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The Role of Ubiquitination and
Hepatocyte Growth FactorRegulated Tyrosine Kinase
Substrate in the Degradation of the
Adrenomedullin Type I Receptor
Benoît T. Roux2, Claudia C. Bauer1, Alister J. McNeish1, Stephen G. Ward2 & Graeme S.
Cottrell1
Calcitonin receptor-like receptor (CLR) and the receptor activity-modifying protein 2 (RAMP2)
comprise a receptor for adrenomedullin (AM). Although it is known that AM induces internalization
of CLR•RAMP2, little is known about the molecular mechanisms that regulate the trafficking of
CLR•RAMP2. Using HEK and HMEC-1 cells, we observed that AM-induced activation of CLR•RAMP2
promoted ubiquitination of CLR. A mutant (CLRΔ9KR), lacking all intracellular lysine residues was
functional and trafficked similar to the wild-type receptor, but was not ubiquitinated. Degradation
of CLR•RAMP2 and CLRΔ9KR•RAMP2 was not dependent on the duration of AM stimulation or
ubiquitination and occurred via a mechanism that was partially prevented by peptidase inhibitors.
Degradation of CLR•RAMP2 was sensitive to overexpression of hepatocyte growth factor-regulated
tyrosine kinase substrate (HRS), but not to HRS knockdown, whereas CLRΔ9KR•RAMP2 degradation
was unaffected. Overexpression, but not knockdown of HRS, promoted hyperubiquitination of CLR
under basal conditions. Thus, we propose a role for ubiquitin and HRS in the regulation of AM-induced
degradation of CLR•RAMP2.
Adrenomedullin (AM) was originally isolated from human pheochromocytoma cells and identified through its
ability to generate cAMP in platelets1. AM is a potent vasodilatory peptide and shares homology with calcitonin
gene-related peptide (CGRP) and together with calcitonin, amylin and adrenomedullin-2 (also known as intermedin) form the calcitonin family of peptides2. In contrast to CGRP, AM is mainly produced by non-nervous tissues including vascular smooth muscle cells and endothelial cells. The vascular endothelium constitutes a cellular
barrier that plays a crucial role in the maintenance of vessel integrity and controls exchange of small solutes and
macromolecules between the intravascular and interstitial space. Increased endothelial permeability is a hallmark
of virtually every acute inflammatory reaction. Inflammation is typified by extravasation of fluid and plasma molecules as well as inflammatory mediators through the activated endothelium. Knockout mouse models affecting
the AM system (Adm (AM gene), Calcrl (CLR gene) and Pam (peptidylglycine α-amidating monooxygenase gene;
the enzyme which catalyzes the COOH-terminal amidation of peptide hormones)) all result in an extreme generalized oedema suggesting a role for AM in the stabilization of the endothelial barrier function3–6. Indeed, AM
has been shown to stabilize endothelial barrier function in vitro and be protective in rodent models of sepsis7–10.
Intriguingly, upregulation of AM has been observed in patients with sepsis and septic shock11,12.
AM and CGRP share many common functions in the cardiovascular system, and indeed they also share a
common receptor component, namely the G protein-coupled receptor (GPCR), calcitonin receptor-like receptor
(CLR)13. The receptors for AM and CGRP are heterodimeric complexes, comprising CLR and a single transmembrane protein, receptor activity-modifying protein (RAMP). If CLR is expressed with RAMP1, they form
a high affinity receptor for CGRP. However, if CLR is expressed with RAMP2 or RAMP3, then high affinity
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Figure 1. AM induces ubiquitination of CLR but not RAMP2. (A,B,D) HEK-CLR•RAMP2 or HMEC1-CLR•RAMP2 cells were not treated (NT) or incubated with AM (100 nM, 0–60 min). CLR was
immunoprecipitated (IP) using an antibody to CLR (RK11, HEK; rat-HA, HMEC-1) and RAMP2 was
immunoprecipitated using an antibody to the extracellular epitope tag of RAMP2 (rabbit-Myc, rMyc).
Immunoprecipitates were analyzed by Western blotting (WB) and probed using antibodies to ubiquitin and
the extracellular epitope tags of CLR (rabbit-HA, rHA) and RAMP2 (rMyc). (A) In HEK-CLR•RAMP2 cells
there were low levels of ubiquitinated CLR and AM induced further ubiquitination of CLR at 60 min. (B) AM
did not induce ubiquitination of RAMP2. There were no signals for CLR and RAMP2 in vector control cells,
confirming specificity of immunoprecipitating antibodies and detection. (C) Quantification of ubiquitinated
CLR in HEK cells. (D) In HMEC-1-CLR•RAMP2 cells there were low levels of ubiquitinated CLR, which were
increased at 60 min by challenge with AM (100 nM) (E) Quantification of ubiquitinated CLR in HMEC-1 cells.
n = 4. ANOVA and Student-Newman-Keuls post-hoc test, *p < 0.05; HEK-vc = HEK-vector control; HMEC1-vc = HMEC-1-vector control.

AM receptors (AM1 and AM2 receptors, respectively) are formed13. The mechanisms that regulate CLR•RAMP1
and CLR•RAMP3 internalization and trafficking are better understood than those regulating CLR•RAMP2. The
duration of stimulation with CGRP, determines whether CLR•RAMP1 is degraded or recycled14. Degradation of
CLR•RAMP1 occurs in lysosomes via an ubiquitin-independent mechanism14. The recycling of CLR•RAMP1
depends on the cleavage of CGRP in acidified endosomes by the endosomal peptidase, endothelin-converting
enzyme 115. The proteolytic destruction of CGRP causes dissociation of β-arrestins from the endosomal
CLR•RAMP1 complex, leaving CLR•RAMP1 free to recycle back to the cell-surface via a Rab11-dependent
mechanism14,15. Hepatocyte growth factor-regulated tyrosine kinase substrate (HRS, also known as HGS) is part
of a multi-protein complex localized to endosomal membranes16,17 that regulates the trafficking, degradation
and recycling of many GPCRs18–20 and also the ubiquitination and deubiquitination of the epidermal growth
factor receptor21. HRS also regulates the degradation and recycling of CLR•RAMP119. In contrast to RAMP1
and RAMP2, RAMP3 contains a PSD-95/Discs-large/ZO-1 (PDZ) homology domain in its C-terminus. These
PDZ domains are known to alter GPCR trafficking after internalization22,23. RAMP3 has been shown to interact
with N-ethylmaleimide-sensitive factor through its PDZ domain, which prevents CLR•RAMP3 from entering a
degradative pathway and instead CLR•RAMP3 is recycled back to the cell-surface24.
It is known that CLR•RAMP2 internalizes by a clathrin-dependent mechanism25. Once internalized
CLR•RAMP2 colocalizes with the endosomal marker, transferrin and later is localized to acidic vesicles, presumably lysosomes25. However, it is not known if the duration of stimulus affects receptor fate as it does for
CLR•RAMP114. The forward trafficking of CLR•RAMP2 to the cell-surface is connected to the C-terminal tail of
RAMP2, as its deletion results in sequestration of CLR•RAMP2 in the endoplasmic reticulum26.
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Figure 2. AM does not induce ubiquitination of functionally active CLRΔ9KR (A,B) HEKCLRΔ9KR•RAMP2 or HMEC-1-CLRΔ9KR•RAMP2 cells were untreated or incubated with AM (100 nM,
0-60 min). CLRΔ9KR was immunoprecipitated (IP) using an antibody to CLR (HEK, RK11; HMEC-1, ratHA).
Immunoprecipitates were analyzed by Western blotting (WB) and probed using antibodies to ubiquitin and
CLR (HEK, rabbit-HA, rHA; HMEC-1, mouse-HA, mHA). AM did not induce ubiquitination of CLRΔ9KR,
whereas CLRΔ9KR was readily detected by the HA antibody. There were no signals in vector control cells,
confirming specificity of antibodies. n = 3–4; HEK-vc = HEK-vector control. (C) Serum-starved HEKCLR•RAMP2 and HEK-CLRΔ9KR•RAMP2 cells were not treated (NT) or incubated with AM (100 nM,
0-10 min), washed and incubated in AM-free medium (0-120 min). Lysates were then analyzed for levels of
phosphorylated (p) ERK2 (pERK2) and ERK2 by Western blotting. In untreated cells, levels of pERK2 were
similarly low in both HEK-CLR•RAMP2 and HEK-CLRΔ9KR•RAMP2 cells. AM-induced a prompt increase
in levels of pERK2 and returned towards basal levels after removal of agonist. The magnitude and duration of
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ERK2 activation is unaffected by the ubiquitination of CLR. (D) Quantification of levels of pERK1/2 in HEKCLR•RAMP2 and HEK-CLRΔ9KR•RAMP2 cells. Results are expressed as % of maximal response (10 min,
100%). n = 3. Full length blots of panel B are shown in Supplementary Fig. 3.

The ubiquitination of eukaryotic GPCRs can function to facilitate internalization27, target the GPCR to lysosomes28–30 or regulate GPCR trafficking through the endocytic network and hence their rate of their proteolytic
destruction31,32. In this study we aimed to determine if transient stimulation with AM promotes CLR•RAMP2
recycling and the molecular mechanism regulating the post-endocytic sorting of CLR•RAMP2.

Results

AM Induces ubiquitination of CLR, but not RAMP2. It has previously been reported that CLR•RAMP2
traffics to acidic vesicles following stimulation with AM, however the molecular mechanism regulating this trafficking is unknown25. Attachment of ubiquitin moieties to lysine residues is required for the targeting of some,
but not all GPCRs to lysosomes28–30,33. To determine whether AM caused ubiquitination of CLR or RAMP2, we
incubated HEK-CLR•RAMP2 cells with AM, immunoprecipitated CLR and RAMP2 and probed Western blots
for CLR, RAMP2 and ubiquitin. At all time points both CLR and RAMP2 were readily detected, with no signals present in cells not expressing receptor components (Fig. 1A,B). No signals for ubiquitinated RAMP2 were
detected (Fig. 1B). However, ubiquitinated CLR could readily be detected 60 min post-stimulation (Fig. 1A,C).
As AM plays an important role in the maintenance of the endothelial cell barrier7, we investigated whether
AM also induces ubiquitination of CLR when expressed in microvascular endothelial cells. HMEC-1 cells naturally express functional CLR•RAMP2 but to facilitate biochemical studies, we virally transduced HMEC-1 cells
with CLR and RAMP2 (Supplementary Fig. 1A–D). HMEC-1-CLR•RAMP2 cells were challenged with AM
(0-60 min), CLR immunoprecipitated and Western blots probed for CLR and ubiquitin. CLR was readily detected,
with no signals present in cells not expressing receptor components, indicating antibody specificity (Fig. 1D).
AM induced ubiquitination of CLR after 60 min (Fig. 1D,E). Thus, sustained activation of CLR•RAMP2 with AM
causes ubiquitination of CLR in HEK and HMEC-1 cells.
Mutation of the intracellular lysines of CLR does not affect CLR•RAMP2 expression and internalization. As ubiquitin molecules are mainly attached to lysine residues of target proteins34,35, we mutated all

predicted intracellular lysine residues of CLR to arginine and examined the expression, trafficking, ubiquitination
and mitogenic signaling of CLRΔ9KR•RAMP2. First, we determined if mutation of the lysine residues affected
expression of the receptor. We expressed CLRΔ9KR•RAMP2 in HEK cells and compared the expression with the
wild-type receptor (CLR•RAMP2). An antibody to the extracellular epitope (HA) of CLR recognized single proteins of approximately the same size (~85 kDa) in both HEK-CLR•RAMP2 and HEK- CLRΔ9KR•RAMP2 cells
(Supplementary Fig. 2A,B). The predicted molecular mass of CLR is 54 kDa, although there are six sites for potential N-linked glycosylation, which probably accounts for the larger apparent mass. An antibody to the extracellular epitope (Myc) of RAMP2 recognized two proteins in both HEK-CLR•RAMP2 and HEK-CLRΔ9KR•RAMP2
cells with approximate molecular masses of 32 kDa and 37 kDa (Supplementary Fig. 2A,B). The predicted molecular mass of RAMP2 is 19 kDa, thus we predict that the observed immunoreactive proteins represent unglycosylated and glycosylated dimers of RAMP2, respectively. No signals were detected in HEK-vc cells, except
for β-actin, which acted as a loading control, indicating specificity of detection (Supplementary Fig. 2A,B). A
requirement for a functional receptor is expression at the cell-surface. To determine if mutation of lysine residues
affected cell-surface expression we simultaneously localized CLR or CLRΔ9KR and RAMP2 using antibodies to
the extracellular epitope tags of the receptor components. In unstimulated cells, CLR, CLRΔ9KR and RAMP2
were present at the cell-surface. AM similarly induced trafficking of CLR with RAMP2 and CLRΔ9KR with
RAMP2 to the same intracellular vesicles (Supplementary Fig. 2C,D). Together these data suggest that mutation
of the intracellular facing lysine residues has no effect on the expression and internalization of CLR•RAMP2.

Mutation of the intracellular lysines of CLR prevents ubiquitination of CLR. Next we determined
if mutation of the intracellular lysines residues affects ubiquitination of CLR. HEK- CLRΔ9KR•RAMP2 cells
were stimulated with AM (0–60 min), CLR immunoprecipitated and Western blots probed for ubiquitin and
CLRΔ9KR. In contrast, to CLR (Fig. 1A), no ubiquitination of CLRΔ9KR could be detected (Fig. 2A). We performed a similar experiment in HMEC-1 cells expressing CLRΔ9KR and similarly did not detect ubiquitination
of CLRΔ9KR (Fig. 2B). Thus, the intracellular lysine residues are required for AM-induced ubiquitination of
CLR.
Ubiquitination has no effect on AM-induced ERK Activation. Ubiquitination of receptors and associated proteins has been shown to influence the signaling properties of activated receptors36–38, therefore we examined if ubiquitination of CLR regulates AM-induced ERK1/2 activation. Serum-starved HEK-CLR•RAMP2 and
HEK-CLRΔ9KR•RAMP2 cells were incubated with AM (10 min), incubated in AM-free medium (0–110 min)
and phosphorylated (p) and total ERK2 analyzed by Western blotting. In untreated cells, levels of pERK2 were low
(Fig. 2C,D). In HEK-CLR•RAMP2 and HEK-CLRΔ9KR•RAMP2 cells, AM induced phosphorylation of ERK2
that peaked at 10 minutes and before returning back to basal. Lack of CLR ubiquitination had no effect on the
magnitude of the initial and sustained activation of ERK2 (Fig. 2C,D; Supplementary Fig. 3). Thus, we conclude
that ubiquitination of CLR has no role in the generation of AM-induced ERK signaling.
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Figure 3. CLR and CLRΔ9KR traffic through the endocytic network to early endosomes and lysosomes.
(A,B) HEK-CLR•RAMP2 and HEK-CLRΔ9KR•RAMP2 cells were left unstimulated or challenged with
AM (100 nM, 30 min), fixed, permeabilized and CLR and a marker for early endosomes (EEA1) localized
by immunofluorescence and confocal microscopy. In unstimulated cells, CLR and CLRΔ9KR were present
at the cell-surface (arrowheads) and EEA1 was detected in intracellular vesicles. AM induced trafficking of
CLR and CLRΔ9KR to colocalize with EEA1 in early endosomes (arrows). (C,D) HEK-CLR•RAMP2 and
HEK-CLRΔ9KR•RAMP2 cells were incubated with lysosomal protease inhibitors, challenged with vehicle
(control) or AM (100 nM, 4 h), fixed, permeabilized and CLR and a marker for lysosomes (LAMP1) localized by
immunofluorescence and confocal microscopy. In unstimulated cells, CLR and CLRΔ9KR were present at the
cell-surface (arrowheads) and LAMP1 was detected in intracellular vesicles. AM induced trafficking of CLR and
CLRΔ9KR to colocalize with LAMP1 in lysosomes (arrows). (E,F) Quantification of colocalization of CLR with
EEA1 and LAMP1, respectively. n = 3, Scale bar, 10 µm.

Ubiquitination of CLR does not affect trafficking of CLR•RAMP2.

Ubiquitination of certain
GPCRs is required for lysosomal targeting and degradation28–30, therefore determined ubiquitination of CLR
affects trafficking. First, we determined if CLRΔ9KR traffics to early endosomes, similar to that reported for the
wild-type receptor25. HEK-CLR•RAMP2 and HEK-CLRΔ9KR•RAMP2 cells were incubated with AM (30 min)
and CLR and a marker for early endosomes, early endosomal antigen-1 (EEA1) localized by immunofluorescence and confocal microscopy. In unstimulated cells, both CLR and CLRΔ9KR were present at the cell-surface
and EEA1 was present in intracellular vesicles (Fig. 3A,B). AM similarly induced trafficking of both CLR and
CLRΔ9KR from the cell-surface to colocalize with EEA1, indicating trafficking to early endosomes (Fig. 3A,B,E).
We next determined if ubiquitination of CLR is required for lysosomal targeting. HEK-CLR•RAMP2 and
HEK-CLRΔ9KR•RAMP2 cells were incubated with lysosomal peptidase inhibitors, incubated with AM for 4 h
and CLR and LAMP1 (a marker for lysosomes) were localized. In unstimulated cells, CLR and CLRΔ9KR were
present at the cell-surface and LAMP1 was detected in intracellular vesicles (Fig. 3C,D). Incubation with AM
caused internalization of CLR and CLRΔ9KR to colocalize with LAMP1, indicating trafficking to lysosomes
(Fig. 3C,D,F). Thus, ubiquitination of CLR is not required for the lysosomal targeting of CLR.

The duration of the AM challenge does not affect the trafficking or fate of activated CLR or
CLRΔ9KR. It has previously been shown that the trafficking and fate of the CGRP receptor (CLR•RAMP1) is

dependent on the duration of stimulation14. To determine whether the duration of stimulation with AM similarly
affects the trafficking of CLR•RAMP2, we examined levels of CLR, CLRΔ9KR and RAMP2 following either continuous or transient stimulation with AM. To examine degradation of cell-surface CLR and RAMP2, we employed
a cell-surface biotinylation assay. HEK-CLR•RAMP2 and HEK-CLRΔ9KR•RAMP2 cells were challenged with
AM (30 min), washed and incubated in AM-free medium for 16 h or alternatively, cells were incubated continuously with AM (16 h), biotinylated proteins immunoprecipitated and levels of CLR, CLRΔ9KR, RAMP2 and
transferrin receptor (loading control) determined by Western blotting. In untreated HEK-CLR•RAMP2 and
HEK-CLRΔ9KR•RAMP2 cells, CLR, CLRΔ9KR and RAMP2 were readily detected (Fig. 4A–D, Supplementary
Fig. 4A,B). In contrast, to CLR•RAMP1, which only recycles following transient stimulation14, both transient and
continuous stimulation of CLR•RAMP2 with AM caused significant degradation of CLR, CLRΔ9KR and RAMP2
(Fig. 4A–D, Supplementary Fig. 4A,B). As significantly less CLR, CLRΔ9KR and RAMP2 were degraded following a transient stimulation compared to a sustained stimulation (Fig. 4E,F), we investigated whether this was due
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Figure 4. AM induces degradation of CLR, CLRΔ9KR and RAMP2 following continuous and transient
challenges. Cell-surface biotinylated HEK-CLR•RAMP2 and HEK-CLRΔ9KR•RAMP2 cells were not treated
(NT) or challenged with AM (100 nM, as indicated), biotinylated proteins immunoprecipitated (IP) and
Western blots (WB) probed for CLR (rabbit-HA, rHA), CLRΔ9KR (rHA), RAMP2 (rMyc) and transferrin
receptor (TfR, loading control). (A,B) In untreated HEK-CLR•RAMP2 and HEK-CLRΔ9KR•RAMP2
cells, CLR, CLRΔ9KR, RAMP2 and TfR were readily detected. AM (100 nM, 16 h) induced degradation
of CLR, CLRΔ9KR and RAMP2 to similar levels. (C,D) In untreated HEK-CLR•RAMP2 and HEKCLRΔ9KR•RAMP2 cells, CLR, CLRΔ9KR, RAMP2 and TfR were readily detected. AM (100 nM, 30 min,
followed by 16 h incubation on AM-free medium) induced degradation of CLR, CLRΔ9KR and RAMP2 to
similar levels. (E,F) Quantification of the degradation of CLR and CLRΔ9KR and RAMP2. n = 3–4. Data were
compared by Student’s t test and differences among multiple groups were examined using ANOVA and StudentNewman-Keuls post-hoc test, ***p < 0.001. Full length blots of panels A and C are shown in Supplementary
Fig. 4.
to receptor recycling or reduced loss of cell-surface receptors. To determine the loss of cell-surface CLR•RAMP2
during the 30 minute time period we used flow cytometry. HEK-CLR•RAMP2 and HEK-CLRΔ9KR•RAMP2
cells were labeled with antibodies to the extracellular epitope of RAMP2, washed, challenged with AM (30 min)
and levels of receptor remaining on the cell-surface determined. In untreated cells, levels of CLR•RAMP2 and
CLRΔ9KR•RAMP2 were similar (Supplementary Fig. 5A, left panel). AM (30 min) induced a significant reduction in cell-surface expression of both CLR•RAMP2 and CLRΔ9KR•RAMP2 (Supplementary Fig. 5A, right
panel; 5B, C) which is remarkably consistent with the levels of degradation determined by cell-surface biotinylation assay (Fig. 4E,F). We incubated cells for an additional period (1 h) after removal of AM and observed a
further small increase in the internalization of CLR•RAMP2 and CLRΔ9KR•RAMP2 (Supplementary Fig. 5A,
right panel). In a complimentary experiment, we localized CLR, CLRΔ9KR and LAMP1 by immunofluorescence
SCientifiC ReporTS | 7: 12389 | DOI:10.1038/s41598-017-12585-z
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and confocal microscopy. HEK-CLR•RAMP2 and HEK-CLRΔ9KR•RAMP2 cells were transiently stimulated
with AM (30 min), AM removed and proteins localized after 4 h. Transient stimulation promoted the trafficking
of both CLR and CLRΔ9KR to LAMP1-positive vesicles (Supplementary Fig. 6A,B). Thus, we conclude that
once activated, CLR•RAMP2 is removed from the cell-surface, does not recycle to the cell-surface, traffics to
LAMP1-positive vesicles and that CLR•RAMP2 and CLRΔ9KR•RAMP2 are lost from the cell-surface to similar
degrees following a 30 min exposure to AM.

Lysosomal peptidases participate in the degradation of CLR•RAMP2 and CLRΔ9KR•RAMP2.

Lysosomal and proteasomal peptidases have both been implicated in the degradation of GPCRs39,40. Therefore, we
investigated the peptidases responsible for the degradation of CLR, CLRΔ9KR and RAMP2. HEK-CLR•RAMP2
and HEK-CLRΔ9KR•RAMP2 cells were preincubated with lysosomal peptidase inhibitors or vehicle (control)
and stimulated with AM. We then determined levels of CLR, CLRΔ9KR, RAMP2 and TfR by Western blotting.
In vehicle-treated cells CLR, CLRΔ9KR and RAMP2 were degraded to similar levels (Fig. 5A–D). Incubation
with lysosomal inhibitors partially prevented degradation of CLR, CLRΔ9KR and RAMP2 by similar amounts
(Fig. 5A–D). Thus, lysosomal peptidases partially regulate the degradative process, irrespective of whether CLR
is ubiquitinated or not.
To further determine if lysosomal peptidases are involved in the degradation of CLR and RAMP2,
we determined the effect of the serine protease inhibitor, leupeptin an inhibitor that has been used to
prevent the degradation of other GPCRs 41. HEK-CLR•RAMP2 cells were treated as above and degradation of CLR, RAMP2 and TfR determined by Western blotting. Incubation of cells with leupeptin did not prevent the degradation of CLR and RAMP2 (Supplementary Fig. 7A–C). Although the
degradation of GPCRs by the proteasome is unusual 39,40, we investigated the role of the proteasome in
the degradation of CLR•RAMP2. We quantified degradation of CLR, CLRΔ9KR and RAMP2 in the
presence of the highly specific proteasome inhibitor, epoxomicin. In vehicle- and epoxomicin-treated
cells, CLR, CLRΔ9KR and RAMP2 were degraded to similar levels (Supplementary Fig. 8A–D).
Thus, the proteasome plays no role in the degradation of CLR, CLRΔ9KR and RAMP2.

Kinetics of degradation of CLR•RAMP2 are not regulated by AM-induced ubiquitination.

Ubiquitination of GPCRs has also been shown to regulate the degradation rate by altering the trafficking through
the endocytic system (25,26). Therefore we determined if ubiquitination altered the rate of degradation of CLR,
CLRΔ9KR and RAMP2 by examining degradation following stimulation with AM at a shorter time points.
HEK-CLR•RAMP2 and HEK-CLRΔ9KR•RAMP2 cells were stimulated with AM (0–4 h) and we then determined levels of CLR, CLRΔ9KR, RAMP2 and TfR. In HEK-CLR•RAMP2 and HEK-CLRΔ9KR•RAMP2 cells,
CLR, CLRΔ9KR and RAMP2 were degraded to similar levels (Fig. 6A–D). We also performed the same experiments in HMEC-1 cells and observed similar results (Supplementary Fig. 9A–C). Thus, AM-induced ubiquitination of CLR does not affect the kinetics of degradation.

HRS regulates the degradation of ubiquitinated CLR•RAMP2, but not CLRΔ9KR•RAMP2. HRS

is an endosomal sorting protein that has previously been shown to play a role in the trafficking and degradation of
CLR•RAMP119. Therefore we investigated if HRS also regulates the degradation of CLR•RAMP2. We quantified the
overexpression of HRS in HEK cells expressing HRS and either CLR•RAMP2 or CLRΔ9KR•RAMP2 (Fig. 7A,B).
The same cells were incubated with AM (0–4 h) and levels of CLR, CLRΔ9KR and RAMP2 determined. Expression
of HRS prevented the degradation of both CLR and RAMP2 in cells expressing CLR•RAMP2 (Fig. 7C–F). In contrast, expression of HRS did not affect the degradation of CLRΔ9KR and RAMP2 in CLRΔ9KR•RAMP2 cells
(Fig. 7C–F). Thus, HRS is not required for the degradation of CLRΔ9KR.

Ubiquitin-interaction motif of HRS does not regulate degradation of ubiquitinated CLR.

HRS
concentrates ubiquitinated receptors by direct interaction with its ubiquitin-interaction motif (UIM)42. Therefore
we investigated if the UIM of HRS was essential for its regulation of CLR degradation. Overexpression of
HRSΔUIM in HEK cells expressing HRS and either CLR•RAMP2 or CLRΔ9KR•RAMP2 was quantified by
Western blotting (Supplementary Fig. 8A,B). The same cells were incubated with AM (0–4 h) and levels of CLR,
CLRΔ9KR and RAMP2 quantified (Supplementary Fig. 10C–F). In HEK cells expressing HRSΔUIM and either
CLR•RAMP2 or CLRΔ9KR•RAMP2 cells, we observed similar degradation profiles for CLR, CLRΔ9KR and
RAMP2 as when they are co-expressed with HRS (Supplementary Fig. 10C–F). Thus, the UIM of HRS is not
involved in the HRS-dependent regulation of CLR degradation.

Knockdown of HRS does not affect AM-induced degradation of CLR•RAMP2. To further examine the role of HRS in the degradation of CLR•RAMP2, we used two separate siRNAs to knockdown expression
of HRS. Quantification of HRS knockdown was determined by Western blotting (Fig. 8A,B). HEK cells transiently expressing CLR•RAMP2 that had been treated with transfection reagent alone (Mock), non-targeting
pool of siRNA (Scr) or two single siRNAs against HRS were exposed to AM (0–4 h) and degradation of CLR
and RAMP2 examined by Western blotting. In Mock and Scr cells, both CLR and RAMP2 were degraded
(Fig. 8A,C,D, Supplementary Fig. 11A,B). Surprisingly, knockdown of HRS had no effect of the degradation of
CLR and RAMP2 (Fig. 8A,C,D).
CLR•RAMP2 constitutively traffics to HRS-positive vesicles. HRS regulates the ubiqutination and
deubiquitination of the epidermal growth factor receptor21. We hypothesized that HRS may also regulate the
SCientifiC ReporTS | 7: 12389 | DOI:10.1038/s41598-017-12585-z
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Figure 5. Inhibition of lysosomal peptidases partially prevents degradation of CLR•RAMP2 and
CLRΔ9KR•RAMP2. (A, C) Cell-surface biotinylated HEK-CLR•RAMP2 and HEK-CLRΔ9KR•RAMP2
cells were incubated with vehicle (control), lysosomal peptidase inhibitors (LI), not treated (NT) or challenged
with AM (100 nM, 16 h), biotinylated proteins immunoprecipitated (IP) and Western blots (WB) probed for
CLR (rabbit-HA, rHA), CLRΔ9KR (rHA), RAMP2 (rabbit-Myc, rMyc) and transferrin receptor (TfR, loading
control). In untreated HEK-CLR•RAMP2 and HEK-CLRΔ9KR•RAMP2 cells, CLR, CLRΔ9KR, RAMP2 and
TfR were readily detected. AM (100 nM, 16 h) induced degradation of CLR, CLRΔ9KR and RAMP2 to similar
levels. (B) Quantification of the degradation of CLR and CLRΔ9KR, respectively. (D) Quantification of the
degradation of RAMP2. n = 4, Data were compared by Student’s t test, *p < 0.05, HEK-vc = HEK-vector control.
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Figure 6. Early kinetics of CLR, CLRΔ9KR and RAMP2 degradation. (A,B) Cell-surface biotinylated HEKCLR•RAMP2 and HEK-CLRΔ9KR•RAMP2 cells were not treated (NT) or challenged with AM (100 nM,
2-4 h), biotinylated proteins immunoprecipitated (IP) and Western blots (WB) probed for CLR (mouse-HA,
mHA), CLRΔ9KR (mHA), RAMP2 (mouse-Myc, mMyc) and transferrin receptor (TfR, loading control). In
untreated HEK-CLR•RAMP2 and HEK-CLRΔ9KR•RAMP2 cells, CLR, CLRΔ9KR, RAMP2 and TfR were
readily detected. AM (100 nM, 4 h) induced degradation of CLR, CLRΔ9KR and RAMP2 to similar levels.
(C,D) Quantification of the degradation of CLR, CLRΔ9KR and RAMP2. n ≥ 4. Data were examined using
ANOVA and Student-Newman-Keuls post-hoc test, *p < 0.05, **p < 0.01, ***p < 0.001.
degradation of CLR•RAMP2 by regulating the basal ubiquitination pattern of CLR. As a first step, we investigated
if CLR•RAMP2 constitutively trafficked to HRS-positive vesicles. An antibody to the N-terminal epitope tag of
RAMP2 was added to HEK cells expressing CLR•RAMP2 and cells immediately fixed or incubated for 2 h to
allow constitutive trafficking to occur. We observed that CLR•RAMP2 constitutively internalizes and traffics to
HRS-positive vesicles, presumably endosomes (Fig. 9A). Next, we determined the effect of HRS overexpression on
the basal localization of CLR•RAMP2. In HEK-CLR•RAMP2 cells expressing empty vector (control), CLR was
present at the cell-surface and HRS was present in intracellular vesicles (Fig. 9B). However, in HEK-CLR•RAMP2
cells overexpressing HRS, CLR was present at both the cell-surface and in HRS-positive intracellular vesicles
(Fig. 9B). We also investigated the effect of HRS knockdown on the localization of CLR•RAMP2. We observed
that for both siRNAs, CLR was present at the cell-surface, similar to that observed in Mock and Scr cells (Fig. 9C).

HRS regulates the basal ubiquitination of CLR. As CLR was observed to co-localize with both endogenous and overexpressed HRS, we determined the effect of overexpressing and knockdown of HRS on the basal
ubiquitination levels of CLR using immunoprecipitation and Western blotting. Quantification of HRS expression
in each experimental condition was determined by Western blotting (Fig. 9D,E). In the control cells (empty
vector, Mock, Scr) a comparable level of basal CLR ubiquitination could be detected (Fig. 9D,F). Similar basal
levels of ubiquitination were also detected in cells lacking HRS (Fig. 9D,F). In contrast, basal CLR ubiquitination was significantly enhanced in cells overexpressing HRS (Fig. 9D,F). Therefore, CLR constitutively traffics to
HRS-positive vesicles and HRS regulates the basal level of CLR ubiquitination.
CLR•RAMP2 and CLRΔ9KR•RAMP2 traffic to HRS- and LAMP1-positive vesicles in HRS overexpressing cells. Next we determined the effect of increased HRS expression on AM-induced trafficking of

CLR and CLRΔ9KR. We overexpressed HRS, live labeled CLR at the cell-surface and used immunofluorescence
and confocal microscopy to localize CLR, CLRΔ9KR, HRS and LAMP1 following treatment with AM (0–4 h).
In unstimulated HEK-CLR•RAMP2 and HEK-CLRΔ9KR•RAMP2 cells, CLR was present at the cell-surface,
HRS in enlarged endosomes and LAMP1 intracellular vesicles (Fig. 10A,B). Following stimulation with AM,
CLR and CLRΔ9KR similarly trafficked to enlarged HRS-positive vesicles (Fig. 10A–C). However, both CLR and
CLRΔ9KR could also be similarly detected in LAMP1-positive vesicles (Fig. 10A,C,D). Of note, we could also
detect LAMP1 in HRS-positive vesicles (Supplementary Fig. S12A,B).
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Figure 7. Effect of HRS on the degradation of CLR, CLRΔ9KR and RAMP2. (A,B) Cell lysates from
experimental cells were analyzed by Western blotting and levels of HRS and β-actin quantified. (C,D) Cellsurface biotinylated HEK-CLR•RAMP2 and HEK-CLRΔ9KR•RAMP2 cells expressing HRS were not treated
(NT) or challenged with AM (100 nM, 2-4 h), biotinylated proteins immunoprecipitated (IP) and Western blots
(WB) probed for CLR (mouse-HA, mHA), CLRΔ9KR (mHA), RAMP2 (mouse-Myc, mMyc) and transferrin
receptor (TfR, loading control). In untreated HEK-CLR•RAMP2 and HEK-CLRΔ9KR•RAMP2 cells, CLR,
CLRΔ9KR, RAMP2 and TfR were readily detected. AM (100 nM, 4 h) induced degradation of CLR, CLRΔ9KR
and RAMP2 to different levels. (E,F) Quantification of degradation of CLR, CLRΔ9KR and RAMP2. n = 4,
Data were examined using ANOVA and Student-Newman-Keuls post-hoc test, *p < 0.05, **p < 0.01,
***p < 0.001.

Enhanced basal ubiquitination of CLR delays degradation of CLR•RAMP2. To investigate if over-

expression of HRS simply ‘traps’ ubiquitinated CLR•RAMP2 in HRS-positive vesicles, we analyzed the degradation of CLR and RAMP2 following long-term exposure to AM (16 h). We first quantified expression of HRS
in HEK cells expressing empty vector (control) or HRS and CLR•RAMP2 by Western blotting (Fig. 11A,B). We
then treated the same cells with AM (0–16 h) and levels of CLR, RAMP2 and TfR quantified by Western blotting
(Fig. 11A,C,D). In control cells, AM induced significant degradation of both CLR and RAMP2 compared to the
not treated control and AM-treated cells overexpressing HRS. In contrast, AM induced significant degradation of
RAMP2, but not CLR in cells overexpressing HRS (Fig. 11A,C,D). Thus, overexpression of HRS does not prevent,
but only impedes the degradation of CLR•RAMP2.

Discussion

In this study, we used HEK cells to detail the molecular mechanisms regulating the downregulation of the AM1
receptor. Our results show that AM induces trafficking of CLR•RAMP2 to early endosomes and then onto lysosomes. Furthermore, CLR is trafficked to lysosomes following both transient and sustained stimulation with AM.
We also show that AM induces ubiquitination of CLR on intracellular lysines residues and that although ubiquitin
does not target CLR•RAMP2 for degradation, a basal hyperubiquitination mediated by HRS overexpression does
prevent degradation.
Ubiquitination has been shown to play a major role in the regulation of many GPCRs (reviewed in refs43,44).
However, ubiquitination of CLR expressed with RAMP2 was unexpected, given that CGRP does not induce
ubiquitination of CLR when expressed with RAMP114. The kinetics of agonist-induced CLR ubiquitination was
unexpected. Most previously reported agonist-induced ubiquitination of GPCRs occurs within minutes28,30.
However, we only detected ubiquitinated CLR, 1 h post-stimulation. To our knowledge, the only other GPCR
that undergoes delayed ubiquitination is the neurokinin 1 receptor. However, these studies were performed in a
cell line that does not naturally express that receptor45. Our finding that AM induced ubiquitination of CLR in an
epithelial (HEK) and endothelial cell (HMEC-1) suggests that this may be a universal mechanism that regulates
AM1 receptors.
We generated a mutant CLR lacking all intracellular facing lysine residues to study the role of CLR ubiquitination. We observed that AM did not induce ubiquitination of CLRΔ9KR, but this lack of ubiquitination did
not affect the endocytic trafficking to lysosomes. This finding was not unexpected as although ubiquitination
does affect the trafficking of some GPCRs28,30, it does not regulate the lysosomal targeting of others14,31,33. We also
observed a basal level of CLR ubiquitination, indicating that perhaps CLR is constitutively ubiquitinated. Again,
this is not unusual as PAR1 is constitutively ubiquitinated in order to prevent its internalization46.
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Figure 8. Effect of HRS knockdown on degradation of CLR, CLRΔ9KR and RAMP2. (A,B) Cell-surface
biotinylated HEK cells expressing CLR•RAMP2 or CLRΔ9KR•RAMP2 and either mock transfected (Mock,
control) or transfected with a non-targeting pool of siRNA (Scr) or siRNA to HRS (siRNA #1 and #2) were
not treated (NT) or challenged with AM (100 nM, 4 h), biotinylated proteins immunoprecipitated (IP) and
Western blots (WB) probed for CLR (mouse-HA, mHA), CLRΔ9KR (mHA), RAMP2 (mouse-Myc, mMyc) and
transferrin receptor (TfR, loading control). In untreated HEK-CLR•RAMP2 and HEK-CLRΔ9KR•RAMP2
cells, CLR, CLRΔ9KR, RAMP2 and TfR were readily detected in all treatment types. AM (100 nM, 4 h) induced
significant degradation of CLR, CLRΔ9KR and RAMP2 to similar levels in each cell type. (C) Quantification
of the knockdown of HRS by siRNA. (D,E) Quantification of the degradation of CLR, CLRΔ9KR and RAMP2.
n ≥ 4, Data were compared by Student’s t test, *p < 0.05, **p < 0.01, ***p < 0.001. Full length blots of panels A
and C are shown in Supplementary Fig. 9.

The duration of agonist exposure in known to influence ultimate fate of GPCRs. Transient exposure of
CLR•RAMP1 to CGRP results in efficient recycling14,15. However, continued CGRP exposure promotes trafficking to lysosomes14. The trafficking of the neurokinin 1 receptor can be similarly modified45,47. CLR•RAMP3,
the other receptor for AM, has been shown to internalise and recycle back to the cell-surface following agonist
exposure24. Our results indicate that once activated CLR•RAMP2 is degraded. This was unexpected as we had
expected CLR•RAMP2 to be similarly regulated by endothelin-converting enzyme 1, especially as this endosomal
peptidase cleaves AM in a pH-dependent manner, similar to that observed with CGRP (Cottrell, unpublished
observation). However, the lack of CLR•RAMP2 recycling is in agreement with a previous study where it has
been reported that following a transient stimulation with AM (30 min), CLR•RAMP2 is internalised and less than
10% of CLR•RAMP2 recycles back to cell-surface after 2 h25. Thus, it appears that in addition to modifying the
pharmacology of CLR13, RAMPs play an important role in the post-endocytic sorting of CLR following agonist
stimulation and can change the fate of CLR•RAMP complex.
As CLR colocalized with the lysosomal marker LAMP-1, we expected that degradation of CLR•RAMP2
would be prevented by inhibitors of lysosomal peptidases. However, the lysosomal protease inhibitors cocktail
that completely prevented CGRP-induced degradation of CLR•RAMP114, did not affect AM-induced degradation of CLR•RAMP2. Furthermore, leupeptin that has been shown to prevent degradation of other GPCRs41,
did not prevent degradation of the AM1 receptor. This result suggests that GPCRs may be degraded by different
repertoires of peptidases. Studies have shown that δ-opioid receptor (δ-OR) degradation is prevented by MG-132,
which is often used to inhibit the proteolytic activity of the proteasome33,39. However, MG-132 has been found to
inhibit certain cathepsins e.g. B, L and K found in lysosomes48–50. Our data using the highly specific proteasome
inhibitor, epoxomicin, suggests the proteasome has no role in the degradation of CLR•RAMP2.
Ubiquitin-dependent alterations in mitogenic signaling have been observed for other cell-surface receptors36,38. Ubiquitination of insulin-like growth factor 1 receptor is an absolute requirement for insulin-like growth
factor-induced ERK activation36. We were unable to detect any changes in AM-induced mitogenic signaling, but
that does not rule out the fact that other AM-induced signaling cascades may be altered.
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Figure 9. Colocalization of CLR and RAMP2 with HRS and effect of HRS expression on the basal levels of CLR
ubiqutination. (A) HEK cells expressing CLR•RAMP2 were live labeled with an antibody to the extracellular
epitope tag of RAMP2 (rabbit-Myc, rMyc) and fixed (control) or left for 2 h at 37 °C (2 h Recovery) before
fixation. RAMP2 and HRS were localized using immunofluorescence. In control cells, RAMP2 was detected
at the cell-surface (arrowheads). Following 2 h incubation, RAMP2 was also at the cell-surface (arrowheads),
but could be detected in intracellular HRS-positive vesicles. (B) HEK cells expressing CLR•RAMP2 and
empty vector (pcDNA3, control) or Myc-HRS were fixed permeablized and CLR (RK11) and HRS localized
using immunofluorescence and confocal microscopy. In control cells CLR was detected at the cell-surface
(arrowheads). In cells overexpressing HRS-myc, CLR was detected at the cell-surface, but also in enlarged
HRS-positive endosomes. (C) HEK cells expressing CLR•RAMP2 and either mock transfected (control) or
transfected a non-targeting pool siRNA (Scrambled) or siRNA to HRS (siRNA #1 and #2) were fixed and CLR
and HRS localized by immunofluorescence and confocal microscopy. In all conditions CLR was detected at
the cell-surface and HRS was detected in intracellular vesicles, with the exception of siRNA#1- and #2-treated
cells were limited detection of HRS was possible due to knockdown. n = 3. Scale bar, 10 µm. (D) HEK cells
expressing CLR•RAMP2 and either empty vector (pcDNA3, control, +vc), Myc-HRS, mock transfected (Mock,
control) or transfected with a non-targeting pool siRNA (Scr) or siRNA to HRS (siRNA #1 and #2) were lysed,
CLR immunoprecipitated (mouse HA, mHA) and Western blots probed using antibodies to ubiquitin and CLR
(mHA). There were no signals for CLR in vector control cells, confirming antibody specificity. In Scr, siRNA#1
and siRNA#2 cells the basal levels of ubiquitination were similar to control (Mock). In contrast, in cells
overexpressing HRS, the basal level of ubiquitinated CLR was significantly increased over control (+vc). (E)
Quantification of HRS expression. (F) Quantification of ubiquitinated CLR. Data were examined using ANOVA
and Student-Newman-Keuls post-hoc test, n = 4. *p < 0.05; **p < 0.01; ***p < 0.001. HEK-vc = HEK-vector
control.

Ubiquitination has been shown to participate in many different phases of GPCR regulation, such as promoting27 or preventing internalisation46, targeting to lysosomes for degradation28,30 and increasing the rate of degradation31. We examined if AM promoted degradation of CLR•RAMP2 and CLRΔ9KR•RAMP2 with different
kinetics by examining degradation at early time points. However, we did not observe any significant differences
in the degradation of CLR, CLRΔ9KR or RAMP2 in HEK cells or HMEC-1 cells. This finding was unexpected
as ubiquitination usually either regulates internalization, lysosomal targeting or degradation kinetics27,28,30,31,46.
HRS overexpression regulates the degradation of the δ-OR20, protease-activated receptor 2, the CGRP receptor (CLR•RAMP1)19 and the recycling of the β2-adrenoceptor18. The pronounced difference in the sensitivity of
CLR•RAMP2 and CLRΔ9KR•RAMP2 to HRS overexpression indicates that ubiquitination plays a key role in
the movement of AM1 receptors through the endocytic machinery. However, as the lysine defective mutant is
still degraded, an alternative pathway must be open to the receptor if it is not ubiquitinated. One possibility is
that it could follow a similar pathway to PAR1 which has been shown to be degraded in lysosomes in an HRSand ubiquitin-independent but ESCRT-III-dependent mechanism51,52, although both CLR and RAMP2 lacks the
SCientifiC ReporTS | 7: 12389 | DOI:10.1038/s41598-017-12585-z
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Figure 10. CLR•RAMP2 and CLRΔ9KR•RAMP2 traffic to HRS- and LAMP1-positive vesicles in HRS
overexpressing cells. (A,B) In HEK-CLR•RAMP2 and HEK-CLRΔ9KR•RAMP2 cells overexpressing
HRS, cell-surface CLR and CLRΔ9KR were labelled using an antibody to the epitope tag (goat-HA, gHA)
were challenged with AM (100 nM, 0–4 h), fixed, permeabilized and CLR, CLRΔ9KR, HRS and a marker
for lysosomes (LAMP1) localized by immunofluorescence and confocal microscopy. In unstimulated cells
(top panels), CLR and CLRΔ9KR were present at the cell-surface (arrowheads) and LAMP1 was detected in
intracellular vesicles (white arrows) and HRS in enlarged intracellular vesicles (white arrows). AM induced
similar trafficking of CLR and CLRΔ9KR to colocalize with HRS (lower panels white arrows) and LAMP1 in
lysosomes (blue arrows). (C,D) Quantification of CLR and CLRΔ9KR colocalization with HRS and LAMP1.
n = 3. Data were examined using ANOVA and Student-Newman-Keuls post-hoc test. Scale bar, 10 µm.

YPX(3)L motif necessary for the interaction with ALIX (an ESCRT-III–interacting protein). However, this still
reinforces the idea that similar to the protease-activated receptors the AM1 receptor is a one-shot receptor because
irrespective of whether the receptor is ubiquitinated or not, it is destined for degradation. Deletion of the UIM of
HRS did not rescue CLR•RAMP2 degradation indicating HRS is not the endosomal sorting protein responsible
for the recognition of ubiquitinated CLR. Numerous endosomal sorting proteins contain UIMs including EPS15,
epsins, the ESCRT-0 component, STAM, the ESCRT-I component TSG101, the ESCRT-II component VPS36, as
well as EPS15b and GGA3 (reviewed in ref.53). Thus, it is plausible that anyone of these proteins is responsible for
the recognition and sorting of ubiquitinated AM1 receptors.
Considering that degradation of other GPCRs and their lysine-deficient mutants is inhibited by HRS knockdown19,20, it was surprising that knockdown of HRS had no effect on AM-induced degradation of CLR•RAMP2
or CLRΔ9KR•RAMP2. Furthermore, CLR•RAMP2 also localized to enlarged HRS-positive vesicles following
HRS overexpression, similar to protease-activated receptor 2, CLR•RAMP1 and δ-OR19,20. Investigation into the
effect of HRS overexpression on AM-induced trafficking revealed that both CLR and CLRΔ9KR accumulate in
HRS- and LAMP1-positive vesicles, although it was clear that both receptors predominantly colocalized with
HRS. It was surprising that there was no difference in the colocalization of CLR and CLRΔ9KR with LAMP1 and
that the colocalization of CLRΔ9KR with LAMP1 was far less than in the absence of HRS overexpression given
the HRS overexpression did not affect AM-induced degradation of CLRΔ9KR. It should also be noted that we
used antibody-tagged receptors in our immunofluorescence experiments (to circumvent the high level of CLR
colocalization with HRS under basal conditions) and so we visualized the antibodies used for tagging and not
the receptors themselves. Therefore, we cannot rule out that the antibodies using for tagging the receptors are
degraded at similar rates, whereas the receptors themselves are not. Furthermore, in our biochemical experiments, we cannot rule out pre-lysosomal proteolysis of the epitope tag used to detect both CLR and CLRΔ9KR.
Unlike other receptors that have been shown to be regulated by HRS overexpression it is clear from our results
that HRS overexpression does not prevent degradation of CLR•RAMP2, but only delays degradation. Thus, it is
possible that degradation of other GPCRs such as the δ-OR20 and PAR219 is only retarded, as in those investigations longer time points (>4 h) were not investigated.
Our discovery that CLR•RAMP2 constitutively traffics to HRS-positive endosomes and HRS overexpression promotes hyperubiquitination of CLR under basal conditions could provide an explanation for the differences observed in the degradation of CLR•RAMP2 and CLRΔ9KR•RAMP2 (Fig. 12). If HRS recruits an E3
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Figure 11. Effect of HRS overexpression on the degradation of CLR and RAMP2 following long term exposure
to AM. (A) Cell-surface biotinylated HEK-CLR•RAMP2 cells expressing empty vector (control) or HRS were
not treated (NT) or challenged with AM (100 nM, 16 h), biotinylated proteins immunoprecipitated (IP) and
Western blots (WB) probed for CLR (mouse-HA, mHA), RAMP2 (mouse-Myc, mMyc) and transferrin receptor
(TfR, loading control). In untreated cells, CLR, RAMP2 and TfR were readily detected. In control cells treated
with AM (100 nM, 16 h) CLR and RAMP2 were significantly more degraded than in cells overexpressing HRS.
Lysates from experimental cells were analyzed for the expression of HRS and β-actin. (B) Quantification of
HRS expression. (C,D) Quantification of degradation of CLR and RAMP2. Data were examined using ANOVA
and Student-Newman-Keuls post-hoc test. n = 4. *p < 0.05, **p < 0.01, ***p < 0.001. HEK-vc = HEK-vector
control.

ligase, such as UBE4B21 that ubiquitinates CLR, then the hyperubiquitination that occurs during the constitutive
trafficking of CLR•RAMP2 could perturb the endocytic transport of CLR•RAMP2 to the lysosome following
activation. A similar effect on the ubiquitination state and degradation of PAR2 is observed following overexpression of a dominant-negative mutant of the deubiquitinating enzyme, associated molecule with the SH3 domain
of STAM (AMSH)54. In contrast, trafficking of non-ubiquitinated CLRΔ9KR•RAMP2 is compromised by disruption of the endocytic network by HRS overexpression, but degradation can still occur by incorporation of
LAMP1-positive vesicles into the MVB. HRS knockdown on the other hand, would not result in increased ubiquitination and wild-type receptors would either traffic as normal or via the route of non-ubiquitinated mutant
CLRΔ9KR•RAMP2. Our data shows that basal ubiquitination of CLR•RAMP2 can be regulated by HRS expression and that basal ubiquitination levels regulate agonist-induced degradation.

Methods

Reagents. Sources of antibodies were: rabbit anti-rat CLR (RK11) was a gift from Nigel W. Bunnett (Monash
University, Victoria, Australia)55); mouse anti-pERK (E-4, raised to Tyr204, Lot No. L1311), rabbit anti-ERK2
(C-14, Lot No. A1509), mouse anti-ubiquitin (P4D1, Lot No. G0609), mouse anti-lysosomal-associated glycomembrane protein 1 (LAMP1, H4A3, Lot No. G0109, Insight Biotechnology, Wembley, UK); mouse anti-early
endosomal antigen-1 (EEA1, BD Transduction Laboratories, Oxford, UK, Lot No. 52897); mouse anti-human transferrin receptor (Lot No. 136800), donkey anti-mouse or rabbit IgG coupled to AlexaFluor488 or 546
(Invitrogen, Paisley, UK); rabbit anti-HA (H6908, Lot No. 118K4800), mouse anti-β-actin (A5441, Lot No.
028K4826), rabbit anti-c-Myc (C3956, Lot No. 098K4806); mouse anti-c-Myc (clone 9E10, M4439, Lot No.)
121M4826; mouse anti-HRS (WH0009146M1, Lot No. E5221-6D11) and rabbit anti-HRS (HPA007728, Lot No.
A104535) (Sigma-Aldrich Company Ltd., Dorset, UK); mouse anti-HA.11 (clone 16B12; Cambridge Bioscience,
Cambridge, UK, Lot No. B204538); goat anti-HA.11 (GTX30545, Insight Biotechnology, Lot No. 821700278); rat
anti-HA.11 (Roche, Burgess Hill UK, Lot No. 14559100); goat or donkey anti-mouse, rat or rabbit IgG coupled to
horseradish peroxidase, fluorescein isothiocyanate, Rhodamine Red-X, DyLight 649 or Cy5 (Stratech Scientific
Limited, Newmarket, UK); Rat AM (Bachem, Weil am Rhein, Germany). DharmaFECT 1 Transfection Reagent,
ON-TARGETplus HRS siRNA (J-016835-05-0002, J-016835-06-0002) and ON-TARGETplus (D-001810-10-05)
(GE Healthcare, Little Chalfont, UK). Other reagents were from Sigma-Aldrich Company Ltd unless stated.
Plasmids.

cDNA encoding rat CLR has been described14,55. cDNA encoding rat RAMP2 was obtained
by RT-PCR from rat heart using Trizol (Invitrogen) and Taqman Reverse Transcription reagents (Applied
Biosystems, Warrington, UK) according to the manufacturer’s guidelines. An N-terminal Myc tag was added to
RAMP2 by PCR. A single vector (pcDNA5/FRT) expressing both rat CLR and RAMP2 was created as described
for CLR and RAMP114. A CLR mutant in which all predicted intracellular lysines were replaced with arginines
(designated CLRΔ9KR) was generated using a mega-primer PCR method. Lentiviral vectors expressing either
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Figure 12. Proposed model for the regulation of CLR•RAMP2 by ubiquitination and HRS. (A) When HRS
is expressed at endogenous levels, basal levels of CLR ubiquitination are normal and are regulated by an
endosomal interaction with an HRS-linked E3 ligase during constitutive recycling. CLRΔ9KR is ubiquitinfree. Upon AM-induced activation both CLR•RAMP2 and CLRΔ9KR•RAMP2 internalize to endosomes
where CLR•RAMP2 is ubiquitinated further. Both CLR•RAMP2 and CLRΔ9KR•RAMP2 traffic to the
multi-vesicular body (MVB), where presumably CLR•RAMP2 is deubiquitinated. CLR•RAMP2 and
CLRΔ9KR•RAMP2 are then delivered to LAMP1-positive vesicles. (B) Depleting HRS promotes a low
basal level of ubiquitination of CLR•RAMP2 and CLRΔ9KR•RAMP2 is ubiquitin-free. Stimulation with
AM promotes internalization of both CLR•RAMP2 and CLRΔ9KR•RAMP2 to the MVB, CLR may then be
ubiquitinated and deubiquitinated. CLR•RAMP2 and CLRΔ9KR•RAMP2 are then delivered to LAMP1positive vesicles. (C) If HRS is overexpressed the basal level of CLR ubiquitination is high due to increased
recruitment of an E3 ligase to endosomes. AM-induced activation promotes trafficking of both CLR•RAMP2
and CLRΔ9KR•RAMP2 to the MVB. Hyperubiquitination retards the degradation and trafficking of
CLR•RAMP2 to LAMP1-positive vesicles, whereas non-ubiquitinated CLRΔ9KR•RAMP2 is degraded as
normal (possibly due to incorporation of LAMP1-positive vesicles into the MVB) by trafficking to LAMP1positive vesicles is impeded.

CLR or CLRΔ9KR and RAMP2 were generated by releasing expression cassettes from existing plasmids by
restriction digest, followed by cloning into a circularized pLenti6.3V5 (Invitrogen). All PCR amplified constructs were sequenced to verify integrity. Primer sequences are available on request. pcDNA3.0-Myc-HRS and
Myc-HRSΔUIM were a kind gift from Professor M. von Zastrow (University of California, San Francisco, CA).

Transfected Cells and Cell Lines.

™

Human embryonic kidney (HEK293) cells containing the Flp-In
system (HEK-FLP) were from Invitrogen (Paisley, UK). Cells were cultured in Advanced Dulbecco’s modified
Eagle’s medium (DMEM) supplemented with l-glutamine (2 mM), 2% heat-inactivated fetal bovine serum (FBS)
and zeocin (100 μg/ml). HEK-FLP cells stably expressing CLR and RAMP2 from the same vector (pcDNA5/
FRT) were created with the Flp-In system according to the manufacturer’s guidelines, and cells were grown in
Advanced DMEM supplemented with l-glutamine (2 mM), 2% heat-inactivated FBS and hygromycin B (200 µg/
ml). SV40 large T Ag-transformed human dermal microvascular endothelial cells (HMEC-156) were obtained
from Centre for Disease Control and Prevention (Atlanta, Georgia) and were grown in MCDB131 supplemented
with 10% heat-inactivated FBS, l-glutamine (2 mM), hydrocortisone acetate (1 µM) and human epidermal growth
factor (10 ng/ml). HEK293T cells were grown in DMEM containing 10% heat-inactivated fetal bovine serum. All
cells were routinely grown in 95% air, 5% CO2 at 37 °C. In control experiments, cells were stably transfected with
vectors without inserts (HEK-vector control, HEK-vc; HMEC-1-vector control, HMEC-1-vc). In experiments
involving expression of HRS, cells were transiently transfected using polyethylenimine (ratio 3:1 w/w).

™

Lentivirus Production and Transduction. HEK293T cells were plated (1 × 105 cells/cm2 in 100 mm
dishes) and transiently transfected in DMEM/HEPES (25 mM) containing 10% heat-inactivated fetal bovine
serum with pLenti6.3-control, pLenti6.3-CLR•RAMP2, pLenti6.3- CLRΔ9KR•RAMP2 (9 µg) together
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with vectors required for viral competence (pMDG.1, VSV-G envelope, 4.5 µg; pRSV.rev, HIV-1 Rev, 2.25 µg;
pMDLg/p.RRE, packaging plasmid, 4.5 µg) using a standard calcium phosphate method for 12 hours. The
medium was then exchanged and collected and filtered (0.45 µm) 48 h later. Viral particles were then collected by
centrifugation (40,000 g, 6 h, 4 °C) and resuspended in HMEC-1 medium (1 ml). HMEC-1 cells (2.6 × 104 cells/
cm2 in 6-well plates) were incubated (30 min, 4 °C) with viral suspensions including polybrene (5 µg/ml). Fresh
medium (1 ml) was added and cells incubated (overnight, 37 °C). The following days cells were washed and placed
HMEC-1 medium for a further 48 h. HMEC-1 cells were then passaged and placed in 100 mm dishes in HMEC-1
medium containing blasticidin (10 µg/ml). After two weeks resistant cells were pooled and cells expressing CLR at
the cell-surface isolated using an antibody to the extracellular epitope tag (rat-HA) and Dynabeads (Invitrogen).
Protein expression was verified by Western blotting and immunofluorescence and confocal microscopy.

Activation of CLR•RAMP2 and Drug Treatments. 48 h after plating cells or after transfection, cells
were washed three times with PBS and placed in DMEM or MCDB131 containing 0.1% BSA (DMEM-BSA
or MCDB131-BSA). Cells were stimulated with 100 nM rat AM for the indicated times and controls were
left untreated for the duration of the experimental time course. Lysosomal proteases were inhibited using
Z-Phe-Ala-diazomethylketone (Bachem, 200 µM), E64d and pepstatin A (Enzo Life Sciences, Exeter, UK; each
10 µM) or leupeptin (Roche, 10 µM). The proteolytic activity of the proteasome was inhibited using epoxomicin
(1 µM, Enzo Life Sciences). Controls included appropriate vehicle and inhibitors were present throughout the
experimental time courses and added to cells 30 min prior to stimulation.
SDS-PAGE and Western Blotting.

Whole cell lysates (10–30 µg protein) and immunoprecipitations
were separated by SDS-PAGE (8, 12 or 15% acrylamide). Proteins were transferred to PVDF membranes
(Immobilon-P, Millipore) and blocked for 1 h at room temperature (1x PBS, 0.1% Tween20, 2% BSA or 5% milk
powder). Membranes were incubated with antibodies to pERK (1:5000), ERK2 (1:10,000), rabbit or mouse c-Myc
(1:5-10,000), rabbit or mouse HA (1:10,000), ubiquitin (1:5000), anti-mouse HRS (1:1000), β-actin (1:100,000)
or human transferrin receptor (1:10,000) (overnight, 4 °C; 1x PBS, 0.1% Tween20, 2% BSA or 5% milk powder).
Membranes were washed for 30 min (1x PBS, 0.1% Tween20) and incubated with appropriate secondary antibodies coupled to horseradish peroxidase (1:10,000, 1 h, room temperature). Immunoreactive proteins were
detected using enhanced chemiluminescence (BioRad or Geneflow Ltd.). Densitometric analysis was performed
using ImageJ software or using an ImageQuant-RT ECL imaging system (GE Healthcare) and analyzed using
ImageQuant TL software.

Cell-Surface Biotinylation Assays. To biotinylate cell surface proteins cells were washed in 100 mM PBS,

™

pH 7.4, and incubated with 0.3 mg/ml EZ-Link -Sulfo-NHS-Biotin (Pierce) in PBS (30 min, 4 °C). Cells were
washed in PBS, stimulated with AM (100 nM, 0-16 h in DMEM-BSA or MCDB131-BSA), lysed in RIPA buffer
(50 mM Tris/HCl, pH 7.4, 150 mM NaCl, 5 mM MgCl2, 1 mM EGTA, 10 mM NaF, 10 mM Na4P2O7, 0.1 mM
Na3VO4, 0.5% Nonidet P-40, peptidase inhibitor cocktail (Roche)), and centrifuged. Biotinylated proteins were
recovered by incubation with NeutrAvidin-agarose (30 µl, overnight, 4 °C), pelleted, washed with RIPA buffer,
boiled in Laemmli buffer, and analyzed by Western blotting.

RNA interference.

HEK293 cells were plated in 12-well plates (1.2 × 105 cells/well) and left for 24 h, before
siRNA transfections. Cells were incubated with vehicle or siRNA (25 nM)/transfection reagent complexes
(DharmaFECT, 5 µl) for 24 h before transfection with CLR•RAMP2 using Lipofectamine2000 according to the
manufacturer’s guidelines. Cells were used for experimentation after a further 48 h.

Immunoprecipitation. Cells were lysed in RIPA (including N-ethylmaleimide, 10 mM for HMEC-1 immu-

noprecipitations) and centrifuged (10,000 g, 20 min, 4 °C). Supernatants were rotated with immunoprecipitating
antibody (CLR or CLRΔ9KR, 0.5 µl; rabbit c-Myc, 3 µg; rat anti-HA, 1 µg; overnight, 4 °C). Protein A/G PLUS
(Insight Biotechnology; 30 μl) was added and samples were rotated (2 h, 4 °C). Immunoprecipitates were pelleted,
washed with RIPA buffer, boiled in Laemmli buffer and analyzed by SDS-PAGE and Western blotting.

Immunofluorescence and Confocal Microscopy. Following drug treatments cells were washed in 100
mm PBS, pH 7.4, and fixed in PBS containing 4% paraformaldehyde, pH 7.4 (20 min, 4 °C). Cells were washed
with PBS containing 0.1% saponin and 2% normal horse serum for 30 min. Proteins were localized using the
primary antibodies CLR (RK11, 1:2000), EEA1 (1:500), LAMP1 (1:1000), rabbit or mouse anti-HRS (1:100)
(overnight, 4 °C). Cells were washed and incubated with secondary antibodies coupled to fluorescein isothiocyanate, rhodamine Red-X, or Cy5 (1:500, 2 h, room temperature). To examine trafficking of CLR•RAMP2 from
the cell-surface, CLR, CLRΔ9KR and RAMP2 were labeled by incubating cells with antibodies to the extracellular epitope tags (CLR, rat anti-HA, 1:1000 or goat anti-HA.11, 1:100; RAMP2, rabbit anti-c-Myc, 1:1000;
30 min, 37 °C). Cells were washed with PBS, stimulated with AM, fixed and incubated with appropriate secondary
antibodies. Cells were observed with a Zeiss laser-scanning confocal microscope (LSM Meta 510 or LSM 510)
using a Plan-Apochromat 63x/1.4 Oil DIC objective. Alternatively, cells were observed with a Nikon Eclipse Ti
laser-scanning confocal microscope using a 100x/1.45 Oil DIC N2 objective. Images were collected at a zoom
of 1-2 and an iris of <3 μm, and at least five optical sections were taken at intervals of 0.5 μm. Single sections
are shown. Images were processed using ImageJ and Adobe Photoshop software. Colocalization of proteins was
determined using the NIS-Elements AR software.
Statistics.

Results are expressed as mean ± S.E.M. of n ≥ 3 experiments and were compared by Student’s t
test. Differences among multiple groups were examined using ANOVA and Student-Newman-Keuls post-hoc

SCientifiC ReporTS | 7: 12389 | DOI:10.1038/s41598-017-12585-z

16

www.nature.com/scientificreports/
test. *p < 0.05, **p < 0.01, ***p < 0.001 were considered to be significant. Immunofluorescence images and blots
represent n ≥ 3 experiments.

References

1. Kitamura, K. et al. Adrenomedullin: a novel hypotensive peptide isolated from human pheochromocytoma. Biochemical and
biophysical research communications 192, 553–560, https://doi.org/10.1006/bbrc.1993.1451 (1993).
2. Brain, S. D. & Grant, A. D. Vascular actions of calcitonin gene-related peptide and adrenomedullin. Physiol Rev 84, 903–934 (2004).
3. Caron, K. M. & Smithies, O. Extreme hydrops fetalis and cardiovascular abnormalities in mice lacking a functional Adrenomedullin
gene. Proceedings of the National Academy of Sciences of the United States of America 98, 615–619, https://doi.org/10.1073/
pnas.021548898 (2001).
4. Czyzyk, T. A. et al. Deletion of peptide amidation enzymatic activity leads to edema and embryonic lethality in the mouse. Dev Biol
287, 301–313, https://doi.org/10.1016/j.ydbio.2005.09.001 (2005).
5. Dackor, R. T. et al. Hydrops fetalis, cardiovascular defects, and embryonic lethality in mice lacking the calcitonin receptor-like
receptor gene. Molecular and cellular biology 26, 2511–2518, https://doi.org/10.1128/MCB.26.7.2511-2518.2006 (2006).
6. Koyama, T. et al. Vascular endothelial adrenomedullin-RAMP2 system is essential for vascular integrity and organ homeostasis.
Circulation 127, 842–853, https://doi.org/10.1161/CIRCULATIONAHA.112.000756 (2013).
7. Hippenstiel, S. et al. Adrenomedullin reduces endothelial hyperpermeability. Circulation research 91, 618–625 (2002).
8. Hocke, A. C. et al. Perturbation of endothelial junction proteins by Staphylococcus aureus alpha-toxin: inhibition of endothelial gap
formation by adrenomedullin. Histochem Cell Biol 126, 305–316, https://doi.org/10.1007/s00418-006-0174-5 (2006).
9. Temmesfeld-Wollbruck, B. et al. Adrenomedullin reduces vascular hyperpermeability and improves survival in rat septic shock.
Intensive Care Med 33, 703–710, https://doi.org/10.1007/s00134-007-0561-y (2007).
10. Dunworth, W. P., Fritz-Six, K. L. & Caron, K. M. Adrenomedullin stabilizes the lymphatic endothelial barrier in vitro and in vivo.
Peptides 29, 2243–2249, https://doi.org/10.1016/j.peptides.2008.09.009 (2008).
11. Christ-Crain, M. et al. Pro-adrenomedullin to predict severity and outcome in community-acquired pneumonia
[ISRCTN04176397]. Crit Care 10, R96, https://doi.org/10.1186/cc4955 (2006).
12. Christ-Crain, M. et al. Mid-regional pro-adrenomedullin as a prognostic marker in sepsis: an observational study. Crit Care 9,
R816–824, https://doi.org/10.1186/cc3885 (2005).
13. McLatchie, L. M. et al. RAMPs regulate the transport and ligand specificity of the calcitonin-receptor-like receptor. Nature 393,
333–339 (1998).
14. Cottrell, G. S. et al. Post-endocytic sorting of calcitonin receptor-like receptor and receptor activity-modifying protein 1. J Biol Chem
282, 12260–12271, https://doi.org/10.1074/jbc.M606338200 (2007).
15. Padilla, B. E. et al. Endothelin-converting enzyme-1 regulates endosomal sorting of calcitonin receptor-like receptor and betaarrestins. The Journal of cell biology 179, 981–997, https://doi.org/10.1083/jcb.200704053 (2007).
16. Bache, K. G., Raiborg, C., Mehlum, A. & Stenmark, H. STAM and Hrs are subunits of a multivalent ubiquitin-binding complex on
early endosomes. The Journal of biological chemistry 278, 12513–12521, https://doi.org/10.1074/jbc.M210843200 (2003).
17. Komada, M., Masaki, R., Yamamoto, A. & Kitamura, N. Hrs, a tyrosine kinase substrate with a conserved double zinc finger domain,
is localized to the cytoplasmic surface of early endosomes. The Journal of biological chemistry 272, 20538–20544 (1997).
18. Hanyaloglu, A. C., McCullagh, E. & von Zastrow, M. Essential role of Hrs in a recycling mechanism mediating functional
resensitization of cell signaling. Embo J 24, 2265–2283, https://doi.org/10.1038/sj.emboj.7600688 (2005).
19. Hasdemir, B., Bunnett, N. W. & Cottrell, G. S. Hepatocyte growth factor-regulated tyrosine kinase substrate (HRS) mediates postendocytic trafficking of protease-activated receptor 2 and calcitonin receptor-like receptor. J Biol Chem 282, 29646–29657, https://
doi.org/10.1074/jbc.M702974200 (2007).
20. Hislop, J. N., Marley, A. & Von Zastrow, M. Role of mammalian vacuolar protein-sorting proteins in endocytic trafficking of a nonubiquitinated G protein-coupled receptor to lysosomes. The Journal of biological chemistry 279, 22522–22531, https://doi.
org/10.1074/jbc.M311062200 (2004).
21. Sirisaengtaksin, N. et al. UBE4B protein couples ubiquitination and sorting machineries to enable epidermal growth factor receptor
(EGFR) degradation. The Journal of biological chemistry 289, 3026–3039, https://doi.org/10.1074/jbc.M113.495671 (2014).
22. Gage, R. M., Matveeva, E. A., Whiteheart, S. W. & von Zastrow, M. Type I PDZ ligands are sufficient to promote rapid recycling of G
Protein-coupled receptors independent of binding to N-ethylmaleimide-sensitive factor. The Journal of biological chemistry 280,
3305–3313, https://doi.org/10.1074/jbc.M406934200 (2005).
23. Xia, Z., Gray, J. A., Compton-Toth, B. A. & Roth, B. L. A direct interaction of PSD-95 with 5-HT2A serotonin receptors regulates
receptor trafficking and signal transduction. The Journal of biological chemistry 278, 21901–21908, https://doi.org/10.1074/jbc.
M301905200 (2003).
24. Bomberger, J. M., Parameswaran, N., Hall, C. S., Aiyar, N. & Spielman, W. S. Novel function for receptor activity-modifying proteins
(RAMPs) in post-endocytic receptor trafficking. J Biol Chem 280, 9297–9307 (2005).
25. Kuwasako, K. et al. Visualization of the calcitonin receptor-like receptor and its receptor activity-modifying proteins during
internalization and recycling. J Biol Chem 275, 29602–29609 (2000).
26. Kuwasako, K. et al. Functions of the cytoplasmic tails of the human receptor activity-modifying protein components of calcitonin
gene-related peptide and adrenomedullin receptors. J Biol Chem 281, 7205–7213 (2006).
27. Hicke, L. & Riezman, H. Ubiquitination of a yeast plasma membrane receptor signals its ligand-stimulated endocytosis. Cell 84,
277–287 (1996).
28. Jacob, C. et al. c-Cbl mediates ubiquitination, degradation, and down-regulation of human protease-activated receptor 2. J Biol
Chem 280, 16076–16087, https://doi.org/10.1074/jbc.M500109200 (2005).
29. Marchese, A. & Benovic, J. L. Agonist-promoted ubiquitination of the G protein-coupled receptor CXCR4 mediates lysosomal
sorting. The Journal of biological chemistry 276, 45509–45512, https://doi.org/10.1074/jbc.C100527200 (2001).
30. Shenoy, S. K., McDonald, P. H., Kohout, T. A. & Lefkowitz, R. J. Regulation of receptor fate by ubiquitination of activated beta
2-adrenergic receptor and beta-arrestin. Science 294, 1307–1313, https://doi.org/10.1126/science.1063866 (2001).
31. Hislop, J. N., Henry, A. G., Marchese, A. & von Zastrow, M. Ubiquitination regulates proteolytic processing of G protein-coupled
receptors after their sorting to lysosomes. The Journal of biological chemistry 284, 19361–19370, https://doi.org/10.1074/jbc.
M109.001644 (2009).
32. Hislop, J. N., Henry, A. G. & von Zastrow, M. Ubiquitination in the First Cytoplasmic Loop of mu-Opioid Receptors Reveals a
Hierarchical Mechanism of Lysosomal Down-regulation. The Journal of biological chemistry 286, 40193–40204, https://doi.
org/10.1074/jbc.M111.288555 (2011).
33. Tanowitz, M. & Von Zastrow, M. Ubiquitination-independent trafficking of G protein-coupled receptors to lysosomes. J Biol Chem
277, 50219–50222 (2002).
34. Goldknopf, I. L. & Busch, H. Isopeptide linkage between nonhistone and histone 2A polypeptides of chromosomal conjugateprotein A24. Proceedings of the National Academy of Sciences of the United States of America 74, 864–868 (1977).
35. Hershko, A., Ciechanover, A. & Rose, I. A. Identification of the active amino acid residue of the polypeptide of ATP-dependent
protein breakdown. The Journal of biological chemistry 256, 1525–1528 (1981).

SCientifiC ReporTS | 7: 12389 | DOI:10.1038/s41598-017-12585-z

17

www.nature.com/scientificreports/
36. Sehat, B., Andersson, S., Vasilcanu, R., Girnita, L. & Larsson, O. Role of ubiquitination in IGF-1 receptor signaling and degradation.
PLoS One 2, e340, https://doi.org/10.1371/journal.pone.0000340 (2007).
37. Shenoy, S. K. et al. Ubiquitination of beta-arrestin links seven-transmembrane receptor endocytosis and ERK activation. The Journal
of biological chemistry 282, 29549–29562, https://doi.org/10.1074/jbc.M700852200 (2007).
38. Shtiegman, K. et al. Defective ubiquitinylation of EGFR mutants of lung cancer confers prolonged signaling. Oncogene 26,
6968–6978, https://doi.org/10.1038/sj.onc.1210503 (2007).
39. Chaturvedi, K., Bandari, P., Chinen, N. & Howells, R. D. Proteasome involvement in agonist-induced down-regulation of mu and
delta opioid receptors. The Journal of biological chemistry 276, 12345–12355, https://doi.org/10.1074/jbc.M008054200 (2001).
40. Trejo, J., Hammes, S. R. & Coughlin, S. R. Termination of signaling by protease-activated receptor-1 is linked to lysosomal sorting.
Proceedings of the National Academy of Sciences of the United States of America 95, 13698–13702 (1998).
41. Moore, R. H. et al. Agonist-induced sorting of human beta2-adrenergic receptors to lysosomes during downregulation. Journal of
cell science 112(Pt 3), 329–338 (1999).
42. Urbe, S. et al. The UIM domain of Hrs couples receptor sorting to vesicle formation. Journal of cell science 116, 4169–4179, https://
doi.org/10.1242/jcs.00723 (2003).
43. Dores, M. R. & Trejo, J. Atypical regulation of G protein-coupled receptor intracellular trafficking by ubiquitination. Current opinion
in cell biology 27, 44–50, https://doi.org/10.1016/j.ceb.2013.11.004 (2014).
44. Marchese, A. & Trejo, J. Ubiquitin-dependent regulation of G protein-coupled receptor trafficking and signaling. Cellular signalling
25, 707–716, https://doi.org/10.1016/j.cellsig.2012.11.024 (2013).
45. Cottrell, G. S. et al. Ubiquitin-dependent down-regulation of the neurokinin-1 receptor. J Biol Chem 281, 27773–27783, https://doi.
org/10.1074/jbc.M603369200 (2006).
46. Wolfe, B. L., Marchese, A. & Trejo, J. Ubiquitination differentially regulates clathrin-dependent internalization of protease-activated
receptor-1. The Journal of cell biology 177, 905–916, https://doi.org/10.1083/jcb.200610154 (2007).
47. Grady, E. F. et al. Delineation of the endocytic pathway of substance P and its seven-transmembrane domain NK1 receptor. Mol Biol
Cell 6, 509–524 (1995).
48. Goulet, B. et al. A cathepsin L isoform that is devoid of a signal peptide localizes to the nucleus in S phase and processes the CDP/
Cux transcription factor. Molecular cell 14, 207–219 (2004).
49. Guery, L. et al. Fine-tuning nucleophosmin in macrophage differentiation and activation. Blood 118, 4694–4704, https://doi.
org/10.1182/blood-2011-03-341255 (2011).
50. Longva, K. E. et al. Ubiquitination and proteasomal activity is required for transport of the EGF receptor to inner membranes of
multivesicular bodies. The Journal of cell biology 156, 843–854, https://doi.org/10.1083/jcb.200106056 (2002).
51. Dores, M. R. et al. ALIX binds a YPX(3)L motif of the GPCR PAR1 and mediates ubiquitin-independent ESCRT-III/MVB sorting.
The Journal of cell biology 197, 407–419, https://doi.org/10.1083/jcb.201110031 (2012).
52. Gullapalli, A., Wolfe, B. L., Griffin, C. T., Magnuson, T. & Trejo, J. An essential role for SNX1 in lysosomal sorting of proteaseactivated receptor-1: evidence for retromer-, Hrs-, and Tsg101-independent functions of sorting nexins. Mol Biol Cell 17, 1228–1238,
https://doi.org/10.1091/mbc.E05-09-0899 (2006).
53. Haglund, K. & Dikic, I. The role of ubiquitylation in receptor endocytosis and endosomal sorting. Journal of cell science 125,
265–275, https://doi.org/10.1242/jcs.091280 (2012).
54. Hasdemir, B., Murphy, J. E., Cottrell, G. S. & Bunnett, N. W. Endosomal deubiquitinating enzymes control ubiquitination and downregulation of protease-activated receptor 2. The Journal of biological chemistry 284, 28453–28466, https://doi.org/10.1074/jbc.
M109.025692 (2009).
55. Cottrell, G. S. et al. Localization of calcitonin receptor-like receptor and receptor activity modifying protein 1 in enteric neurons,
dorsal root ganglia, and the spinal cord of the rat. J Comp Neurol 490, 239–255, https://doi.org/10.1002/cne.20669 (2005).
56. Ades, E. W. et al. HMEC-1: establishment of an immortalized human microvascular endothelial cell line. The Journal of investigative
dermatology 99, 683–690 (1992).

Acknowledgements

This work was supported by a British Heart Foundation Fellowship to GSC (FS/08/017/25027) and a British Heart
Foundation Project Grant to AJM (PG/11/93/29143).

Author Contributions

G.S.C. conceived, designed and coordinated the study, wrote the paper and performed and analyzed experiments
shown in all Figures 1–12 and S1–12. B.T.R. designed, performed and analyzed the experiments shown in Figures
1–5, 10 and S3. C.C.B. designed, performed and analyzed the experiments shown in Figures 6–8 and S4. S.G.W.
and A.J.M. revised the manuscript critically for important intellectual content. All authors reviewed the results
and approved the final version of the manuscript.

Additional Information

Supplementary information accompanies this paper at https://doi.org/10.1038/s41598-017-12585-z.
Competing Interests: The authors declare that they have no competing interests.
Publisher's note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and
institutional affiliations.
Open Access This article is licensed under a Creative Commons Attribution 4.0 International
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or
format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Creative Commons license, and indicate if changes were made. The images or other third party material in this
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the
material. If material is not included in the article’s Creative Commons license and your intended use is not permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
© The Author(s) 2017

SCientifiC ReporTS | 7: 12389 | DOI:10.1038/s41598-017-12585-z

18

