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A new family of regulators of G-protein-coupled receptors?
David P. Siderovski*, Andrew Hessel*, Stephen Chung*

Tak W. Mak* and Michael Tyerst

Organisms as diverse as fungi and humans use G-protein-
coupled receptors to control signal transduction pathways
responsive to various hormones, neuroregulatory molecules
and other sensory stimuli [1]. Continual stimulation of these
receptors often leads to their desensitization, which is
mediated in part by the consecutive actions of two families
of proteins — the G-protein-coupled receptor kinases, which
phosphorylate the agonist-occupied receptors [2], and the
arrestin proteins, which subsequently bind to the receptors
[3]. We now present evidence that a group of proteins — the
G0S8/Sst2p family — may be a third class of receptor-
desensitizing factors.
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Results and discussion

We have previously reported the cloning of genes thought
to regulate the switch from GO to G1 phase of the cell cycle,
including GOS8, a gene of unknown function expressed in
acute leukemias of both myeloid and lymphoid lineages [4].
We have searched sequence databases using the amino-acid
sequence of GOS8 and identified a group of proteins with
similarity in three discrete sequence motifs, GH1, GHZ and
GH3 (Fig. 1). The GH domain (for G0OS8-homology) was
also identified in sequences near the amino-terminus of G-
protein-coupled receptor kinases, specifically in the region
thought to contain recognition site(s) for activated receptor
complexes [2]. We did not observe similarity among the
GO0S8/Sst2p family to other domains of the receptor kinases.

We have identified proteins containing the GH domain in a
wide range of eukaryotic organisms, including humans, C.
elegans, Aspergillus (Emericella nidulans) and Saccharomyces
cerevisiae. 'The protein most closely related to GOS8 is
human BL34/1R20, a B-cell-specific immediate-carly gene
product whose expression is markedly increased by various
mitogenic stimuli [5]. Full-length or partial GH domains
were also identified within a partial open-reading frame
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Effect of GOS8 expression on pheromone sensitivity in yeast. (a)
Pheromone-supersensitive (sst2) and wild-type (SST2) yeast strains
were grown on media containing indicated concentrations of « factor.
Haploid yeast strains BC159 (MATa leu2-3,112 ura3-52 his3-A1
ade2-1°¢) and BC180 (BC159 sst2-A2) were transformed with the
URA3*, GAL10/CYC1-promoter expression plasmid pEMBLyex4
(vector) or pEMBLyex4G0S8 (G0S8), grown in liquid selective
medium containing 2 % glucose and lacking uracil, and spotted (2000
cells per well) onto YEP-agar containing either 2 % glucose (-) or 2 %
galactose (+) and indicated concentrations of synthetic « factor; plates
were incubated for 4 days at 30 °C. The darker hue of colonies grown
in 2 % glucose is the result of red pigment produced by adenine
auxotrophy. (b) Immunodetection of galactose-induced GOS8
expression. Yeast strains as above were grown to mid-log phase in
liquid selective medium, lysed with glass beads in SDS—PAGE buffer
containing 1 mg mi~! Pefabloc SC and 4 mM benzamidine, and
immunoblotted with crude rabbit antisera raised to a synthetic peptide
overlapping the GH3 motif of GOS8 (amino acids 185-199). Specific
detection of GOS8 protein (25 kD) was performed with anti-rabbit
horseradish peroxidase secondary antibody and enhanced
chemiluminescence; detection of the non-specific protein band of
higher molecular weight serves as control for lane loading.

(ORF) encoded by the human fetal brain ¢cDNA library
clone S194, and within hypothetical ORF's from the genome
of C. elegans (COSBS5.7, F16H9.1, C29H12.3). The fungal
GH proteins FIbA (E. nidulans) and Sst2p (S. cerevisiae) were
previously reported to be 30 % identical, and both are
involved in the control of asexual reproduction. FIbA is
required for the initiation of conidiophore development in
Aspergillus [6]. Sst2p expression is induced in yeast by
pheromone signalling and acts to promote recovery from G1
arrest and reversion to asexual reproduction [7].

To determine the functional significance of the sequence
homology shared by the G0S8/Sst2p family, GOSS was con-
ditionally expressed under the control of the heterologous
GAL10 promoter (inducible by galactose) in haploid yeast
responsive to a factor mating pheromone. As observed pre-
viously [7], haploid yeast lacking S$§72 were unable to
recover from G1 arrest induced by 0.01 uM « factor,
whereas wild-type yeast were at least 100-fold less sensitive
to pheromone (Fig. 2; lethal arrest at 1pM « factor).
However, upon galactose induction of GOS8 expression,
both wild-type and pheromone-supersensitive yeast strains
continued to grow in the presence of up to 10 uM « factor.
The expression of a GOS8 deletion mutant lacking most of
the GH domain (deletion of amino-acids 105-193) did not
decrease the sensitivity to pheromone (data not shown).

The ability of human GOSS to affect pheromone sensitivity
in yeast underscores the functional relevance of the
sequence homology shared by the GOS8/Sst2p family. The
GH domain is not only present in GOS8 and Sst2p, but also
in proteins which directly interact with activated receptor
complexes, so the observed negative regulation of
pheromone signalling by GOS8 and Sst2p may be mediated
by their direct association with the activated pheromone
receptor complex. Indeed, recent work characterizing the
epistatic relationships between genes of the G-protein-
mediated pheromone signalling pathway and gain-of-func-
tion 872 mutations points to Gpalp (G protein a subunit)
as the direct target of Sst2p action [8]. De Vries er a/. [9]
have recently provided evidence for such an interaction:
they described the identification of human GAIP (Go-inter-
acting protein), which contains a GH domain and was
shown to interact specifically with Go;;.
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