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GENEONTOLOGY

Unifying Biology

GO:0055085 transmembrane transport

Description: The process in which a solute is transported across a lipid bilayer, from
one side of a membrane to the other.

Synonyms: membrane transport, ATP hydrolysis coupled transmembrane transport
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GO:0055085 transmembrane transport

GO:0034486 transmembrane transport

«{%/\I LIANCI scp Saccharomyces
# GENOME RESOUR ° GENOME DATABASE



GENEONTOLOGY
Unifying Biology
GO:0055085 transmembrane transport

GO:0034486 transmembrane transport

G0:0032974 transmembrane
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Unifying Biology

GO:0055085 transmembrane transport

G0:0032974 transmembrane

GO:0071806 transmembrane transport
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GENEONTOLOGY

Unifying Biology

Ontology Annotations Gene products and species
Property Value Prope Value Prope Value
Valid terms 43558 Number of annotations 7,483,496 Annotated gene products 1,480,259

Annotated species 5,213

Annotated species with over 1,000 annotations 185

Biological process terms 28140

Molecular function terms 11238

Cellular component terms 4180
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GO Slim Mapper

yeastgenome.org/goSlimMapper
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Query Set (Your Input) B U B3

Enter Gene/ORF names (separated by a return or a space):

BUB3 YMRO38C CSM3 CTF4 DIA2 EST1 MAD1 MAD2 NPL3 NPT1 SMT3 TOF1 CS M 3
CTF4

Note: If you have a big gene list (>100), save it as a file and upload it below.

OR Upload a file of Gene/ORF names (.txt or .tab format): D I A2

Browse... No file selected.
EST1
Specify your Slim Terms
MAD1
Choose a GO Set:

Yeast GO-Slim: process M A D 2 S
Refine your list of GO Slim Terms: N P L3

Select or unselect multiple datasets by pressing the Control (PC) or Command (Mac) key while clicking. Selecting a categ N PT 1 tegory.
SELECT ALL Terms from Yeast GO-Slim: process |
DNA recombination ; GO:0006310
DNA repair ; GO:0006281 S M T3
DNA replication ; GO:0006260

DNA-templated transcription, elongation ; GO:0006354

=vAbEl il e i B : To F 1 |
YMRO038C

Submit Form Reset Form
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Query Set (Your Input)

Enter Gene/ORF names (separated by a return or a space):

BUB3 YMRO38C CSM3 CTF4 DIA2 EST1 MAD1 MAD2 NPL3 NPT1 SMT3 TOF1

Note: If you have a big gene list (>100), save it as a file and upload it below.
OR Upload a file of Gene/ORF names (.txt or .tab format):
Browse... No file selected.

Specify your Slim Terms

Choose a GO Set:

Yeast GO-Slim: process 2

Refine your list of GO Slim Terms:

Select or unselect multiple datasets by pressing the Control (PC) or Command (Mac) key while clicking. Selecting a category label selects all datasets in that category.

SELECT ALL Terms from Yeast GO-Slim: process

DNA recombination ; GO:0006310

DNA repair ; GO:0006281

DNA replication ; GO:0006260

DNA-templated transcription, elongation ; GO:0006354
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Submit Form Reset Form
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Query Set (Your Input)

Enter Gene/ORF names (separated by a return or a space):

BUB3 YMRO38C CSM3 CTF4 DIA2 EST1 MAD1 MAD2 NPL3 NPT1 SMT3 TOF1

Note: If you have a big gene list (>100), save it as a file and upload it below.
OR Upload a file of Gene/ORF names (.txt or .tab format):
Browse... No file selected.

Specify your Slim Terms

Choose a GO Set:

Yeast GO-Slim: process 2

Refine your list of GO Slim Terms:

ol (PC) or Command (Mac) key while clicking. Selecting a category label selects all datasets in that category.

SELECT ALL Terms from Yeast GO-Slim: process

DNA repair ; GO:0006281
DNA replication ; GO:0006260
DNA-templated transcription, elongation ; GO:0006354
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Submit Form Reset Form
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Search Results

Save Options: HTML Table | Plain Text | Tab-delimited | Your Input List of Genes | Your GO Slim List

GO Terms from the biological process Ontology

GO Term (GO ID)

mitotic cell cycle (GO:0000278)

chromosome segregation (GO:0007059)

organelle fission (GO:0048285)

regulation of cell cycle (GO:0051726)

DNA replication (GO:0006260)

protein modification by small protein conjugation or removal
(GO:0070647)

regulation of DNA metabolic process (GO:0051052)

regulation of organelle organization (GO:0033043)

DNA repair (GO:0006281)

telomere organization (GO:0032200)

regulation of protein modification process (GO:0031399)

chromatin organization (GO:0006325)

Genes Annotated to the GO Term

BUB3, CSM3, CTF4,MAD1, MAD2,

TOF1

CSM3, CTF4,MAD1, MAD2, TOF1

CSM3, CTF4,MAD1, MAD2, TOF1

BUB3,MAD1, MAD2, TOF1

CSM3, CTF4,DIA2, TOF1

BUB3, DIA2,MAD2, SMT3

CSM3, DIA2,EST1, TOF1

EST1,MAD1, MAD2

CSM3, CTF4, TOF1

DIA2,EST1,NPT1

BUB3,MAD2

DIA2,NPT1

GO Term Usage in Gene List

6 of 12 genes, 50.00%

5of 12 genes, 41.67%

5of 12 genes, 41.67%

4 of 12 genes, 33.33%

4 of 12 genes, 33.33%

4 of 12 genes, 33.33%

4 of 12 genes, 33.33%

3 of 12 genes, 25.00%

3 of 12 genes, 25.00%

3 of 12 genes, 25.00%

2 of 12 genes, 16.67%

2 of 12 genes, 16.67%

Genome Frequency of Use

331 of 6486 annotated genes,

5.10%

194 of 6486 annotated genes,

2.99%

243 of 6486 annotated genes,

3.75%

256 of 6486 annotated genes,

3.95%

140 of 6486 annotated genes,

2.16%

164 of 6486 annotated genes,

2.53%

119 of 6486 annotated genes,

1.83%

237 of 6486 annotated genes,

3.65%

265 of 6486 annotated genes,

4.09%

134 of 6486 annotated genes,

2.07%

118 of 6486 annotated genes,

1.82%

253 of 6486 annotated genes,

3.90%

SGD
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Search Results

Save Options: HTML Table | Plain Text | Tab-delimited | Your Input List of Genes | Your GO Slim List

GO Terms from the biological process Ontology

GO Term (GO ID)

mitotic cell cycle (GO:0000278)

chromosome segregation (GO:0007059)

organelle fission (GO:0048285)

regulation of cell cycle (GO:0051726)

DNA replication (GO:0006260)

protein modification by small protein conjugation or removal
(GO:0070647)

regulation of DNA metabolic process (GO:0051052)

regulation of organelle organization (GO:0033043)

DNA repair (GO:0006281)

telomere organization (GO:0032200)

regulation of protein modification process (GO:0031399)

chromatin organization (GO:0006325)

Genes Annotated to the GO Term

BUB3, CSM3, CTF4,MAD1, MAD2,
TOF1

CSM3, CTF4,MAD1, MAD2, TOF1

CSM3, CTF4,MAD1, MAD2, TOF1

BUB3,MAD1, MAD2, TOF1

CSM3, CTF4,DIA2, TOF1

BUB3, DIA2,MAD2, SMT3

CSM3, DIA2,EST1, TOF1

EST1,MAD1, MAD2

CSM3, CTF4, TOF1

DIA2,EST1,NPT1

BUB3,MAD2

DIA2,NPT1

GO Term Usage in Gene List

6 of 12 genes, 50.00%

5of 12 genes, 41.67%

5of 12 genes, 41.67%

4 of 12 genes, 33.33%

4 of 12 genes, 33.33%

4 of 12 genes, 33.33%

4 of 12 genes, 33.33%

3 of 12 genes, 25.00%

3 of 12 genes, 25.00%

3 of 12 genes, 25.00%

2 of 12 genes, 16.67%

2 of 12 genes, 16.67%

Genome Frequency of Use

331 of 6486 annotated genes,
5.10%

194 of 6486 annotated genes,
2.99%

243 of 6486 annotated genes,
3.75%

256 of 6486 annotated genes,
3.95%

140 of 6486 annotated genes,
2.16%

164 of 6486 annotated genes,
2.53%

119 of 6486 annotated genes,
1.83%

237 of 6486 annotated genes,
3.65%

265 of 6486 annotated genes,
4.09%

134 of 6486 annotated genes,
2.07%

118 of 6486 annotated genes,
1.82%

253 of 6486 annotated genes,
3.90%
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Search Results

Save Options: HTML Table | Plain Text | Tab-delimited | Your Input List of Genes | Your GO Slim List

GO Terms from the biological process Ontology

GO Term (GO ID)

mitotic cell cycle (GO:0000278)

chromosome segregation (GO:0007059)

organelle fission (GO:0048285)

regulation of cell cycle (GO:0051726)

DNA replication (GO:0006260)

protein modification by small protein conjugation or removal
(GO:0070647)

regulation of DNA metabolic process (GO:0051052)

regulation of organelle organization (GO:0033043)

DNA repair (GO:0006281)

telomere organization (GO:0032200)

regulation of protein modification process (GO:0031399)

chromatin organization (GO:0006325)

Genes Annotated to the GO Term

BUB3, CSM3, CTF4,MAD1, MAD2,
TOF1

CSM3, CTF4,MAD1, MAD2, TOF1

CSM3, CTF4,MAD1, MAD2, TOF1

BUB3,MAD1, MAD2, TOF1

CSM3, CTF4,DIA2, TOF1

BUB3, DIA2,MAD2, SMT3

CSM3, DIA2,EST1, TOF1

EST1,MAD1, MAD2

CSM3, CTF4, TOF1

DIA2,EST1,NPT1

BUB3,MAD2

DIA2,NPT1

GO Term Usage in Gene List

6 of 12 genes, 50.00%

5of 12 genes, 41.67%

5of 12 genes, 41.67%

4 of 12 genes, 33.33%

4 of 12 genes, 33.33%

4 of 12 genes, 33.33%

4 of 12 genes, 33.33%

3 of 12 genes, 25.00%

3 of 12 genes, 25.00%

3 of 12 genes, 25.00%

2 of 12 genes, 16.67%

2 of 12 genes, 16.67%

Genome Frequency of Use

331 of 6486 annotated genes,
5.10%

194 of 6486 annotated genes,
2.99%

243 of 6486 annotated genes,
3.75%

256 of 6486 annotated genes,
3.95%

140 of 6486 annotated genes,
2.16%

164 of 6486 annotated genes,
2.53%

119 of 6486 annotated genes,
1.83%

237 of 6486 annotated genes,
3.65%

265 of 6486 annotated genes,
4.09%

134 of 6486 annotated genes,
2.07%

118 of 6486 annotated genes,
1.82%

253 of 6486 annotated genes,
3.90%
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GO Terms from the biological process Ontology

GO Term (GO ID)

mitotic cell cycle (GO:0000278)
chromosome segregation (GO:0007059)

organelle fission (GO:0048285)

| regulation of cell cycle (GO:0051726)

DNA replication (GO:0006260)

protein modification by small protein conjugation or removal
(GO:0070647)

regulation of DNA metabolic process (GO:0051052)

regulation of organelle organization (GO:0033043)

DNA repair (GO:0006281)

telomere organization (GO:0032200)

regulation of protein modification process (GO:0031399)

chromatin organization (GO:0006325)

Search Results

Genes Annotated to the GO Term

BUB3, CSM3, CTF4,MAD1, MAD2,
TOF1

CSM3, CTF4,MAD1, MAD2, TOF1
CSM3, CTF4,MAD1, MAD2, TOF1
BUB3,MAD1, MAD2, TOF1
CSM3, CTF4,DIA2, TOF1

BUB3, DIA2, MAD2, SMT3
CSM3,DIA2,EST1, TOF1
EST1,MAD1, MAD2

CSM3, CTF4, TOF1
DIA2,EST1,NPT1

BUB3,MAD2

DIA2,NPT1

Save Options: HTML Table | Plain Text | Tab-delimited | Your Input List of Genes | Your GO Slim List

GO Term Usage in Gene List

6 of 12 genes, 50.00%

5of 12 genes, 41.67%

5of 12 genes, 41.67%

4 of 12 genes, 33.33%

4 of 12 genes, 33.33%

4 of 12 genes, 33.33%

4 of 12 genes, 33.33%

3 of 12 genes, 25.00%

3 of 12 genes, 25.00%

3 of 12 genes, 25.00%

2 of 12 genes, 16.67%

2 of 12 genes, 16.67%

Genome Frequency of Use

331 of 6486 annotated genes,
5.10%

194 of 6486 annotated genes,
2.99%

243 of 6486 annotated genes,
3.75%

256 of 6486 annotated genes,
3.95%

140 of 6486 annotated genes,
2.16%

164 of 6486 annotated genes,
2.53%

119 of 6486 annotated genes,
1.83%

237 of 6486 annotated genes,
3.65%

265 of 6486 annotated genes,
4.09%

134 of 6486 annotated genes,
2.07%

118 of 6486 annotated genes,
1.82%

253 of 6486 annotated genes,
3.90%
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Search Results

Save Options: HTML Table | Plain Text | Tab-delimited | Your Input List of Genes | Your GO Slim List

GO Terms from the biological process Ontology

GO Term (GO ID)

mitotic cell cycle (GO:0000278)
chromosome segregation (GO:0007059)
organelle fission (GO:0048285)

regulation of cell cycle (GO:0051726)

DNA replication (GO:0006260)

protein modification by small protein conjugation or removal
(GO:0070647)

regulation of DNA metabolic process (GO:0051052)

regulation of organelle organization (GO:0033043)

DNA repair (GO:0006281)

telomere organization (GO:0032200)

regulation of protein modification process (GO:0031399)

chromatin organization (GO:0006325)

Genes Annotated to the GO Term

BUB3, CSM3, CTF4,MAD1, MAD2,
TOF1

CSM3, CTF4,MAD1, MAD2, TOF1

CSM3, CTF4,MAD1, MAD2, TOF1

BUB3,MAD1, MAD2, TOF1

CSM3, CTF4,DIA2, TOF1

BUB3, DIA2,MAD2, SMT3

CSM3, DIA2,EST1, TOF1

EST1,MAD1, MAD2

CSM3, CTF4, TOF1

DIA2,EST1,NPT1

BUB3,MAD2

DIA2,NPT1

GO Term Usage in Gene List

6 of 12 genes, 50.00%

5of 12 genes, 41.67%

5of 12 genes, 41.67%

4 of 12 genes, 33.33%

4 of 12 genes, 33.33%

4 of 12 genes, 33.33%

4 of 12 genes, 33.33%

3 of 12 genes, 25.00%

3 of 12 genes, 25.00%

3 of 12 genes, 25.00%

2 of 12 genes, 16.67%

2 of 12 genes, 16.67%

Genome Frequency of Use

331 of 6486 annotated genes,
5.10%

194 of 6486 annotated genes,
2.99%

243 of 6486 annotated genes,
3.75%

256 of 6486 annotated genes,
3.95%

140 of 6486 annotated genes,
2.16%

164 of 6486 annotated genes,
2.53%

119 of 6486 annotated genes,
1.83%

237 of 6486 annotated genes,
3.65%

265 of 6486 annotated genes,
4.09%

134 of 6486 annotated genes,
2.07%

118 of 6486 annotated genes,
1.82%

253 of 6486 annotated genes,
3.90%
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GO Term Finder

yeastgenome.org/goTermFinder
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omenabiebodang  ODSEIVable: budding pattern

pattern

Description: The pattern with which buds emerge from a mother cell.
Qualifiers: 2hOAOrMa

Overview

Annctations by mutant type and e1perment type
—_— e dorriotar
Annot ations 178 entries for 143 genes

@ Filter table
Experiment Mutant Strain
A q q
Gene Phenotype Frs e on Background Chemical Details Reference
Details: cells exhibit bipolar budding

budding classical null pattern as opposed to axial; Voth WP, et
ACE2  pattern: Shetics Allele: w303 phenotype observed in native W303 al.(2005)

abnormal 8 ace2-A background (bud4), but not in W303 PMID:15947194

b null
- = homorygous ety 100 mM Treatment: HU-induced filamentous

s diploid e ot hydroxyurea  growth

J8pul{ wis] OO

SGD Abot Blog Help PrivacyPolcy OIMOMN ALLIANCE -~ “\/AN 45 Stanford
Ao s aiis__ e s 2 msmsens o ) : . University
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oD COME DATABAGE B
356D GENOME DATABASE ~ L SN ommunity Q search: actin, kinase, glucose

Anaiyze budding Analyze budding pattern genes

pattern genes
Tools
GO Term Finder GO Slim Mapper SPELL YeastMine
¥ GO annotations Sort genes into broad categories View expression data Conduct advanced analysis
Genes
(7}
Gene +  Descripti
Name

Transcription factor required for septum destruction after cytokinesis; part of the RAM network that regulates polarity and
P morphogenesis; NES phosphorylation by RAM network kinase Cbk1p blocks nuclear exit in mother cells during the M/G1 transition,
' causing asymmetric localization to daughter cell nuclei, and increased Ace2p activity; phosphorylation by Cdc28p and Pho85p prevents
nuclear import during cell cycle phases other than cytokinesis; Spt16p is required for nuclear exclusion during G1

UDP-glucose:dolichyl-phosphate glucosyltransferase; involved in asparagine-linked glycosylation in the endoplasmic reticulum; human
ortholog ALGS can partially complement yeast alg5 mutant

ER-luminal alpha 1.3 glucosyltransferase; involved in transfer of oligosaccharides from dolichyl pyrophosphate to asparagine residues of
6 proteins during N-linked protein glycosylation; C998T transition in human ortholog ALG6 causes carbohydrate-deficient glycoprotein
syndrome type-Ic; wild-type human ortholog ALG6 can partially complement yeast algé mutant

= Glucosyl transferase; involved in N-linked glycosylation; adds glucose to the dolichol-linked oligosaccharide precursor prior to transfer to
N protein during lipid-linked oligosaccharide biosynthesis; similar to Algép; human homolog ALG8 can complement yeast null mutant
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Gene Ontology Term Finder o

The GO Term Finder (Version 0.86) searches for significant shared GO terms, or parents of those GO terms, used to describe the genes
in your list to help you discover what the genes may have in common. To map annotations of a group of genes to more general terms
and/or to bin them in broad categories, use the GO Slim Mapper.

For this form, Steps 1 and 2 are required, and Steps 3 and 4 are optional. If using only Steps 1 and 2, the search will be done using
these default settings: 1. All genes/features with GO annotations in the database, 2. All annotations in the database (manually
curated, high-throughput, and computational), and 3. All hits with p-value < 0.01 will be displayed on results page..

Submit Form Reset Form

Step 1. Query Set (Your Input) Step 2. Choose Ontology

Your gene list has been saved in the memory. Please pick the
ontology and other options and Submit the form.

Enter Gene/ORF names (separated by a return or a space): Pick an ontology aspect:
© Process O Function O Component

Search using default settings or use Step 3 and/or Step 4
Note: If you have a big gene list (>*100), save it as a file and upload it below. ibelow to customize your opt.ions.

OR Upload a file of Gene/ORF names (.txt or .tab format):

|Browse... | No file selected.

Step 3. (Optional) Specify your background set of genes Step 4. Optional Input
Leave empty to use default background set (all features in the Fick evidenceicodes to;exclude for;calculation;
database that have GO annotations) OR Enter Gene/ORF names

OHDA O HGI COHMP [J1BA [Jic [JIEA [JIDA [ IEP
(separated by a return or a space):

Ol OKR OmMP OIIMR O JIRD [JISA [0 ISM
COiso [Jiss O NAs [0 ND [J TAS

Pick a p-value below (default is 0.01):

N\

0.01 =
Note: If you have a big background list ("> 100), save it as a file and upload it below.

OR Upload a file of Gene/ORF names (.txt or .tab format):

(B No flle selected Calculate false discovery rate (FDR)?

FDR

Submit Form Reset Form
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Of your input list, 200 gene name identifiers are known or unknown but not ambiguous. Identifiers unknown to the annotation provider are still included in the

statistics. The total number of genes used to calculate the background distribution of GO terms is 7166. Displaying 155 terms out of a total of 1078 found.
Result Table

Gene Ontology

Cluster
frequency

Terms from the Process Ontology of gene_association.sgd with p-value <= 0.01

Evidence code filter included: HDA HGI HMP IC IDA IEP IGI IKR IMP IMR IPI IRD ISA ISM ISO ISS NAS ND TAS

Genome
frequency

Corrected
P-value

False
Positives

Genes annotated to the term

cell division

60 of 200
genes,
30.0%

127 of
7166
genes, 1.8%

1.03e-58

0.00

YPR122W, YHLOO7C, YNL271C, YCRO38C, YOR299W, YMRO01C, YFLO39C, YHR115C,
YHR102W, YAR014C, YGR262C, YLR314C, YGLO54C, YJRO92W, YOR122C, YNLO78W,
YKL189W, YOR127W, YOLO70C, YOR301W, YNL161W, YIL140W, YIL159W, YOR129C,
'YOR094W, YFLO34C-B, YBR160W, YLR330W, YLR131C, YDR420W, YGR0O41W,
YER014C-A, YHR023W, YLR0O84C, YDR388W, YLR371W, YLLO21W, YALO41W, YCLO14W,
YBLO47C, YCR002C, YPL242C, YLR337C, YGRO58W, YLR313C, YBRO38W, YIL129C,
YKLO92C, YCRO63W, YLR319C, YGR152C, YER149C, YFLOO5W, YLR229C, YHR107C,
YJRO76C, YLR353W, YMR109W, YIR006C, YOLO72W

530f 200
genes,
26.5%

920f 7166
genes, 1.3%

1.78e-57

0.00

'YBRO38W, YGRO58W, YLR313C, YCRO63W, YKLO92C, YLR319C, YER149C, YGR152C,
YFLOO5W, YHR107C, YLR353W, YJRO76C, YOLO72W, YMR109W, YIRO06C, YLR371W,
YLLO21W, YCLO14W, YALO41W, YBLO47C, YCRO02C, YPL242C, YLR337C, YOR122C,
'YNLO78W, YOLO70C, YOR127W, YIL140W, YIL159W, YOR301W, YOR094W, YOR129C,
'YBR160W, YLR330W, YDR420W, YGR041W, YHRO23W, YER014C-A, YDR388W,
'YLRO84C, YPR122W, YHLOO7C, YNL271C, YMR0OO1C, YCRO38C, YOR299W, YFLO39C,
YHR115C, YAR014C, YLR314C, YGLO54C, YGR262C, YJRO92W

mitotic cytokinesis

810f 7166
genes, 1.1%

3.68e-56

0.00

YCR002C, YPL242C, YLR337C, YLR371W, YLLO21W, YALO41W, YCLO14W, YHR107C,
YJRO76C, YLR353W, YOLO72W, YMR109W, YIR006C, YBRO38W, YGRO58W, YLR313C,
YCRO63W, YKLO92C, YLR319C, YER149C, YGR152C, YHR115C, YLR314C, YGLO54C,
YGR262C, YJRO92W, YPR122W, YHLOO7C, YNL271C, YMROO1C, YCRO38C, YOR299W,
YFLO39C, YBR160W, YLR330W, YDR420W, YGRO41W, YHRO23W, YER014C-A,
'YDR388W, YLR084C, YOR122C, YNLO78W, YOLO70C, YOR127W, YIL159W, YIL140W,
'YOR301W, YOR094W, YOR129C

cytoskeleton-
dependent
cytokinesis

810f 7166
genes, 1.1%

3.68e-56

0.00%

0.00

YCRO63W, YKLO92C, YBRO38W, YGRO58W, YLR313C, YER149C, YGR152C, YLR319C,
YHR107C, YOLO72W, YMR109W, YIR0O06C, YLR353W, YJRO76C, YLR371W, YALO41W,
YLLO21W, YCLO14W, YCRO02C, YLR337C, YPL242C, YOR127W, YOLO70C, YOR122C,
'YNLO78W, YOR094W, YOR129C, YIL159W, YIL140W, YOR301W, YDR420W, YGRO41W,
'YBR160W, YLR330W, YDR388W, YLR084C, YHR023W, YERO14C-A, YHLOO7C, YNL271C,
YPR122W, YFLO39C, YMROO1C, YCRO38C, YOR299W, YHR115C, YJRO92W, YLR314C,
YGLO54C, YGR262C

cellular bud site
selection

340f 200
genes,
17.0%

370f 7166
genes, 0.5%

6.17e-48

0.00%

0.00

'YOLO72W, YIR006C, YLRO84C, YMR109W, YLR353W, YERO14C-A, YGRO41W,
'YDR420W, YLR330W, YOR094W, YER149C, YOR129C, YGR152C, YIL140W, YLR319C,
'YOR301W, YCRO63W, YOLO70C, YOR127W, YKLO92C, YLR313C, YNLO78W, YGRO58W,
YLR337C, YJRO92W, YGLO54C, YGR262C, YLLO21W, YALO41W, YCLO14W, YOR299W,
YCRO38C, YHLOO7C, YPR122W

establishment of
cell polarity

410f 200
genes,
20.5%

67 0of 7166
genes, 0.9%

4.23e-45

0.00%

0.00

'YOLO72W, YMR109W, YIR006C, YLRO84C, YLR353W, YER0O14C-A, YDR420W,
'YGRO41W, YLR229C, YLR330W, YOR094W, YER149C, YGR152C, YOR129C, YIL140W,
YLR319C, YOR301W, YOR008C, YOLO70C, YOR127W, YCRO63W, YKL092C, YGRO58W,
'YNLO78W, YLR313C, YLR337C, YJRO92W, YGL054C, YGR262C, YHR115C, YALO41W,
YLLO21W, YCLO14W, YFLO39C, YPL161C, YCRO38C, YOR299W, YLR371W, YHLOO7C,
YNL271C, YPR122W

establishment or

maintenance of cell
e e

47 of 200

105 of

0.00

YFLO39C, YCRO38C, YOR299W, YHLOO7C, YNL271C, YPR122W, YJRO92W, YLR314C,
YGLO54C, YGR262C, YHR115C, YFLO34C-B, YOR094W, YOR129C, YIL140W, YOR301W,
'YNL161W, YOR127W, YOLO70C, YNLO78W, YLRO84C, YERO14C-A, YDR420W,

genes,

7166
—
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Gene Ontology Enrichment Analysis

scp Saccharomyces

- Analyze
GENOME DATABASE

I ‘ Gene Lists
BLAST
Fungal BLAST
GO Term Finder

GO Slim Mapper

Pattern Matching

Hst1p-target penes (green) coi rsce

mage courtesy of S. Chowdhar and  Design Primers

Meetings

Yeast Genetics Meeting 2022
August 17 to August 21, 2022 -
University of California, Los Angeles

Fungal Pathogen Genomics

May 07 to May 12, 2023 -

Wellcome Genome Campus, Hinxton, Cambridge,
UK

Sequence

Q search: actin, kinase, glucose

About SGD

The Saccharomyces Genome Database (SGD) provides comprehensive
integrated biological information for the budding yeast Saccharomyces
cerevisiae along with search and analysis tools to explore these data, enabling
the discovery of functional relationships between sequence and gene products
in fungi and higher organisms.

Explore SGD

@yeastgenome

2 ore complex, red)

1S ences Center

I Restriction Site Mapper I

New & Noteworthy

Sen1p Is the Traffic Cop for RNA Polymerase Il -
August 12, 2022

One way to imagine DNA is as a busy road with a lot
of competing traffic. Say, a small village in southern
Italy...where someone must mediate conflicts
between competing vehicles to avoid disaster. It
turns out that the “someone” in yeast cells is Senlp.
e ot 2o 3
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Gene Ontology Enrichment Analysis
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Gene Ontology Enrichment Analysis
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Gene Ontology Enrichment Analysis
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Gene Ontology Enrichment Analysis

Gene Ontology Enrichment

GO terms enriched for items in this list,

Number of Genes in this list not analysed in this widget: 1

Test Correction Max p-value Ontology
Holm-Bonferroni v 0.05 v | biological_process v
Background population

Default Change

View Download

[ GO Term p-Value [j Matches
[7] establishment of cell polarity [GO:0030010) 1.257571e-17 24
[7) cellular bud site selection [GO:0000282) 1.271300e-16 19
(] establishment or maintenance of cell polarity 4.910459e-15 26
[GO:0007163)
[7) mitotic cytokinesis [GO:0000281) 6.895667e-15 23
[7] cytokinesis [GO:0000910) 7.956850e-15 25
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Gene Ontology Enrichment Analysis

Gene Ontology Enrichment

GO terms enriched for items in this list,

Number of Genes in this list not analysed in this widget: 1

Test Correction Max p-value Ontology
Holm-Bonferroni v 0.05 v | Dbiological_process v
Background population

Default Change

View Download

[ GO Term p-Value [j Matches
[7] establishment of cell polarity [GO:0030010) 1.257571e-17 24
(7] cellular bud site selection [GO:0000282) 1.271300e-16 19
(] establishment or maintenance of cell polarity 4.910459e-15 26
[GO:0007163)
[] mitotic cytokinesis [GO:0000281) 6.895667e-15 23
[7] cytokinesis [GO:0000910) 7.956850e-15 25
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GO Citation Policy

Minimum citation:
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Contact GO & GO Help

GO Website

geneontology.org E%

i
Questions/Comments %ﬁ

help.geneontology.org :
help@geneontology.org blt-ly/GOHand book

github.com/geneontology/helpdesk/issues

u @news4GO @geneontology O geneontology

Saccharomyces
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Thank youl!

SGD Website Download this presentation
yeastgenome.org bit.ly/YGM2022

Questions/Comments
sgd-helpdesk@lists.stanford.edu

YouTube Channel
youtube.com/SaccharomycesGenomeDatabase

W § @yeastgenome oo Sacclaromyces



