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ABSTRACT: Themelanocortin-4 receptor (MC4R) is aG-protein-coupled receptor (GPCR) that is expressed in
the central nervous system and has a role in regulating feeding behavior, obesity, energy homeostasis, male
erectile response, and blood pressure. Since the report of the MC4R knockout mouse in 1997, the field has
been searching for links between this genetic biomarker and human obesity and type 2 diabetes. More then 80
single nucleotide polymorphisms (SNPs) have been identified from human patients, both obese and nonobese
controls. Many significant studies have been performed examining the pharmacological characteristics of
these hMC4R SNPs in attempts to identify a molecular defects/insights that might link a genetic factor to the
obese phenotype observed in patients possessing these mutations. Our laboratory has previously reported the
pharmacological characterization of 40 of these polymorphic hMC4 receptors with multiple endogenous and
synthetic ligands. The goal of the current study is to perform a similar comprehensive side-by-side characteri-
zation of 30 additional human hMC4R with single nucleotide polymorphisms using multiple endogenous
agonists [R-, β-, and γ2-melanocyte stimulating hormones (MSH) and adrenocorticotropin (ACTH)], the ant-
agonist agouti-related protein hAGRP(87-132), and synthetic agonists [NDP-MSH, MTII, and the tet-
rapeptide Ac-His-DPhe-Arg-Trp-NH2 (JRH887-9)]. These in vitro data, in some cases, provide a putative
molecular link between dysfunctional hMC4R’s and human obesity. These 30 hMC4R SNPs include R7H,
R18H, R18L, S36Y, P48S, V50M, F51L, E61K, I69T, D90N, S94R, G98R, I121T, A154D, Y157S, W174C,
G181D, F202L, A219 V, I226T, G231S, G238D, N240S, C271R, S295P, P299L, E308K, I317V, L325F, and
750DelGA. All but the N240S hMC4R were identified in obese patients. Additionally, we have characterized
a double I102T/V103I hMC4R. In addition to the pharmacological characterization, the hMC4R variants
were evaluated for cell surface expression by flow cytometry. The F51L, I69T, andA219V hMC4Rs possessed
full agonist activity and significantly decreased endogenous agonist ligand potency. At the E61K, D90N,
Y157S, and C271R hMC4Rs, all agonist ligands examined were only partially efficacious in generating a
maximal signaling response (partial agonists) and possessed significantly decreased endogenous agonist
ligand potency. Only the A219V, G238D, and S295P hMC4Rs possessed significantly decreased AGRP-
(87-132) antagonist potency. These data provide new information for use in GPCR computational
development as well as insights into MC4R structure ad function.

The melanocortin system is involved in the regulation of a
number of diverse physiological pathways including pigmenta-
tion (1), sexual function (2, 3), blood pressure (4, 5), and energy
homeostasis (6, 7). The melanocortin system is comprised of five

G-protein-coupled receptors (GPCRs)1 (8-14) that stimulate the
adenylate cyclase signal transduction pathway. The endogenous
ligands are derived by posttranslational processing of the proo-
piomelanocortin (POMC) protein by prohormone convertases
PC1 and PC2 (15, 16). POMC is processed in the human brain to
generate the endogenous melanocortin agonist peptides R-, β-,
and γ2-melanocyte stimulating hormones (MSH) and adreno-
corticotropin (ACTH) (17). The melanocortin pathway also has
the only two known endogenous antagonists of GPCRs, agouti
(18, 19) and agouti-related protein (AGRP) (20). AGRP is also
expressed in the hypothalamus of the brain and projects to other
regions of the brain that express the melanocortin-3 and -4
receptors (21, 22).

The study presented herein performs, for the first time for these
30 human MC4R polymorphisms, a side-by-side in vitro phar-
macological comparison using multiple endogenous agonists, the
antagonist hAGRP(87-132), as well as the synthetic agonists
JRH887-9 (Ac-His-DPhe-Arg-Trp-NH2) (23-28),NDP-MSH(29),
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and MTII (30). We have previously reported characterization of
40 human MC4R polymorphisms (31) and extend the pharma-
cological profiling to include those presented herein. Since
there are multiple putative endogenous melanocortin agonists
(R-MSH, β-MSH, γ-MSH, and ACTH), it is hypothesized and
supported byour previous studies (31) that while one endogenous
ligand might result in modified potency at a hMC4 polymorphic
receptor, other endogenous agonists or the antagonist AGRP
might possess normal potencies. We have previously reported
that the chimeric AGRP-melanocortin agonist AMW3-130 can
restore a nanomolar to subnanomolar ligand functional response
of polymorphic hMC4Rs that did not respond potently to the
endogenous agonist peptides (32). In this study, selected hMC4
receptors that possessed reduced endogenous agonist potencies
and/or efficacies (F51L, E61K, I69T,D90N, Y157S, A219V, and
C271R) were also examined with this agonist as well as the
modified tetrapeptides JRH420-12 (24), JRH322-18 (25), the Ac-
Mini-(His-DPhe-Arg-Trp)AGRP-NH2 AMW3-106 (33) and the
small molecules THIQ (34) and JB25 (35) (Figure 1) to determine
if any of these ligands could functionally rescue these receptors
that did no respond normally to the endogenous ligands.

MATERIALS AND METHODS

Peptides used in this study that were purchased from com-
mercial sources include R-MSH, NDP-MSH, MTII, ACTH-
(1-24), β-MSH, γ2-MSH (Bachem), and hAGRP(87-132)
(Peptides International). The peptides that were synthesized as
previously reported (32) include Ac-His-DPhe-Arg-Trp-NH2

(JRH887-9) (24, 25), Ac-Anc-DPhe-Arg-Trp-NH2 (amino-2-nap-
hthylcarboxylic acid, Anc, JRH420-12) (24), Ac-His-(pI)DPhe-
Arg-Trp-NH2 (JRH322-18) (25), AMW3-130 (32), andAMW3-
106 (33). The small molecule JB25 was obtained through a
material transfer agreement with Professor Morton Meldal

(CarlsbergLaboratory,Department ofChemistry,GamleCarlsberg
Vej 10, DK-2500 Valby, Denmark) (35). The THIQ small mole-
cule was obtained through a material transfer agreement with
Dr. Lex Van Der Ploeg at Merck Research Laboratories (34).
hMC4R in Vitro ReceptorMutagenesis. The human wild-

type N-terminally Flag-tagged MC4R cDNA was generously
provided by Dr. Robert Mackenzie (36) and was subcloned into
the pBluescript plasmid (Stratagene) for subsequentmutagenesis.
Mutant hMC4Rs were generated using a polymerase chain
reaction (PCR) based mutagenesis strategy, as previously de-
scribed by our laboratory (31, 32, 37). A complementary set of
PCR primers was designed containing the reported nucleotide
base pair changes resulting in the modified amino acid. After
completion of the PCR reaction (95 �C 30 s, 12 cycles of 95 �C
30 s, 55 �C1min, 68 �C9min) the product was purified (Qiaquick
PCR reaction; Qiagen) and eluted in water. Subsequently, the
sample was cut with DpnI (Biolabs) to linearalize the wild-type
template DNA leaving only nicked circularized mutant DNA.
This was transformed into competent DH5R Escherichia coli.
Single colonies were selected, and the presence of the desired
mutant was checked by DNA sequencing. The DNA containing
themutant was then excised and subcloned into theHindIII/XbaI
restriction sites of the pCDNA3 expression vector (Invitrogen).
Complete mutant hMC4R sequences were confirmed free of
PCR nucleotide base errors byDNA sequencing (University of
Florida sequencing core facilities). During sequencing, it was
observed that the I102T plasmid also contained the V103I muta-
tion. Due to the large frequency of occurrences of the V103I SNP
and unanticipated pharmacological profile, we decided to include
its data.
Generation of Stable Cell Lines.HEK-293 cells were main-

tained in Dulbecco’s modified Eagle’s medium (DMEM) with
10% fetal calf serum (FCS) and seeded 1 day prior to transfection

FIGURE 1: Small molecule and amino acid sequences of the endogenous and synthetic melanocortin ligands examined in this study.
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at (1-2) � 106 cell/100 mm dish. Mutant and wild-type DNA in
the pCDNA3 expression vector (20 μg) were transfected using the
calcium phosphate method (38). Stable receptor populations
were generated using G418 selection (0.7-1 mg/mL) for sub-
sequent bioassay analysis.
cAMP-Based Functional Bioassay. HEK-293 cells stably

expressing themutant andwild-typemelanocortin receptors were
transiently transfectedwith 4 μg of CRE/β-galactosidase reporter
gene as previously described (31, 32, 37, 39). Briefly, 5000-15000
posttransfection cells were plated into collagen-treated 96-well
plates (Nunc) and incubated overnight. Forty-eight hours post-
transfection the cells were stimulated with 100 μL of peptide
(10-5-10-12 M) or forskolin (10-4 M) control in assay medium
(DMEM containing 0.1 mg/mL BSA and 0.1 mM isobutyl-
methylxanthine) for 6 h. The assay media were aspirated, and
50 μL of lysis buffer (250 mM Tris-HCl, pH= 8.0, and 0.1%
Triton X-100) was added. The plates were stored at -80 �C
overnight. The plates containing the cell lysates were thawed the
following day. Aliquots of 10 μL were taken from each well and
transferred to another 96-well plate for relative protein determi-
nation. To the cell lysate plates was added to each well 40 μL of
phosphate-buffered saline with 0.5%BSA. Subsequently, 150 μL
of substrate buffer (60 mM sodium phosphate, 1 mM MgCl2,
10 mM KCl, 5 mM β-mercaptoethanol, 2 mg/mL ONPG) was
added to each well, and the plates were incubated at 37 �C. The
sample absorbance, OD405, was measured using a 96-well plate
reader (Molecular Devices). The relative protein was determined
by adding 200 μLof 1:5 dilution Bio-RadG250 protein dye:water
to the 10 μL cell lysate sample taken previously, and the OD595

was measured on a 96-well plate reader (Molecular Devices).
Data points were normalized to the relative protein content.
Ligand efficacy (ability to generate amaximum agonist response)
and ligands that are reported as partial agonists were determined
relative to the response of the same ligands at thewild-type hMC4
control receptor. Fold changes in ligand potency [the effective
concentration at 50%maximum response (EC50) for full agonists
or for partial agonists, 50%of themaximal observed stimulation]
were determined relative to the same ligand potency at the wild-
type hMC4 control receptor. The antagonistic properties of
hAGRP(87-132) were evaluated by the ability of hAGRP-
(87-132) to competitively displace the MTII agonist (Bachem)
in a dose-dependent manner, up to 10 μM concentrations (37).
The pA2 values were generated using the Schild analysis
method (40).
Data Analysis. EC50 and pA2 values represent the mean of

three or more independent experiments. EC50 and pA2 estimates,
and their associated standard errors of the mean, were deter-
mined by fitting the data to a nonlinear least-squares analysis
using the PRISM program (v4.0; GraphPad Inc.). Statistical
analysis was performed using a Student t test compared to the
wild-type receptor values with statistical significance defined
as p < 0.05.
CompetitiveDisplacement BindingAssays. (A)NDP-

MSH Iodination. 125I-NDP-MSH was prepared using a modi-
fied chloramine-T method as previously described by Yang et al
(41). Using 50 mM sodium phosphate buffer, pH 7.4, as the
reaction buffer, 125I-Na (0.5 mCi; Amersham Life Sciences, Inc.,
Arlington Heights, IL) was added to 20 μg of NDP-MSH
(Bachem, Torrance, CA) in 5 μL of buffer. To initiate the reac-
tion, 10 μL of a 2.4 mg/mL solution of chloramine T (Sigma
Chemical Co., St. Louis, MO) was added for 15 s with gentle
agitation. This reaction was terminated by the addition of 50 μL

of a 4.8 mg/mL solution of sodium metabisulfite (Sigma Chemi-
cal Co.) for 20 s with gentle agitation. The reaction mixture was
then diluted with 200 μL of 10% bovine serum albumin and the
resultant mixture layered on a Bio-Gel P2 (Bio-Rad Labora-
tories, Hercules, CA) column (1.0� 30 cm Econocolumn; Bio-
Rad Laboratories) for separation by size exclusion chromatog-
raphy using 50 mM sodium phosphate buffer, pH 7.4, as column
eluant. Fifteen drop fractions (approximately 500 μL) were
collected into glass tubes containing 500 μL of 1% BSA. Each
fractionwas then counted on theApex automatic gamma counter
(ICN Micromedic Systems, Model 28023, Huntsville, AL, with
RIA AID software, Robert Maciel Associates, Inc., Arlington,
MA) to determine peak 125I incorporation fractions.

(B) Receptor Competitive Displacement Binding Stu-
dies. HEK-293 cells stably expressing the mutant and wild-type
MC4 receptors were maintained as described above. Preced-
ing the experiment, (0.3-0.5) � 106 cells/well were plated into
Primera 12-well plates (Falcon) and grown to confluence. For the
assays, the media were removed, and the cells were washed twice
with a freshly prepared assay buffer (DMEM and 0.1%BSA). A
500 μL sample of the NDP-MSH peptide concentration being
tested and 150000 cpm of 125I-radiolabeled NDP-MSH were
added to thewell and incubated at 37 �C for 1 h. Themediumwas
subsequently removed, and each well was washed twice with
assay buffer. The cells were lysed by the addition 0.5mL of 0.1M
NaOH and 0.5 mL of 1% Triton X-100. The mixture was left to
lyse the cells for 10 min, and the contents of each well were
transferred to a labeled 16�150mm glass tube and quantified on
a Apex automatic gamma counter. Dose-response curves
(10-6-10-12 M) of NDP-MSH and IC50 values were generated
and analyzed by a one-site competition nonlinear least-squares
analysis (42) and the PRISM program (v4.0; GraphPad Inc.).
The percent total specific binding was determined based upon the
nonspecific values obtained using 10-6 M NDP-MSH. Each
experiment was performed using duplicate data points and
repeated in at least two independent experiments. The standard
deviations were derived from the IC50 values from at least two
independent experiments using the PRISM program (v4.0;
GraphPad Inc.). Statistical analysis was performed using a
Student t test compared to the wild-type receptor values with
statistical significance defined as p < 0.05.

(C) Immunohistochemical Analysis of Wild-Type FLAG-
Tagged hMC4R . Flow cytometric analysis (FACS) of intra-
cellular FLAG-tagged wild-type hMC4R was performed as
described previously (31, 43). Briefly, cells were dissociated from
monolayer culture dishes using cold cell dissociation buffer
(Cellgro; Mediatech) and centrifuged at 600g for 5 min, room
temperature, and the pelleted cells were resuspended in sterile-
filtered FACS buffer (1% BSA, 0.1% sodium azide, in 1� PBS,
pH 7.2; Sigma Chemicals, St. Louis, MO). The cells were
distributed to multiple FACS tubes (Falcon; Fisher Scientific)
at one million cells per tube. The cells were treated with 10 mg/
mL unconjugated mouse IgG (Upstate Biotech or Sigma) to
block nonspecific antibody binding. To determine cell surface
receptor protein expression, the cells were then incubated for
45 min at room temperature with anti-FLAG-PE (Prozyme, San
Leandro, CA). To determine the total cellular receptor protein
expression, the cells were fixed with 2% methanol-free formal-
dehyde in 1� PBS (Ted Pella or EM Scientific, Fisher Scientific)
for 10 min, permeabilized for 20 min with saponin buffer [0.5%
saponin (Sigma) in FACS buffer, pH 7.2], and subsequently
washed with saponin buffer. After centrifugation (600g, 5 min),
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cell aliquots were conjugated with anti-FLAG-APC antibodies
(Prozyme) for 1 h at room temperature to label the total
(intracellular and surface) FLAG-tagged molecules. After the
anti-FLAG antibody incubation, the labeled cells were washed
with 1 mL of saponin buffer three times prior to resuspension in
FACS buffer for analysis. The PE- and APC-conjugated non-
specific antibodies (BD Biosciences-Pharmingen, CalTag, Bur-
lingame, CA) served as isotype controls for the anti-FLAG
antibody conjugates used in these analyses and were used to set
the background for fluorescence staining detection on BD Bio-
sciences FACS Calibur flow cytometers. Data were collected as
both stained cell percentages (either surface or total detected) and
as mean fluorescence per cell from aminimum of 10000 collected
events for each sample run. Receptor cell surface expression and
total cellular expression (using permeabilized cells) were deter-
mined as summarized in Figure 2.

RESULTS

The 30 human MC4 polymorphic receptors and the I102T/
V103I hMC4R that were examined in this study are summarized
in Tables 1-3. Table 1 summarizes the functional endogenous
R-MSH, β-MSH, γ2-MSH, ACTH(1-24), and synthetic Ac-His-
DPhe-Arg-Trp-NH2 (JRH887-9) tetrapeptide agonist potency
of the polymorphic hMC4Rs. Table 2 summarizes the synthetic
melanocortin agonist NDP-MSH agonist potency and binding
affinity in a competitive displacement assay using radiolabeled
125I-NDP-MSH. Table 3 summarizes the MTII agonist EC50

values and pA2 values of the hAGRP(87-132) hMC4R antago-
nist. Table 4 summarizes selected hMC4R’s that did not respond
normally to all of the endogenous agonists (F51L, I69T, and
A219V) as well as the selected hMC4R’s that resulted in partial
agonist responses (E61K, D90N, Y157S, and C271R) that were
also tested with synthetic ligands (Figure 1) that have been repor-
ted previously to functionally rescue these types of receptors (32).

For comparative purposes, the wild-type hMC4R values and
pharmacological profiles observed are defined as “normal” in the
experimental paradigm used herein. The criteria used to classify a

hMC4 polymorphic receptor as similar to the wild type are that
the polymorphic hMC4R does not result in statistically signifi-
cant different experimental variables (EC50, pA2, IC50, total cell
and cell surface expression) from thewild-type hMC4Rvariables.
The ability ofAGRP to function as an inverse agonist (Table 3) is
excluded from this comparison as this phenotype is only obser-
vable if the basal activities of the heterologously expressing cell
lines are sufficient to detect a decrease in our assay readout. Thus,
these observations, while worth noting, are at the limits of detec-
tion, and the authors do not wish to make further interpretations
of the data.
hMC4RPolymorphicReceptors ThatResult inDecreased

Agonist Ligand Efficacy and Potency. For this study, a 96-
well β-galactosidase reporter gene assay is used (31, 32, 39) that
responds toGs andGqG-protein coupled pathways. The hMC4R
has been well established to signal via the cAMP second mes-
senger pathway (13). Generally, when fully efficacious agonists
are studied [i.e., NDP-MSH (29) andMTII (30)] at the wild-type
and most mutant melanocortin receptors, a maximal response is
observed. Thus, the ligands are classified as full agonists. How-
ever, of the polymorphic receptors generated in this study four
(E61K, D90N, Y157S, and C271R) hMC4Rs were only able to
generate partial efficacy upon stimulation by all of the melano-
cortin agonists examined in this study (Figure 4). Additionally,
when comparing the potency of these same ligands, significant
decreases were observed (Tables 1-4).
hMC4R Polymorphic Receptors That Are Expressed at

the Cell Surface and Functionally Respond Differently to
the Endogenous POMC Derived Agonists. In this study, the
three F51L, I69T, and A219V hMC4R polymorphic receptors
possessed decreased wild-type potency for all the endogenous
melanocortin agonists examined [R-MSH, β-MSH, γ2-MSH, and
ACTH(1-24)] (Table 1). Only the P48S hMC4R possessed
decreased R-MSHpotency while retaining wild-type equipotency
for β-MSH, γ2-MSH, and ACTH(1-24). The A154D hMC4R
possessed decreased R-MSH, γ2-MSH, and ACTH(1-24) pot-
ency values, yet was equipotent for β-MSH, as compared to the
wild-type receptor.

FIGURE 2: Fluorescence-activated cell sorting (FACS) analysis of the hMC4R polymorphisms in stably expressed HEK-293. The total cell
receptor expression levels were determined using permeabilized cells measuring both cell surface and intracellular protein expression. The cell
surface expression levels were determined using nonpermeabilized cells. Cell expression levels are presented relative to the wild-type hMC4R
control.
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Functional Response to the Melanocortin Tetrapeptide
Ac-His-DPhe-Arg-Trp-NH2 (JRH887-9). Since all of the end-
ogenous melanocortin agonists contain a central conserved His-
Phe-Arg-Trp sequence postulated to be important for melano-
cortin receptor-ligandmolecular recognition and receptor stimu-
lation, the nanomolar Ac-His-DPhe-Arg-Trp-NH2 tetrapeptide
(23-28) was examined at the polymorphic receptors character-
ized in this study. The P48S, F51L, E61K, I69T, D90N, I121T,
A154D, Y157S, A219V, G231S, C271R, and S295P hMC4Rs
possessed significantly reduced potency for the JRH887-9 tetra-
peptide, as compared to the wild-type control. Interestingly, only
at the I121T, G231S, and S295P hMC4Rs was this tetrapeptide
agonist the only ligand that possessed decreased wild-type
potency compared to the endogenous agonists shown in Table 1.
Pharmacological Characterization of the AGRP Endo-

genous Antagonist. Agouti-related protein (AGRP) was char-
acterized as a competitive antagonist (20) as well as an inverse
agonist (44, 45) at the MC4R. The full-length 132 amino acid
hAGRP contains five disulfide bridges and is not readily

synthetically accessible by chemical means (46). The studies
presented herein utilized the commercially available hAGRP-
(87-132) fragment that has been demonstrated to be equipotent
to the full-length 132 amino acid hAGRP ligand (20). Figure 5
illustrates the hAGRP(87-132) antagonist pharmacology at the
wild-type hMC4R.Table 3 summarizes the antagonist pA2 values
of the MC4R antagonist hAGRP(87-132) fragment, if AGRP-
(87-132) inverse agonist activity was observed, as well as the
synthetic agonist MTII potency that was used to compete with
AGRP(87-132) for the bioassay. The synthetic MTII agonist
was selected for the antagonist Schild experiments (40) versus any
of the endogenous agonists since it is more potent and has been
observed to remain potent even at polymorphic andmutantMC4
receptors (31, 37). Agonist ligand potency is important when
trying to perform competitive antagonist assays. For the Schild
type of antagonist assay used in this study, at least three different
concentrations of antagonist are needed to perform the analysis.
If a receptor mutation decreases agonist potency (i.e., 100-fold),
then the right shift in the dose-response curves critical for

Table 1: Summary of the Endogenous Melanocortin Agonist and Ac-His-DPhe-Arg-Trp-NH2 (JRH887-9) Ligand Pharmacology at the hMC4R

Polymorphisms

EC50 (nM)

mutation TM R-MSH β-MSH γ2-MSH ACTH(1-24) JRH887-9

WTa 1.34 ( 0.5 0.30 ( 0.05 107 ( 32 1.63 ( 0.3 0.57 ( 0.05

R7H N-term 0.82 ( 0.23 0.18 ( 0.04 77.2 ( 26 3.77 ( 2.5 0.63 ( 0.13

R18H N-term 1.34 ( 0.7 0.10 ( 0.01 79.3 ( 19 2.06 ( 0.7 0.43 ( 0.07

R18L N-term 0.87 ( 0.6 0.21 ( 0.05 100 ( 54 2.25 ( 0.8 0.47 ( 0.08

S36Y N-term 0.88 ( 0.3 0.51 ( 0.19 196 ( 74 6.86 ( 3.3 0.86 ( 0.19

P48S 1 3.27 ( 1.4* 0.74 ( 0.16 150 ( 11 4.50 ( 1.3 3.60 ( 0.26*

V50M 1 1.72 ( 0.5 0.54 ( 0.09 128 ( 33 4.38 ( 0.1 0.68 ( 0.08

F51L 1 17.1 ( 4.3* 7.71 ( 1.7* 1134 ( 260* 107 ( 24* 37.3 ( 11.3*

E61K 1 82 ( 53* 43.7 ( 15* 1450 ( 860* 188 ( 66* 149 ( 25*

partial agonist partial agonist partial agonist partial agonist partial agonist

I69T 1 13.6 ( 1.1* 9.52 ( 3.1* 278 ( 5.7* 32.6 ( 3.8* 40.7 ( 5.1*

D90N 2 226 ( 77* 66 ( 36* 6875 ( 1070* 240 ( 26* 746 ( 250*

partial agonist partial agonist partial agonist partial agonist partial agonist

S94R 2 no stim no stim no stim no stim no stim

G98R 2 no stim no stim no stim no stim no stim

I102T/V103I 2 19.2 ( 2.9* 3.90 ( 1.5* 548 ( 153* 42.6 ( 7.5* 16.1 ( 3.6*

I121T 3 1.06 ( 0.48 0.95 ( 0.30 256 ( 112 7.42 ( 1.6 4.32 ( 0.35*

A154D IL2 5.25 ( 2.4* 0.67 ( 0.01 427 ( 55* 14.0 ( 2.2* 4.37 ( 0.6*

Y157S IL2 265 ( 66* 168 ( 42* 2540 ( 170* 177 ( 49* 1185 ( 150*

partial agonist partial agonist partial agonist partial agonist partial agonist

W174C 4 no stim no stim no stim no stim no stim

G181D 4 no stim no stim no stim no stim no stim

F202L 5 0.74 ( 0.68 0.85 ( 0.78 240 ( 180 3.74 ( 1.64 1.59 ( 0.84

A219V 5 15.4 ( 1.13* 4.36 ( 0.37* 594 ( 65* 79.3 ( 4.95* 9.78 ( 1.12*

I226T IL3 1.30 ( 0.96 0.53 ( 0.11 110 ( 35 7.53 ( 3.04 0.84 ( 0.17

G231S IL3 1.62 ( 1.32 0.41 ( 0.11 164 ( 73 3.11 ( 0.49 1.88 ( 0.28*

G238D IL3/6 2.15 ( 0.63 0.19 ( 0.01 92.7 ( 13.3 3.62 ( 1.16 0.65 ( 0.09

N240S IL3/6 1.06 ( 0.71 0.35 ( 0.11 189 ( 108 1.39 ( 0.47 0.76 ( 0.06

750DelGA 6 no stim no stim no stim no stim no stim

C271R 6/EX3 350 ( 80.5* 342 ( 131* 6480 ( 1130* 487 ( 85* 1600 ( 1060*

partial agonist partial agonist partial agonist partial agonist partial agonist

S295P 7 1.10 ( 0.21 0.69 ( 0.009 160 ( 130 5.96 ( 2.5 2.77 ( 0.12*

P299L 7 no stim no stim no stim no stim no stim

E308K C-term 2.96 ( 0.72 0.81 ( 0.11 116 ( 31 6.03 ( 2.59 0.96 ( 0.29

I317V C-term 1.42 ( 0.45 0.60 ( 0.24 140 ( 47 4.78 ( 2.14 1.42 ( 0.28

L325F C-term 0.35 ( 0.04 0.33 ( 0.08 90 ( 47 3.47 ( 1.67 0.98 ( 0.40

aIndicates the average from seven independent experiments of HEK-293 cells stably expressing the wild-type (WT) hMC4R. These WT values represent
those obtained while running parallel experiments with the receptors reported in this study. The values indicated represent the mean of at least three
independent experiments with the standard error of the mean indicated. No stim indicates that the endogenous agonists were unable to stimulate the receptor
polymorphisms at up to 1 μM concentrations. Partial agonist indicates that some stimulatory agonist pharmacology resulted, but the maximal stimulation
levels were less than the wild-type control response. Statistical analysis was performed using a Student t test compared to the wild-type receptor values with *=
p < 0.05.
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determining the antagonist potencymay then be outside the dete-
ctable range of the assay, thus yielding inclusive data regarding
the potency of an antagonist at the receptor being examined. This
rationale is demonstrated by the Y157S and C271R hMC4Rs,
where the endogenous agonist potency (Table 1) is high nanomo-
lar to micromolar, whereas the MTII potency is low nanomolar
resulting in the ability to evaluate antagonist potency (Figure 5).

For the polymorphic receptors examined in this study, only the
three A219V, G238D, and S295P hMC4Rs resulted in statisti-
cally decreased AGRP(87-132) antagonist potency, as comp-
ared to the wild-type hMC4R. Decreased MTII agonist potency
was observed for the E61K, D90N, Y157S, A219V, and C271R
hMC4Rs.
Functional and Competitive Displacement Binding Charac-

terization of the SyntheticMelanocortin AgonistNDP-MSH.

The NDP-MSH ligand (29), a highly potent and chemically
stable synthetic melanocortin receptor agonist upon iodination,
is the radioligand of choice for characterization of the melano-
cortin receptors. Table 2 summarizes theNDP-MSH ligand func-
tional agonist potency EC50 values and competitive displacement
binding affinity IC50 pharmacological results. Unlabeled “cold”
NDP-MSH was used to competitively displace the 125I-NDP-
MSH radioligand. Of the polymorphic hMC4 receptors exam-
ined in this study, only the six R18L, V50M, I121T, A154D,
N240S, and L325F hMC4Rs possessed statistically significant
decreases in NDP-MSH binding affinity compared to wild-type
hMC4R. Unanticipated however, there does not appear to be a
corresponding significant decrease inNDP-MSH ligand potency.
However, the E61K, I69T, D90N, Y157S, A219V, and C271R
hMC4Rs did possess significantly decreased NDP-MSH pot-
ency, as compared to wild-type hMC4R. Unexpectedly, for the
E61K hMC4R, wewere unable to generate a reliable NDP-MSH
binding affinity IC50 value under the experimental conditions
examined in this study. Functionally, this receptor possessed only
partial agonist activity (Figures 4 and 5).

Radioactive label binding studies are also useful for character-
izing cell line surface receptor expression levels. Since the label
will bind to receptor proteins that are folded “properly” for
molecular recognition at the cell surface, it is an experimental
approach that can be used to detect receptor protein cell surface
expression (Figure 3) and receptors that are expressed at the cell
surface and that possess the required protein folding structure(s)
important for ligand molecular recognition. These data are com-
plementary to the FACS (Figure 2) data that determine protein
cell surface expression levels but do not provide an indication if
the protein is properly folded for ligand molecular recognition or
functional activity. Additionally, these data can aid in the asses-
sment of receptor mutations to differentiate a molecular defect
associated with molecular recognition and ligand binding versus
a disability in ligand-receptor-induced cell signaling. Figure 3
summarizes the total specific binding values for the hMC4R
polymorphic and wild-type hMC4R stably expressing HEK-293
cell lines generated in this study. These values represent the
average total specific binding (total cpm- nonspecific cpm) from
two to five independent experiments. The S94R, G98R, W174C,
andG181D hMC4R expressing cells did not bind to radiolabeled
125I-NDP-MSH above an average of 500 counts per minute
(cpm), suggesting that these cell lines do not express verymuch of
the correctly folded receptor protein at the cell surface or that the
amino acid change in the receptor has changed the ability of 125I-
NDP-MSH to interact with the putative binding pocket at the
concentrations examined in this study.
Cell Surface Expression of hMC4RPolymorphic Recep-

tors in Stably Expressing HEK-293 Cells. One of the poss-
ible pharmacological differences of a polymorphic hMC4R
has been associated with poor cell surface expression levels
(47-52). Figure 2 summarizes the percentage of total cellular
receptor protein expression and receptor protein cell surface
expression of the receptors stably expressed in HEK-293, relative
to the wild-type hMC4R. The engineered N-terminal FLAG-
hMC4Rs (47) and fluorescence-activated cell sorting (FACS)
were used for comparative quantification. These data demon-
strate that the total cell receptor expression for all of the poly-
morphic hMC4Rs generated in this study was at 80% of wild-
type levels. Using a combination of intracellular labeling on
saponin-permeabilized cells and surface labeling on nonpermea-
bilized cells, it was observed that the E61K, D90N, S94R, G98R,

Table 2: Summary of the Synthetic Agonist NDP-MSH Functional (EC50)

and Competitive Displacement Binding Affinity Studies (IC50) of the

Polymorphic hMC4Rs Examined in This Studya

mutation TM

NDP-MSH

EC50 (nM)

NDP-MSH binding

IC50 (nM)

WTb 0.023 ( 0.004 8.4( 1.2

R7H N-term 0.042 ( 0.009 8.2( 2.9

R18H N-term 0.015 ( 0.004 6.0( 0.8

R18L N-term 0.022 ( 0.006 37.5( 0.8*

S36Y N-term 0.035 ( 0.020 7.9( 1.3

P48S 1 0.057 ( 0.010 7.2( 0.4

V50M 1 0.035 ( 0.005 34.1( 4.9*

F51L 1 0.042 ( 0.004 16.5( 11.6

E61K 1 0.60 ( 0.18* >1

partial agonist

I69T 1 0.50 ( 0.18* 18.2( 12.7

D90N 2 2.47 ( 0.89* 6.7( 0.3

partial agonist

S94R 2 no stim >1

G98R 2 no stim >1

I102T/V103I 2 0.053 ( 0.014 11.1( 1.1

I121T 3 0.029 ( 0.008 36.6( 3.9*

A154D IL2 0.060 ( 0.007 36.9( 1.2*

Y157S IL2 8.60 ( 4.3* 13.7( 2.5

partial agonist

W174C 4 no stim >1

G181D 4 no stim >1

F202L 5 0.036 ( 0.004 6.8( 0.9

A219V 5 0.43 ( 0.09* 6.8( 0.3

I226T IL3 0.18 ( 0.11 9.1( 3.1

G231S IL3 0.077 ( 0.034 6.0( 0.4

G238D IL3/6 0.23 ( 0.19 7.1( 0.4

N240S IL3/6 0.012 ( 0.003 39.0( 2.5*

750DelGA 6 no stim >1

C271R 6/EX3 3.73 ( 2.4* 9.3( 3.2

partial agonist

S295P 7 0.067 ( 0.029 15.6( 12.1

P299L 7 no stim >1

E308K C-term 0.31 ( 0.17 9.1( 3.0

I317V C-term 0.040 ( 0.02 8.4( 0.1

L325F C-term 0.022 ( 0.004 41.2( 0.5*

aNonlabeled NDP-MSH was used to competitively displace 125I-NDP-
MSH in a dose-response fashion. bIndicates the average from eight
independent experiments of HEK-293 cells stably expressing the wild-type
(WT) hMC4R.No stim indicates that theNDP-MSH agonist was unable to
stimulate the receptor polymorphisms at up to 1 μMconcentrations. Partial
agonist indicates that some stimulatory agonist pharmacology resulted, but
the maximal stimulation levels were less than the wild-type control
response. >1 indicates that an IC50 could not be determined up to 1 μM
concentrations or no competitive displacement binding of NDP-MSH was
observed. Statistical analysis was performed using a Student t test compared
to the wild-type receptor values with * = p < 0.05.
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I121T, Y157S, W174C, G181D, C271R, P299L, I317V, L325F,
and 750DelGA hMC4R cell surface expression levels are sig-
nificantly decreased as compared to wild type. Interestingly
however, while the S94R, G98R, W174C, G181D, P299L, and
750DelGA hMC4Rs were not able to be stimulated by ligands
(Tables 1-3), they did possess cellular expression levels compar-
able to the Y157S and C271R hMC4Rs that were able to be
stimulated by ligands (albeit as partial agonists, Figures 4 and 5).
TheE61K, P299L, and 750DelGAhMC4Rs possessed detectable
significant binding, indicative that some receptor protein did
reach the cell surface and was able to bind radiolabeled ligand,
albeit at extremely relatively low levels (Figure 3). TheD90N and
I317V hMC4Rs, while possessing significantly reduced cell sur-
face protein expression levels, did possess significant binding
values greater than 35000 cpm (Figure 3), indicating a strong
response to 125I-NDP-MSH ligand binding. Thus, for the S94R,
G98R, W174C, and G181D hMC4Rs, these data suggest that
failure of cell surface hMC4R protein expression may be a result
of the inability to transport the polymorphic protein to the cell

surface or, alternatively, an unstable receptor conformation may
result that might not be retained at the cell surface.
Functional Response of Selected Polymorphic hMC4Rs

to Synthetic Ligands Postulated To Rescue Functional Acti-
vity. In a previous report by our laboratory (32), we examined
the potential of synthetic and small molecule agonists (Figure 1)
to “rescue” hMC4 polymorphic receptors that did not respond
normally to the POMC-derived endogenous ligands. Based upon
preliminary results, the F51L, E61K, I69T, D90N, A219V, and
C271R hMC4Rs were selected to be characterized using these
synthetic agonist ligands (Table 4). The E61K, D90N, Y157S,
and C271R were selected to determine if these ligands could
“rescue” full agonist efficacy, as compared to the wild-type con-
trol response. Interestingly, the THIQ small molecule was able to
reach 100% maximal agonist efficacy, as compared to the wild
type, at the Y157S hMC4R (Figure 6). At the E61K and C271R
hMC4Rs, THIQwas able to increase agonist efficacy response to
ca. 95% and 89% that of wild type, respectively, at micromolar
concentrations. Surprisingly, theD90NhMC4Rwas not stimulated

Table 3: Summary of the Polymorphic hMC4R Pharmacology of the Endogenous C-Terminal Antagonist Agouti-Related Protein Ligand [hAGRP(87-132)]

and the Synthetic Agonist MTII

mutation TM MTII agonist EC50 (nM) antagonist pA2 hAGRP(87-132) hAGRP(87-132) inverse agonist activity obsd

WTa 0.011 ( 0.003 8.76 ( 0.2 yes

R7H N-term 0.017 ( 0.006 8.60 ( 0.6 yes

R18H N-term 0.011 ( 0.007 8.79 ( 0.8 not obsd

R18L N-term 0.006 ( 0.002 8.88 ( 0.1 not obsd

S36Y N-term 0.011 ( 0.007 8.39 ( 0.3 yes

P48S 1 0.026 ( 0.022 8.29 ( 0.7 not obsd

V50M 1 0.015 ( 0.006 8.04 ( 0.1 yes

F51L 1 0.028 ( 0.013 8.72 ( 0.2 yes

E61K 1 0.28 ( 0.0.08* 8.48 ( 0.2 not obsd

partial agonist

I69T 1 0.071 ( 0.001* 8.35 ( 0.2 not obsd

D90N 2 1.84 ( 0.65* 8.61 ( 0.3 not obsd

partial agonist

S94R 2 no stim ND ND

G98R 2 no stim ND ND

I102T/V103I 2 0.034 ( 0.016 8.41 ( 0.3 not obsd

I121T 3 0.010 ( 0.005 8.58 ( 0.2 not obsd

A154D IL2 0.038 ( 0.004 8.04 ( 0.2 not obsd

Y157S IL2 1.59 ( 0.13* 8.31 ( 0.1 not obsd

partial agonist

W174C 4 no stim ND ND

G181D 4 no stim ND ND

F202L 5 0.010 ( 0.002 8.57 ( 0.4 yes

A219V 5 0.35 ( 0.12* 7.86 ( 0.1* not obsd

I226T IL3 0.027 ( 0.011 8.15 ( 0.1 not obsd

G231S IL3 0.019 ( 0.017 8.52 ( 0.4 yes

G238D IL3/6 0.029 ( 0.013 7.74 ( 0.2* yes

N240S IL3/6 0.010 ( 0.004 8.47 ( 0.1 not obsd

750DelGA C-term no stim ND ND

C271R 6/EX3 1.62 ( 0.99* 8.87 ( 0.4 not obsd

partial agonist

S295P 7 0.065 ( 0.005* 7.88 ( 0.3* yes

P299L 7 no stim ND ND

E308K C-term 0.029 ( 0.004 8.86 ( 0.3 not obsd

I317V C-term 0.029 ( 0.022 8.67 ( 0.1 not obsd

L325F C-term 0.017 ( 0.013 8.47 ( 0.1 yes

aIndicates the average from seven independent experiments of HEK-293 cells stably expressing the wild-type (WT) hMC4R. TheMTII agonist EC50 values
indicated represent the mean of at least three independent experiments with the standard error of the mean indicated. No stim indicates that the MTII agonist
was unable to stimulate the receptor polymorphisms up to 1 μMconcentrations. Partial agonist indicates that some stimulatory agonist pharmacology resulted,
but the maximal stimulation levels were less than the wild-type control response. The antagonistic pA2 values were determined using the Schild analysis and the
agonist MTII (Ki = -log pA2). The indicated errors for the functional data (pA2) represent the standard error of the mean determined from at least three
independent experiments. ND indicates that the pA2 value could not be determined since MTII was unable to potently stimulate the polymorphic receptor.
Statistical analysis was performed using a Student t test compared to the wild-type receptor values with * = p < 0.05.
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to even the agonist efficacy levels observed for the other ligands
examined in this study (Figures 4-6). The tetrapeptide Ac-His-
(pI)DPhe-Arg-Trp-NH2 (JRH322-18), which is a mMC3R anta-
gonist with partial agonist activity (25, 53) and a full MC4R ago-
nist (Figure 6), unexpectedly resulted in either partial agonist or
no stimulatory activity at the polymorphic hMC4R’s examined.

In terms of potency, the chimericmelanocortin-AGRPagonist
AMW3-130 retained nanomolar to subnanomolar potency at
the hMC4Rs examined. At the F51L, E61K, I69T, and A219V
hMC4Rs, this ligand was the only agonist examined in this study
that was not statistically different from wild-type hMC4R
potency at these receptors. However, at the Y157S, and C271R
hMC4Rs, this AMW3-130 ligand did result only in partial
agonist efficacywith significantly decreased potency compared to
the wild-type hMC4R. All of the other ligands examined resulted
in significantly decreased agonist potency at the F51L, E61K,
I69T, D90N, Y157S, A219V, and C271R hMC4Rs as compared
to the wild-type hMC4R (Table 4).
I102T/V103I Double Mutation.While the objective of this

study was to generate and pharmacologically characterize the
I102T polymorphic hMC4R which was observed in nonobese

control patients (54-56), during our plasmid mutation sequen-
cing verification, we found that the receptor also contained the
common V103I mutation as well. For comparative purposes, we
have previously reported the characterization of the I102S and
V103I mutations using the same experimental paradigm pre-
sented in the current study (31). That study found for the V103I
hMC4Rnormal pharmacological profiles for receptor expression
levels, NDP-MSH ligand binding affinity, the endogenous and
synthetic NDP-MSH and MTII agonists, as compared to the
wild-type hMC4R.However, decreasedAGRP(87-132) antago-
nist potency was identified that was different between this V103I
and wild-type hMC4R. The I102S hMC4R, however, possessed
significantly reduced agonist potency at all of the ligands ex-
amined, consistent with other reports (56, 57). A report by Tao
et al. characterized the I102T hMC4R to possess normal NDP-
MSH binding affinity and agonist potency; however, 125I-NDP-
MSHmaximal binding values were only ca. 20%of the wild-type
hMC4R (56). The I102T hMC4R was observed in both a
nonobese (54) and an obese (55) subject, while the I102S was
found only in an obese patient (58). The double I102T/V103
hMC4R resulted in significantly decreased agonist potencies for
the endogenous and JRH887-9 tetrapeptide agonists in Table 1.
However, the I102T/V103 hMC4R possessed MTII and NDP-
MSH potencies equivalent to the wild-type hMC4R as well as
AGRP(87-132) antagonist potency and NDP-MSH binding
affinity. Thus, these unanticipated pharmacological results appea-
red to be important to report, although the changes in pharma-
cology cannot be solely associated with the I102T mutation but
may be due to the changes associated with the dual mutation.

DISCUSSION

Obesity is becoming a significant health risk. Polymorphisms
for the MC4R have been discovered in both obese and nonobese
control human patients. Since theMC4R has been demonstrated
in both mice (7) and humans to be involved in the regulation of
feeding behavior and energy homeostasis, characterization of
hMC4R SNPs at an in vitromolecular level may provide a link to
explain the obese human phenotype. In vitro pharmacological
characterization experiments provide an initial forum to identify

Table 4: Summary of the Synthetic Agonist Ligand Pharmacology at the Selected Polymorphic hMC4Rsa

EC50 (nM)

mutation JRH420-12 JRH322-18 AMW3-130 THIQ JB25 AMW3-106

WT 0.54 ( 0.02 0.31 ( 0.02 0.11 ( 0.07 0.16 ( 0.11 182 ( 27 0.27 ( 0.08

F51L 18.6 ( 5.3* 63 ( 17* 0.18 ( 0.09 0.64 ( 0.09* 1700 ( 273* 1.19 ( 0.24*

partial agonist

E61K 182 ( 55* >100 0.56 ( 0.24 109 ( 40* 8390 ( 1580* 30.0 ( 8.2*

partial agonist partial agonist partial agonist partial agonist partial agonist

I69T 50.4 ( 8.6* 166 ( 32* 0.74 ( 0.49 3.78 ( 0.26* 5183 ( 1415* 13.8 ( 2.8*

partial agonist

D90N >100 >100 >100 >100 >100 >100

Y157S 4220 ( 1960* >100 5.05 ( 0.92* 166 ( 55* 20000 ( 3850* 110 ( 27*

partial agonist partial agonist full agonist partial agonist partial agonist

A219V 11.4 ( 4.1* 75.4 ( 14* 0.64 ( 0.16 2.58 ( 1.05* 4330 ( 1260* 4.59 ( 0.25*

partial agonist

C271R 2154 ( 1210* >100 4.28 ( 0.26* 200 ( 74* 22000 ( 8310* 160 ( 60*

partial agonist partial agonist partial agonist partial agonist partial agonist

aThe values indicated represent the mean of at least three independent experiments with the standard error of the mean indicated. >100 indicates that the
ligandwas unable to stimulate the receptor polymorphisms up to 100 μMconcentrations. Partial agonist indicates that some stimulatory agonist pharmacology
resulted, but the maximal stimulation levels were less than the wild-type control response. Statistical analysis was performed using a Student t test compared to
the wild-type receptor values with * = p < 0.05.

FIGURE 3: Summary of the total specific binding counts (cpm) of
125I-NDP-MSH binding to the polymorphic hMC4R stable HEK-
293 cell lines generated in this study.These data indicate that receptor
protein expressed at the cell surface is properly folded to allow for
ligand binding.
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if a polymorphic receptor may result in an unnatural response to
endogenous ligands or be susceptible to improper cell surface traf-
ficking. We previously reported the side-by-side in vitro pharma-
cological characterization of 40 hMC4R mutations reported to
be identified in both obese and nonobese patient control groups
(31). Since the initiation of those studies, a plethora of reports
have been published identifying novel hMC4R polymorphisms
and mutations. These reports also confirm the increasing abun-
dance of several commonhMC4Rpolymorphisms, with themost
notable being V103I. An increasing number of receptor pharma-
cology characterizations have been reportedwith the discovery of
novel hMC4R polymorphisms, but nonetheless, a uniform and
consistent characterization with multiple endogenous agonists
and the AGRP antagonist is not present in many reports. This
studywas undertaken to provide a comprehensive in vitro pharm-
acological profile of an additional 30 hMC4R SNPs with the

multiple endogenous agonists [R-, β-, γ2-melanocyte stimulating
hormones (MSH) and adrenocorticotropin (ACTH)], the anta-
gonist agouti-related protein hAGRP(87-132), and synthetic
agonists [NDP-MSH, MTII, and the tetrapeptide Ac-His-DPhe-
Arg-Trp-NH2 (JRH887-9)]. We have proposed the hypothesis
that some hMC4R SNPs may respond differently to one or more
endogenous agonist(s) and/or the AGRP antagonist (31) while
retaining wild-type hMC4R activity of others and wanted to
explore this concept with the 30 hMC4R SNPs examined herein
to identify specific variants that fall into this category.Additionally,
we have reported that some ligands can restore nanomolar full
agonist potency to polymorphic hMC4Rs that did not respond
normally to endogenous agonists (32). Based upon this continu-
ing theme, the F51L, E61K, I69T, D90N, Y157S, A219V, and
C271RhMC4Rs in this studywere examined using these peptides
and small molecules (Table 4) to identify possible ligands that

FIGURE 4: Illustration of the wild-type hMC4R full agonist and partial agonist activity of the endogenous melanocortin agonists at the E61K,
D90N, Y157S, and C271R hMC4Rs. The ligand efficacy is relative to nonreceptor-dependent maximal stimulation by the forskolin control
compound which is defined as 1.0 on the Y-axis.

FIGURE 5: Illustrationof the hAGRP(87-132) antagonist pharmacology at thewild-type (WT), E61K,D90N,Y157S, andC271RhMC4Rs.The
MTII ligand is a full agonist at theWT hMC4R and a partial agonist at the E61K, D90N, Y157S, and C271R hMC4Rs relative to nonreceptor-
dependent maximal stimulation by the forskolin control compound which is defined as 1.0 on the Y-axis.
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could result in nanomolar agonist potency and/or generate a
maximal efficacy response for hMC4Rs with partial agonist
profiles (E61K, D90N, Y157S, and C271R). If a common ligand
could be identified that could restore wild-type hMC4R profiles
of hMC4R SNPs that do not respond normally to the endogen-
ous agonists, then a potential therapeutic ligand lead could be
followed up to help these individuals obtain improved quality of
life by decreasing their satiety and associated weight homeostasis
consequences.

While an originating goal of this study was to gainmechanistic
insights into naturally occurring hMC4R SNPs identified in
obese humans and how these respond differently to endogenous
and synthetic ligands in several pharmacological characterization
bioassays, in some cases these studies failed to achieve this goal in
that only normal wild-type hMC4R pharmacology resulted, as
discussed below. In other cases, however, new and novel data were
generated that allow for a speculative link between an hMC4R
in vitromolecular defect and the observed obese patient phenotype

reported (Figure 7 and Table 6). Additionally, these studies pro-
vide the identification of newly reportedmutantGPCR tools that
can be used to probe the consequences of endogenous ligand
pharmacological profile changes in vitro or extended to in vivo
studies, via the generation of genetic mouse models, to test speci-
fic molecular hypotheses such as ligand-receptor interactions
and the rescue of functional defects via synthetic ligands.
hMC4R Polymorphisms That Possess Normal Wild-

Type hMC4R in Vitro Pharmacological Profiles. The R7H,
R18H, and S36Y hMC4Rs located within theN-terminal domain,
the F202L (TM5) hMC4R, the I226T (IL3) hMC4R, the G231S
(IL3) hMC4R, the E308K (C-term) hMC4R, and the I317V (C-
term) hMC4R possessed wild-type cell surface expression levels
(Figure 2) and total 125I-NDP-MSH specific binding counts
(Figure 3). These data indicate that the receptor protein is ex-
pressed at the cell surface at the same or at slightly higher levels
(Figure 2) as compared to the wild-type hMC4R and that they
are properly folded for melanocortin ligandmolecular recognition

FIGURE 6: Summary of the synthetic agonist peptide and small molecule agonist ligand pharmacology (Figure 1 and Table 4) at the wild-type
(WT) hMC4R and the F51L, E61K, I69T, D90N, Y157S, A219V, and C271R hMC4Rs. The ligands were full agonists at the wild-type hMC4R
and displayed different combinations of (a) no stimulatory activity (up to 100 μMconcentrations), (b) partial agonist efficacy as normalized to the
forskolin control (defined as 1.0 on theY-axis), and (c) full agonist activity.Notable results include theTHIQsmallmolecule to reach a full agonist
response at the Y157S.
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and binding. These SNPs possess NDP-MSH binding affinity
and potency, endogenous agonist potency, JRH887-9 tetrapep-
tide potency, MTII potency, and AGRP(87-132) potency equi-
valent to the wild-type hMC4 receptor values (Tables 1-3), with
the exception of G231S that possesses 3-fold reduced JRH887-9
potency. Thus, in all assays examined in this study, it appears that
these hMC4R side chain modifications do not modify the in vitro
pharmacology in a fashion that might associate a particular mole-
cular dysfunction of this SNP with the obese human phenotype
(Table 6).
Hypothesized Links between These in Vitro Studies and

Obese Human Patients. One of the goals of the current study
was to perform a side-by-side in vitro pharmacological character-
ization of the 30 polymorphic hMC4Rswithmultiple ligands and
assays to identify pharmacological changes that result and link
the in vitro tissue culture molecular defects as a causative factor
for the obese patients manifesting the hMC4R SNP (Table 6).
While human obesity is a complex phenotype that involves cen-
tral and peripheral signaling networks to regulate energy home-
ostasis, emotional processes and states of stress, anxiety, and dep-
ression are also contributing factors. Nonetheless, herein we
speculate about the in vitro findings that were observed in this
study and possible consequences and links to the obese human
patient(s) possessing hMC4R SNPs.

The 13 E61K, D90N, S94R, G98R, I121T, Y157S, W174C,
G181D, 750DelGA, C271R, P299L, I317V, and L325F hMC4R
polymorphic proteins were all expressed at the surface in the cell
lines generated at significantly reduced levels (FACS, Figure 2),
as compared to the wild-type hMC4R. However, only the six
E61K, S94R, G98R, W174C, G181D, and P299L hMC4R cell
lines also resulted in less than 1000 cpm of the total specific

binding cpm (Figure 3), and only the six S94R, G98R, W174C,
G181D, 750DelGA, and P299L hMC4R polymorphic cell lines
were not able to be stimulated by any endogenous or synthetic
agonist examined in this study (Tables 1-3). If one were to spe-
culate, based upon these in vitrodata reported herein, amolecular
defect thatmight explain the obese human phenotype for the four
S94R, G98R, W174C, and G181D hMC4Rs (Table 5, Figure 7)
is reduced, or lack of, cell surface expression (Table 6). The four
E61K, D90N, Y157S, and C271R polymorphic hMC4Rs pos-
sessed reduced protein cell surface expression levels but resulted
in partial agonist activity (Figures 4-6) as well as significantly
reduced agonist ligand potency. Thus, for these specific poly-
morphic hMC4Rs it could be postulated that a combination of
reduced cell surface expression, reduced potency, and partial
stimulation by endogenous agonists is the in vitro molecular
defect that could be correlated with an obese human phenotype
(Table 6).

A change in agonist molecular recognition and ligand binding
affinity of a polymorphic hMC4R has been postulated to cause
human obesity by several laboratories. This study has identified
seven (R18L, V50M, E61K, I121T, A154D, N240S, and L325F)
hMC4Rs that possessed statistically significant decreases inNDP-
MSH IC50 binding affinities as compared to the control receptor
(Table 2). However, if a mutation in the receptor modified ligand
binding is to be a causative pharmacological effect, a correlation
in the change in ligand functional potency should also be obser-
ved (i.e., 10-fold change in ligand binding and a 10-fold change in
functional potency). In the hMC4RSNPs examined in this study,
only the E61K hMC4R that we were unable to determine a bind-
ing IC50 value for, also possessed a significantly reduced func-
tional NDP-MSH agonist potency value (Table 2). In addition to

FIGURE 7: Summary of the 30 hMC4Rpolymorphisms examined in this study. The dashed line indicates theN-terminal FLAGsequence used for
immunohistochemical cell expression studies.Changes in key receptor pharmacological profiles are indicated by either a change in font color and/
or a colored callout circle, as indicated in the figure. The lavender color indicates hMC4R residues postulated to be involved in the putative ligand
binding pocket.
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reduced agonist potency, this E61K hMC4R possessed only
partial agonist activity for all of the ligands examined. The
R18L, V50M, I121T, A154D, N240S, and L325F hMC4Rs all
resulted in NDP-MSH functional agonist potency that was not
statistically different from the wild-type hMC4R values. While
the A154D hMC4R did not demonstrate reduced NDP-MSH
agonist potency, reduced endogenous agonist potency was ob-
served for R-MSH, γ2-MSH, and ACTH(1-24) (Table 1). These
findings however, do not eliminate the potential molecular defect
of ligand-hMC4R molecular recognition since the high-affinity
125I-NDP-MSH ligand used in this study has been shown
previously at the mMC4R’s to respond differently at some
receptor mutations than the radiolabeled antagonists SHU9119
and AGRP(83-132) as well as the radiolabeled agonist MTII
(37). Additionally, in a study of the hMC1R where radiolabeled
NDP-MSH was used in conjunction with the unlabeled R-MSH,
NDP-MSH,MTII, and γ-MSH (59), differences in the unlabeled
ligand binding affinity profiles were observed. Thus, in this study
the E61K hMC4R results in a change in NDP-MSH binding
affinity that can be supported by decreased functional NDP-
MSH agonist potency. The other six polymorphic hMC4Rs that
possessed significantly decreased NDP-MSH ligand binding
affinity did not possess reduced NDP-MSH ligand potency; thus
it is difficult to speculate if this modified binding affinity is an
associative mechanism that might explain the obese phenotype
observed in patients with these specific SNPs without further
experimental studies.

In this study, the five P48S, F51L, I69T, A154D, and A219V
hMC4Rs were expressed at the cell surface and possessed full
agonist efficacies similar to the wild-type hMC4R but resulted in
significantly reduced endogenous agonist potency (Table 1). Of
these five, the P48S and A154D hMC4Rs possessed significant
differences for one or more, but not all, of the endogenous ago-
nists examined in this study. These two hMC4Rs could become
valuable in vitro tools to study the different endogenous
agonist-hMC4R interactions at a basic science level. These data
also provide supporting experimental evidence that polymorphic
hMC4Rs may respond differently to the endogenous agonists
(31, 32). In terms of linking a molecular defect with human
obesity, the inability of the endogenous ligands to signal through
a polymorphic hMC4R that has reduced potency could be postu-
lated to modify the satiety homeostasis resulting in the desire to
eat more.

The melanocortin system also responds to endogenous an-
tagonists. The AGRP ligand has been demonstrated to be both a
competitive antagonist and inverse agonist at theMC4R (20, 44).
In this study, only the three A219V, G238D, and S295P hMCRs
possessed decreased antagonist potency of AGRP as compared
to the wild-type control (Table 3). At both the G238D and S295P
hMC4Rs, the inverse activity of the AGRP ligand was also
observed. For these two proteins, the decreased AGRP potency
was the only putative molecular defect observed in the in vitro
studies performed herein (Table 6). The physiological conse-
quences of decreasedAGRPpotency remain to be identified. The
AGRP antagonist has been demonstrated to be involved in the
feedback loop in the arcuate nucleus of the hypothalamus (43, 60)
regulating the endogenous agonist POMC expressing neurons
(presumably via the MC3R). Based upon these reports, it might
be speculated that decreasedAGRP(87-132) antagonist potency
could potentially alter the hypothalamic POMC agonist expres-
sion levels and thus indirectly result in an obese phenotype.
Granted, this is stretching these results towildly speculate about a
molecular link between these in vitro data and the obese human
patient. Nonetheless, it is an interesting concept to consider that
indirectly a hMC4R polymorphism could be affecting endogen-
ous melanocortinergic system tone and thus altering energy
homeostasis. Further studies would need to be performed to pro-
vide experimental evidence eitherway in regard to this speculative
mechanism.

At the conclusion of such studies, it could be hoped that a
“larger picture” might emerge regarding mechanistic insights,
generalizations, and trends in SNPs and general receptor func-
tion (Figure 7). Examination of the 30 hMC4R SNPs generated
in this study in terms of possible global structure-functionmodi-
fications (Figure 7) and associations between particular SNPs
and the obese human phenotype observed in patients (Table 5)
resulted in three general insights. The first is that, to the author’s
knowledge, no hMC4R SNPs have been identified that are
located in the putative binding pocket (Figure 7, lavender color-
ation) identified byGPCRhomologymolecularmodeling and/or
designed receptor mutagenesis studies. Yet a large number of
polymorphic hMC4RSNPsmodify ligand-receptor interactions
in terms of endogenous agonist potency and/or ability to generate
a maximal signaling response, relative to the wild-type hMC4R.
The second and unanticipated observation is that the hMC4R
TM1 domain appears to be important in modifying endogen-
ous agonist potency. The third unanticipated observation is that
the TM2 hMC4R SNPS examined in this study (S94R and
G98R) putatively located toward the extracellular half of the

Table 5: Summary of the hMC4R Polymorphism and If They Were

Observed in Obese versus Nonobese Patients

mutation genotype

nonobese

patient

obese

patient ref

R7H heterozygous X 71

R18H unable to determine X 52

R18L unable to determine X 71

S36Y unable to determine X 55

P48S heterozygous X 72

V50M heterozygous X 58

F51L heterozygous X 73

E61K heterozygous X 74

I69T heterozygous X 74

D90N heterozygous X 66

S94R unable to determine X 75

G98R heterozygous and

homozygous

X 76

I121T unable to determine X 75

A154D heterozygous X 77

Y157S homozygous X 78

W174C heterozygous X 79

G181D heterozygous X 55, 75

F202L heterozygous X X 54 (nonobese),

74 (obese)

A219V unable to determine X 55

I226T heterozygous X 80, 81

G231S heterozygous X 82

G238D heterozygous X 74

N240S heterozygous X 54

750DelGA homozygous X 75

C271R homozygous X 74

S295P heterozygous X 77

P299L heterozygous X 80

E308K heterozygous X 83

I317V heterozygous X 75, 79

L325F unable to determine X 55
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transmembrane domain resulted in significantly reduced cell sur-
face expression and very minimal 125I-NDP-MSH ligand bind-
ing. Thus, the charged R side chain modifies cell surface expres-
sion as well as the putative ligand binding domain.
Selected hMC4R Polymorphisms That Do Not Respond

the Same as theWild-Type hMC4RThatHave Been Char-
acterized with Additional Synthetic Ligands (Table 4). In
this study, the F51L (TM1), I69T (TM1), and A219V (TM5)
hMC4Rs were identified based upon their inability to respond
potently to the endogenous agonists (Table 1). The E61K (TM1),
D90N (TM2), Y157S (IL2), and C271R (TM6/EX3) hMC4Rs

were selected based upon the ability of both endogenous and syn-
thetic agonists to result in only partial agonist responses (Figure 4).
Table 4 and Figure 6 summarize the synthetic ligands and resul-
ting pharmacology at these selected polymorphic hMC4Rs.

The F51L hMC4R possessed slightly increased total and cell
surface expression and total specific 125I-NDP-MSHbinding levels
as compared to the control hMC4R, demonstratingwild-type cell
surface expression levels. Interestingly, this variant possessed dec-
reased endogenous agonist and JRH887-9 potencies as compared
to the wild-type hMC4R values but did not result in decreased
potency for the synthetic NDP-MSH and MTII agonists. The

Table 6: Mechanistic Insights into the Putative in Vitro Molecular “Defect” That May Be Extrapolateda to the Obese Human Phenotype

in vitro molecular defect(s)

hMC4R

SNP

modified properly

folded/cell surface

expression levels

modified

NDP-MSH ligand

binding affinity

modified

endogenous

agonist potency

agonists

not maximally

efficacious

endogenous

AGRP antagonist

potency reduced

putative association

with an obese

patient phenotypea

R7H none, WT profiles

R18H none, WT profiles

R18L X inconclusive, perhaps decreased hMC4R

basal activity proposed by Srinivasan et al.

S36Y none, WT profiles

P48S X reduced endogenous agonist potency

V50M X inconclusive

F51L X reduced endogenous agonist potency

E61K X X X X reduced cell surface expression, modified

ligand binding, reduced agonist potency,

and partial agonist stimulation

I69T X reduced endogenous agonist potency

D90N X X X reduced cell surface expression, reduced

agonist potency, and partial agonist

stimulation

S94R X -b failure of cell surface hMC4R

protein expression

G98R X - failure of cell surface hMC4R

protein expression

I121T X X inconclusive

A154D X X reduced endogenous agonist potency

Y157S X X X reduced cell surface expression, reduced

agonist potency, and partial agonist

stimulation

W174C X - failure of cell surface hMC4R protein

expression

G181D X - failure of cell surface hMC4R protein

expression

F202L none, WT profiles

A219V X X reduced endogenous agonist and AGRP

antagonist potency

I226T none, WT profiles

G231S none, WT profiles (except for 3-fold

decreased JRH887-9 potency)

G238D X inconclusive

N240S X nonobese patient

750DelGA X - failure of cell surface hMC4R protein

expression

C271R X X X reduced cell surface expression, reduced

agonist potency, and partial agonist

stimulation

S295P X inconclusive

P299L X - failure of cell surface hMC4R protein

expression

E308K none, WT profiles

I317V X none, WT profiles

L325F X X inconclusive

aThese speculations only consider the associated link in attempts to relate the “artificial” HEK-293 in vitro system to the complex human obesity phenotype
that additionally contains underlying psychological inputs. b(-) indicates that no stimulation was observed up to micromolar concentrations of ligands.
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binding affinity of NDP-MSH as well as the endogenous AGRP-
(87-132) antagonist potency values was not statistically different
from the wild-type hMC4R values, and AGRP inverse agonist
activity was observed. These data clearly implicate the aromatic
Phe side chain at the 51 position of the hMC4R as important for
endogenous agonist potency. However, a comparison of the lig-
and amino acid sequences (Figure 1) does not provide any key
ligand structural insights. Onemight speculate that all of the end-
ogenous agonists contain a LPhe7 whereas the synthetic agonists
contain a DPhe7 and that this structural difference might be
important at this mutation; however, the fact that the JRH887-9
tetrapeptide contains the DPhe7 and possesses 65-fold decreased
potency abates this conclusion. Attempts to further probe the
postulated ligand Phe7 using the tetrapeptide template and the
JRH322-18 tetrapeptide containing a (pI)DPhe7 (Figure 1 and
Table 4) resulted in the conversion of this ligand from a full
agonist at thewild-type hMC4R to a partial agonistwith 200-fold
decreased potency. The AMW3-130 ligand which is a chimeric
AGRP-melanocortin ligand possessing the core His-DPhe-Arg-
Trp melanocortin domain retained equipotent full agonist activ-
ity as compared with the wild-type hMC4R. However, the larger
chimeric AMW3-106 AGRP-melanocortin agonist in which the
AGRP Arg-Phe-Phe core residues were substituted with the
agonist His-DPhe-Arg-Trp residues also retained full agonist act-
ivity, albeit with 4-fold decreased potency at the F51L hMC4R
versus the wild-type hMC4R. These datamight lead to the specu-
lation that this F51L variant can be important for the differentia-
tion of endogenous agonist versus the AGRP antagonist ligand-
receptor structure and function correlation. Further examination
by the small molecules THIQ and JB25 resulted in decreased pot-
ency for both of these ligands, indicating they cannot rescue
normal wild-type potency/activity at the F51L hMC4R. How-
ever, there are clearly key structural differences between the end-
ogenous and synthetic agonists thatmight be teased out in further
studies to pinpoint a specific molecular hypothesis to account for
these data. Additionally, it is unclear from these data if the Phe
side chain is directly involved in the putative ligand binding pocket
or if this receptor side chain is important for receptor function
and/or endogenous ligand-induced conformational changes
important for signal transduction.

The E61K hMC4R SNP located toward the center of TM1 is
expressed at similar levels as the wild-type hMC4R cells, yet has
significantly reduced cell surface and 125I-NDP-MSH total spe-
cific binding levels as compared to the wild-type control values.
Interestingly, at up to 1 μM concentrations of unlabeled NDP-
MSH, no IC50 could be determined in these studies. Thismight be
linked to the fact that all the agonist ligands examined only
resulted in partial agonist activity with significantly reduced pot-
encies (Figure 4). However, AGRP(87-132) antagonist potency
remained unchanged from the wild-type hMC4R value. Inverse
activity of AGRP(87-132) was not observed and is attributed to
the decreased basal activity of this cell line and the limits of
detection of the assay. Characterization of this receptor with
other synthetic tetrapeptides, chimeric AGRP-melanocortin lig-
ands, as well as the THIQ and JB25 small molecule (Table 4)
revealed consistent partial agonist activity and reduced agonist
potency. However, the AMW3-130 ligand still possessed sub-
nanomolar potency, albeit 5-fold decreased as compared to the
wild-type hMC4R. Unexpectantly, the JRH322-18 (pI)DPhe7-
containing tetrapeptide was unable to generate any stimulatory
response at up to 100 μM concentrations. These data are con-
sistent with previous reports by others for the E61K hMC4R (51)

and clearly indicate that this E61K hMC4R possesses multiple
in vitro molecular defects including reduced cell surface expres-
sion, decreased agonist potencies, as well as only partial agonist
activities.

The I69T hMC4R in TM1 possessed cell surface expression
levels at ca. 80% of the wild-type hMC4R levels but was not
statistically different. Interestingly, however, evaluation of the
total specific 125I-NDP-MSH binding resulted in ca. 12-fold
decreased counts (38000 vs 3200 cpm, respectively), indicating
that while the I69T hMC4R is expressed at the cell surface at
levels consistent with the wild-type hMC4R, it does not recognize
and/or bind 125I-NDP-MSH at control levels. Based upon these
data, it might be postulated that the I69T hMC4R protein-folded
conformation(s) at the cell surface are not similar to the wild-type
hMC4R. Since this study utilizes stably expressing cell lines, and
this I69T variant is postulated to be positioned toward the
intracellular domain of TM1 (Figure 7), and the hydrophobic
Ile residue is changed to a hydrophilic Thr residue, it is possible
that amodification in theTM1 extracellular domain has occurred
that affects global receptor structure, receptor phosphorylation
sites, and/or changes the equilibrium rates of the formation of the
GPCR ternary complex structures (61, 62) important for shifting
receptor equilibrium toward the “agonist-induced active confor-
mation”. This speculation would need to be experimentally
verified using crystallographic techniques (63, 64), however. In
support of this hypothesis, all of the endogenous agonists,
JRH887-9, NDP-MSH, and MTII possessed decreased agonist
potency compared with the control hMC4R values. NDP-MSH
binding affinity for the I69T hMC4R was slightly reduced and
consistent with a report by Tan et al (51). However, the anta-
gonist AGRP(87-132) potency was the same as that of the wild-
type hMC4R, and the chimeric AGRP-melanocortin agonist
AMW3-130 potency was not statistically different from the
control value as well. These data support a hypothesis that this
I69T hMC4R mutation might be affecting the endogenous
agonist-induced “active” form of this receptor versus the endo-
genous antagonist-induced “inactive” receptor population form.
We have postulated that the AMW3-130 ligand possessing the
melanocortin agonist His-DPhe-Arg-Trp amino acids in the
antagonist AGRP template possesses distinct ligand structure(s)
compared with either AGRP or the melanocortin-based agonist
ligands (33, 65) and it could be these structural differences that
might explain how this chimeric ligand can access a structural
alternative of the endogenous agonist-induced hMC4R “active
GPCR” conformation. Thus, based upon these data it could be
speculated that, as judged by our in vitro system, this I69T
hMC4R SNP changes the hMC4R conformational equilibrium
important for endogenous agonist “activation” bymodifying the
global 3D receptor structure, thus resulting in the obese human
patient phenotype.

The D90N hMC4R variant, located within the TM2 domain,
possessed statistically reduced cell surface expression levels from
the control hMC4R, yet interestingly possessed total specific 125I-
NDP-MSH binding levels equivalent to the wild-type hMC4R.
These data might lead to the extrapolation that the receptor
conformation population that is at the cell surface could be
shifted into the “active” receptor conformation in response to the
present agonist. However, the endogenous agonists, JRH887-9,
NDP-MSH, MTII ligands resulted in significantly reduced ago-
nist potency as well as partial agonist activity as compared to the
hMC4R control. These data are consistent with previous reports
by others (66). As might be anticipated from the total specific
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binding results, 125I-NDP-MSH binding affinity was not dif-
ferent from the wild-type hMC4R. The endogenous AGRP-
(87-132) antagonist potency was also similar as the control
hMC4R; however, inverse activity was not observed and can be
linked with decreased basal activity of the cell lines. Remarkably,
at this D90N hMC4R none of the synthetic agonists, or small
molecules, including AMW3-130, was able to generate a stimu-
latory response up to 100 μMconcentrations.Additionally, this is
an interesting receptor mutation that appears to increase 125I-
NDP-MSH-induced cell surface levels similar to the wild-type
hMC4Rwhile affecting the ability of ligands to induce a receptor
conformation that results in normal wild-type hMC4R signal
transduction properties.

The Y157S mutation located within the second intracellular
domain was expressed in the cells at wild-type hMC4R values but
possessed cell surface expression levels only ca. 30% of that
observed for the control levels. Total specific 125I-NDP-MSH
binding values were also low (2800 cpm), implicating poor cell
surface expression levels. The binding affinity of NDP-MSHwas
not significantly changed from wild-type control values. All of
the peptide agonist ligands examined resulted in partial agonist
efficacy with significantly reduced potency values as compared to
the control hMC4R. Interestingly, the small molecule THIQwas
able to generate a full agonist response at this Y157S hMC4R
(Figure 6), albeit with reduced potency. The endogenous antago-
nist AGRP(87-132) possessed normal potency, and inverse ago-
nist activity was not observed due to low cellular basal activity.
These data are consistent with previous reports by others (67),
and there appears to be several in vitro molecular defects associ-
ated with this mutant.

The A219V SNP located at the TM5 intracellular loop inter-
face is expressed in the cells, at the cell surface, and has 125I-NDP-
MSH total specific binding levels supporting the conclusion that
this A219V hMC4R is expressed at the cell surface at nearly wild-
type hMC4R levels. TheNDP-MSH ligand binding affinity is not
statistically different than the control hMC4R value. All of the
endogenous and synthetic agonists examined in this study resul-
ted in significantly reduced potency values (with the exception of
AMW3-130), and the AGRP(87-132) antagonist potency was
also decreased as compared to thewild-type hMC4Rvalues. Inter-
estingly, the JRH322-18 tetrapeptide was only able to generate a
partial agonist response, and the AMW3-130 chimeric AGRP-
melanocortin agonist ligand possessed subnanomolar potency
values that were not statistically different from the wild-type
hMC4R value. Larson et al. reported for the A219V hMC4R,
wild-type NDP-MSH binding affinity but reducedMTII efficacy
and functional potency (55).

The C271R SNP located proximal to the third extracellular
domain and the extracellular portion of TM6 is expressed in the
stably expressing cell lines at levels equivalent to the wild-type
hMC4R control levels. However, significantly decreased cell
surface expression levels are observed in both the FACS and
125I-NDP-MSH total specific binding assays. The agonist NDP-
MSHbinding affinity is not changed from thewild-type hMC4R,
yet all of the endogenous and synthetic agonists, as well as the
small molecules examined in this study, resulted in only partial
agonist efficacy and reduced ligand potency. The JRH322-18 tet-
rapeptide agonistwas unable to stimulate thismutant hMC4Rup
to 100 μM concentrations. The AGRP(87-132) antagonist pot-
ency remained similar to the wild-type hMC4R, however. Thus,
these in vitro data imply the molecular defects of poor cell surface
expression levels and agonist ligand reduced potency and efficacy

as links to explain the human obese phenotype. Structurally, it
has been postulated that this Cys271 hMC4R to be important for
forming a disulfide bridge with an adjacent Cys residuewithin the
putative third extracellular domain (68) and, thus, has both re-
ceptor structural and putative ligand interaction implications.
Summary. In conclusion, we have pharmacologically char-

acterized 30 hMC4R polymorphisms identified in human pat-
ients in a side-by-side comparison for receptor cellular expression
levels, multiple endogenous melanocortin agonists [R-MSH,
β-MSH, γ2-MSH, and ACTH(1-24)], and antagonist [hAGRP-
(87-132)] potency as well as synthetic agonists NDP-MSH,
MTII, and the JRH887-9 tetrapeptide. Additionally, for selected
polymorphic receptors (F51L, E61K, I69T, D90N, Y157S,
A219V, and C271R) six other synthetic peptide and small mole-
cule agonists were evaluated in attempts to stimulate maximal
efficacy for receptors resulting in partial agonist activity as well as
potentially identify if the AMW3-130 chimeric AGRP-melano-
cortin ligand could functionally rescue agonist potency similar to
the wild-type hMC4R. For the eight R7H, R18H, S36Y, F202L,
I226T, G231S, E308K, and I317V hMC4R’s, the pharmacolo-
gical profiles of receptor cell surface expression and endogenous
ligand potency do not provide any insights in a molecular
defect(s) that could allow for the postulation of a link between
these in vitro studies and an obese human phenotype. The six
S94R, G98R,W174C, G181D, 750DelGA, and P299L hMC4Rs
examined in this study possessed significantly reduced cell surface
expression levels in two assays (FACS and total 125I-NDP-MSH
specific binding) and were not able to be stimulated by any ligand
examined in this study. Interestingly, the three I121T, I317V, and
L325F hMC4Rs possessed significantly reduced cell protein
expression levels determined in the FACS assay; however, total
specific binding of 125I-NDP-MSH indicated relatively high levels
of 125I-NDP-MSH bound to properly folded cell surface
hMC4Rs. This pharmacological profile was also previously
observed for the I301T and I316S hMC4Rs (31) and appears
to be unique for these five hMC4R SNPs characterized by our
laboratory out of a total of 70.While the first intuitive hypothesis
for these SNPs is to link in vitro decreased cell surface expression
levels as a major defect that could be associated with obesity in
humans, the observation that 125I-NDP-MSH binds at relatively
high levels (ca. I121T hMC4R 22700 cpm, I317V hMC4R 36100
cpm, L325F hMC4R 25500 cpm, wild-type hMC4R 37500 cpm)
suggests that a receptor-bound melanocortin agonist might be
able to shift the cell surface hMC4R equilibrium to favor an
“active” conformation. If this hypothesis is correct for the
endogenous ligands, other than the synthetic NDP-MSH, then
the previously clear link between poor cell surface expression
levels of these five hMC4R SNPs and human obesity becomes
muddied if the ligand can correct or upregulate cell surface
expression levels similar to the wild-type hMC4R. Clearly,
additional experiments need to be performed to support these
concepts, but nonetheless, these I121T, I301T, I316S, I317V, and
L325F hMC4Rs provide a unique tool set to study such general
“ternary complex” GPCR phenomena. The four E61K, D90N,
Y157S, and C271R hMC4Rs possessed partial agonist activity as
well as decreased agonist potency while retaining wild-type
hMC4R-like AGRP(87-132) antagonist potency. The three
A219V, G238D, and S295P hMC4Rs were the only receptors
in this study to result in decreased AGRP(87-132) antagonist
potency. The F51L, I69T, and A219V hMC4Rs possessed dec-
reased potency for all of the endogenous agonists examined in
this study. The P48S and A154D hMC4Rs possessed reduced
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agonist potency for one or more of the endogenous agonists
examined, but not all. These latter data support our hypothesis
that the hMC4R polymorphisms may respond normally to some
putative endogenous melanocortin ligands and differently to
others. Detailed in vitro characterization of individual hMC4R
polymorphisms is critical for understanding the possible func-
tional consequences of individual SNPs and the implication of
receptor structural and functional consequences and human
obesity. In most cases, these data reported herein present in vitro
pharmacological profiles that can provide testable hypotheses to
further support a molecular defect concept that could theoreti-
cally be linked with the obese human patients from which these
SNPs were identified. These data also provide the necessary
foundation for computational three-dimensional homologymole-
cular modeling studies (51, 69) as well as the development of
general GPCR algorithms and programs (70) for in silico mut-
agenesis and predictive approaches for the discovery of those
receptor residues that are important for ligand recognition, ago-
nist and antagonist function, GPCR activation, and G-protein
coupling.
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