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Hsf1p-target genes (green) coalesce into foci after heat sh¢
Image courtesy of S. Chowdhary and A. Kainth, Gross Lab, L
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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.

this year's most important event in #yeast
#research - #1CYGMB2019! Deadline is August
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https://browse.yeastgenome.org/?loc=chrI%3A175443..201540&tracks=DNA%2CAll%20Annotated%20Sequence%20Features%2Cplus_strand_coverage_ypd%2Clongest_full-ORF_transcripts_ypd%2Cmost_abundant_full-ORF_transcripts_ypd%2Cminus_strand_coverage_ypd%2Cunfiltered_full-ORF_transcripts%2Cplus_strand_coverage_gal%2Clongest_full-ORF_transcripts_gal%2Cmost_abundant_full-ORF_transcripts_gal%2Cminus_strand_coverage_gal&highlight=
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https://pathway.yeastgenome.org/YEAST/NEW-IMAGE?type=PATHWAY&object=YEAST-GALACT-METAB-PWY

Galactose
Inducible Cluster

@ (—:)) Q Q QQ chrl] ~ cnri270411.285350 (1494 k0) | Go | B

275.000 277.500 280,000

el , :
hience ‘ Zoam into s sequence l Zoom into +e sequence ‘ Zoom in to ske|

-nuclear localization signal-medi... Galactokinase; phosphorylates alpha-D-galaf

pe; ... UDP-gl 4 catalyzes the

EF

i 1 uridyl

of UDP-galactese and UDP-D-glucose..

glucose-1-phosphate and...

1,000

3,000
2,000

1,000

<

ALLIANCE

of GENOME RESOURCES
FOUNDING MEMBER

(€) (=) UG QU e - Jomizron zesss0 (1asake) | Go gl &

275,000 277,500 280,000 ]

module; ... UDP-glucose-4-epimerase; catalyzes the interconversion of UDP-galact¢se and UDP-D-glucosa...

 sequence ‘

Zoom in to +e sequence ‘ Zoom in to sLe sequence ‘

i Zoom in to +e seqy

the rg-nuclear localization signal-medi... Galactokinase; phosphorylates alpha-D-galactosq

G
Galactose-1:phosphate uridyl transferase; synthesizes glucpse-1-phosphate and... Plaj

40,000
30,000
20,000
10,000

L O T

YBrotac doos

%RU?GWJ(WOT T
YBROZTW jgoo1 | |

L e

VBROZIW_id002

SGD

Saccharomyces
GENOME DATABASE



Exploring the PRM9 Locus

PRM9 / YARO31W Overview

Standard Name: PRM9 !

Systematic Name: YARO31W

SGD ID: SGD:S000000078

Feature Type: ORF, Verified

Description: Pheromone-regulated protein; contains 3 predicted transmembrane segments and

an FF sequence, a motif involved in COPII binding; member of DUP240 gene family;
PRM? has a paralog, PRM8, that arose from a segmental duplication 12345

Name Description: Pheromone-Regulated Membrane protein

Paralog: PRM85
Comparative Info: Integrated model organism details available at the Alliance of Genome Resources
website
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Exploring the PRM9 Locus
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Frotein-Coding Genes from Saccharomuyces Genome Database
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http://nar.oxfordjournals.org/content/42/D1/D859
http://nar.oxfordjournals.org/content/42/D1/D859
http://nar.oxfordjournals.org/content/42/D1/D859

SGD Website Download this presentation
yeastgenome.org bit.ly/ICYGMB2019

Download the
track files!

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

YouTube Channel
youtube.com/SaccharomycesGenomeDatabase

W § @yeastgenome s e


https://sgd-dev-upload.s3.amazonaws.com/S000246061/Pelechano_2013_PMID_23615609.zip?versionId=n_OrZ251EYwnjM1Gh4kFzJm28tYD6W5j
https://sgd-dev-upload.s3.amazonaws.com/S000246061/Pelechano_2013_PMID_23615609.zip?versionId=n_OrZ251EYwnjM1Gh4kFzJm28tYD6W5j

