Saccharomyces
D y Analyze ~  Sequence ~ Function - Literature ~ Co -
3G GENOME DATABASE . re mmunity Q, var

Shiow all results ...

The Saccharomyces Genome == S

Database (SGD) is the premier [t ye as t g enorne.or g
genetics & genomics resource ="

for the budding yeast S. cerevisiae.

ECM22 | YLR228C Literature ©

Summmary  Seguoror Probpin Capo Oimbology ooy Imtpractions Banpuilstion Lapremdon Literatiey

M YL ECM22 .lI YLE22BC Overview

$2nndiard K (m ey
Spilarrati Wi WL

= Questions, suggestions?

Do e Sl il ey pheme Dingeng oronesn regalades {rarace on e ol ernd byl el vogn shengl
eplrion, Wigr rpiccsfenyg from infrscrliuler membr s i prrraciesr loos neduedient xcbwaior of
i rur iy i PO T, - PinpulalbSg L senporeitiiadn & evai. iveisbaind o et rinr, frooweii cbrisrs Befd]

sgd-helpdesk®@lIists.stanford.edu

SGD provides free public access to high quality,
expertly-curated information on the budding
yeast genome and proteome.

SGD Facebook - News & Views
facebook.com/yeastgenome

EEP'I'IE: .III ?LRE:BC Sbengl regulatory ebbment binding probein
Location: Chromosome XII 00019..602463

twitter.com/yeastgenome GENOME DATABASE

Find your favorite yeast genes through the
easy-to-navigate SGD website

http://yeastgenome.org and get informed: kY eas tgen 0 me.org

SGD YouTube . Video Tutorials

® Protein Function youtube.com/SaccharomycesGenomeDatabase

* Phenotypes

* Genetic Interactions

e Physical Interactions

e Expertly Curated Literature

e Curated Summaries The SGD is funded by the National Human Genome
. Research Institute (NHGRI), US National Institutes of
® ’
Gene-ExpresQon' Health [U41HGO001315]. Funding is also provided by
* Protein Localization the Gene Ontology Consortium project funded by
® Pathways L= NHFSRI arfd the National Institute of General
Medical Sciences (NIGMS) [U41HG00227 3].

, SGD Twitter - News & Views SaCChafomyceS

* Functional Complementation
* Analysis Tools
* Sequence Search Tools

and so much morel




Saccharomyces Genome Database ¢ yeastgenome.org ¢ sgd-helpdesk@lists.stanford.edu

SGD ggﬁgﬁggi’_g\% iesg Analyze ~  Sequence -  Function ~  Literature ~ Community ~ Q var

Show all results...

More data
in each tab! Search for your VAR1/ Q0140 ® Gene

favorite yeast genes!

Rich gene summary pages

Summary Sequence Protein Gene Ontology Phenotype Interactions Regulation Expression Literature

| varicosity @ Cellular Component

HPT1 / YDR399W Overview Pathways antigenic variation @ Biological Process

Standard Name: HPT1" salvage pathways of guanine, xanthine, and their nucleosides

Systematic Name: YDR399W o R F i nfo & salvage pathways of adenine, hypoxanthine, and their nucleosides va rl a nt Vl ewe r . Re SO U rce

salvage pathways of purines and their nucleosides
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Description: Dimeric hypoxanthine-guanine phosphoribosyltransferase; catalyzes the transfer of the phosphoribosyl portion
of 5-phosphoribosyl-alpha-1-pyrophosphate to a purine base (either guanine or hypoxanthine) to form
pyrophosphate and a purine nucleotide (either guanosine monophosphate or inosine monophosphate);

mutations in the human homolog HPRT1 can cause Lesch-Nyhan syndrome and Kelley-5eegmiller syndrome
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Manually Curated: « GMP salvage (IDA(Z, IMP 7, IGI %) HPT 1 encodes hypoxanthine-guanine phosphoribosyltransferase, an enzyme involved in the salvage pathway of purine nucleotide

e [MP salvage (IDA ) M O‘I ECU Ia I" -Fu I"I Ct IO nS, biosynthesis (1). Hpt1p catalyzes the conversion of the purine bases hypoxanthine and guanine to the nucleotides IMP and GMP (5). The
enzyme functions as a dimer and can be inhibited in vitro by its end-product GMP (4, 6). In hpt1 null mutants, if the de novo pathway of

b l O I O g l Ca I p ro cesse S’ guanine nucleotide biosynthesis is blocked, either through mutation of adeZ or by the addition of mycophenolic acid, cells are unable to

ith the addition of guanine to the media (1, 2). Null mutants are also resistant to the hypoxanthine/guanine analog 8- . -
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High-Throughput: s cytoplasm [lDf: 7} (OMIM #) are associated with the genetic disorders HPRT-related gout/Kelley-Seegmiller syndrome (OMIM ) and Lesch-Nyhan COITI pa re S. CEI’EV;S;EE‘ StrainS
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