All relationships must be true.

Parent term

mitochondrion chromosome nucleus

x —). Child term
part_of
part_of is_a

mitochondrial chromosome




Term name
nucleus

Gene Ontology Term Name, ID, Definition and Synonyms

ID
G0:0005634

mitochondrion | GO:0005739

chromosome

G0:0005694

Definition

A membrane-bounded organelle of eukaryotic
cells in which chromosomes are housed and
replicated. In most cells, the nucleus contains all
of the cell's chromosomes except the organellar
chromosomes, and is the site of RNA synthesis

and processing. In some species, or in
specialized cell types, RNA metabolism or DNA

replication may be absent.

A semiautonomous, self replicating organelle that
occurs in varying numbers, shapes, and sizes in
the cytoplasm of virtually all eukaryotic cells. It is
notably the site of tissue respiration.

A structure composed of a very long molecule of
DNA and associated proteins (e.g. histones) that
carries hereditary information.

Synonyms
cell nucleus

mitochondria

Chromatid interphase
chromosome prophase
chromosome
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Floccule of yeast rhoO cells expressing PTS1-GFP as a peroxisol
calcofluor white.
Image courtesy of Dr. Jakob Vowinckel, University of Cambridge

Meetings

37th Small Meeting on Yeast Transport and
Energetics (SMYTE)

September 11 to September 15,2019 -
Nove Hrady, Czechia

35th International Specialised Symposium
on Yeasts (ISSY) k.
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The GO Slim Mapper maps annotations of a group of genes to more general terms and/or bins them into broad categories, i.e. GO
Slim terms.
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