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Fig 1. Study design and protocol. A) Flow-chart of the AP-MS method for discovering novel GCGR interactors. CHO cells transfected with pcDNA3.1 were
used as a negative control. CHO cells transfected with GCGR-Flag were stimulated with 10 nM glucagon for 5 minutes. Each condition was repeated three
times. After protein extraction, anti-Flag Co-IP was conducted using M2 anti-Flag affinity gel, and affinity beads were then washed with wash buffer and
ammonium bicarbonate three times before elution by hydroxide (pH 11.0). Co-IP elutes were then used for in-solution trypsin digestion and HPLC-MS/MS
(LTQ-XL) to identify GCGR interacting proteins. B) GCGR-Flag is expressed in CHO cells transfected with human GCGR-Flag plasmid. Immunoprecipitation
was conducted using M2 anti-Flag affinity gel, 5% lysates (Input, I) and Co-IP elutes (E) loaded on 10% SDS-PAGE gel for electrophoresis. Flag M2
monoclonal antibody was used for Western blots. C) GCGR-Flag transfected CHO cells respond to glucagon stimulation through changes in cAMP levels.
ECso = 0.41 nM. GCGR-Flag transfected CHO cells were used for glucagon stimulation (0.001 nM, 0.01 nM, 0.1 nM, 1 nM, 10 nM, 100 nM) for 30 minutes for
the cAMP ELISA assay.

doi:10.1371/journal.pone.0129226.g001
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15 minutes. Total cell lysate was collected using the same lysis buffer used in affinity purifica-
tion with the addition of phosphatase inhibitors (10 mM/L sodium orthovanadate and sodium
fluoride). Anti-phosphoserine antibody (1:1000 dilution; Sigma-Aldrich, United States) and
HRP-conjugated mouse secondary antibody were used for detection of total serine phosphory-
lation. The membranes were developed with the ECL advance kit (GE Healthcare) and imaged
using the Kodak ImageStation4000 Pro (Care stream Health Inc, Rochester, New York).

Glucose production assay

Primary hepatocytes (2x10° cells per well in twelve-well plates) were first serum starved
overnight prior to stimulation. Following serum starving, primary hepatocytes were preincu-
bated with glucose-free DMEM without phenol red for 2 hours. Next, cells were washed with
PBS and stimulated with forskolin (10 uM/L), an adenylate cyclase activator, or glucagon

(100 nM/L) in glucose-free DMEM without phenol red for 4 h. The culture media were collect-
ed for measuring glucose concentration using the Glucose (GO) assay kit (Sigma, Canada).
The readings were then normalized to total protein content using the Bradford assay.

cAMP assay

Intracellular cAMP content was measured in primary hepatocytes as described previously [20].
Briefly, cells were washed with cold PBS and harvested using 80% ethanol. The cell lysates were
centrifuged and the supernatant was collected and lyophilized using a SpeedVac. The pellet
was resuspended in cAMP assay buffer (0.05 mM/L sodium acetate (pH 6.2) and 0.01% sodium
azide) and measured using an intracellular cAMP ELISA kit (Biomedical Technologies Inc,
US) in primary hepatocytes. In CHO and HepG2-GCGR cells, cAMP content was measured
using the Cisbio cAMP cell-based assay kit according to the manufacturer’s instructions [21].

Quantitative real-time PCR

Total RNA from primary hepatocytes was extracted using an RNA-easy kit (Qiagen, Canada).
cDNA generated by SuperScript II enzyme(Invitrogen, Canada) was analyzed by qPCR using
Power SYBR Green PCR master mix following the manufacturer’s protocol (Applied Biosys-
tems, Carlsbad, California) and Vii 7 Real-Time PCR System (Life-Technology, Canada). All
data was normalized to B-actin expression. Primers for PCR were designed using the Primer3
software program. Sequences for primers used for this study are provided in S1 Table. Relative
gene expression was estimated by the standard curve method [22].

GCGR binding assay

CHO cells seeded in 6-well plates were transiently co-transfected with Flag-tagged GCGR and
HA-tagged YWHAB or pcDNA3.1 and allowed to recover for 48 hours. Cells were then washed
twice in PBS and harvested using 2 mM/L EDTA in PBS. Cells (5x10°/tube) were incubated at
37°C in binding buffer (DMEM, 1% BSA, pH 7.4) with I'* labeled glucagon using a range
from 10> to 10~® M/L in a final volume of 200 pl. Cell suspensions were then centrifuged at
12,000 x g and radioactivity was counted using the Packard Cobra II Gamma Counter (GMI,
Ramsey, Minnesota, USA) [23].

Statistics and bioinformatics

The data are presented as the mean + SE. Student’s t-test was used to measure the mean
difference for measurements of glucose production and cAMP in primary hepatocytes. One-
way ANOVA was used to measure the mean difference for cAMP production in CHO and
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HepG2-GCGR cells. Differences were considered statistically significant at p< 0.05. Cytoscape
(http://www.cytoscape.org) was used to generate a GCGR interactor network schematic [24].
We also conducted functional enrichment analysis for GCGR interactors using David Gene
Ontology tool (http://david.abcc.nciferf.gov). The p value (EASE Score, a modified Fisher
Exact p-Value) less than 0.05 means the input interactors’ list is specifically associated (en-
riched) in certain biological processes.

Results
Identification of GCGR interacting proteins using AP-MS

To study the GCGR interactome under liganded and unliganded states, CHO cells expressing
GCGR were treated with or without glucagon, followed by AP-MS analyses (Fig 1A). By West-
ern blot, we showed that the Flag-tagged GCGR was detected in total lysate and following affin-
ity purification using anti-Flag affinity gel (Fig 1B). Importantly, intracellular cAMP
accumulation was increased in response to incremental glucagon in GCGR overexpressing
CHO cells with the ECsq of 0.41 nM (Fig 1C), which is consistent with previous reports [25] in-
dicating the GCGR signaling pathway was properly integrated.

After AP-MS was performed in triplicate, 33 interactors were identified in both liganded
and unliganded states (Fig 2A), according to the criteria of 1) not identified in control group,
2) not nucleus, ribosome, cytoskeleton or heat shock proteins, 3) identified with at least one
unique peptide by MS/MS, and 4) identified at least twice. A complete list of the identified
GCGR interactors and their function can be found in S2 Table. Among these 33 interactors, 3
proteins (LDLR, GNB2 and TFR1) were only identified in the unliganded GCGR condition,
while 15 proteins (ATP1B3, VDACI, ATNC10, S100A4, GAA, APHI1A, YWHAB, S100A6,
NCSTN, YWHAE, TMED10, YWHAQ, MAT2A, GALK1, TMED2) were only found, as test-
ed, to bind to liganded GCGR. The remaining 15 proteins (RAB18, RAB11, ATP2B1, CAV],
ADSS, SPTLC2, PGRMC1, ARF1, MMP14, NDRG1, ATP1A1, ATP2A2, RAB34, GNAi2,
VAPB) were identified in both the unliganded and liganded states (Fig 2A). By using the Uni-
prot protein database, we found that these putative interactors were largely associated with
three functional clusters; cellular signaling, molecular transport, and carbohydrate/lipid metab-
olism (Fig 2A).

Among 33 putative interacting proteins, only Gs alpha (i) was shown to be related to GCGR
function previously [1], while the remaining proteins have never been reported to interact with
GCGR. Interestingly, some of the proteins such as CAV1 and PGRMCI1 were previously found
to interact with GLP-1R [17, 26]. We also performed functional enrichment analysis using the
David bioinformatics tool. Examining Gene Ontology biological processes, the 33 GCGR inter-
acting proteins were implicated functionally in protein localization (p = 0.0004), vesicle medi-
ated transport (p = 0.0012), intracellular signaling cascade (p = 0.0039), response to hormone
stimulus (p = 0.0074) and ion transport (p = 0.02) (Fig 2B).

Validation of the Interaction between GCGR and Identified Interactors

Based on the criteria of 1) membrane bound or cytosol proteins and 2) functional relevance to
receptors, we selected 8 interactors (LDLR, CAV1, YWHAQ, YWHAB, YWHAE, TMED2 and
TMED10, GALK1) and validated their interaction with GCGR by Co-IP and Western blot (Fig
3A).For each interacting protein, intensity of the elute/input band was quantified and express-
ed as an E:I ratio. The percentage of specific binding was calculated by subtracting the unspecif-
ic binding intensities from the control group [17]. The E:I ratio was used to estimate the
binding strength/percentage of interactors to GCGR (Fig 3B). Among the 8 proteins examined,
5(CAV1, LDLR, TMED2, YWHAB, GALK1) were prominently detected in anti-Flag Co-IP
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Fig 2. A) The network of GCGR interactors and their functional clusters revealed by AP-MS. Biological functions were retrieved from the Uniprot
database. Each gray line indicates known protein-protein interactions extracted from the String database. Green nodes denote those interactors only
identified under unliganded state. Blue nodes represent exclusively liganded interactors. Yellow nodes are interactors that were found in both liganded and
unliganded states. B) Biological process enrichment analysis showed GCGR interactors are enriched with respect to specific biological functions, as
indicated by the DAVID bioinformatics tool. Shown here are biological processes that have an EASE Score <0.05 (a modified Fisher Exact p-Value).

doi:10.1371/journal.pone.0129226.9002
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Fig 3. Validation of novel GCGR interactors by Co-IP/WB in CHO cells. HA-tagged interactors and Flag-tagged GCGR were co-transfected into CHO
cells, while cells only transfected with HA-tagged interactors were used as a control. Anti-Flag co-immunoprecipitation (Co-IP) and anti-HA Western blot were
performed. A) Representative gels from the Co-IP/WB. | = Input proteins before Co-IP, W3 = 3@ wash, E = co-IP elutes. N = 3 per group. B) The relative
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binding strength for each interactor. For each of the interacting proteins, intensity of the elute/input band was quantified and expressed as a ratio to the lysate
band (E:l ratio). The E:l ratio was used to estimate the percentage of input interactors binding to GCGR.

doi:10.1371/journal.pone.0129226.9003

elutes, suggesting their strong interaction with GCGR (Fig 3A and 3B). YWHAE was not de-
tected in the Co-IP elutes, and TMED10 and YWHAQ showed strong binding to anti-Flag af-
finity gel. These later 3 proteins did not pass the validation test and therefore were not selected
for functional studies.

Selected GCGR interactors affect glucose production in primary mouse
hepatocytes

GCGRs are expressed in selected tissues in the body but primarily in the liver. Activation of
GCGR by glucagon leads to increased glucose production in the liver, achieved by stimulating
both glycogenolysis and gluconeogenesis. To evaluate the effect of identified GCGR interactors
on GCGR function, we assessed glucose production in primary mouse hepatocytes. A green
fluorescent protein (GFP) plasmid was transfected into isolated mouse hepatocytes and the ex-
pression efficiency was confirmed to be upwards of 70% (Fig 4A). Glucose production in re-
sponse to glucagon was dose-dependent (Fig 4B), indicating proper GCGR signaling in these
cells. Five interactors validated by Co-IP and Western blot were transfected into primary hepa-
tocytes. To examine glucose production in these primary hepatocytes, we used the ECs, con-
centration of 100 nM glucagon for treatment. We found that overexpression of CAV1 and
GALK]1 increased glucose production at the basal (without glucagon treatment) concentration,
but not in the presence of glucagon (118.87+9.4%, p<0.05, N = 6 and 120.03+13.0%, p<0.05,
N = 6 respectively) (Fig 4C). More importantly, overexpression of two interactors (LDLR and
TMED?2) enhanced glucagon-stimulated glucose production significantly (128.97+12.6%,
p<0.01, N =6and 131.15+10.3%, p<0.01, N = 6 respectively) but had no effect at the basal
level. Overexpression of another interactor, YWHAB, conversely reduced glucagon-induced
glucose production significantly (65.59+4.6%, p<0.01, N = 6) (Fig 4D) without affecting the
basal level glucose production in the primary hepatocytes. The fact that CAV1 and GALK1
only affected glucose production under basal conditions and not in the presence of glucagon,
suggested their effects may be independent of GCGR action. For this reason CAV1 and
GALK]1 were excluded from further functional and mechanistic studies.

Assessment of CAMP accumulation mediated by selected GCGR
Interactors in primary mouse hepatocytes, CHO and HepG2 Cells

Upon glucagon binding, GCGR is activated to primarily trigger the cAMP-PKA pathway in
which increased cAMP accumulation activates PKA to ultimately elevate glucose production.
To determine whether GCGR interactors regulate the gluconeogenic process through the
cAMP pathway, we assessed the effect of overexpression of GCGR interactors on cAMP accu-
mulation in response to 0.1 nM glucagon treatment in primary hepatocytes (ECso concentra-
tion of cAMP accumulation in response to glucagon, Fig 5A). As we anticipated,
overexpression of LDLR and TMED?2 significantly increased glucagon induced cAMP accumu-
lation t0127.74+2.1% (p<0.01, N = 6) and to 80.4+2.13% (p<0.05, N = 6) respectively. In con-
trast, overexpression of YWHAB significantly suppressed glucagon induced cAMP
accumulation by 57.24+7.9% (p<0.01, N = 6, Fig 5B). These findings are consistent with previ-
ous studies demonstrating that increased cAMP accumulation is the key factor of GCGR medi-
ated glucose production [1].
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Fig 4. Effects of overexpression of selected GCGR interactors on glucose production in primary mouse hepatocytes. A) Transfection of GFP in
primary hepatocytes. B) Dose-response curve of glucagon induced glucose production in primary hepatocytes. 100 nM glucagon treatment significantly
increased glucose production in primary hepatocytes (**p<0.01). Readings were normalized to protein amount. Results are presented as mean + S.E. of
three independent experiments. C) Overexpression of CAV1 and GALK1 increased glucose production significantly at basal level (*p< 0.05, **p<0.01 vs
cells transfected with pcDNAS3.1); D) Overexpression of LDLR and TMED?2 increased 100 nM glucagon-stimulated glucose production while YWHAB
decreased glucagon-stimulated glucose production significantly (*p< 0.05,**p<0.01 vs cells transfected with pcDNA3.1, N = 3 per group).

doi:10.1371/journal.pone.0129226.9004

In line with this observation in primary mouse hepatocytes, in both CHO and HepG2 cells
expressing the glucagon receptor, YWHAB overexpression significantly decreased 0.1 nM
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Fig 5. Effects of GCGR interactor overexpression on glucagon-induced cAMP accumulation in primary mouse hepatocytes, CHO cells expressing
GCGR and HepG2 stably expressing GCGR. A) Glucagon increased cAMP accumulation in primary mouse hepatocytes, CHO and HepG2-GCGR cells
(N = 3 per group) dose-dependently. Primary hepatocytes were transfected with selected GCGR interactors. B) 1 nM glucagon treatment increased cAMP
accumulation significantly (**p<0.01). Primary hepatocytes expressing LDLR and TMED2 increased glucagon induced cAMP response significantly
(**p<0.01 when compared to hepatocytes transfected with pcDNA3.1). Overexpression of YWHAB in hepatocytes decreased glucagon induced cAMP
accumulation (**p<0.01 when compared to hepatocytes transfected with pcDNA3.1).The results are shown as mean + S.E. Each sample was analyzed in
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triplicate. C) Overexpression of YWHAB significantly decreased glucagon-induced cAMP accumulation in CHO cells expressing GCGR (*p<0.05 when
compared to the pcDNA3.1 control group, N = 3); Overexpression of LDLR and TMED?2 significantly increased glucagon-induced cAMP accumulation in
CHO cells expressing GCGR (*p<0.05, N = 3), 0.1 nM glucagon. D) Overexpression of LDLR, TMED2 had no significant effect on glucagon-induced cAMP
accumulation in HepG2-GCGR cells (p>0.05, N = 4). YWHAB overexpression decreased glucagon-induced cAMP accumulation (*p<0.05, N = 3), 0.1 nM
glucagon. E) Overexpression of YWHAB did not affect forskolin-induced cAMP accumulation in CHO cells expressing GCGR.

doi:10.1371/journal.pone.0129226.g005

glucagon induced cAMP accumulation in both CHO and HepG2 cells expressing the glucagon
receptor (p<0.05, N = 3, Fig 5C and 5D). In CHO cells, overexpression of LDLR and TMED2
led to a significant increase in glucagon induced cAMP accumulation compared to control
(Fig 5C). Interestingly, no significant difference in cAMP accumulation was found in HepG2-
GCGR cells overexpressing LDLR and TMED2. Upon adenylate cyclase activation with forsko-
lin stimulation, YWHAB overexpression did not affect cAMP accumulation in CHO cells
expressing GCGR (Fig 5E), indicating the effect of YWHAB is mediated via molecules up-
stream of adenlyate cyclase, likely the GCGR, and that it is not a general inhibitor of adenylate
cyclase.

Gene expression of gluconeogenesis related genes in primary mouse
hepatocytes after overexpressing selected interactors

Gluconeogenesis is responsible for increased glucose production in the liver. It is up-regulated
by increased PKA-cAMP signaling/cAMP accumulation [27]. To further understand the
mechanism of action of the 3 interactor’s (LDLR, TMED2 and YWHAB) effects on glucose
production and GCGR signaling, we examined whether the expression of key gluconeogenic
genes were regulated in accordance with altered cAMP accumulation in primary hepatocytes.
Phosphoenolpyruvatecarboxykinase (PEPCK) and glucose-6-phosphatase (G6Pase) are critical
in gluconeogenesis and GCGR mediated glucose production [28]. PEPCK catalyzes the GTP-
dependent conversion of oxaloacetate to phosphoenolpyruvate and G6Pase catalyzes the
Mg**-dependent hydrolysis of glucose-6-phosphate to glucose and inorganic phosphate. In
our current study, overexpression of LDLR, TMED2 or YWHAB had no effect on gene expres-
sion of these two enzymes at the basal level (Fig 6A and 6B). More importantly, glucagon in-
duced expression of PEPCK and G6Pase in LDLR overexpressing hepatocytes was significantly
increased to 76.52+2.3% and 108+1.7% respectively (p<0.01, N = 6) compared to the control
cells (Fig 6A and 6B). Similar to LDLR, TMED2 upregulated G6Pase gene expression signifi-
cantly to 114.15+3.5% (p<0.01, N = 6) in response to glucagon (Fig 6B). These findings sug-
gested that LDLR and TMED2 may be involved in up-regulation of gluconeogenesis in the
liver. Conversely, YWHAB overexpression significantly reduced glucagon-induced PEPCK
and G6Pase gene expression to 52.31+1.4% (p<0.05, N = 6) and 41.61+0.8% (p<0.01, N = 6)
respectively (Fig 6A and 6B).

YWHAB decreases cAMP production upon receptor activation prior to
adenylate cyclase activation

Because YWHAB was the interactor shown to decrease cAMP and glucose production, which
is of particular relevance to the treatment of T2D, we sought to further elucidate the mecha-
nism through which YWHAB achieved this observed attenuation. Based on the previously de-
scribed roles of YWHAB as an adaptor protein, we hypothesized that it may delay recycling of
GCGRs that have been phosphorylated and endocytosized from the cell membrane by blocking
action of phosphatases [29]. We used a binding assay to examine if YWHAB would change
GCGR binding affinity as well as the GCGR total binding (expression) on the cell membrane.
The ICs in control cells did not differ from that of YWHAB overexpressing cells. Therefore,
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Fig 6. Effects of overexpression of GCGR interactors on expression of gluconeogenesis related genes. Primary hepatocytes were transfected with
selected interactors. After pre-incubation of serum-free DMEM, cells were treated with 100 nM glucagon for two hours. mRNA levels of
phosphoenolpyruvatecarboxykinase (PEPCK) and glucose-6-phosphatase (G6Pase) were measured by gPCR. A) Overexpression of LDLR increased
glucagon-induced PEPCK gene expression in primary mouse hepatocytes (*p<0.05 vs hepatocytes transfected with pcDNA3.1, N = 3 per group). B)
Overexpression of LDLR and TMED?2 increased glucagon induced G6Pase gene expression in primary mouse hepatocytes (**p<0.01 vs hepatocytes
transfected with pcDNAS3.1, N = 3 per group). Data are expressed as means * S.E, presented relative to B-actin transcript expression level.

doi:10.1371/journal.pone.0129226.9006
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Fig 7. Assessment of the mechanism through which YWHAB decreases cAMP production. A) The affinity and B) radioactive counts of glucagon/
GCGR binding in CHO cells transfected with YWHAB (N = 3 per group). C) YWHAB overexpression did not change levels of total serine phosphorylation in
HepG2-GCGR cells.

doi:10.1371/journal.pone.0129226.9007

YWHARB did not significantly change the binding affinity for glucagon (Fig 7A). It is notewor-
thy that the initial radioactive counts in the binding assay did not differ between these two
groups strongly suggesting that the amount of GCGR on the cell membrane was not markedly
changed (Fig 7B).
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On another aspect, we did not observe any change in serine phosphorylation in HepG2-
GCGR cells overexpressing YWHAB compared to control cells suggesting that YWHAB does
not alter total serine phosphorylation upon glucagon binding. (Fig 7C).

Discussion

Recently the crystal structure of GCGR, in particular its binding motif with glucagon, was re-
vealed [30] providing new insights into glucagon’s interaction with its receptor. However,
GCGR signaling is complex and the factors modulating its activity are not fully understood. In
the present study, by using AP-MS we revealed a set of novel interactor proteins of the human
GCGR. Three novel interactors (LDLR, TMED2 and YWHAB) were shown to regulate gluca-
gon stimulated glucose production in primary mouse hepatocytes.

Protein-protein interactions (PPIs) have been intensively explored to understand fine tun-
ing of receptor function and signaling in the cells. In recent years AP-MS is emerging as a use-
ful tool for studying PPIs and has been applied to cancer cell signaling and metabolic disease
[17,21,31-32]. More importantly, it allows for the study of activated receptors in a mammalian
setting, complementary to our previous study of GLP-1R using the advanced membrane yeast-
2-hybrid system, MYTH [21]. Compared to MYTH, AP-MS targets the receptor interactor
complex including indirect interactions rather than direct protein-receptor interactions. These
features might provide a more comprehensive perspective of the receptor’s interactome in
comparison to other discovery tools. As a result of our study, we identified 33 interactors wide-
ly involved in cell signal transduction, and metabolism and transport, including two G protein
subunits (GNIA2 and GNB2) that are well known to bind to GCGR. Functional enrichment
analysis showed most of these GCGR interactors are related to vesicle mediated transport
and protein localization, which may be important for GCGR trafficking. Of the 8 interactors
(LDLR, CAV1, YWHAQ, YWHAB, YWHAE, TMED2 and TMED10, GALK) selected for vali-
dation by Co-IP and Western blot, 3 were not detected in the eluate of GCGR-Flag affinity gel.
This could be explained by the possibility that the interaction was too weak to be detected, or
that the interaction was indirect. In our earlier study using a similar AP-MS strategy, we identi-
fied a set of GLP-1R interactors [17]. The native ligands of GLP-1R (GLP-1) and GCGR (gluca-
gon) are transcribed from the same gene and spliced from the same propeptide, proglucagon.
Since GLP-1R and GCGR are structurally related and belong to class B GPCR family, it is not a
surprising that the two receptors shared similar functional clusters of interacting proteins in-
cluding G proteins (i.e. GNAI2), cell signaling (i.e. YWHAQ and PGRMCI1), and molecular
transport (i.e. CAV1 and TMED10). However, compared to GLP-1R, GCGR had a unique
functional group of interactors involved in lipid and carbohydrate metabolism (LDLR and
GALK]1), in accordance with its unique role in regulating glucose homeostasis.

Further study of glucose production in primary mouse hepatocytes supported our previous
hypothesis that these cells possess interactors that regulate activated GCGR. Over expression of
3 GCGR interactors (LDLR, TMED2 and YWHAB) had significant effects on glucagon stimu-
lated glucose production (GSGP). Interestingly, overexpression of two liganded interactors
CAV1 (an interactor of both liganded and unliganded GCGR) and GALK enhanced basal glu-
cose production but had no effect on glucagon-stimulated glucose production in primary
mouse hepatocytes. It is possible that these two interactors require involvement of other factors
to regulate GCGR. On the other hand, we also found that unliganded GCGR interactor LDLR
had a significant effect on glucagon-stimulated glucose production. This could be due to its
profound and complex involvement in lipid metabolism, which also links with glucose produc-
tion. The reported major role of LDLR is to bind and internalize circulating cholesterol-con-
taining lipoprotein particles which is required for LDL catabolism [33]. Although increased
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hepatic VLDL is a characteristic of T2D [34], LDL levels remains normal. This is possibly due
to increased LDL catabolism in early T2D patients who are hyperinsulinemic [35]. Further
studies also suggested possible links between LDLR up-regulation and insulin signaling [36,
37]. Therefore in our experimental paradigm, although LDLR was identified as an interactor of
unliganded GCGR, elevated LDLR level may increase lipid metabolism which could in turn af-
fect glucose production. Interestingly, beta-arrestin 2 binds to LDLR and modulates LDLR en-
docytosis [38], and beta-arrestin 1 can interact with class B GPCR, for example GLP-1R and
gastric inhibitor peptide receptor (GIPR),to mediate their effects on Gs-cAMP signaling [12,
39]. Therefore, in our model, LDLR may interact with GCGR and regulate glucagon induced
cAMP signaling through beta-arrestin 1 in primary hepatocytes.

The interactor TMED?2 is reported to be part of the coat protein complex (coatomer) [40]
and is important to vesicle transport by interacting with ADP-ribosylation factor 1 (ARF1)
[41-43]. Recently it was shown to play a role in trafficking of GPCRs, including protease-acti-
vated receptor-2 (PAR-2) and calcium sensing receptor (CaSR), from the ER/Golgi to the plas-
ma membrane [44]. These studies showed that TMED2 could decrease receptor degradation
and stabilize the receptor in the ER, possibly enhancing plasma membrane targeting. In partic-
ular, similar to our finding, TMED2 was identified in the yeast-two-hybrid screens with CaSR
C-terminus [44], suggesting it is an important partner of GPCRs. In the context of this study,
elevated levels of TMED?2 upon glucagon stimulation might increase the trafficking of GCGR
from Golgi to plasma membrane thereby enhancing the glucagon/GCGR pathway. This as-
sumption is supported by increased cAMP accumulation and elevated expression of down-
stream gluconeogenesis related genes, supporting a positive role for TMED2 in the regulation
of GCGR activity in glucose production in the liver.

The interactor 14-3-3 protein beta, also known as tyrosine 3-monooxygenase/tryptophan
5-monooxygenase activation protein, beta (YWHAB) belongs to the 14-3-3 protein family. By
bioinformatic analysis in a T2D mouse liver membrane proteome study, YWHAB was revealed
as a novel protein with correlations to a set of membrane proteins that were differentially ex-
pressed in T2D [45]. YWHARB regulates the activity of ChREBP (carbohydrate response ele-
ment-binding protein), which regulates expression of genes involved in hepatic glycolysis and
lipogenesis [46]. Furthermore, 14-3-3 protein zeta was shown to co-immunoprecipitate with
GSK3 and tau in the brain [47, 48] and it also facilitates GSK3-catalyzed tau phosphorylation
in HEK293 cells [49]. Although the role of GSK3 in glycogen synthesis is yet to be defined in
different tissues, it is reasonable to speculate in our scenario that it could be a downstream ef-
fector of YWHARB that reduces glucose production by the regulation of glycogen synthesis. Al-
though YWHAB was not reported to affect cAMP signaling, its overexpression caused
suppression of gluconeogenesis in mouse primary hepatocytes and decreased cAMP accumula-
tion (Figs 4D and 5A).

One possible mechanism through which YWHAB decreases cAMP may be through an in-
teraction between arrestins and GCGR. Upon binding of a ligand to a GPCR, desensitization of
the receptor begins immediately to limit the potential harmful effects of continual activation
[50]. This desensitization is the result of concerted action of GRKs, arrestins and other protein
kinases [50]. Phosphorylation of a stimulated receptor by GRKs leads to recruitment of arrest-
ins to physically uncouple the receptor from its associated G protein. Additionally, protein ki-
nases, such as PKA, also directly phosphorylate the receptor [50], as well as GRKs to increase
their activity [50]. Since YWHAB was shown to decrease cAMP production upon glucagon
stimulation without acting as a general inhibitor of cAMP production, and did not lead to any
decreases in ligand affinity nor in cell surface expression of GCGR, we predict that YWHAB
may play a role in mediating the interaction between arrestins and the GCGR. We did not ob-
serve any change in glucagon-stimulated total serine phosphorylation in cells overexpressing
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YWHAB, suggesting that GCGR phosphorylation is not regulated by YWHAB to affect activi-
ty. However, further examination of the specific serine phosphorylation status of GCGR is re-
quired to rule this out completely. Another potential mechanism through which YWHAB may
lead to a decrease in cAMP production is through a similar interaction between PKA and the
receptor, or a complex involving PKA, GRKs and the receptor.

Conclusions

In mammalian cells, using the full-length human GCGR as a probe, we revealed a complex
GCGR protein interactome. Selected GCGR interactors were shown to regulate glucagon-stim-
ulated glucose production by modulating glucagon-induced cAMP accumulation and gluco-
neogenesis. This correlated with specific changes in key gluconeogenic genes in mouse
hepatocytes. One interactor of interest, YWHAB, may be involved in GCGR desensitization,
attenuating glucagon-stimulated glucose production. These findings highlighted the feasibility
of employing the AP-MS/MS strategy to identify novel GPCR interactors. This study provides
further novel insight into GCGR signaling and identifies novel targets for the development of
anti-glucagon action agents.
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