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Abstract 

 Ghrelin is a 28-amino acid peptide hormone that has wide-ranging physiological effects, 

including on metabolism, adipogenesis, insulin regulation, and addiction. Ghrelin offers an 

intriguing option for treatment of pathophysiologies related to these effects, as it requires a 

unique post-translational octanoyl modification to bind and activate its cognate receptor, growth 

hormone secretagogue 1a (GHSR).  The enzyme responsible for this modification, ghrelin O-

acyltransferase (GOAT) therefore offers the ability to modulate ghrelin signaling through 

inhibition of the maturation pathway. Due to a lack of structural or mechanistic information 

about GOAT, pharmaceutical development of molecules capable of GOAT inhibition has been 

desired, but few molecules have been reported. To aid in the development of small-molecule 

inhibitors capable of GOAT inhibition, we have altered an existing GOAT activity assay for 

high-throughput screening capabilities. Utilization of this modified assay in conjunction with 

computational modeling has led to the development of novel molecules capable of GOAT 

inhibition. In addition, new classes of GOAT inhibitors have led to insights on the potential 

catalytic mechanism of GOAT. 
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1.1 Ghrelin signaling 

1.1.1 The discovery of ghrelin 

Ghrelin was initially discovered during the search for the endogenous ligand for the 

orphan receptor growth hormone secretagogue receptor 1a (GHSR). 1, 23 When a synthetic ghrelin 

peptide failed to exhibit the same retention time on reverse-phase HPLC (RP-HPLC) as ghrelin 

extracted from rats, the shorter retention time of the natural ghrelin indicated a hydrophobic 

modification not present in the synthetic peptide. This modification was identified as an octanoyl 

moiety by mass spectrometry. Synthetic ghrelin octanoylated on serine-3 coeluted with natural 

ghrelin by RP-HPLC, verifying the modification as an n-octanoyl acylation of the serine-3 

residue of ghrelin and establishing a unique post-translational modification. 1 O-acylation is a 

relatively uncommon modification in the proteome, perhaps being most well-known in acylation 

of a serine residue in Wnt. 4  

 

1.1.2 Physiological effects of ghrelin 

Ghrelin is a secreted peptide hormone that is produced throughout the digestive tract. 1, 5-

10 During the identification of ghrelin, an octanoyl moiety was found to be modifying serine-3 of 

the peptide due to retention time shifts between naturally-produced and synthetic forms of 

ghrelin. This octanoylation was found to be required for activity at GHSR, the endogenous 

receptor for ghrelin. 1 Through binding GHSR, ghrelin causes a release of growth hormone (GH), 

followed by stimulation of the AMPK pathway and feeding response. 11, 12 While most well-

known for its orexigenic effects, ghrelin also exerts other metabolic effects. Adiposity increases 

in neuropeptide Y deficient mice lacking the ability for GH to activate feeding response indicates 
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an additional role for ghrelin in caloric distribution and storage. 13, 14 Mice lacking critical 

enzymes for the synthesis and release of ghrelin succumb to fatal hypoglycemia when exposed to 

starvation conditions, exhibiting reduced GH secretion.15, 16 The effects of starvation on ghrelin-

lacking mice can also be attributed to the role of ghrelin in insulin secretion and sensitivity, 

where ghrelin decreases insulin production and increases blood glucose levels. 17-20 This suggests 

that ghrelin is protective in low-calorie environments through increasing blood glycemia, and 

that lacking this protective benefit exacerbates hypoglycemia through insulin-regulated uptake of 

glucose. 

Ghrelin is also implicated in aspects of memory and reward systems. Ghrelin crosses the 

blood-brain barrier independent from its relationship with GHSR, and binds to hippocampal 

neurons, with ghrelin administration increasing recall of avoidance behavior in mice. 21, 22 

Knockouts of ghrelin and GHSR impair the memory of mice as well, further implicating the 

hormone in the formation of memories. 22-24 Perhaps related, chronic exposure to ghrelin 

increases fear memory and fear memory response. 25, 26 Ghrelin serves as a biomarker for chronic 

stress while having protective effects against stress-induced depressive behavior in mice. 27, 28 

 

1.1.3 Ghrelin processing and maturation 

Ghrelin undergoes multiple processing steps before secretion as a mature peptide 

hormone. Initially translated as the 117 amino acid preproghrelin, the peptide is cleaved by 

signal peptidase to the prohormone proghrelin. 29 Proghrelin is then converted to the familiar 

octanoylated form by ghrelin O-acyltransferase, (GOAT), and octanoylated ghrelin is secreted 

after cleavage of C-terminal regions of proghrelin to yield the mature 28 amino acid hormone. 29-
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34 Ghrelin can be cleaved by serum esterases to desacyl-ghrelin, removing the ester-linked 

octanoyl chain and the ability to activate GHSR. 32-34 While the full nature of the esterases 

affecting ghrelin deacylation is not yet characterized, butyrylcholine esterase (BChE) has been 

shown to be capable of this activity while also decreasing adiposity in mice treated with BChE. 

35, 36 Although desacyl-ghrelin does not activate GHSR, evidence suggests biologically activity 

through alternative pathways, with desacyl-ghrelin playing a role in insulin secretion. 17, 37-39 This 

may be a result of a complex acylation-deacylation pathway for ghrelin, as acylation of 

exogenous desacyl-ghrelin in bone marrow and the hippocampus has been shown to be a result 

of GOAT expression on the plasma membrane. 40, 41 This has been supported by the cellular 

uptake of fluorescent ligands in HEK 293 and prostate cancer cells, indicating that extracellular 

GOAT interacts with extracellular peptides, providing a pathway for localized acylation of 

plasma desacyl-ghrelin. 42 
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1.2 Disorders with potential ghrelin modulation pathophysiologies 

1.2.1 Diabetes 

 One of the areas drawing the most pharmaceutical interest for modulation of GOAT is Type 

II Diabetes Mellitus (T2DM). T2DM is a disease closely linked with obesity and is classified by 

dysregulation of the insulin signaling system. Due to inability of islet β-cells to secrete enough 

insulin to counteract resistance, patients exhibit clinical hyperglycemia due to lack of glucose 

uptake. 43-45 Ghrelin has been linked to glucose regulation and energy balance through effects on 

insulin signaling. 46-49 The treatment of human subjects with acyl ghrelin injection has been 

found to increase blood glucose levels and decrease insulin levels, consistent with rodent studies. 

17, 50-52 Acylated ghrelin has been detected in the pancreatic islets, reducing Ca2+ signaling 

resulting in the inhibition of glucose-dependent insulin secretion. 18 Exogenous acyl ghrelin 

reduces the insulin response to glucose and indicates that endogenous ghrelin may play a role in 

physiologic insulin secretion. A combination of ghrelin and desacyl-ghrelin strongly improves 

insulin sensitivity in humans. 39 Desacyl-ghrelin correlates with lower insulin resistance in 

humans, and lowering the ratio of ghrelin to desacyl-ghrlelin may be important in increasing 

insulin functionality. 53, 54 Injections of desacyl-ghrelin and desacyl-ghrelin analogues suppress 

the development of insulin intolerance in murine models of diabetes. 55 Ghrelin antagonists may 

be able to improve β-cell function by altering this ratio, providing a potential route towards 

treatment of T2DM. 20 The acylation of ghrelin then provides a potentially useful target in the 

efforts to modulate the ghrelin/desacyl-ghrelin ratio, which could lead to new treatments for 

diabetes. 
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1.2.2 Obesity/eating disorders 

 Ghrelin signaling has been linked to appetite control and stimulation, consistent with its role 

as the “hunger hormone”. 1, 13, 56, 57 Ghrelin binding to GHSR in the arcuate nucleus of the 

hypothalamus stimulates neuropeptide Y- (NPY) and Agouti-related protein- (AGRP) containing 

neurons, increasing food consumption and decreasing energy spending. 11 While increasing food 

consumption logically increases weight through increased caloric intake, ghrelin has been shown 

to independently increase weight gain through the upregulation of adipogenesis regardless of 

caloric load. 40, 58 Despite the ability of ghrelin to influence weight gain, obese patients exhibit 

lower plasma ghrelin levels than controls. 59, 60 Interestingly, ghrelin levels do not fall after a 

meal in obese humans when compared to lean controls, indicating abnormal ghrelin signaling 

may be part of the pathophysiology of obesity. 61 Mice subjected to diet-induced obesity do not 

respond to exogenous ghrelin, failing to stimulate food intake, GH release, or NPY/AGRP 

signaling. Peptide-based inhibitors targeting the biosynthesis of acyl ghrelin have shown some 

promise in abating weight gain in mice, validating the potential therapeutic value of targeting 

ghrelin signaling in treating obesity. 62 However, a desacyl-ghrelin mimetic also increased weight 

gain and rebound feeding following fasting in mice without directly impacting ghrelin acylation. 

63 This suggests additional complexity in the role and impact of ghrelin on these aspects of 

metabolic control that remains to be fully defined, and further exploration of the chemical space 

controlling ghrelin acylation may lead to breakthroughs on this front. 

Perturbations in ghrelin signaling have also been investigated in eating disorders 

including anorexia nervosa and bulimia. Adolescents with anorexia nervosa have been shown to 

exhibit higher levels of ghrelin than controls, with a return to normal serum ghrelin 

concentrations after weight recovery. 64, 65 Higher ghrelin concentrations have been generally 
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observed in patients with anorexia, while ghrelin measurements in bulimic patients have shown 

more variability between studies. 66-68 In these disorders, the impact of ghrelin upon behavior has 

been proposed to occur through the reward centers within the brain leading to reinforcement of 

restrictive behaviors regarding food intake and purging. 69-71 Treatment with exogenous ghrelin 

or GHSR agonists has been shown to increase hunger and food intake in patients with anorexia 

nervosa and cancer-induced cachexia. 72-76 A parallel study of peptide-based GHSR receptor 

agonists and antagonists demonstrated treatment with both types of agents stimulated appetite in 

a rodent model, underscoring the necessity to develop a more refined molecular understanding of 

ghrelin signaling. 77 

 

1.2.3 Addiction 

 Ghrelin has been shown to have neurological effects beyond the canonical orexigenic effects, 

including stimulation of motion when anticipating food. 78 Stimulation of the mesolimbic 

dopaminergic system, located in the ventral tegmental area (VTA) of the brain, results in 

dopamine release in local neurons. This release is associated with the reward pathways triggered 

through pleasurable behaviors like feeding or drugs of abuse. 79-83 Ghrelin injections into the 

VTA have been shown to release dopamine in a manner consistent with the activation of this 

reward pathway. 78 This ability for ghrelin to alter the brain response to pleasurable stimuli led to 

the examination of ghrelin in the context of altered seeking behaviors, including drug addiction.  

 A study performed with patients in hospital treatment for alcohol addiction reported that 

ghrelin levels were significantly increased in this cohort, even when corrected for BMI. 84, 85 

Over the course of patient withdrawal plasma ghrelin levels continued to increase, but could not 
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be correlated to craving experienced by the subjects. 84 Other studies have positively correlated 

ghrelin levels to alcohol cravings. 86-89 Furthermore, recent fMRI studies have indicated that 

increased acyl ghrelin levels are significantly associated with alcohol cue-induced brain 

response, while an increase in total ghrelin level does not induce the same response. 90, 91 

 Pretreatment with synthetic ghrelin lowered the apparent threshold for cocaine to induce 

conditioned place preference (CPP) and locomotion in rats. 92-94 Ghrelin also has been shown to 

modulate the drug-seeking behavior of rats exposed to cocaine, increasing the response of the 

animals to cocaine-associated cues. 95 Locomotion and CPP have been shown to be reduced by 

the introduction of a GHSR antagonist, indicating that the receptor plays a role in the exhibition 

of addictive behaviors. 96 Ghrelin has also been shown to have effects on the addiction pathway 

of nicotine and methamphetamine, as inhibition of GHSR similarly reduces locomotion and CPP 

under treatment with these substances. 96-99 

 The ghrelin signaling pathway may also play a role in the addiction to opioids. GHSR 

antagonist pretreatment has been shown to reduce morphine-induced behavior in rats. 100 

Measurement of endocannabinoids released under morphine challenge showed significant 

alteration following the introduction of a GHSR antagonist, implicating ghrelin as an actor in 

opioid reinforcing mechanisms. 101 GHSR antagonism has also been shown to reduce heroin 

seeking behaviors, as well as reduce fentanyl-induced dopamine release in rats. 102, 103 

 

1.2.4 Prader-Willi Syndrome 

 Patients with Prader-Willi syndrome (PWS) exhibit multiple symptoms, including mild 

mental retardation, growth hormone deficiency, short stature, and behavioral issues. Obesity and 
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excessive weight gain are common for those affected by PWS, as one of the features of the 

disorder is an insatiable appetite leading to chronic overeating. 104, 105 While the mechanism for 

many of PWS symptoms are as yet unknown, initial studies of PWS indicated that the hallmark 

hyperphagia was likely due to lack of satiation rather than an increased hunger. 105 The discovery 

of ghrelin in 1999 offered a possibility that the hyperphagia and adiposity associated with PWS 

might be a result of dysfunctional ghrelin signaling. 1, 106 Examining the levels of serum ghrelin 

associated with PWS revealed elevated ghrelin levels in both adults and children. 106-108 

Complicating the connection between ghrelin and PWS symptoms, elevated ghrelin levels are 

detected prior to the onset of hyperphagia. 109, 110 As assays for ghrelin have improved, increased 

ratios of ghrelin to desacyl-ghrelin have been detected in patients exhibiting hyperphagia or 

weight gain, while patients prior to the onset of these symptoms exhibit abnormally low ghrelin 

to desacyl-ghrelin ratios. 111, 112 These studies reconcile the anorexia shown by infants with the 

hyperphagia displayed by adults by demonstrating a reversal in the ghrelin/desacyl-ghrelin ratio, 

but the mechanism for this switch has yet to be deciphered.  

 Previous attempts to reduce ghrelin levels with somatostatin and its long-acting analogue 

octreotide have not led to reduction in the symptoms of PWS patients. 113, 114 A PWS mouse 

model, Snord116del has also exhibited lower sensitivity to GHSR receptor targeted anorexic 

agents. 115 The inability of these molecules to affect cessation of PWS symptoms emphasize the 

need to develop alternative routes for targeting the ghrelin signaling pathway that do not depend 

on GHSR, and the need to be able to change the grelin/desacyl-ghrelin ratio. Targeting the 

biosynthetic pathway of ghrelin, particularly the acylation catalyzed by GOAT could 

theoretically have provided such a measure. Clinical studies involving ghrelin-modulating 

compounds have provided mixed results in reducing hyperphagia in PWS patients. Phase 2a 
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clinical trials involving cylic desacyl-ghrelin analogue AZP-531 found that the molecule was 

well-tolerated and reduced hunger as measured by the Hyperphagia Questionnaire and patient-

reported appetite, as well as reducing fat mass and waist-circumference. In contrast, no change in 

ghrelin levels or the ghrelin/desacyl-ghrelin ratio was found. 116 Based on the reported findings, it 

seems likely that the findings are a result of increasing insulin sensitivity similar to previous 

trials involving treatment with desacyl-ghrelin. 53-55 Extended Phase 2b clinical trials utilizing 

AZP-531 (livoletide) did not find statistically significant reduction of hyperphagia in PWS 

patients, and the development of livoletide for treatment of PWS has been halted as of 2020. 117 

A 2022 Phase 2 clinical trial involving the GOAT inhibitor GLWL-01 reported no reduction in 

hyperphagia based on the Hyperphagia Questionnaire, while confirming a reduction in ghrelin 

levels, indicating that direct reduction of ghrelin via inhibition of GOAT does not seem to be a 

viable treatment option for PWS. 118 
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1.3 Ghrelin O-acyltransferase 

1.3.1 The discovery of GOAT as the ghrelin acyltransferase 

The identity of the acyltransferase responsible for the ghrelin octanoylation modification 

was unknown for close to a decade following the discovery of ghrelin itself. In 2008, two 

independent labs reported the identity of the enzyme responsible for ghrelin acylation. 

Previously identified as MBOAT4, this enzyme was renamed ghrelin O-acyltransferase in 

reference to its now-identified substrate. 30, 31 The acylation of ghrelin by GOAT is unique, both 

in that serine octanoylation is not represented otherwise in the proteome, and in that ghrelin is 

the only predicted substrate for GOAT. 119 The combination of these two factors make GOAT an 

appealing target for modulation of pathophysiologies linked to ghrelin signaling, as the 

specificity of the substrate-enzyme interaction provides limits on undesired interactions in vivo. 

GOAT has been found to be highly expressed in areas where ghrelin is located, including in the 

stomach and gastrointestinal tract, as well as in the hypothalamus and pituitary. 30, 31, 120 

 

1.3.2 Mechanistic questions about GOAT 

The catalytic mechanism of GOAT is currently unknown, although recent insights from 

the structures of several MBOATS, including protein-modifying Hedgehog acyltransferase 

(HHAT) and Porcupine (PORCN), has provided some points of comparison for potential 

catalytic mechanisms. As with other members of the MBOAT family, GOAT activity is found to 

depend on two highly conserved, functionally essential residues, N307 and H338. Functional and 

topological studies of GOAT have shown that mutation of either of these residues prevents 

GOAT activity, and that H338 is placed in the lumen while N307 is located on the cytosolic face 
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of the membrane. 30, 31, 121 The conserved histidine in other MBOATS has been located within the 

transmembrane channel, positioned near the middle of the transmembrane region, consistent with 

a role as a general base to catalyze the acyl transfer. 122-124 H338 has also been implicated in the 

binding of the ghrelin peptide to GOAT, which has been supported by a recent paper indicating 

that ghrelin-analogue peptides are not internalized by GOAT producing cells when H338A 

mutants are expressed. 42 

The major mechanistic question surrounding GOAT asks whether the enzyme utilizes a 

direct transfer mechanism or an acyl-enzyme intermediate. In a direct transfer reaction, the 

reaction takes place in one step as enzyme catalyzes the substrate to act directly as a nucleophile 

and attacking the thioether. Resolving this intermediate results in the transfer of the acyl group to 

the substrate as a result of the loss of the CoA. Alternatively, in forming an acyl-enzyme 

intermediate the enzyme will catalyze the transfer of the acyl group to the enzyme through a 

nucleophilic attack. This is then followed by the secondary transfer of the acyl group from the 

enzyme to the substrate through the attack of the substrate at the enzyme-thioester bond, 

resulting in the loss of the enzyme. These two possibilities will be discussed further below, as 

well as in relation to experimental evidence in Chapters 3 and 4. 
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1.4 Transmembrane catalysis 

1.4.1 GOAT computational model insights 

The recent publication of the first computational model of GOAT has allowed a closer 

examination of the three-dimensional architecture of the enzyme. This model was developed 

through co-evolutionary contact analysis to evaluate how residues in close proximity in the 

structure will respond as the residues continue to change between evolving species. The 

computational model is consistent with previous reports that indicated GOAT consists of 11 

transmembrane domains, with a reentrant loop between the 5th and 6th transmembrane domains. 

121 Novel from the model was that the transmembrane domains organize to form an internal 

transmembrane channel. Whereas H338 was previously identified as lumen-facing, the 

organization of the model places H338 in the internal channel, consistent with the potential for 

the residue to act as a general base in a catalytic mechanism. The octanoyl-CoA binding site was 

also established through mutation of residues implicated in acyl-donor binding, finding that the 

conserved N307 likely plays a role in this binding. 125 The culmination of these findings indicate 

that GOAT likely exhibits transmembrane catalysis through the combination of the substrates 

binding to opposite faces of the enzyme, although more experiments are required to identify the 

exact residues and mechanisms involved. 

 

1.4.2 Comparison to HHAT/PORCN 

Some comparison can be made between three members of the MBOAT family due to 

their shared acylation of proteins: Hedgehog acyltransferase (HHHAT), Porcupine (PORCN), 

and GOAT (Figure 1.1). HHAT palmitoylates the N-terminal cysteine of three mammalian  
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Figure 1.1: Acylation of proteins in the mammalian proteome. Representations of the 

lipidations performed by the three mammalian peptide/protein modifying MBOATS. Figure 

created by Mariah Pierce and James Hougland and utilized under the terms of the Creative 

Commons Attribution License. 130  
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proteins, Sonic Hedgehog (Shh), Indian Hedgehog (Ihh), and Desert Hedgehog (Dhh). 126, 127 

Palmitoylation of SHH is not essential for binding with the cognate receptor Patched (PTCH1), 

but is required to lead to significant upregulation of Hedgehog (HH) signaling. 128 Recent studies 

have implicated a heme-bound cysteine in HHAT as essential for catalysis, as activity is lost 

when this cysteine is mutated, although this residue is likely not catalytic due to distance to the 

canonical active site of D339 and H379. 129 The same study draws a comparison between the 

conserved D339, corresponding to the conserved N307 in GOAT, and a potential role in 

stabilizing peptidic residues for acylation in a transmembrane channel similar to that of GOAT. 

H379 (analogous to H338 in GOAT) is also implicated in catalysis due to the location near the 

bound inhibitor site and previous studies identifying the residue as important for catalysis. 123, 131, 

132 The culmination of these studies involved the mechanistic hypothesis that D339 activates the 

N-terminal cysteine to attack the palmitoyl-CoA thioether bond in a direct-transfer mechanism. 

123 HHAT has also been proposed to be involved in transportation of palmitoyl-CoA, for which 

the mechanism is not fully understood. 133 This draws an interesting comparison to the recently-

identified ability for GOAT to play a role in the internalization of ghrelin peptides. 42  

PORCN is similar to HHAT and GOAT in that it acylates the secreted protein Wnt with 

palmitoleate (Figure 1.1). 4, 134, 135 Additionally, catalysis by PORCN places the acylation on a 

serine in Wnt similar to the O-acylation of ghrelin by GOAT, and is similarly required for 

activation of the cognate receptor, Frizzled. 136, 137 Two computational models of PORCN were 

published in 2021, both of which indicated a transmembrane channel through the center of the 

enzyme, with the conserved H341 located in the center of the channel in both. 138, 139 Shortly 

afterward, PORCN was able to be purified and the structure determined by cryo-EM. This 

structure was consistent with the previously-published computational models, and identified 11 
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transmembrane domains surrounding a transmembrane channel that contained the catalytic core 

of the enzyme, including H336. 122 Docking of the palmitoleoyl-CoA into the structure of 

PORCN revealed the S209 hydroxyl group of Wnt directed at the thioester bond, and in close 

proximity to H336, leading to the hypothesized mechanism being direct transfer of the 

palmitoleoyl to Wnt after activation of S209 by H336. However, the authors do note that this 

structure does not rule out an acyl-enzyme intermediate. 122 
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1.5 Progress on GOAT inhibitors  

1.5.1 Peptidomimetic Compounds 

The initial molecules capable of GOAT inhibition were related to the peptidic nature of 

the GOAT substrate and the acylated product. Acylated octanoyl ghrelin has been shown to 

inhibit GOAT with a moderate potency of 7 μM (Compound 1.1, Figure 1.2).140 Protecting this 

molecule from hydrolysis of the ester bond by replacing the serine-3 with 2,3-diaminoproprionic 

acid (Dap) to yield an N-acylated side chain increased the potency of the peptide mimetic 1.2 to 

0.2 μM. 140 N-terminal truncations of the ghrelin peptide inhibit GOAT as long as the C-terminus 

is amidated and inhibition of GOAT by the peptide GSAFL-NH2 lacking the acylation site 

indicated that these peptides did not inhibit through providing competitive octanoylation sites, 

but rather by competing for the peptide binding site. 140  Further optimization of the inhibitory 

sequence required from ghrelin allowed the truncation of the peptide sequence to the first five 

amino acids (GSSFL) and demonstrated the preference for an octanoyl acyl modification for 

maximal inhibitory efficacy, with the initial reported IC50 for the octanoyl-[Dap3]-ghrelin (1-5)-

NH2 (1.3) pentapeptide reported as 1 μM. 140 More recent methods indicate that the potency was 

originally underestimated, with the most recent reports placing the IC50 at 15 nM. 141 Similar 

Dap-containing peptides have recently been utilized as fluorescent probes (1.4) to study the 

uptake of extracellular ghrelin into cells that contain GOAT on the exterior of the lipid bilayer, 

finding that GOAT functions to transport internalization of ghrelin. 42 As part of this study, it was 

found that hGOAT H338A mutants did not bind to the fluorescent Dap-ghrelin analogue, 

indicating an essential interaction between the ligand and H338. It is proposed that this altered 

behavior occurs due to a loss of a hydrogen bond between the side-chain Dap amine and the 

imidazole ring of  
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Figure 1.2: Peptidomimetic inhibitors of GOAT. Adapted from Moose et Al. (2020). 142 
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the aforementioned histidine, giving more physiological context to the increased potency 

exhibited by Dap-containing peptides. 

Alternate modifications to the ester bond have been explored to further enhance the 

resistance to hydrolysis. Replacement of the sidechain ester or amide bond of previous 

peptidomimetic compounds with the isosteric non-hydrolysable triazole led to the development 

of highly customizable Dap-containing alkyltriazole inhibitors. These alkyltriazoles were used to 

explore modifications of the alkyl sidechain, including the addition of a phenyl group that led to 

the sub-micromolar potency (IC50 = 0.7 μM) of Compound 1.5. 143 Further exploration of this 

chemical space may be possible to lead to additional compounds capable of GOAT inhibition but 

have not been characterized at this time. 

A bisubstrate approach resulted in the development of GO-CoA-Tat, an inhibitory 

compound that combined both the peptide and octanoyl CoA substrates of GOAT with the cell-

penetrating peptide sequence Tat to create a molecule capable of inhibiting cellular production of 

ghrelin with an EC50 around 5 μM (1.6). This molecule was integral in substantiating GOAT 

inhibition as a pharmaceutical target for obesity, as injections of mice with GO-CoA-Tat resulted 

in lowered ghrelin levels, prevented weight gain on a high-fat diet, and a reduction of fat mass, 

while showing none of these effects in ghrelin knock-out mice. Mice treated with GO-CoA-Tat 

also showed increased insulin response, validating the potential for GOAT inhibitors to play a 

role in the treatment of Type 2 Diabetes. 62 

Similar in approach to the previous bisubstrate peptidomimetic compound, altering a 

previous GHSR agonist also yielded a molecule capable of inhibiting GOAT. This approach 

found that combining an octanoylated three-peptide sequence of GSDap with a spiroindoline 7 

created a smaller molecule than previous peptide-reliant compounds while retaining an IC50 of 
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10 μM. Optimization of potency led to the rigidification of the alkyl chain with an alkynoate (8), 

which was inactive in cell studies, potentially due to the ability of the alkynoate to act as a 

Michael acceptor, raising concerns about cross-reactivity with readily available biological thiols 

such as glutathione. 144 This alkynoate was replaced by the biologically stable cyclobutene (9) 

while retaining similar potency (IC50 = 2 μM), and this structure was ultimately reduced in 

molecular mass by replacing the spiroindoline with a pyrrolidine and the side chain phenyl group 

with a tert-butyl moiety without altering potency (1.10). 144, 145 Alternative molecules retaining 

the pyrrolidine replaced the N-terminal glycine with a thioamide, retaining GOAT inhibitory 

activity with an IC50 of 0.8 μM (Compounds 1.11-1.13).  These molecules were found to be 

poorly orally available but to retain the ability to inhibit GOAT in vivo. 144 This same lab has 

recently explored creating macrocyclic peptide-containing molecules in combination with some 

of the chemical space explored in previous inhibitor iterations in order to increase cell 

permeability. The initial 4-mer peptide sequence explored contained a mono methylation of the 

N-terminal glycine, replacement of the Ser-2 sidechain with the previously-identified tert-butyl 

chain, octanoylated Dap-3, and amidation of the C-terminal phenylalanine (1.14 and 1.15). 

Cyclization was achieved by utilizing an alkene linker connecting a modified version of the tert-

butyl side or the original serine sidechain to Phe-4 (1.16 and 1.17).  These molecules were found 

to compete for the GOAT peptide binding site, with sub micromolar IC50s.  While potent, these 

molecules were found to still suffer from low oral bioavailability. 146 

 

1.5.2 Small-molecule inhibitors 

 In the transition away from peptidomimetic inhibitors, the first small-molecule inhibitors 

of GOAT contained some features analogous to previous molecules, presenting with alkyl chains 
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that may mimic the octanoate of ghrelin (Figure 1.3).147, 148 While representing an exciting new 

avenue for development, the potency of these compounds is not exceptional (1.18 = 7.5 μM and 

1.19 = 13.1 μM IC50), and the screening done in this study was undertaken exclusively with 

naphthalene-based molecules generated by the Ugi reaction as part of the development of their 

cat-ELCCA assay, limiting the scope of this development. Further publications on this 

compound have not materialized, and the physiological effects of this molecule are unknown. 

 Another series of small-molecule inhibitors based on triterpenoid scaffolds has also been 

published. Resulting from a screening of the Diversity Set IV library from the NCI, this screen 

relied on detecting acylation of a fluorescent ghrelin peptide truncation, allowing direct 

measurement of GOAT acylation activity. 149, 150 This screen found synthetic triterpenoid 1.20, 1-

[2-cyano-3,12-dioxooleana-1,9(11)-dien-28-oyl]imidazole (CDDO-Im). 151 Investigation into 

similar triterpenoid revealed the efficacy of the triterpenoid scaffold, finding compounds 1.21-

1.23, all compounds with <50 μM IC50s. A structure-activity-relationship study revealed that 

truncating the scaffold to move to a steroid scaffold did not negatively affect potency 

(compounds 25-27). Altering the α-cyano warhead revealed that the α,β unsaturated ketone was 

essential for potency, and that lessening or removing the polarity, as in 1.26 and 1.27 

respectively, of the α moiety worsened the potency of the molecules by greater than 10-fold. As 

α-cyano enones are capable Michael acceptors, the mechanism of inhibition was investigated and 

found to be consistent with reversible covalent inhibition, suggesting that the molecules may be 

interacting with a nucleophile capable of Michael additions, such as a cysteine. This led to the 

hypothesis that GOAT catalyzed ghrelin acylation through use of a cysteine nucleophile, 

although the identity and location of such a residue was unknown. 151 
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Figure 1.3: Selected small-molecule inhibitors of GOAT developed in academic research 

labs. Adapted from Moose et Al. (2020). 142 
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1.5.3 Molecules of clinical interest 

Several GOAT inhibitors have made it to various stages of clinical trials. One such 

clinical trial evaluated the ability of compound 1.32, identified as LY3073084, now called 

GLWL-01, to treat Type II Diabetes. Originally found through a high-throughput screen by 

researchers at Eli Lilly, furanopyridines such as 1.28 and 1.29 inhibited GOAT with sub-

micromolar IC50s. Structure-activity relationship studies from the lead compound found in the 

initial screen found that altering the methyl to larger groups (1.30, 1.31) lowered potency. 

Optimization of initial pharmacokinetic properties led to removal of a biologically active furan 

and replacement with chlorine (1.32) while replacing the carboxylic acid with a piperidine-

substituted amide. Similar aminopyridine-containing molecules were found to be similarly potent 

(1.33, 1.34). The final optimization to create GLWL-01 led to a reported IC50 of 69 nM, 

indicating enough potential to be selected for clinical trials. 152-155 Clinical trial NCT02377362 

found no significant effect of GLWL-01 on ghrelin, insulin, weight, or waist circumference in 

treated patients. 156 As mentioned previously, GLWL-01 was also the subject of a clinical trial 

attempting to treat hyperphagia in PWS patients, and was similarly ineffective in that trial. 118 

Two other clinical trials have also been begun investigating the possibility of utilizing GLWL-01 

to reduce alcohol use disorder symptoms and to assist in weight loss in conjunction with bariatric 

surgery, although data is not currently available for these studies. 157, 158 While clinical trials 

involving GLWL-01 were found lacking, GLWL-01 was also shown to be competitive with 

octanoyl-CoA, marking the first molecule shown to be competitive with the lipid substrate rather 

than the peptide substrate of GOAT. 

Takeda Pharmaceutical utilized a high-throughput screen of a large small-molecule 

library to discover two lead molecules capable of inhibiting ghrelin acylation. Optimization of  
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Figure 1.4: Pharmaceutical compounds of interest for the inhibition of GOAT. From a.) Eli 

Lilly, b.) Takeda Pharmaceutical and GlaxoSmithKline, c.) Boehringer Ingelheim Adapted from 

Moose et Al. (2020). 142 
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hit compound 1.35 involved altering the benzene ring to a pyridine, and the replacement of the 2-

thiobenzoxazole with a combination of an ether linkage and altering the heterocycle to a 

benzothiophene to molecule 1.36. 141, 159 Compound 1.36 was found to have higher activity and 

bioavailability after oral administration, and has been reported to have been licensed to Rhythm 

Pharmaceuticals although no clinical trials have been started currently. Both compounds were 

shown to be octanoyl-CoA competitive, similar to the Eli Lilly compounds previously described, 

and were the first published, widely-known compounds to inhibit GOAT in such a manner. 141 

A set of benzothiophene-incorporating molecules similar to those reported by Takeda 

were also published by GlaxoSmithKline. With similar molecules being patented by 

GlaxoSmithKline in 2015 as agonists of the transmembrane receptor GTP-binding protein 

coupling receptor 40 (GPR40) for treatment of Type II Diabetes, the molecules include a 

benzothiophene core attached to another heterocycle through an ether linkage. 160 The 

stereochemistry of this ether does not seem to significantly affect potency, as both molecules 

1.39a and 1.39b exhibited IC50 values below 50 nM. Preclinical work in mice, rats, and monkeys 

at found a significant reduction in ghrelin concentration at does from 1 to 10 mg/kg. 161, 162 

Alternate molecules based on the benzothiophene core have also been reported, utilizing a 

substituted pyridine addition to substituting the ether linkage for an ester (1.41, 1.42). 163  

Currently the most potent reported GOAT inhibitors have been published by Boehringer 

Ingelheim. These molecules utilize a 7-amino-[ -[1,2,4]triazolo[1,5,-a]pyrimidine scaffold, with 

the most potent containing a methyl substitution at the 5-position of the pyrimidine as well as a 

benzylic pyridyl addition at the 6-position and addition of a fluorinated ether or amine at the 2-

position, as exemplified by compounds 1.43 and 1.44. These compounds were found to have 

sub-nanomolar potency, and alteration of the triazole heterocycle to a 7-amino-
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[1,2,5]oxadiazolo[3,4,-b]pyridines reduced the IC50 even further, resulting in compounds with 

~20 pm IC50s (1.45-1.47). 164-167 Clinical trials with the molecule BI 1356225 have recently been 

published, and while the molecule was capable of reducing ghrelin levels by ~80%, no 

corresponding weight loss or lessened hunger cues were identified, bringing into question 

whether GOAT inhibition is a clinically relevant treatment for obesity. 168 
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1.6 Assays for GOAT activity 

Assays for the determination of inhibitor binding have heavily relied on the production of 

the acylated product of the reaction. The discovery of GOAT as part of the ghrelin maturation 

pathway relied on several processes for this purpose, including immunoblotting, mass 

spectrometry, and HPLC separation of peptides. 30, 31 The identification of GOAT by Yang and 

coworkers involved cotransfection of rat insulinoma cells with 16 MBOATs and preproghrelin, 

which allowed a visible shift in the acylated product on SDS-PAGE gel when visualized with 

anti-ghrelin antibodies following separation by reverse-phase chromatography. 30 At the same 

time, Gutierrez and coworkers developed a similar approach, cotransfecting candidate enzymes 

and preproghrelin into HEK-293 cells, but resolved the resulting peptides through 

immunoprecipitation and analysis by mass spectrometry to prove acylation. 31 Both approaches 

allowed identification of MBOAT4 as the putative ghrelin O-acyltransferase, but both require 

significant preparation of samples that would make analysis of GOAT inhibitors difficult. 

 

1.6.1 Radioligand assays for GOAT activity 

As mentioned previously, the first published inhibitors of GOAT consisted of an 

octanoylated pentapeptide. These inhibitors were discovered by Yang and coworkers who 

modified their approach to a radioligand assay used to support their previous discovery of 

GOAT, transfecting Sf9 insect cells to produce a GOAT-containing microsomal fraction. 

[3H]octanoyl-CoA was used as a lipid donor, which transferred a tritium-labeled octanoyl moiety 

to proghrelin when incubated with the membrane fraction. Quantification of GOAT activity was 

calculated by separation via transfer of proteins to a PVDF membrane post electrophoresis, then 
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scintillation counting slices of the PVDF membrane to determine radioactivity of the section. 140 

While effective, this methodology relied on radioactive tritium, while also require incubation of 

the autoradiology film for 5 days, making the process inconvenient for large-scale detection of 

GOAT activity.  

Discovery of the bisubstrate-mimetic GO-CoA-Tat also relied on a version of this 

radioligand assay. Unlike the previous studies, this work expressed GOAT and proghrelin in 

human cell lines (HeLa and HEK-293T). Using a biotin-containing ghrelin peptide, this assay 

utilized a streptavidin column to isolate the radioactive acylated ghrelin before scintillation 

counting. 62 The same group eventually adopted producing microsomal fraction from insectoid 

Sf9 cells, following Yang et al, using GOAT activity to evaluate constructs in support the of the 

first topological model of GOAT and ability to utilize alternate ghrelin substrates. 121, 169 

 An alternate take utilizing radiolabeling was used to determine acyl donor preference for 

GOAT. In this assay, Chinese hamster ovary cells expressing GOAT were used to create 

membrane fraction which was then reacted with the CoAs of various fatty acids. These reactions 

were analyzed using radiolabeled antibodies that either nonspecifically recognized both the acyl- 

and des-acyl forms of ghrelin, or specifically bound only the acylated ghrelin. 170 

 

1.6.2 Antibody based assays for GOAT activity 

The most widely reported assay for GOAT activity utilizes an enzyme-linked 

immunsorbent assay (ELISA) to measure ghrelin and/or desacyl-ghrelin levels in reactions. 

Originally designed to detect ghrelin levels in studies elucidating the physiological effects of 

ghrelin, a two-site sandwich assay was originally reported in 2008. 171 This study designed a 
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ghrelin-specific 384-well plate assay utilizing an acyl-specific antibody, followed by treatment 

with biotinylated antibody recognizing the ghrelin C-terminus, and reported using streptavidin-

HRP and a fluorescent substrate to amplify signal. This approach was simultaneously utilized to 

detect desacyl-ghrelin through the use of a C-terminal recognizing antibody and a biotinylated 

N-terminal antibody as the reporter.   

Takeda Pharmaceutical used a combined homogeneous time-resolved fluorescence 

(HTRF) and ELISA-based approach to find their reported benzothiophene-based inhibitor. To 

screen the large number of samples required for high-throughput screening, the HTRF assay 

utilized ghrelin-selective antibody to detect acyl ghrelin, then signal amplification by FRET from 

a streptavidin-containing fluorophore to a europium-conjugated secondary antibody that was 

detected via multiplate fluorescence reader. For the confirmation via ELISA, synthetic HRP-

labeled ghrelin was used to compete with acyl ghrelin produced over the course of reaction, and 

amplification of the fluorescent signal was achieved through commercially available ELISA 

substrate. 141 GOAT activity assays used in the discovery of similar benzothiophene-containing 

inhibitors by GlaxoSmithKline have also utilized a FRET-based assay that utilized a 

streptavidin-europium energy transfer in a multiplate reader format. 161, 162 

Patents from Boehringer Ingelheim and Eli Lilly reporting on molecules of 

pharmaceutical interest have also utilized ELISA-based approaches to determining the reduction 

in GOAT activity based on their molecules. 152, 153, 165, 172 Some academic-based labs have also 

utilized this approach to effect, notably used by Harran and coworkers in the development of 

former GHSR agonists to inhibit GOAT. 145, 146, 173  

An alternative enzyme-linked approach was utilized in the finding of the first small-

molecule inhibitor of GOAT by Garner and Janda. 148 Called cat-ELCCA (catalytic assay using 
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enzyme-linked click-chemistry), this approach relied on an immobilized biotinylated ghrelin 

peptide and an alkyne-containing octanoyl-CoA. When transferred to ghrelin, the alkyne could 

then be reacted via copper-catalyzed Huisgen cycloaddition to an azide-containing HRP to form 

the triazole, covalently linking HRP directly to the product of the reaction. The ghrelin-HRP 

conjugate was then exposed to the fluorogenic substrate amplex red, providing signal 

amplification and detection in a multiplate reader system.  

 

1.6.3 Fluorescence-based GOAT activity Assays 

To facilitate direct measurement of GOAT activity, our research lab developed a 

fluorescence-based approach of ghrelin detection. Utilizing the discovery that ghrelin C-terminus 

based pentapeptides can function as GOAT substrates, the first five amino acids of ghrelin 

(GSSFL) were altered to include an acrylodan fluorophore through conjugation to a terminal 

cysteine. 119, 140, 149 This fluorescent peptide, GSSFLCAcDan, acts as a substrate for GOAT and 

once acylated exhibits a retention-time shift on reverse-phase HPLC due to the increased 

hydrophobicity after addition of the octanoyl modification, while the acrylodan fluorophore 

allows for analysis via fluorescence detection. This approach has several advantages to 

previously described methods, in that the assay can simultaneously detect both the substrate and 

product of the reaction in the same sample, allowing for calculation of percent activity as a 

fraction of the converted product to the total. 150 This enabled the identification of the 

triterpenoid- and steroid-based inhibitors published in 2017. 151 In contrast to the ELISA assays, 

there is no amplification step, nor a reliance on antibody binding to detect the product, allowing 

direct readout of the product not possible since the original radiology assay, but without the 

requirement for a specialized radioactive acyl donor.  



31 
 

 

1.7 Aims of this work 

 The main goal of this work is to expand our current hGOAT inhibitory capabilities and 

work towards a pharmaceutically relevant hGOAT inhibitor. To this effect, we first developed a 

continuous fluorescence plate-reader assay capable of high-throughputs screening. We utilized 

this screen in conjunction with the recently-developed computational model of hGOAT to 

identify targets of interest, with this combined methodology producing three novel hGOAT 

inhibitors with low micromolar potency. The predicted binding sites of these molecules was 

validated, and also assisted our identification of a common inhibitor binding site within the 

transmembrane channel of hGOAT. 

Development of small-molecule probes explored the mechanistic hypothesis proposed by 

McGovern-Gooch et al, that the functionally essential cysteine identified through an inhibitor 

screen was involved in the catalytic mechanism of ghrelin acylation. 151 Utilizing cysteine-

reactive molecules, we found that these inhibitors potencies exhibited chain-length dependence 

and a reversible binding mechanism. These studies supported work indicating the previous 

cysteine-catalyzed mechanistic hypothesis to be unlikely. 

Identification of privileged electrophile inhibition of hGOAT supported a revised 

mechanistic hypothesis, indicating the presence of an activated residue to act as the nucleophile 

in the acylation of ghrelin. The irreversible nature of these molecules provides a pathway 

towards the identification of the catalytic residues within hGOAT through future labeling 

studies. 

We examined the effects of ethanol and alcohol use disorder treatments on hGOAT 

activity in conjunction with collaborators to develop an enzyme-to-patient level understanding of 

the effects of these molecules on patients. Although GOAT was not found to be affected by the 



32 
 

 

tested molecules, our collaborative efforts have led towards a better understanding of the 

mechanism of action of these molecules and reinforced the importance of understanding the 

effects of GHSR-targeting molecules on GOAT. 

 The studies shown in this work have broadened the inhibitory potential for GOAT-

targeting small molecules. These investigations have narrowed the mechanistic possibilities of 

ghrelin acylation, providing the first clues towards the GOAT catalytic residues outside of the 

MBOAT-family conserved H338 and N307, as well as the first rationally acyl-donor competitive 

hGOAT inhibitors. These studies have provided the framework for the identification of the 

specific hGOAT catalytic residues through taking advantage reactions with mechanism-based 

small molecule inhibitors.  
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Appendix I: Reference Reprint permission for Reference 130, Chapter 1 

 

Appendix II: Reprint permission for Reference 142, Chapter 1 
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Chapter 2: Inhibitor binding sites within ghrelin O-acyltransferase revealed 

by structural modeling and high-throughput screening 

 

Initial virtual screen using MTiOpenScreen and generation of LigPlot files (Figures 2.13 and 

2.16) were performed by Dr. John Chisholm (Department of Chemistry, Syracuse University). 

Synthesis of JH101 (Takeda A) was performed by Cassie Grossman and Dr. Katelyn Leets (John 

Chisholm Laboratory, Department of Chemistry, Syracuse University). 

 

Computational modeling and discussion of inhibitor poses against hGOAT using molecular 

dynamics and YASARA was performed by Jingjing Ji and Dr. Shikha Nangia (Shikha Nangia 

Laboratory, Department of Biomedical and Chemical Engineering, Syracuse University).  

Dr. Kayleigh McGovern-Gooch (James Hougland Laboratory, Department of Chemistry, 

Syracuse University) performed initial plate reader experiments to determine viability of 

GSSCAcDanLS and GSSFLCAcDan for assay development. Jackson Calhoun and Zachary Spada 

(both James Hougland Laboratory, Department of Chemistry, Syracuse University) assisted with 

initial optimization of the plate-reader assay.  

I performed all biochemical assay validation and data collection shown in this chapter, including 

peptide labeling, inhibitor potency and behavior analysis, hGOAT activity assays via HPLC and 

plate-reader, continuous fluorescence assay development, inhibitor library generation, mutant 

hGOAT expression and analysis, and analysis of inhibitor contacts.  
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2.1 Introduction 

Molecules capable of ghrelin modulation have been desired for the treatment of Type II 

Diabetes, obesity, addiction, and other pathophysiologies. 1-8 As ghrelin O-acyltransferase 

(GOAT) is responsible for the octanoylation that activates GOAT for its cognate receptor, 

GOAT is a target of interest for the development of compounds capable of modulating ghrelin 

signaling. 9, 10 In order to find these molecules, two things are necessary; a set of compounds to 

test, and an assay capable of detecting changes in GOAT activity.   

Identification of ghrelin O-acyltransferase acylation activity has relied on detection of the 

acylated ghrelin product. Initial detection of GOAT activity and inhibition performed by Yang et 

al. relied on scintillation counting to detect the transfer of tritium-labeled octanoate from 

octanoyl-CoA to ghrelin. 11 This assay has been recently utilized to validate oxadiazolopyridine 

GOAT inhibitors. 12 Developed at the same time as the scintillation assay, Gutierrez et al.  

utilized mass spectrometry of cells contransfected with ghrelin and GOAT to identify the 

octanoylated product of the reaction. 9  

As the majority of the initial molecules found for the inhibition of GOAT were rationally-

designed peptide-mimetic structures, these inhibitors likely compete with ghrelin to cause 

inhibition. These inhibitors include [Dap3]-ghrelin (1-5)-NH2, [Dap3] propylphenyl triazole 

ghrelin (1-5)-NH2, as well as similar derivatives.
 11, 13 Fused peptidic molecules targeting 

multiple GOAT or GHSR binding sites represent another class of potential peptide competitive 

compounds. Combining GHSR agonist MK-0677 and the [Dap3]-ghrelin (1-5)-NH2 peptide lead 

to a series of compounds with low micromolar affinities for GOAT. 14 Interestingly, a 

macrocyclic compound developed from the Dap3
 inhibitor has been shown to compete for the 

peptide binding site as well. 12 The bisubstrate mimetic molecule GO-CoA-Tat was developed 



62 
 

 

through the combination of both the ghrelin peptide and octanoyl-CoA, as well as with the cell-

penetrating Tat peptide sequence to aid cellular uptake, could theoretically compete with both 

peptide and lipid substrates of GOAT. 15, 16  

To broaden the potential chemical scaffolds available to inhibit GOAT, assays capable of 

screening large numbers of small-molecules became necessary. A fluorescence-based screening 

assay was used to identify the first small-molecule, non-peptide mimetic inhibitor of GOAT. 17 

This assay, called catalytic enzyme-linked click chemistry assay or cat-ELCCA, reacted alkynyl 

octanoyl-CoA and an immobilized ghrelin peptide. Conjugation of the labeled octanoylated 

ghrelin to azido-HRP through a copper-catalyzed [3+2] cycloaddition and addition of a 

fluorogenic HRP substrate provided signal amplification. 18, 19 A review of the relevant patent 

literature indicates that acyl-ghrelin specific enzyme-linked immunosorbent assays (ELISA) are 

used in pharmaceutical detection of GOAT activity. 20 This approach is exemplified in the 2018 

report of octanoyl-CoA competitive inhibitors from Takeda Pharmaceutical resulting from a 

library screen accomplished through a ghrelin selective antibody primary screen followed by a 

ghrelin-specific ELISA plate secondary screening. 21  

As mentioned above, previous efforts to discover novel GOAT inhibitors have screened 

large numbers of small molecules through library screens. The initial small-molecule inhibitors 

from Garner and Janda were found through a small library screen of 4000 compounds. 17, 18 

Takeda Pharmaceutical tested more than 500,000 compounds in their initial screen, resulting in 

301 molecules being selected for secondary screening, a reported hit rate of 0.05%.21 The first 

report of acyl-donor competitive behavior was the result of this library screen from Takeda 

Pharmaceutical, with two compounds showing decreased inhibition of GOAT at high 

concentrations of octanoyl-CoA. 21 While currently unproven, the structural similarities between 
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the Takeda compounds and compounds developed by Eli Lilly, GlaxoSmithKline and 

Boehringer-Ingelheim suggest these compounds may also act as acyl-donor competitive 

inhibitors. 22-25 

Other reported GOAT inhibitors do not currently have suggested specific binding sites 

within GOAT based on their mode of inhibition. While the Garner and Janda inhibitor was the 

first small-molecule inhibitor of GOAT, the binding site of this compound is unknown. 17 

Triterpenoids and steroid scaffolds have been shown to inhibit GOAT, presumably targeting 

cysteine residues due to the Michael-accepting enone moieties, but the identity of the targeted 

cysteine is unknown. 26 

Further understanding the interactions between inhibitors, substrates, and GOAT should be a 

priority to expand our current pharmacological profile and ability to rationally design relevant 

drug-like inhibitors. Due to the limited number of molecules with characterized binding classes, 

current studies of GOAT inhibitors lack the context necessary to design molecules targeting 

specific substrate interactions with GOAT, leading to limited opportunities for rational design of 

molecules. In 2019, the Hougland lab published a computational model of GOAT derived 

through coevolutionary contact modeling coupled with molecular dynamics. 27 The 

computational model revealed a transmembrane channel spanning the entirety of GOAT, and 

docking studies indicated the location of the octanoyl-CoA binding site on the cytoplasmic face 

of the enzyme. This model was further supported by biochemical validation, with GOAT 

mutations of predicted contacts to octanoyl-CoA altering GOAT preference for lipid donor 

length. This model also indicates the MBOAT family conserved N307 and H338 are in different 

locations within the enzyme, with N307 being located in the acyl-donor binding site and H338 

positioned within the transmembrane channel.  The availability of this model now allows for 
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identification of new classes of GOAT inhibitors, specific interactions between GOAT and novel 

inhibitors, as well as rational design of derivatives of hit compounds. This information also 

allows the discovery of the binding sites of literature inhibitors and comparison to novel 

compounds. 
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2.2 Results 

2.2.1 Development and validation of the Continuous Fluorescence Assay 

 

In the HPLC-based GOAT acylation assay used in previous inhibitor studies in our 

research group, a six amino acid ghrelin mimetic peptide is octanoylated in the presence of 

GOAT and octanoyl-CoA. GOAT catalyzes addition of an the octanoyl group to serine-3 (bold) 

of the ghrelin “GSSF” sequence in both the native protein and peptide mimetics (Figure 2.1a). 11, 

17, 28-30 The peptide sequence GSSFLC enables peptide labeling with an acrylodan fluorophore at 

the C-terminal cysteine residue. 29 In addition to reverse-phase HPLC retention time increase due 

to the addition of the octanoyl moiety, this GSSFLCAcDan substrate exhibits enhanced 

fluorescence upon octanoylation due to the increased nonpolar environment near the 

solvatochromatic acrylodan fluorophore. 31, 32 The octanoylation-dependent fluorescence increase 

for the GSSFLCAcDan peptide is insufficient to support direct reproducible detection of peptide 

acylation (data not shown), leading us to explore options to maximize the fluorescence 

enhancement upon peptide acylation. 

Inspired by studies indicating hGOAT efficiently binds ghrelin-mimetic peptides with 

hydrophobic amino acids larger than phenyalanine adjacent to the serine-3 acylation site, a 

GSSCLS peptide was designed to position the acrylodan fluorophore adjacent to the acylation 

site (Figure 2.1a). 33-35 As acrylodan is environmentally sensitive and increases in fluorescence 

in response to an increase in hydrophobicity in the environment, moving the fluorophore closer 

to lipidation site in GSSCAcDanLS was anticipated to greatly enhance the fluorescence of the 

acrylodan moiety above that exhibited by the previously-utilized GSSFLCAcDan.
 36 Following 

incubation with hGOAT and octanoyl-CoA under standard HPLC reaction conditions, 
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octanoylation of the GSSCAcDanLS peptide was confirmed by both reverse-phase HPLC and mass 

spectrometry (Figure 2.1b).  

Following HPLC verification of serine octanoylation by hGOAT, the GSSCAcDanLS 

peptide was incubated with hGOAT-containing membrane protein fraction in either the presence 

or absence of octanoyl-CoA in a 96-well plate and peptide fluorescence was monitored (Figure 

2.2a). Incubation in the absence of octanoyl-CoA resulted in a small time-dependent 

fluorescence increase, with a much larger time-dependent fluorescence increase in reactions 

containing the octanoyl-CoA acyl donor. The small increase in the negative control reaction can 

be attributed to nonspecific peptide interaction with microsomal lipids in the membrane protein 

fraction and has been similarly observed with the first generation GSSFLCAcDan substrate (data 

not shown). To account for background non-acylation dependent fluorescence increase, corrected 

fluorescence values were calculated by subtracting the fluorescence values from a negative 

control reaction lacking octanoyl-CoA to reveal fluorescence increases attributable to peptide 

acylation by hGOAT (Figure 2.2b).  

Octanoylation of the GSSCAcDanLS peptide under the plate reader assay conditions was 

confirmed by reverse phase HPLC analysis of reaction samples taken at various time points 

(Figure 2.3), which showed that the peak at the known retention time for octanoylated 

GSSCAcDanLS increased in conjunction with the lipidation-derived RFU increase. Reaction 

conditions were explored to determine maximal signal while limiting membrane fraction and 

peptide consumption. Since hGOAT has not been purified in its active form, the concentration of 

total protein for each reaction was calculated using a Bradford assay.  32 µg membrane protein 

proved to provide sufficient corrected RFU values while minimizing the amount of enriched  
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Figure 2.1: Octanoylation of a fluorescent ghrelin peptide. a.) Schematic of the octanoylation 

of acrylodan-labeled GSSCAcDanLS by GOAT; b.) HPLC chromatogram of the product of the 

octanoylation reaction of GSSCAcDanLS by GOAT. Peak at 15.3 min represents unreacted 

GSSCAcDanLS, while octanoylated peptide elutes at 20.8 min and was collected for mass 

spectrometry. Expected mass 904, observed mass 903. 

  

a) b) 
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Figure 2.2: Plate reader-based fluorescence detection of hGOAT acylation activity a) 

Fluorescence values (plotted as RFU) for reactions containing oct-CoA (circles) and (-) oct-CoA 

(squares) indicating increased fluorescence on octanoylation of peptide. b) Subtraction of (-) oct-

CoA RFU from reactions yields background corrected RFU. Error bars represent the standard 

deviation from three independent trials. 
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Figure 2.3: Comparison of hGOAT acylation activity by RFU and percent conversion. 

Reaction time course with fluorescence (black circles) and percent conversion as calculated by 

HPLC retention shifts (open squares) overlaid. 
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membrane fraction required to perform a single assay (Figure 2.4a). The amount of peptide 

required for the assay was also titrated, revealing 1.0 μM GSSCAcDanLS to provide the optimal 

reaction performance (Figure 2.4b), minimizing reagent use while simultaneously minimizing 

non-specific RFU increase. Use of the lower 0.5 μM GSSCAcDanLS condition was also 

considered but was found to be more susceptible to membrane fraction variation in lipid 

concentration due to lower corrected RFU-to-background ratio. Titration of the acyl donor 

determined the maximum reaction rate required 50 µM octanoyl-CoA (Figure 2.5).  

When determining optimized reaction conditions, Z’ factor analysis indicated adequate 

assay performance (Z’ = 0.39) at 45 minutes reaction time in the presence of ~30 µg membrane 

fraction protein and 1 µM peptide substrate (Figure 2.6). Z’ is a statistical parameter that allows 

quantitation of the statistical probability of a hit falling within the range of the negative control 

data. 37 An assay with a score between 0.25 – 0.5 on the Z’ scale indicates an acceptable assay in 

a complex system such as GOAT enriched membrane fraction. 38 The Z’ factor of 0.39 indicates 

this assay is appropriate for initial high-throughput GOAT inhibitor screening, especially in 

conjunction with an assay such as the current HPLC assay. 37 Lower peptide concentrations were 

found to have inconsistent results across different membrane fraction due to lower dynamic 

range, which can be attributed to varying concentrations of membrane lipids in differing 

preparations providing higher values for the negative controls. As a result, the higher 

concentrations of 1.0 or 2.0 µL peptide were used to increase the dynamic range of the assay and 

consistency of the assay across membrane fractions.38  

The suitability of the plate reader-based fluorescence GOAT activity assay to monitor 

hGOAT inhibition was validated with Compound 2.1, a previously described 
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Figure 2.4: Initial optimization of membrane protein and peptide concentrations a) 

Membrane protein titration, total membrane protein concentration calculated through Bradford 

assay. b) GSSCAcDanLS peptide titration. Error bars represent the standard deviation of three 

independent trials. 
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Figure 2.5: Titration of hGOAT activity as a function of acyl donor concentration.  

Octanoyl-CoA titration indicating saturation at 30 μM octanoyl-CoA. Error bars represent the 

standard deviation of three independent trials. 
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Figure 2.6: Analysis of reaction conditions using Z’. Z’ factor analysis plot as a factor of time. 

Reaction conditions included 50 µM octanoyl-CoA, 1.0 µM GSSCAcDanLS, and 30 µg membrane 

protein. As Z’ increases, the less likely a data point is to fall within the range of the negative 

control. Dotted line represents Z’ of 0.5, representing an ideal assay behavior under non-complex 

conditions. 
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α-cyanoenone inhibitor of hGOAT, (Figure 2.7a), which was given the identifier JH100.  As 

part of the assembly of the screening library, compounds were assigned identifiers based on 

inhibitor status. Known inhibitors of hGOAT were given identifiers starting with JH1XX, and 

compounds to be screened were given identifiers starting with JH2XX. JH100 is a covalent 

reversible inhibitor of hGOAT with an IC50 of 8 ± 4 µM as determined previously by reverse-

phase HPLC assay. 26 For the continuous fluorescence assay, reactions were stopped at 45 

minutes and the corrected fluorescence was normalized to the vehicle control to determine 

hGOAT activity in each reaction. Fitting Equation 2.1 to the plot of percent activity against 

concentration yields an IC50 value of 10 ± 6 µM for JH100 in the fluorescence enhancement 

assay (Figure 2.7), in agreement with literature. This consensus validates the utility of the plate 

reader assay for hGOAT inhibitor screening.  

 

2.2.2 Continuous Fluorescence Assay enables High Throughput Screening for GOAT 

inhibitors 

The initial virtual docking study was performed by Dr. John Chisholm (Department of 

Chemistry, Syracuse University), utilizing MTiOpenScreen. MTiOpenScreen utilizes a library of 

pharmaceutical-like molecules generated from PubChem molecules in order to dock these 

molecules into the provided hGOAT structure. 39 This generated a set of ~1500 drug-like 

molecules in three poses ranked by predicted binding energies. This set of molecules was then 

manually examined for purchasable compounds within 100 highest-ranked, building a screening 

library of 54 compounds that were purchased for testing. This library of hGOAT inhibitor 

candidates derived from the initial virtual screening (JH200-JH254) were assayed for hGOAT 

inhibition at two concentrations (10 and 100 µM) in duplicate (Figure 2.8a,b). In this initial 
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screen, compounds were selected for further study based on two criteria: a minimum of 50% 

hGOAT inhibition and concentration dependent inhibition. Initial screening identified 13 

compounds of interest which were subjected to a second round of validation screening with the 

same criteria (concentration dependence and at least 50% hGOAT inhibition), identifying 7 

compounds that fell within the criteria for further examination (Figure 2.9). Normalized activity 

>100% indicates an increase in activity from the positive control, often due to inherent 

fluorescent behavior of molecules. 

From this validation screening, we selected three compounds based on >50% hGOAT 

inhibition in the replication trial and current commercial availability to determine IC50 values for 

hGOAT inhibition. Reactions containing these compounds were analyzed by the fluorescence 

plate reader assay for inhibition of hGOAT activity for one hour, at which point reactions were 

stopped and analyzed by RP-HPLC analysis. The IC50 values obtained by these two analytical 

methods were comparable (Table 2.1), confirming the discovery of three novel hGOAT 

inhibitors with micromolar potency and further validating the ability of the continuous 

fluorescence assay to find viable hGOAT inhibitors (Figure 2.10). JH210 was removed from 

consideration due to the inability to purchase more of the molecule. 
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Figure 2.7 Inhibition of hGOAT in plate-reader assay by known inhibitor JH100: a.) 

JH100, α-cyanoenone inhibitor of GOAT. b.) IC50 of JH100 utilizing continuous fluorescence 

assay (red) and HPLC (blue). Reactions containing 1.0 µM GSSCAcDanLS, 50 µM octanoyl-CoA, 

and 32 µg membrane protein were run in 96-well plates before being quenched after 60 minutes 

and transferred to HPLC vials. Error bars represent the standard deviation of four independent 

trials. 
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Figure 2.8: Initial screening methodology for a small library of compounds utilizing plate-

reader assay, a.) Flowchart detailing methodology utilized to identify potential compounds for 

initial testing. b.) Initial screening of compounds of interest. Molecules were tested at both 10 

and 100 µM using the 96-well plate reader format, with duplicate wells of each molecule. 

Duplicate wells are shown as dots, with the average percent activity of the duplicate wells shown 

as a line. 

  

a) 

b) 
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Figure 2.9: Secondary screen of initial hit compounds. Molecules of interest from initial 

screen were subjected to secondary screening in duplicate. Negative activity is indicative of 

extremely low hGOAT activity in comparison to the negative control, leading to 

compartmentalization of non-octanloylated peptide outweighing increased fluorescence as a 

function of lipidation. Duplicate wells from the same plate are shown as dots, with the average 

percent activity of the duplicate wells shown as a line. 
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Compounds JH226, JH229, JH235, and JH101 (a literature inhibitor of hGOAT and 

mGOAT published by Takeda Pharmaceuticals as compound A) were tested for potency against 

the mouse isoform of GOAT (mGOAT). 21 JH100 and other cysteine-modifying agents do not 

inhibit mGOAT with the same efficacy as hGOAT, indicating that these molecules are targeting 

a non-conserved, potentially non-catalytic site between hGOAT and mGOAT. 26 All four 

compounds retained potency within twofold of the determined hGOAT IC50 (Table 2.2), 

indicating that these compounds may be targeting a conserved region of the enzyme, in contrast 

to previously identified molecules. The novel compounds inhibiting both isoforms of GOAT 

increases the likelihood of interacting with an essential, unlikely to diverge through evolution set 

of residues, potentially a catalytic portion of the enzyme. 

 

2.2.3 Computational docking studies and biochemical assays confirm inhibitor binding sites 

within hGOAT 

As the binding sites of the small-molecule inhibitors are unknown, identification of 

inhibitor binding sites could allow for the development of novel rationally-designed GOAT 

inhibitors. With the availability of the hGOAT model, comparison of the novel and published 

inhibtors of GOAT, allow us insight into the specific binding interactions of these molecules for 

the first time. To compare the potential binding site or sites of the inhibitors, docking studies 

were performed with molecular dynamics simulations and docking performed by Jinging Ji 

(Nangia laboratory, Syracuse University, Department of Biomedical and Chemical Engineering. 

Comparison of static YASARA docking and molecular dynamics simulations did not markedly 

improve or alter the predicted binding sites (Figure 2.11), indicating that the poses of these 

molecules to not radically change over time and that the pose within the binding site is unlikely 
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to change. JH226 was found to bind in the channel central to the hGOAT structure towards the 

luminal face of the enzyme, with a binding pocket consisting of Q128, Y255, W259, W351, 

indicating that the compound shares binding contacts with but does not occupy space within the 

acyl binding pocket. Previous work on the determination of the acyl binding pocket of hGOAT 

identified W351 as a “gatekeeper” residue in the acyl binding site, with W351A mutation 

altering the selectivity of hGOAT to allow utilization of the twelve- and fourteen carbon lipids of 

lauryl- and myristoyl-CoA respectively. 27 JH235 also exhibits contacts to the aforementioned 

residues, as well as W306. The pose of JH235 indicates that it partially shares a binding site with 

JH226, but occupies space in the channel further towards the cytosolic, rather than the luminal 

face. JH229 binds in the transmembrane channel within the acyl donor binding site towards the 

cytosolic face of hGOAT, extending from Y255 and W351 to N307 and T382. This binding site 

represents a separate binding pocket from the pose exhibited by JH226, while sharing the 

common contact W351, representing the end of the canonical acyl-binding site. Docking 

octanoyl-CoA to the hGOAT model also reveals that the structures of JH235 and JH229 occupy 

the space predicted for the tail of the acyl chain, indicating the potential for acyl donor 

competition (Figure 2.12a,c,e), (Figure 2.13.a-d).  
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Figure 2.10: Structures of novel GOAT inhibitors found through Continuous Fluorescence 

Assay 
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Table 2.1: Same-well IC50 values of hit compounds via conventional HPLC assay and 

Continuous Fluorescence Assay. Reactions containing 1.0 µM GSSCAcDanLs, 50 µM octanoyl-

CoA, and 30 µg membrane protein were tested for fluorescence enhancement before being 

quenched after an hour and transferred into HPLC vials for chromatography. 

 

Compound Fluorescence IC50  (µM) HPLC IC50  (µM) 

JH100 8 ± 4 3.5 ± 0.2 

JH210 9 ± 1 11 ± 5 

JH226 19 ± 17 23 ± 12 

JH229 32 ± 24 12 ± 3 

JH235 5 ± 1 12 ± 4 
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Table 2.2: IC50 of compounds against hGOAT and mGOAT. IC50 values were determined 

through HPLC-based hGOAT activity assay. IC50 with asterisks indicate values previously 

published. 26 Reactions containing 2.0 µM GSSCAcDanLs, 50 µM octanoyl-CoA, and 30 µg 

membrane protein were analyzed by HPLC. 

 

Compound hGOAT IC50 mGOAT IC50 Ratio of mGOAT 

IC50/hGOAT IC50 

JH100 8 ± 4 µM * 60 ± 8 µM * 7.5 

JH101 27 ± 8 nM 11 ± 3 nM 0.41 

JH226 16 ± 3 µM 33 ± 8 µM 2.1 

JH229 19 ± 8 µM 22 ± 6 µM 1.2 

JH235 27 ± 8 µM 26 ± 2 µM  0.96 
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Figure 2.11: Comparison of YASARA docking with molecular dynamics (MD) simulations. 

Contacts were determined as residues within 5 Å of the inhibitor. YASARA and MD 

calculations performed by Jinging Ji (Shika Nangia Laboratory, Department of Biomedical and 

Chemical Engineering, Syracuse University). 
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Figure 2.12: Predicted binding sites of novel inhibitors and resulting acyl donor 

competition. a.) c.) e.) Visualization of the predicted inhibitor binding sites in hGOAT, 

indicating that JH229 (c) and JH235 (e) occupy space within the octanoyl-coA (magenta) 

binding site while JH226 shares contacts but occupies a different binding site. Inhibitors 

represented in cyan. b.) d.) f.) IC50 curves taken in the presence of 3 µM oct-CoA (low CoA 

condition) and 300 µM (high CoA condition). Error bars represent the standard deviation of three 

trials. 
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Figure 2.13: LigPlot plots of novel inhibitor and octanoyl-CoA binding sites in hGOAT. a.) 

JH226 and predicted binding contacts. b.) JH229 and predicted binding contacts. c.) JH235 and 

predicted binding contacts. d.) Octanoyl-CoA and binding contacts. Residues highlighted in blue 

(Q128), green (Y255), and yellow (W351) were selected for mutation studies. Plots generated by 

Dr. John Chisholm, Department of Chemistry, Syracuse University. 
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Table 2.3: Comparison of hGOAT inhibitors at low (3 µM) and high (300 µM) lipid donor 

conditions. 

Compound 

Identifier 

IC50 in the presence of 3 

µM Oct-CoA (µM) 

IC50 in the presence of 

300 µM Oct-CoA (µM) 

Ratio of High 

Oct-CoA/  

Low Oct-CoA  

JH100 4 ± 1  9 ± 2  2.25 

JH101 0.033 ± .011  .290 ± .122  8.79 

JH226 13 ± 2  380 ± 117 29.2 

JH229 8 ± 4  68 ± 6  8.50 

JH235 16 ± 2 135 ± 43  8.44 
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To validate the predicted acyl-donor competitive nature of these inhibitors, we performed 

octanoyl-CoA competition experiments. IC50s were determined in the presence of 3 μM oct-CoA 

or 300 μM oct-CoA. JH100, a non-acyl donor competitive inhibitor, was found to increase the 

IC50 twofold in the presence of high oct-CoA conditions (Table 2.3). Comparatively, the IC50 of 

the inhibitors JH226, JH229, and JH235 were found to increase between eightfold and thirtyfold 

under high oct-CoA conditions, indicating competition with the acyl donor (Figures 2.12b,d,f 

and Table 2.3). JH101, previously published as Compound A by Takeda Pharmaceuticals in 

2018 as an octanoyl-CoA competitive inhibitor of hGOAT, was synthesized by Cassie Grossman 

(Chisholm laboratory, Syracuse University) as a control for competition and exhibited a ninefold 

increase in potency. These findings support the docking prediction that the JH2XX inhibitors are 

acyl donor competitive molecules. While the docking studies with JH226 do not support direct 

occupation of the octanoyl-CoA binding site due to the inhibitor binding towards the luminal 

face of the enzyme, the competition experiment resulted in a thirtyfold increase in IC50. This may 

be the result in both binding sites requiring interactions with the residues Y255, W306, and 

W351, with introduction of octanoyl-CoA altering the inhibitor binding site. 

 

2.2.4 Computational docking studies of previously reported small molecule hGOAT 

inhibitors consistent with a common inhibitor binding site 

After successful prediction of inhibitor competition behavior through docking studies,, 

YASARA docking was performed on known inhibitors (Figure 2.14) published by 

pharmaceutical companies to determine a potential consensus inhibitor binding site for these 

molecules. Takeda Compound A, used as our acyl donor competition positive control, was found 

to contact Q128, Y255, W259, W306, and W351, as did Takeda Compound B (Figure 2.15a,b). 
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The GlaxoSmithKline inhibitor also contacted these residues, indicating a potential consensus 

inhibitor binding site (Figure 2.15c). This hypothesis was further supported by both the 

Boehringer and Eli Lilly GOAT inhibitors contacting Y255, W259, and W351. The Boehringer 

inhibitor binds into a similar pocket to the JH229 inhibitor, positioned further towards the 

octanoyl-CoA binding site and contacting V301 and T382 (Figure 2.15d). Finally, the Eli Lilly 

inhibitor makes similar contacts to the JH226 inhibitor, being located towards the luminal face of 

hGOAT and making contacts with M124, Q128, Y255, W259, W306, W351, and R400 (Figure 

2.15e). From the binding interactions predicted by the docking of the JH2XX and previously 

published inhibitors, we can detail a tripartite binding site. The residues Y255, W259, and W351 

form contacts with all inhibitors bound to the hGOAT model, indicating an essential binding 

pocket that has supplementary interactions to either side of these three residues (Figures 2.16 

and 2.17). We refer to this binding pocket as the obligate binding domain (O). Supplementary 

domain 1 (S1) consists of the residues towards the cytosolic end of the transmembrane channel 

including the acyl binding pocket. S1 contains the aforementioned V301 and T382, as well as 

W306, R315, M354, V355, and D358, and is where JH229, the Boehringer inhibitor, and the 

Takeda compound form their supplementary contacts.  
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Figure 2.14: Structure of literature inhibitors used in binding site analysis. Compound 2.5: 

Takeda A. 21 Compound 2.6: Takeda B. 21 Compound 2.7: Boehringer. 40 Compound 2.8: Eli 

Lilly. 41 Compound 2.9: GlaxoSmithKline. 42 
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Figure 2.15:  Literature GOAT inhibitors bound to hGOAT model. Inhibitors shown in 

cyan, octanoyl-CoA shown in magenta, and mutation sites highlighted. a.) Takeda compound A. 

21 b.) Takeda compound B. 21 c.) Boehringer. 40 d.) Eli Lilly. 41 e.) GlaxoSmithKline. 42 
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Figure 2.16: LigPlot plot of literature inhibitors showing anticipated binding contacts with 

hGOAT. a.) Takeda compound A. 21 b.) Takeda compound B. 21 c.) Boehringer. 40 d.) Eli Lilly. 

41 e.) GlaxoSmithKline. 42 Residues highlighted in blue (Q128), green (Y255), and yellow 

(W351) were selected for mutation studies. Plots generated by Dr. John Chisholm, Department 

of Chemistry, Syracuse University  
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Figure 2.17: Identification of potential residues commonly implicated in inhibitor binding 

region. Alanine mutations of the highlighted residues of Q128 (blue), Y255 (green), and W351 

(yellow) were generated. 
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Supplementary domain 2 (S2) contains residues located towards the luminal end of the 

transmembrane channel including M124, Q128, L176, and T254, and is noted by the binding of 

JH226 and the Eli Lilly inhibitor. The overlap of the binding site of these inhibitors is consistent 

with the reports of the Takeda compounds being octanoyl-CoA competitive, as they overlap with 

the acyl donor binding site detailed earlier. 21 

To test the validity of the predicted binding sites, alanine mutants of hGOAT were 

generated for highly-contacted residues Q128, Y255, and W351. The IC50 values for hGOAT 

inhibitors JH226, JH229, JH235, were determined against mutant hGOAT with the expectation 

that removal of the predicted binding contacts of these compounds would decrease their potency 

for the mutants in comparison to wild-type. Mutation of W351 severely reduced the affinity 

(>10-fold decrease) of all novel inhibitors for the mutant enzyme, as expected due to the loss of a 

common binding contact in the O domain. (Table 2.4). Compounds JH226 and JH235 were both 

predicted to contact Q128, but alteration of this contact resulted in less than a 2-fold change in 

affinity for each of these molecules. This result indicates that the binding of JH226 and JH235 do 

not rely on the contact with Q128 as much as was predicted in the initial proximity analysis. 

JH229 was not predicted to contact Q128 and saw no change in potency as a result of the 

mutation.  Y255 was predicted to contact JH229 and JH235, and not to contact JH226. JH235 

potency decreased by over 5-fold when tested against Y255A, while JH229 decreased 3-fold, 

indicating that these molecules are likely contacting Y255 as predicted. No corresponding 

change in potency for JH226 was observed against the mutant Y225A, correlating to the 

predicted lack of binding interaction. Compound JH100 and GSDapFL were also tested as 

negative controls for acyl donor competition, with GSDapFL expected to bind to the ghrelin 

peptide site rather than the acyl donor site due to the peptide-mimetic nature of the inhibitor. 34 
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GSDapFL binding was disrupted by all three mutants (>26-fold increase for each), while JH100 

was unperturbed other than a 3.5-fold decrease in potency against the Q128A mutant. Alterations 

in GSDapFL binding to the mutant enzymes follows that the peptidomimetic structure should 

make interactions in the intermembrane channel that would allow the native peptide to be 

acylated, likely sharing some interactions with the octanoyl-CoA binding site to facilitate the 

transfer. The lack of change in JH100 affinity for Y255A and W351A is expected, as JH100 is 

unaffected by acyl-donor concentration, indicating that it is unlikely to share contacts with the 

acyl-binding site. As JH101 is predicted to make contacts in all three inhibitor binding domains, 

JH101 was tested against these hGOAT mutants as a test of whether the literature compounds 

may bind into their predicted binding sites. This literature inhibitor is predicted to contact Q128, 

Y255, and W351, exhibiting reduced potency (>3 fold) against Q128A as predicted. However, a 

less than 2-fold affinity change against Y255A, and only slightly greater than a 2-fold change 

against W351A is counter to the octanoyl-CoA competitive behavior that this molecule displays. 

This discrepancy may be due to the type of interactions being disrupted, as the Q128A mutant 

removes a potential polar contact, while Y255A and W351A removes weaker non-polar 

interactions. 

From this data, it is apparent that W351 is essential to the binding of compounds binding 

in the hGOAT intramembrane channel, representing an example of the putative O domain. While 

Y255 is less essential, mutation still results in a mild perturbation of molecules predicted to 

interact with the S1 domain. The S2 domain is currently unsupported by the tested molecules, but 

this data may also indicate that Q128 may play a role in binding ghrelin and ghrelin-mimetic 

peptides, with the peptidomimetic GSDapFL exhibiting a large potency loss against Q128A. 
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Table 2.4: IC50 values generated for inhibitors with mutant hGOAT. Samples were tested in 

triplicate, error is representative of standard deviation of three samples. 

 

Compound WT Q128A Ratio 

mutant 

IC50/WT 

IC50 

Y255A Ratio 

mutant 

IC50/WT 

IC50 

W351A Ratio 

mutant 

IC50/WT 

IC50 

JH100 4.6 ± 0.8 

µM 

16 ± 6 µM 3.5 2.0 ± 0.5 µM 0.43 4 ± 1 µM 0.87 

JH101  41 ± 16 

nM 

142 ± 66 nM 3.5 71 ± 14 nM 1.7 100 ± 31 nM 2.4 

JH226 27 ± 8 

µM 

45 ± 25 µM 1.67 52 ± 15 µM 1.9 > 100 µM  N.D 

JH229 16 ± 3 

µM 

12 ± 8 µM 0.75 48 ± 12 µM 3.0 > 100 µM  N.D 

JH235 19 ± 8 

µM 

31 ± 11 µM 1.63 >100 µM  N.D > 100 µM  N.D 

GSDapFL 17 ± 2 

nM 

961 ± 479 

nM 

57 >1000 nM  N.D 439 ± 156 

nM 

26 
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2.3 Discussions and Conclusions 

 

It is an ongoing challenge to develop small molecules that target proteins in the absence 

of experimental structural information. Computational modeling has become an increasingly 

accessible route for developing structural models capable of supporting biochemical studies. 

Homology modeling is widely used in the generation of 3D structures of proteins for 

biochemical applications, with a wide range of programs available for the production of models. 

43, 44 Homology models have allowed for informed evaluation of compounds in the absence of 

experimentally-determined structures, like in the case of recent 1,3,4-oxadiazole anticonvulsants. 

45, 46 As more information about related protein structures becomes available, homology 

modeling can be used to model previously unresolved structures such as MBOATs PORCN and 

HHAT. 47, 48 Coevolutionary contact analysis proposes that amino acids in proteins are linked 

through evolution, with mutations in some residues leading to a compensatory mutation in 

others. 49-51 This approach has been used to develop models of membrane-bound proteins, as 

shown recently in the first published computational model of GOAT. 27 The recently developed 

AlphaFold utilizes coevolutionary contact methods and a neural network to model long-distance 

interactions in proteins. 52 The second-generation AlphaFold (dubbed AlphaFold2) has 

demonstrated increased accuracy and has been applied to the human proteome, covering 98.5% 

of human proteins. 53, 54 Consequently, the application of machine learning to complex protein 

folding problems has the potential to address currently unanswered questions in bioinformatics. 

We have identified several commercially available compounds as modulators of GOAT. 

Since the MTiOpenScreen library was generated from a filtered list of PubChem BioAssay 

Database molecules, we accessed the molecules of interest to identify any known biological 

activity. JH235 was synthesized in 2001 as part of an antimicrobial screen, and found to have a 
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MIC of 30 μg/mL against P. mirabilis. 55 It was also identified in a class of potential anticancer 

therapies, inhibiting the STAT3 pathway with an IC50 of 27 ± 17 μM. 56 These triazolo-

thiadiazines exhibited poor metabolic stability, attributed to oxidation of the thioether, 

identifying a potential alteration for further development of the compound for biological activity 

against GOAT. 56 While the exact molecule JH210 was not evaluated, minor modifications of the 

core scaffold have been reported to exhibit greater antinociceptive activity than aspirin in a 100 

mg/kg dose. 57 JH229 and JH226 do not appear to have been tested for biological activity. The 

repurposing of these scaffolds offers novel avenues for inhibitor development and optimization 

targeting GOAT. 

As the interest in development of GOAT inhibitors other than peptide- and product-

mimetic compounds has grown, screening large libraries of compounds has been necessary to 

generate small-molecule hits. The recent generation of a computational model of hGOAT has 

allowed us to perform a virtual screen of ~100,000 drug-like molecules and identify new 

inhibitors. These inhibitors represent new scaffolds for the development of lead compounds for 

the modulation of ghrelin signaling. This also serves as a validation for the combined approach 

utilizing our computational model of hGOAT and the continuous fluorescence assay. 

Furthermore, we were able to predict the acyl-donor competitive nature of the compounds found 

in our screen by examining the predicted binding sites in the model. By examining known 

inhibitors of hGOAT and the newly identified compounds in our model, we propose a consensus 

inhibitor binding site in the transmembrane channel of hGOAT. Understanding the nature of this 

inhibitor binding site allows for rational design of new inhibitory molecules, while also allowing 

engineering of derivatives intended to increase pharmacokinetic properties. 
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2.4 Materials and Methods 

2.4.1 General Experimental Details 

Methyl arachidonyl fluorophosphonate (MAFP) was diluted in DMSO from a stock in 

methyl acetate (Cayman Chemical, Ann Arbor, MI). Octanoyl coenzyme A (CoALA 

Biosciences, Elgin, TX) was solubilized to 5 mM in 10 mM Tris-HCL and stored in low 

adhesion tubes at -80°C until use. The GSSFLCNH2 and GSSCLSNH2 peptides were obtained from 

Sigma-Genosys (The Woodlands, TX) and synthesized in Pepscreen format. Peptides was 

solubilized in 50 mM HEPES pH 7.0 solution and stored at -80°C. Peptide concentration was 

determined spectrophotometrically at 412 nm by reaction of the cysteine thiol with 

5,5’dithiobis(2-nitrobenzoic acid) using an ϵ412 of 14150 M-1 cm-1. 58  

 

2.4.2 Inhibitor candidate purchasing, synthesis, and compound validation 

Synthetic method for JH100  

JH100 (2.1) was synthesized according to an adaptation of previously published method. 26  

5α-androstan-3β-ol (2.10) - To a mixture of potassium hydroxide (103.3 mmol) in 30 mL of 

diethylene glycol was added epiandrosterone (20.7 mmol) and hydrazine (82.6 mmol). The 

reaction mixture was stirred at 245°C for 24 hrs, at which point the solution was allowed to cool 

to room temperature. 150 mL of brine was added, followed by 75 mL of dichloromethane, before 

transferring the mixture to a separatory funnel. The mixture was worked up by extracting the 

organic three times with 100 mL of dichloromethane. The organic layer was washed three times 

with saturated sodium chloride (100 mL) and dried with sodium sulfate and filtered. The organic 
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layer was then removed under vacuum, leaving the compounds as a white powder with 91% 

yield. 1H NMR (400 MHz, CDCl3) δ 3.61-3.55 (m, 1H), 1.81 (q, J = 12 Hz, 1H), 1.74-1.50 (m, 

8H), 1.41 (td, J = 6 Hz, 2H), 1.34-1.24 (m, 6H), 1.14-1.09 (m, 4H), 0.98-0.88 (m, 3H), 0.81 (s, 

3H), 0.69 (s, 3H), 0.69-0.62 (m, 1H). 

 

 

Figure 2.18: 1H NMR of 5α-androstan-3β-ol (2.10) 
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(2R,5S,8S,9S,10S,13S,14S)–10,13–dimethyl 4,5,6,7,8,9,10,11,12,13,14,15,16,17–

tetradecahydro–3H–cyclopenta[a]phenanthren–3–one (2.11) - To a mixture of 3.5 g (12.6 

mmol) of 5α-androstan-3β-ol (2.10), in 200 mL dimethyl sulfoxide at 90°C was added 10 g (35.7 

mmol) 2-iodoxybenzoic acid. The mixture was stirred at 90°C for 6 hrs before being returned to 

room temperature. The reaction mixture was transferred to a separatory funnel, to which was 

added 200 mL ethyl acetate. The mixture was extracted with 100 mL 5% sodium bicarbonate, 

then twice washed with 100 mL saturated sodium chloride. The organic layer was concentrated 

under vacuum before being purified using silica gel chromatography (10% Ethyl acetate/ 90% 

hexanes) to provide the α,β-unsaturated ketone (2.11) (1.67 g, 49%). 1H NMR (400 MHz, 

CDCl3) δ 7.16 (d, J = 10, 1H) 5.84 (dd, J = 10 Hz, 0.4 Hz, 1H), 2.41-2.36 (m, 1H), 2.15 (dd, J = 

14.4 Hz, 3.5 Hz, 1H) 1.89-1.79 (m 1H), 1.74-1.63 (m, 3H) 1.63-1.47 (m, 3H), 1.45-1.29 (m, 5H), 

1.18-1.05 (m, 4H,) 0.98-.87 (m, 6H), .67 (s, 3H). 
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Figure 2.19: 1H NMR of α-β unsaturated ketone (2.11) 
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(5S,8S,9S,10S,13S,14S)-10,13-dimethyl-3-oxo-4,5,6,7,8,9,10,11,12,13,14,15,16,17- 

tetradecahydro-3H-cyclopenta[a]phenanthrene-2-bromide (2.12) - 400 mg (1.47 mmol) of 

α,β-unsaturated ketone (2.11) was dissolved in 4 mL dry dichloromethane (DCM) and cooled in 

an ice bath. To the reaction mixture was added dropwise a 0° solution of 75 μL (1.47 mmol) 

liquid bromine in 4 mL DCM over 30 minutes. 0.41 mL (2.94 mmol) triethylamine, precooled to 

0°C, was added slowly and the whole reaction was allowed to warm to room temperature and stir 

for 1.5 hours. The reaction was quenched with 1 M HCl and washed with 2 X 8 mL 10% sodium 

thiosulfate and 1 X 8 mL brine. The organics were dried with magnesium sulfate before being 

removed under reduced pressure. The residue was subjected to column chromatography (10% 

EtOAc/hexanes) providing the bromide (2.12) in 63% yield (320 mg). 1H NMR (400 MHz, 

CDCl3) δ 7.59 (s, 1H), 2.58-2.43 (m, 2H), 2.03-1.94 (m, 1H), 1.85-1.52 (m, 6H), 1.48-1.34 (m, 

5H), 1.22-1.12 (m, 3H), 1.05 (s, 3H), 1.02-0.93 (m, 3H), 0.73 (s, 3H) 
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Figure 2.20: 1H NMR of ɑ-bromo-ɑ,β-unsaturated ketone (2.12) 
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(5S,8S,9S,10S,13S,14S)-10,13-dimethyl-3-oxo-4,5,6,7,8,9,10,11,12,13,14,15,16,17- 

tetradecahydro-3H-cyclopenta[a]phenanthrene-2-carbonitrile (2.13) - To a solution of 200 

mg (0.56 mmol) of bromide (2.12) in 4 mL of dimethylformamide (DMF) was added 9.2 mg 

(0.056 mmol) of potassium iodide and 56 mg (0.62 mmol) copper (I) cyanide. The reaction 

mixture was heated to 120°C for 24 hours before being returned to room temperature and 

quenched with 10 mL water and diluted with 35 mL EtOAc. The layers were separated and the 

organics were washed with 2 X 10 mL saturated sodium bicarbonate and 1 X 10 mL brine before 

being dried with magnesium sulfate. Organics were removed under reduced pressure and the 

residue was purified via column chromatography (30% EtOAc/hexanes), yielding α-cyanoenone 

(2.1) as a light-yellow powder in 12% yield (20 mg). 1H NMR (400 MHz, CDCl3) δ 7.88 (s, 1H), 

2.48-2.35 (m, 2H), 2.02-1.93 (m, 1H), 1.87-1.57 (m, 7H), 1.50-1.38 (m, 5H), 1.22- 1.12 (m, 3H), 

1.09 (s, 3H), 1.05-0.94 (m, 2H), 0.75 (s, 3H) 
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Figure 2.21: 1H NMR of ɑ-cyano-ɑ,β-unsaturated ketone (2.1) 

 

Synthetic method for JH101 

Note: The following procedure for the synthesis of JH101 (Takeda A) was performed by Cassie 

Grossman, (Chisholm lab, Syracuse University) and developed from G. Mohan, et al. 59  

2-mercapto-5-carbomethoxy benzoxazole (2.14) - To an oven dried round bottom flask under 

argon, potassium hydroxide (2.53 g, 45.0 mmol, 15 equiv.) was stirred in dry methanol (14 mL, 

.22 M). 4-carbomethoxy-2-aminophenol (500 mg, 3.0 mmol) was added, followed by carbon 

disulfide (2.7 mL, 45.0 mmol, 15 equiv.). The reaction mixture was refluxed for 24 hrs. The 

reaction mixture was cooled to room temperature and acidified with 1M HCl (10 ml). The 
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organic layer was extracted with ethyl acetate (3x 50 mL). The organic layers were combined 

and washed with brine, dried over Na2SO4, and concentrated in vacuo. The crude residue was 

purified by silica gel flash chromatography (1% methanol/dichloromethane) to give 2-mercapto-

5-carbomethoxy benzoxazole (2.6) (560 mg, 89%) as a white solid. NMR spectra is consistent 

with reported spectra. 60 1H NMR (400 MHz, DMSO-d6) δ: 7.89 (d, J = 8.8 Hz, 1H), 7.69 (s, 1H), 

7.62 (d, J = 8.7 Hz, 1H), 3.87 (s, 3H).  

Methyl 2-[(2,4-dichlorobenzyl)sulfanyl]-1,3-benzoxazole-5-carboxylate (2.15) - The same 

procedure from Sakamoto et al. 21 was followed. To an oven dried round bottom flask under 

argon, 2-mercapto-5-carbomethoxy benzoxazole (560 mg, 2.68 mmol) was dissolved in dry 

DMF (7 ml, 2.7 M). 2,4-dichlorobenzylchloride (.44 ml, 2.94 mol, 1.1 equiv.) and potassium 

carbonate (370 mg, 2.68 mmol, 1.0 equiv.) were added. The reaction mixture was stirred at room 

temperature for 3 hrs. Water was added to the reaction mixture and the organic layer extracted 

with ethyl acetate. The organic layer was washed with brine, dried over Na2SO4, and 

concentrated in vacuo. The crude residue was purified by silica gel flash chromatography (100% 

hexanes to 50% ethyl acetate/50% hexanes) to give methyl 2-[(2,4-dichlorobenzyl)sulfanyl]-1,3-

benzoxazole-5-carboxylate (760 mg, 77%) as a colorless solid. NMR spectra is consistent with 

reported spectra3. 1H NMR (400 MHz, CDCl3) δ: 8.31 (d, J = 1.1 Hz, 1H), 8.01 (dd, J = 8.5, 1.6 

Hz, 1H), 7.62 (d, J = 8.3 Hz, 1H), 7.48-7.42 (m, 2H), 7.21 (dd, J = 8.2, 2.1, 1H), 4.62 (s, 2H), 

3.95 (s, 3H).  

 

2-[(2,4-dichlorobenzyl)sulfanyl]-1,3-benzoxazole-5-carboxylic acid (2.16) - The following 

procedure was developed from Sakamoto et al. 21 To a round bottom flask, methyl 2-[(2,4-

dichlorobenzyl)sulfanyl]-1,3-benzoxazole-5-carboxylate (2.15) (760 mg, 2.06 mmol) was 
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dissolved in a 8:1 H2O:THF (34.2 mL, 4.15 mL) mixture. 1 N NaOH solution (4.15 mL, 4.13 

mmol, 2.0 equiv.) was added. The reaction mixture was warmed to 50°C and stirred for 7 hrs. 

The reaction mixture was cooled to room temperature and concentrated in vacuo. H2O (38 mL) 

and THF (11 mL) was added to the resulting residue and the mixture was washed with diethyl 

ether. The water layer was acidified with 1 M HCl (5 mL). The organic layer was extracted with 

a 1:1 ethyl acetate:THF mixture. The organic layer was washed with H2O and brine successively, 

dried over Na2SO4, and concentrated in vacuo. The crude residue was purified by silica gel flash 

chromatography (40% ethyl acetate/hexanes to 90% ethyl acetate/hexanes). The fractions were 

concentrated in vacuo, then methanol added to the resulting residue. The remaining white solid 

was filtered, washed with methanol, and dried to obtain 2-[(2,4-dichlorobenzyl)sulfanyl]-1,3-

benzoxazole-5-carboxylic acid (2.16) (228 mg, 31%) as a white solid. NMR spectra is consistent 

with reported spectra. 21 1H NMR (400 MHz, DMSO-d6) δ: 13.10 (bs, 1H), 8.16 (d, J = 1.1 Hz, 

1H), 7.95 (dd, J = 8.6, 1.6 Hz, 1H), 7.74 (q, J = 8.6, 4.7 Hz, 2H), 7.68 (d, J = 1.9 Hz, 1H), 7.43 

(dd, J = 8.4, 2.0 Hz, 1H), 4.71 (s, 2H). 13C NMR (100 MHz, DMSO-d6) δ: 166.80, 164.94, 

154.03, 141.25, 134.37, 133.57, 132.94, 132.84, 129.07, 127.72, 127.63, 126.14, 119.44, 110.33, 

33.31. Elemental analysis calculated (%) for C15H9Cl2NO3S: C 50.87, H 2.56, N 3.91. Found: C 

50.85, H 2.67, N 3.91.  
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Purchasing compounds for library screen 

Compounds of interest were purchased utilizing MolPort as a distributor. Identity of hit 

compounds were verified with HRMS. The HRMS analysis was completed at Old Dominion 

University using positive-ion mode electrospray ionization with an Apollo II ion source on a 

Bruker 10 Tesla APEX -Qe FTICR-MS. Expected M/Z of JH210 (417.229), observed M/Z 

(417.228). Expected M/Z of JH226 (395.043), observed M/Z (395.043). Expected M/Z of JH229 

(388.098), observed M/Z (388.098). Expected M/Z of JH235 (359.107), observed (359.107). 

 

2.4.3 Peptide substrate labeling with acrylodan 

Peptide substrates GSSFLC and GSSCLS were labeled with acrylodan on either C4 or C6 

and purified via HPLC according to literature procedure. 29, 33  

 

2.4.4 Expression and enrichment of hGOAT-containing membrane protein fraction 

hGOAT and mGOAT were expressed in insect cells (Sf9) and enriched in cell membrane 

fractions using published procedures. 29, 33 

 

2.4.5 Fluorescence enhancement assay development 

For initial development of the continuous fluorescence enhancement assay, membrane 

fractions from Sf9 cells expressing hGOAT were first thawed on ice, then passed through an 18-

gauge needle ten times to homogenize. A master mix was created containing 50 mM HEPES 
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buffer pH 7.0, 2.5 µM MAFP, and 30 µg membrane protein per reaction, plus water to bring the 

reaction to 100 µL after the addition of octanoyl CoA, and peptide. The mix was then allowed to 

preincubate for 30 minutes at room temperature while covered. The master mix was then 

distributed (44 µL) into black 96 well non-binding plates (Reference number 3650, Corning, 

ME), and reactions were initiated by the addition of 6.0 µL octanoyl-CoA (833 µM, final 

concentration 50 µM) or (-) oct-CoA (10 mM Tris-HCl), followed by 50 µL of variable 

concentrations of acrylodan-labeled GSSCAcDanLS peptide, for a total reaction volume of 100 µL. 

This reaction was monitored by plate reader (BioTek Synergy H1 High Energy Plate Reader) 

(Excitation: 365 nm, Emission: 485) for 2 hours, taking a timepoint every five minutes. Relative 

Fluorescence Units (RFU) were plotted in Excel as a function of time to give a timecourse of 

reaction progress. Correction was achieved by subtracting the RFU of the (-) octanoyl CoA 

control reaction from the RFU of the reaction of interest at each timepoint. 

 

2.4.6 Library Screening via Continuous Fluorescence Enhancement Assay 

The plate reader screen was performed as described above with minor alterations. 

Membrane fractions were thawed on ice and homogenized through an 18-gauge needle. A master 

mix was prepared containing 50 mM HEPES, 2.5 µM MAFP, and 30 µg of protein per reaction, 

with enough water to volume the reaction to 100 µL after addition of inhibitor, octanoyl-CoA, 

and peptide. This master mix was incubated covered at room temperature for 30 minutes, then 

distributed (42 µL) into a 96 well plate. To each well was added 2 µL inhibitor or vehicle, then 

the reactions were incubated for 30 minutes. To initiate reaction, 6 µL of octanoyl-CoA (50 µM 

final concentration) and 50 µL 2.0 µM GSSCAcDanLS (1.0 µM final concentration) were added to 

solution, then the reactions were monitored for two hours by plate reader as described above. 
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The RFU and corrected RFU were then calculated as above, and the % activity for each inhibitor 

dilution was calculated using equation 2.1 below. 

% 𝑎𝑐𝑡𝑖𝑣𝑖𝑡𝑦 =
𝐶𝑜𝑟𝑟𝑒𝑐𝑡𝑒𝑑 𝑅𝐹𝑈 𝑜𝑓 𝑖𝑛ℎ𝑖𝑏𝑖𝑡𝑒𝑑 𝑠𝑎𝑚𝑝𝑙𝑒

𝐶𝑜𝑟𝑟𝑒𝑐𝑡𝑒𝑑 𝑅𝐹𝑈 𝑜𝑓 𝑣𝑒ℎ𝑖𝑐𝑙𝑒
∗ 100                       (eq. 2.1) 

Plots of plate data were created using Kaleidagraph. 

 

2.4.7 Continuous Fluorescence Inhibition Assay analyzed by HPLC 

For inhibition assays, the samples were run as in the previous section. Membrane 

fractions from Sf9 cells expressing hGOAT were first thawed on ice, then passed through an 18-

gauge needle ten times to homogenize. A master mix was created as above, adding water to bring 

the reaction to 100 µL after the addition of sample, octanoyl CoA, and peptide and incubating for 

30 minutes. The reaction was initiated as described above and reacted for one hour before being 

stopped with 100 µL of 20% acetic acid in isopropanol. 100 µL of the resulting solution was then 

removed from the wells and transferred into low-adhesion centrifuge tubes (LPS inc.), and 

excess membrane fraction was then removed via precipitation by the addition of 33.4 µL 20% 

trichloroacetic acid followed by a 1000g centrifugation for 1 minute. The supernatant was then 

analyzed via reverse-phase HPLC using published approaches.30 

2.4.8 Determination of GOAT Activity by HPLC 

Membrane fractions containing hGOAT or mGOAT were thawed on ice and 

homogenized through an 18-gauge needle. A master mix was prepared containing 50 mM 

HEPES, 2.5 µM MAFP, and 30 µg of protein per reaction, with enough water to volume the 

reaction to 100 µL after addition of inhibitor, octanoyl-CoA, and peptide. This master mix was 
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incubated covered at room temperature for 30 minutes, then distributed (42 µL) into low-

adhesion microcentrifuge tubes. To each well was added 2 µL inhibitor or vehicle, then the 

reactions were incubated for 30 minutes. To initiate reaction, 6 µL of octanoyl-CoA (50 µM final 

concentration), followed by 50 µL 4.0 µM GSSCacdanLS (2.0 µM final concentration) were added 

to solution, then the reactions were reacted for one hour before being stopped with 100 µL of 

20% acetic acid in isopropanol. Excess membrane fraction was then removed via precipitation 

after the addition of 33.4 µL 20% trichloroacetic acid followed by a 1000g centrifugation for 1 

minute. The supernatant was then analyzed via reverse-phase HPLC. 

 

2.4.9 Determination of acyl-competition by HPLC 

Membrane fractions were thawed on ice and homogenized through an 18-gauge needle. 

A master mix was prepared containing 50 mM HEPES, 2.5 µM MAFP, and 30 µg of protein per 

reaction, with enough water to volume the reaction to 100 µL after addition of inhibitor, 

octanoyl-CoA, and peptide. This master mix was incubated covered at room temperature for 30 

minutes, then distributed (42 µL) into low-adhesion microcentrifuge tubes. To each well was 

added 2 µL inhibitor or vehicle, then the reactions were incubated for one. To initiate reaction, 6 

µL of octanoyl-CoA to give a final concentration of 3 µM or 300 µM, followed by 50 µL 2.0 µM 

GSSCAcDanLS were added to solution, then the reactions were reacted for one hour before being 

stopped with 100 µL of 20% acetic acid in isopropanol. Excess membrane fraction was then 

removed via precipitation after the addition of 33.4 µL 20% trichloroacetic acid followed by a 

1000g centrifugation for 1 minute. The supernatant was then analyzed via reverse-phase HPLC. 
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2.4.10 HPLC analysis of GOAT Assays 

Assays were analyzed on reverse-phase HPLC (Zorbax Eclipse XDB column, 4.6 150 

mm) using a solvent gradient from 30% acetonitrile in aqueous 0.05% TFA to 63% acetonitrile 

in aqueous 0.05% TFA over 5 minutes at a flow rate of 1 mL/min, followed by 100% acetonitrile 

for 5 minutes. Peptides were detected by the attached acrylodan label with the UV absorbance at 

360 nm and fluorescence (λex = 360 nm, λem = 485 nm). Octanoylated peptide typically eluted 

around 8 minutes, with the des-acyl peptide eluting around 4 minutes. Chemstation for LC 

(Agilent Technologies) was used for peak integration. 

 

2.4.11 Calculation of Z’ factor for fluorescence GOAT assay 

Z’ factor was calculated using the following equation (2.2): 37, 61 

                         𝑍′ = 1 − (
3(𝑠𝑡𝑑𝑒𝑣 𝑜𝑓 𝑠𝑎𝑚𝑝𝑙𝑒+𝑠𝑡𝑑𝑒𝑣 𝑜𝑓 𝑛𝑒𝑔𝑎𝑡𝑖𝑣𝑒 𝑐𝑜𝑛𝑡𝑟𝑜𝑙)

|𝑎𝑣𝑒𝑟𝑎𝑔𝑒 𝑜𝑓 𝑠𝑎𝑚𝑝𝑙𝑒−𝑎𝑣𝑒𝑟𝑎𝑔𝑒 𝑜𝑓 𝑛𝑒𝑔𝑎𝑡𝑖𝑣𝑒 𝑐𝑜𝑛𝑡𝑟𝑜𝑙|
                      (eq. 2.2) 

2.4.12 Determination of IC50 Values  

For IC50 determination via HPLC, peak integration of the product peak was used to 

determine inhibition in the presence of either sample or vehicle (DMSO). IC50 values were 

determined by fitting Equation 2.3 to the plot of peak integration against inhibitor concentration. 

Peak integration = (1 −
[inhibitor]

[inhibitor]+IC50
)                         (eq. 2.3) 

Plots and data fitting were performed with Kaleidagraph (Synergy Software, Reading, PA) 

 

2.4.13 Virtual screening using the MTiOpenScreen web interface 
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Note: Virtual screening for new inhibitors was performed by John Chisholm (Syracuse 

University) 

Virtual screening for new inhibitors was performed on the model of hGOAT with the 

MTI-OpenScreen web server39 using their diverse chemical compound collection (Diverse-lib) of 

99,288 drug-like PubChem molecules. MTI-OpenScreen utilizes AutoDock Vina, 62 which 

employs a gradient-based conformational search approach and defines the search space by a grid 

box. The grid box encompassed the Acetyl-CoA binding site. The compounds with the best 

predicted binding were then retrieved from the PubChem online database 

(https://pubchem.ncbi.nlm.nih. gov/).63 More information on MTI-OpenScreen can be found at 

their website here: https://bioserv.rpbs.univ-paris-diderot.fr/services/MTiOpenScreen/ 

 

2.4.14 Computational inhibitor docking and binding site analysis 

Note: All molecular docking of inhibitor molecules was performed by Jingjing Ji (Nangia Lab, 

Syracuse University). 

Molecular docking of the inhibitor molecules was performed using VINA (Vina Is Not 

Autodock) 64 utility available in YASARA (Yet Another Scientific Artificial Reality Application) 

program. 65  The molecular structures of the inhibitors were generated from CHARMMGUI 

Ligand Reader & Modeler. 66, 67 The docking procedure involved predicting the noncovalent 

binding energies (BE) dissociation constants (Kd)  of the inhibitor molecule with the hGOAT. 

For each inhibitor, a rank-ordered list of docking poses was generated (Table 2.5). The top three 

poses for each inhibitor in Table 2.5 were investigated further for stability using molecular 

dynamics (MD) simulations. 
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CHARMM-GUI solution builder66, 68-70 was used to build the inhibitor-hGOAT system in 

the all-atom resolution for MD simulations. The CHARMM36m force field71 parameters were 

used for inhibitors, hGOAT protein, TIP3P water, and salt (0.15 M). The simulations were 

performed using GROMACS (version 2019 package). 72 Each inhibitor-hGOAT system was 

energy minimized, followed by equilibration in isothermal-isochoric (NVT) and isothermal-

isobaric (NPT) for 1 ns each, and production MD run under NPT conditions for 300 ns. The 

heavy atoms of the hGOAT protein and the inhibitor molecule were restrained during NVT and 

NPT equilibration. The restraints on the inhibitor heavy atoms were removed during the 

production MD. The temperature of each system was maintained at 298.15 K using the v-rescale 

thermostat73 with τt = 1.0 ps. In the pre-production NPT run, isotropic pressure of 1 bar was 

maintained using Berendsen barostat74 with τp = 5.0 ps and compressibility of 4.5×10−5 bar−1. In 

the production MD, we used the Parrinello-Rahman barostat75 with τp = 5.0 ps and 

compressibility of 4.5×10−5 bar−1. Three-dimensional periodic boundary conditions (PBC) were 

applied to each system. A 2 fs time step was used, and the nonbonded interaction neighbor list 

was updated every 20 steps. A 1.2 nm cutoff was used for the electrostatic and van der Waals 

interactions. The long-range electrostatic interactions were calculated using the Particle-Mesh 

Ewald (PME) method after a 1.2 nm cutoff. The bonds involving hydrogen atoms were 

constrained using the linear constraint solver (LINCS) algorithm.  
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Table 2.5.  Calculated energies and binding affinities of selected inhibitor poses. The unit of 

energy of binding E is kcal/mol and the unit of dissociation constant Kd is pM.  
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3.1 Introduction 

The recent publication of the structures of several members of the membrane-bound O-

acyltransferase (MBOAT) family have allowed for direct comparison of the related structures, 

but have not fully answered how individual acyl transfer reactions occur. Members of the 

MBOAT family contain a highly conserved asparagine and histidine residue that are required for 

enzyme functionality, represented in hGOAT as N307 and H338. 1-3 Initially thought to be part of 

the catalytic mechanism of GOAT, these residues were found to be on opposite sides of the 

endoplasmic reticulum membrane in topology studies, indicating that these two essential residues 

may contribute in roles other than catalysis. 4 Comparison of the conserved histidine in the 

published MBOAT structures reveals that this residue is located within the intermembrane 

channel common to the family, in contrast to the proposed location from the topology models. 5-

10 The central location of histidine reemphasizes the potential of this residue as the general base 

in an as-yet-unknown mechanism for acyl transfer.  

Previous work in the Hougland laboratory identified new small molecule inhibitors of 

hGOAT through the screening of a library of small molecules that provided a potential insight 

into essential residues within hGOAT. 11 This study found that a class of synthetic triterpenoids 

inhibited hGOAT, with further structure-activity relationship studies revealing a less-complex 

steroid scaffold also capable of inhibition (Figure 3.1). The most potent molecules in these two 

classes both contained an α-cyanoenone warhead on the A-ring of the scaffold, while weaker 

electron-withdrawing α substituents showed reduced potency, indicating the potential 

mechanism of inhibition relying on the addition of a nucleophilic residue through a 1,4 Michael 

addition (Scheme 3.1). This inhibition was also shown to be reversible, in contrast to the  
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Figure 3.1: Structures of hGOAT inhibitors found from library screening. Triterpenoid 3.1 

was found from screening of NIST library. Structure-activity relationship revealed steroid 3.2 as 

equivalent inhibitory molecule. Both molecules are indicated to reversibly inhibit hGOAT 

through covalent reversible inhibition. 11 
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Scheme 3.1: Proposed catalytic mechanism of hGOAT utilizing functionally essential 

cysteine. hGOAT utilizes functionally essential cysteine as a nucleophile to initial acyl-enzyme 

intermediate. Activation of ghrelin by catalytic base, proposed to be H338, allows for transfer of 

octanoyl group to serine-3. 
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irreversible inhibition by the cysteine-modifying molecule N-ethylmaleimide (NEM). Both α-

cyanoenones and NEM have been shown to covalently modify nucleophilic thiols, suggesting the 

covalent modification of a nucleophilic cysteine in hGOAT by both molecules. 12-15 With two 

cysteine-targeting molecules exhibiting inhibition of hGOAT, the data suggests a functionally 

essential cysteine in hGOAT. Furthermore, it is possible that hGOAT utilizes this cysteine as the 

nucleophile necessary for octanoate transfer, similar to the mechanism of the cysteine peptidase 

papain or DHHC protein acyltransferases. 16, 17 The serendipitous discovery of a distinct 

inhibitory mechanism of hGOAT through cysteine-reactive molecules raises questions about the 

role of this essential cysteine in hGOAT, which could be answered through the identification of 

the residues involved.  

One option for probing the potential catalytic cysteine is the methanethiosulfonate 

(MTS), a class of molecules with a thiol-reactive disulfide bond. The simplest alkane derivative 

of this warhead is methyl methane thiosulfonate (MMTS), which is a common reagent for 

trapping thiols as a disulfide, forming dithiomethane. 18, 19 MMTS has been used to identify 

active sites in enzymes through labeling experiments utilizing mass spectrometry through the 

detection of mass differences in wild-type and mutant proteins. 20 Other alkane-MTS reagents 

have been used for similar purposes, including propyl-MTS being used to determine the binding 

site of the anesthetic propanethiol on glycine receptor and γ-aminobutyric acid type A receptor 

subunits. 21 MTS reagents have also been used to deliver photocrosslinkers to cysteines of 

interest to study protein-protein interactions. 22 We proposed to use MTS reagents to label and 

identify the functionally essential cysteine residue in hGOAT. 
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3.2 Results 

3.2.1 Alkyl methanethiosulfonates as inhibitors of hGOAT 

Using an untargeted cysteine-labeling approach to determine the active site cysteine in 

GOAT is difficult due to the presence of multiple cysteines in the enzyme. In order to 

specifically label the active site cysteine, we looked to take advantage of GOAT’s selectivity 

towards fatty acids. Previous substrate selectivity studies have shown that GOAT strongly 

prefers an eight-carbon acyl donor, while also exhibiting tolerance for seven-carbon donors. 23 It 

was hypothesized that the essential cysteine is likely near the acyl donor site, as if the cysteine is 

involved in the acyl transfer it must be nearby to facilitate the transfer. Preliminary studies 

comparing MMTS and hexyl methanethiosulfonate (HMTS) in the Hougland lab indicated a 

potential chain-length dependence in the inhibition of GOAT by cysteine modifying agents, with 

HMTS showing increased potency over MMTS (unpublished data obtained by Kayleigh 

McGovern-Gooch). If GOAT exhibited similar selectivity for alkyl methanethiosulfonates, it 

might be expected that the S-heptyl methanethiosulfonate would preferentially modify the active 

site cysteine.  To test this hypothesis, a series of cysteine modifying alkyl methanethiosulfonate 

(alkyl-MTS) reagents were synthesized.  

To synthesize a series of alkyl-MTS reagents with varying length alkyl chains, sodium 

methanethiosulfonate serves as a common starting material for cysteine modifying reagents as 

can be used to displace leaving groups. In the first step of the synthesis of the alkyl-MTS 

reagents, distilled mesyl chloride (3.3) was reacted with sodium sulfide to generate the sodium 

salt of methyl thiosulfonate (3.4). As shown in Scheme 3.3, methyl thiosulfonate (3.4) can then 

be  
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Scheme 3.2: Alkyl methanethiosulfonate reagents 

 

Scheme 3.3:  Synthesis of alkyl methanethiosulfonate reagents 
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reacted with various alkyl group lengths and leaving groups to provide a panel of alkyl-MTS 

molecules for GOAT inhibition studies.  

The first route explored towards the synthesis of the alkyl-MTS used imidates as the 

leaving group. Imidates were chosen as a possible synthetic pathway due to their ease of 

synthesis from alcohols and the precedent of one-pot reactions for creation and displacement of 

imidates using sulfur as a nucleophile. 24 Initial reactions were prepared by reacting 1 equivalent 

of butyl imidate, compound 3.5, with 1.5 equivalents of sodium methanethiosulfonate in 

refluxing THF for 24 hours (Scheme 3.4).  

This reaction did not yield a product and the sodium methanethiosulfonate was observed 

to not be soluble in THF. A phase-transfer reagent, triethylbenzylammonium chloride (TEBAC), 

was added to increase the solubility of sodium methanethiosulfonate in THF, increasing the yield 

by NMR to 24% with 0.5 eq TEBAC. Lewis acid catalysts were added to further activate the 

imidate, with both the addition of p-toluenesulfonic acid (TSA) and boron trifluoride etherate 

(BF3OEt) increasing the apparent yield by NMR., These acid-catalyzed reactions did not go to 

completion and a triplet at 4.39 ppm was observed that could not be accounted for in the desired 

product. Based on these initial findings, it was decided to adjust the synthetic approach in order 

to more quickly produce the alkyl-MTS series.  
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Scheme 3.4: Synthesis of S-butyl methanethiosulfonate (3.6) from butyl imidate (3.5) 
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The second approach to the synthesis of the alkyl-MTS series begins with conversion of 

the appropriate alcohols into tosylates. This was accomplished by reacting the alcohols with tosyl 

chloride in the presence of triethylamine (TEA) and 4-dimethylaminopyridine (DMAP) as shown 

in Scheme 3.5. This approach yielded the alkyl tosylates (compounds 3.7-3.13) in yields from 

51-83%. These tosylates were then reacted with sodium methanethiosulfonate in the presence of 

0.25 equivalents of the phase-transfer reagent tetrabutylammonium bromide (TBAB), giving the 

alkyl-MTS targets in yields from 27-98% (Scheme 3.6, Table 1). Octyl-, undecyl-, and dodecyl-

MTS were prepared from the reaction of sodium methanethiosulfonate with the corresponding 

alkyl bromides in ethanol due to the availability of these starting materials. With the combination 

of these two approaches, compounds 3.6, 3.13-3.19 were synthesized for inhibitor testing against 

GOAT. 

 As shown in Figure 3.2, all of the alkyl-MTS reagents except for decyl-MTS (3.18) 

exhibit >50% inhibition of GOAT activity at 500 µM and concentration dependence. There is 

also minor selectivity for the 6- and 7- carbon chain sulfonates, 3.14 and 3.15, as indicated by 

increased inhibition at 100 µM inhibitor concentrations. Since heptyl-MTS is anticipated to 

mimic the natural octanoyl lipid attached to ghrelin, it was chosen for IC50 determination (Figure 

3.3). The IC50 of the heptyl methanethiosulfonate (3.15) was determined to be 84 ± 22 µM. To 

determine the capacity of this compound to label cysteines for downstream identification by 

mass spectrometry, a reversibility experiment was performed on compound 3.15, with the known 

inhibitor N-ethyl malemide (NEM) serving as a control for an irreversible inhibitor and known 

cyano-enone steroid (NSM-48, 3.21) as a reversible control. Each inhibitor was incubated with 

the membrane fraction at three times the IC50 before being diluted by a factor of ten into a  
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Scheme 3.5: Synthesis of alkyl tosylates 

 

 

Scheme 3.6: Synthesis of alkyl-methanethiosulfonates 
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Table 3.1: Compound identification and parent electrophiles of alkyl-

methanethiosulfonates 

Compound n Parent electrophile Yield 

3.6 2 butyl tosylate (3.7) 61% 

3.13 3 pentyl tosylate (3.8) 61% 

3.14 4 hexyl tosylate (3.9) 98% 

3.15 5 heptyl tosylate (3.10) 98% 

3.16 6 1-bromooctane 99% 

3.17 7 nonyl tosylate (3.11) 34% 

3.18 8 decyl tosylate (3.12) 37% 

3.19 9 1-bromoundecanol 21% 

3.20 10 1-bromododecanol 33% 
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reaction mixture containing either the same concentration of inhibitor or vehicle (1x or 10x 

dilution respectively). Unexpectedly, both methyl methane thiosulfonate (MMTS, 3.22) and the 

heptyl-MTS both demonstrated inhibition reversibility under these conditions (Figure 3.4). 

To determine whether the alkyl-MTS reagents are inherently reversible in our system or 

if the inhibition observed with these compounds was not caused by covalent modification of a 

cysteine within GOAT as proposed, we acquired ethyl methyl sulfone (EMS, compound 3.22) 

which is isosteric for MMTS but cannot react with thiols to form disulfides. EMS was found to 

not inhibit the enzyme, with >90% normalized activity up to 1000 µM (Figure 3.6). These 

results indicate that the inhibition of GOAT by MMTS is not due to the structure of the 

compound but rather the reactivity of the molecule. Generalizing this result to other alkyl-MTS 

inhibitors indicates that the inhibition of hGOAT by alkyl-MTS reagents is dependent on the 

cysteine-modifying abilities of this class of molecule.  



142 
 

 

0

20

40

60

80

100

120

3
.6

 1
0

0
 µ

M

3
.6

 5
0

0
 µ

M

3
.1

3
 1

0
0
 µ

M

3
.1

3
 5

0
0
 µ

M

3
.1

4
 1

0
0
 µ

M

3
.1

4
 5

0
0
 µ

M

3
.1

5
 1

0
0
 µ

M

3
.1

5
 5

0
0
 µ

M

3
.1

6
 1

0
0
 µ

M

3
.1

6
 5

0
0
 µ

M

3
.1

7
 1

0
0
 µ

M

3
.1

7
 5

0
0
 µ

M

3
.1

8
 1

0
0
 µ

M

3
.1

8
 5

0
0
 µ

M

3
.1

9
 1

0
0
 µ

M

3
.1

9
 5

0
0
 µ

M

3
.2

0
 1

0
0
 µ

M

3
.2

0
 5

0
0
 µ

M

N
o

rm
a
li
z
e

d
 %

 C
o

n
v

e
rs

io
n

 

 

Figure 3.2: Screening of alkyl-methanethiosulfonates against hGOAT. Alkyl-

methanethiosulfonates with varying alkyl length were tested at two concentrations (100 µM and 

500 µM) for inhibitory activity against hGOAT. Each dot represents an independent trial, and the 

bar represents the average of the three trials. From left to right: S-butyl (3.6), S-pentyl (3.13), S-

hexyl (3.14), S-heptyl (3.15), S-octyl (3.16), S-nonyl (3.17), S-decyl (3.18), S-undecyl (3.19), S-

dodecyl (3.20). 
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Figure 3.3: Inhibition of hGOAT by heptyl-methanethiosulfonate (3.15). Heptyl-

methanethiosulfonate (3.15) was selected for IC50 determination due to reasonable potency in 

MTS screening and the availability of alkyne-containing derivative for labeling studies.  

Compound was incubated for 30 minutes with 100 µg membrane protein before reactions were 

initiated with 1.5 µM GSSFLCAcDan and 300 µM octanoyl-CoA. Error bars represent the standard 

deviation of three independent trials. 
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Figure 3.4: Compound 3.15 is a reversible hGOAT inhibitor. Membrane fraction treated with 

inhibitor was diluted 10X, producing the measured IC50. Restoration of hGOAT activity under 

diluted condition (1X IC50) indicates reversible inhibition by NSM-48 (3.2) and heptyl-MTS 

(3.15). NEM represents N-ethyl maleimide, known covalent irreversible inhibitor of hGOAT. 11 

Compounds were tested in reactions containing 100 µg hGOAT-enriched membrane protein, 1.5 

µM GSSFLCAcDan and 300 µM octanoyl-CoA in triplicate. Dots represent a single trial, bars 

represent the average of the trials. 1X IC50 concentrations were NEM: 500 µM, 3.2: 10 µM, and 

3.15: 100 µM. 10X IC50 concentrations were NEM: 5.0 mM, 3.2: 100 µM, and 3.15: 1.0 mM. 
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Figure 3.5: The structure of methyl methanethiosulfonate (3.21) versus the structure of ethyl 

methyl sulfone (3.22) 
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Figure 3.6: Inhibition profile of ethyl methyl sulfone. Ethyl methyl sulfone, compound 3.20, 

was tested for inhibitory activity against hGOAT. Compound 3.22 was incubated for 30 minutes 

with 100 µg hGOAT-enriched membrane protein before reactions were initiated with 1.5 µM 

GSSFLCAcDan, and 300 µM octanoyl-CoA. Dots represent a single trial, bars represent the 

average of the three independent trials. 
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3.2.2 Alternate Michael accepting molecules do not inhibit hGOAT 

While the studies with EMS indicated that the cysteine-modifying ability of the alkyl-

MTS reagents is necessary for inhibition, it was uncertain whether this class of cysteine-reactive 

warhead was essential for inhibition. If alternate cysteine-modifying molecules were capable of 

hGOAT inhibition, it would expand the scope of inhibitory molecules dramatically, so 

identifying the inhibitory contributions of the electrophilic warhead versus that of the broader 

structure was desired. Cysteine-reactive molecules have been used to explore the mechanism of 

cysteine-dependent enzymes, such as the cysteine protease cruzain. 25 Small-molecules 

containing Michael acceptors were used in this case to target a catalytic cysteine residue. In order 

to explore the possibility of a similar active site cysteine in GOAT, we acquired a set of 

compounds (3.23-3.29) from the Meek lab at Texas A&M containing vinyl heterocycles 

designed to form an irreversible Michael adduct upon cysteine addition. Compounds 3.23-3.29 

were determined to not have activity against hGOAT due to their low inhibition potency (>70% 

activity at 100 µM) and lack of dose dependence. The compounds supplied by the Meeks lab are 

designed building blocks for cysteine protease inhibitors, with the final structures forming 

covalent adducts with the enzyme cruzain through addition of Cys25 to the alkene of the vinyl-2-

pyridine. 26 As the mechanism for this addition is similar to the putative 1,4 addition between 

hGOAT and the ɑ-cyano enone inhibitor NSM-48, the lack of inhibition of the vinyl heterocycles 

indicates that the structure of the Michael acceptor is as important as the presence of the 

acceptor. 11  This selectivity can be attributed to the difference in substrate between the two 

enzymes, as cruzain functions by targeting peptide bonds to degrade proteins. While not proven 

to be catalytic, the essential cysteine in hGOAT is hypothesized to interact with the thioester of 

octanoyl-CoA, similarly to the acyl-enzyme intermediate in the DHHC mechanism. 17 The 
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rational differences between these two substrates supports the idea that the non-specific warhead 

may be less important to targeting the hGOAT essential cysteine than the surrounding substrate 

providing the contacts to localize the molecules within GOAT. 
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Figure 3.7: Synthetic intermediate compounds acquired from the Meek lab at Texas A&M. 

Compounds were part of a synthetic scheme to synthesize inhibitors of the cysteine protease 

cruzain through 1,4 addition to the acceptor shown in red. 26 
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Figure 3.8: Screening of Meek compounds series. Compounds were tested for hGOAT 

inhibitory activity at 1, 10, and 100 µM. Compounds were incubated for 30 minutes with 100 µg 

hGOAT-containing membrane protein before reactions were initiated with 1.5 µM 

GSSFLCAcDan, and 300 µM octanoyl-CoA. Dots shown are the results of   two independent trials, 

bars indicate the average of the two trials. 
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3.2.3 Development of steroidal hGOAT inhibitors 

Previous research in the Hougland Lab identified CDDO-Me (3.1) as a hGOAT inhibitor 

with low micromolar potency. 11 Further investigation led to the design and investigation of α-

cyanoenone 3.2, a compound with an IC50 of 8 ± 4 µM and a simplified structure (Figure 3.9). 11 

SAR work done during this initial study did not include investigation of substitution of the D 

ring. Compounds 3.32-3.37 were obtained from Nilamber Mate from the Chisholm lab at 

Syracuse University and tested to determine hGOAT tolerance for alkyl chains on C-17, with 

particular interest in compounds 3.32 and 3.33 due to shared functionality with compounds 3.31 

and 3.30 respectively. 11 

Compounds 3.32 and 3.33 contain the same steroidal scaffold identified in previous 

studies, but contain an alkyl substitution at C-17 that is untested for compatability with hGOAT 

inhibition. If this modification at C-17 proved to be tolerated by hGOAT, then synthesis of 

similar steroidal molecules could begin with the easily purchasable cholesterol, where the current 

route begins with the more expensive epiandrosterone. Compound 3.32 did not inhibit at any 

concentration but lacked the inhibitory enone moiety previously identified as the Michael 

acceptor. Compound 3.33 also did not inhibit GOAT, exhibiting >80% normalized activity at 20 

µM. While neither compound inhibited at the tested concentrations, the IC50 values of 

compounds 3.30 and 3.31, analogous compounds missing the alkyl chain at C-17 were both 

found to have IC50 values >100 µM. Compounds 3.32 and 3.33 were tested at low concentrations 

due to issues with solubility, as both compounds were only soluble up to 1 mM in DMSO or 

ethanol, whereas the compounds missing the alkyl modifications were soluble up to 50 mM in 

DMSO.   
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Figure 3.9: Compounds previously tested for inhibition of hGOAT. 11 
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Figure 3.10: Structures of the NAM series inhibitors. NAM series compounds obtained from 

Dr. Nilamber Mate (John Chisholm lab, Syracuse University Department of Chemistry) for 

testing. 
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Due to the lack of solubility and poor effective potency (Figure 3.11), compounds 3.32 and 3.33 

were not chosen for further testing. 

It was found previously that compound 3.2 displayed reversible inhibition of hGOAT 

activity, consistent with reversal of covalent inhibition of hGOAT by a retro-Michael elimination 

reaction involving a hGOAT cysteine residue (Scheme 3.7). If this is the case, compounds 

imitating the inhibitor-enzyme complex could be tested to see if they undergo the same retro-

Michael reaction, indicating catalysis by GOAT. A class of inhibitors with varying thiol adducts 

at the 4-position relative to the ketone would be desired to test this potential mode of reactivity. 

If the enone-based inhibitors are undergoing a retro-Michael reaction to eliminate the covalent 

bond formed with the enzyme, it was hypothesized that GOAT must have a general base near the 

alkylation site to initiate the elimination. Therefore, it would be possible for GOAT to catalyze 

the elimination reaction of molecules exhibiting structures analogous to the formed Michael 

adduct (Scheme 3.8). Compounds 3.32-3.37 were obtained from the Chisholm lab to examine 

this hypothesis. 

Compounds 3.32-3.37 consist of the previously-identified steroid scaffold and alkyl 

substitution at C-17, as well as a thiol at C-1. These molecules were screened for activity based 

on the possibility of catalyzing inhibitor release in situ by forming the enone after elimination of 

the thiophenol. None of the three compounds were found to inhibit (>70% normalized activity) 

and did not exhibit strong concentration dependence (Figure 3.11). In addition, these compounds 

were found to suffer from the same solubility issues described for Compounds 3.32 and 3.33, 

only being soluble to 1 mM in ethanol. Due to the lack of inhibition and insolubility, these 

molecules were not chosen for further examination. 



154 
 

 

0

20

40

60

80

100

120

140

1
 µ

M
 3

.3
2

2
0
 µ

M
 3

.3
2

1
 µ

M
 3

.3
3

2
0
 µ

M
 3

.3
3

1
 µ

M
 3

.3
4

2
0
 µ

M
 3

.3
4

1
 µ

M
 3

.3
5

2
0
 µ

M
 3

.3
5

1
 µ

M
 3

.3
6

2
0
 µ

M
 3

.3
6

1
 µ

M
 3

.3
7

2
0
 µ

M
 3

.3
7

N
o

rm
a
li
z
e

d
 %

 C
o

n
v

e
rs

io
n

 

 

Figure 3.11: Inhibition of hGOAT by the NAM series compounds. Compounds were tested 

for hGOAT inhibitory activity at 1, and 20 µM due to insolubility. Compounds were incubated 

for 30 minutes with 100 µg membrane protein before reactions were initiated with 1.5 µM 

GSSFLCAcDan, and 300 µM octanoyl-CoA. Data represents a single trial due to insolubility and 

lack of indicated inhibition (>50% normalized % conversion) at highest tested concentration. 
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Scheme 3.7: Proposed mechanism for reversibility of ɑ-cyanoenone hGOAT inhibitors. 

Functionally essential cysteine forms the 1,4 adduct with the unsaturated ketone. 

Tautomerization of the formed enolate allows for nearby general base to catalyze elimination of 

the thiol. 

 

  



156 
 

 

Scheme 3.8: Proposed mechanism for the hGOAT-catalyzed release of ɑ,β unsaturated 

ketone inhibitor. Proposed general base nearby inhibitory site catalyzes the elimination of the 

thiophenol to form ɑ,β unsaturated ketone, compound 3.31. 
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3.2.4 Irreversible steroidal inhibitors for identification of essential cysteine 

In order to study the mechanism of GOAT, irreversible inhibitors are desired to be able to 

probe the active site. One compound chosen for the possibility of irreversible inhibition of 

GOAT is compound 3.38 (Figure 3.12), synthesized by Dr. Nilamber Mate from the Chisholm 

lab (Department of Chemistry, Syracuse University). This compound should act as an 

irreversible inhibitor due to the presence of the β-fluorine as a preferential candidate for 

elimination during the proposed retro-Michael reaction giving rise to the reversibility of the 

enone-containing molecules (Scheme 3.9).  Compound 3.38 exhibited an IC50 of 68 ± 7 µM 

(Figure 3.13), making it a possible candidate for irreversibility trials. This IC50 was obtained 

within several hours of purification of the compound, and subsequent trials have provided data 

consistent with compound degradation. As such, further trials and irreversibility studies have 

been postponed pending compound characterization and determination of compound stability by 

the Chisholm lab. 

 

  



158 
 

 

 

 

Figure 3.12: Compound 3.38, a potential irreversible inhibitor of hGOAT 
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Figure 3.13: IC50 of ɑ-bromo, β-fluoro enone, 3.38. . Compound was incubated for 30 minutes 

with 100 µg hGOAT-containing membrane protein before reaction was initiated with 1.5 µM 

GSSFLCAcDan, and 300 µM octanoyl-CoA. Data is from a single trial due to the instability of the 

compound, trial was performed immediately following purification and characterization. 
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Scheme 3.9: Proposed mechanism for covalent irreversible inhibition of GOAT by 

Compound 3.38. Retro-Michael elimination of fluoride allows for formation of the hGOAT 

adduct of compound 3.38.  
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3.2.5 Modification of steroidal scaffold for irreversible inhibition 

Considering the ability of the ɑ-cyanoenone 3.2 to reversibly inhibit hGOAT, 

modification of the steroidal scaffold was desired to create an irreversible hGOAT inhibitor. 

Epoxide 3.39 was synthesized as a possible irreversible inhibition of GOAT, assteroid epoxides 

have been used previously to form irreversible adducts with enzymes. 27 The α-epoxide was 

synthesized from the unsaturated ketone with hydrogen peroxide (Scheme 3.10). The 

stereochemistry shown is based on literature precedent; stereochemistry could be assigned 

following the opening of the epoxide and treatment with acetic anhydride but was not performed 

due to lack of inhibition. 28, 29 When tested for activity against hGOAT, the α-epoxide was found 

to have no activity up to 500 µM. The theorized reason for this is that the nucleophilic cysteine is 

restricted to attack from the β-face of the steroid by the enzyme, thus preventing inhibition. The 

solution to this is to synthesize the β-epoxide for comparison, which is not as straightforward. 

The synthetic route to the epoxide is outlined in Scheme 3.11. 27-29 

Treatment of the enone 3.30 with lithium aluminum hydride has been shown to yield the 

β-alcohol, which was used to direct mCPBA to form the β-epoxide 3.42. 28, 29 Treatment of the 

enone 3.30 with lithium aluminum hydride has been shown to yield the allylic β-alcohol, and 

was used in the synthetic route to allow mCPBA-directed epoxidation to yield β-epoxide 3.39. 28, 

29 Due to the formation of both the allylic β-alcohol 3.40 and known alcohol 3.41 after treatment 

with LAH, other methods were explored to reduce the presence of the alcohol. Use of Luche 

reduction conditions as a milder alternative also yielded the alcohol mixture. Careful, slow 

addition of DIBAL at -78°C was able to minimize the formation of the unwanted alcohol. 

Epoxidation of the allylic β-alcohol with mCPBA yielded an impure β-epoxide 3.42, which was  
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Scheme 3.10: Synthesis of α-epoxide 3.39 
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Scheme 3.11: Scheme of the synthesis of β-epoxide 3.43 
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found to have inhibitory activity below 500 μM (Figure 3.15), in contrast to the keto α-epoxide 

which did not inhibit at the same concentrations (Figure 3.14). This difference can be ascribed to 

the geometry of the expected nucleophilic attack, with the quaternary carbon adjacent to the 

electrophilic site preventing attack from the β face of the steroid. This mixture was also tested for 

reversibility, and was found to be reversible (Figure 3.16). It is possible that the availability of 

an α proton to the site of nucleophilic attack is allowing the elimination of the formed adduct, as 

seen in the α-cyanoenone 3.2.  Stereochemistry of compound 3.42 was assigned based on 

literature precedent, as the compound was determined to be not of further interest after the 

reversibility of the proposed covalent modification of hGOAT. Synthesis and testing of 

Compound 3.43 was not attempted due to the reversibility of the intermediate epoxide 3.42 

indicating that this scaffold would be unsuitable for labeling studies without modification. It is 

possible that replacing the ɑ-proton in this epoxide would prevent the elimination proposed in 

Scheme 3.7, but this was not attempted due to the discovery of privileged electrophiles more 

suitable for labeling, as discussed in Chapter 4 of this work. 
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Figure 3.14: Epoxide 3.39 does not inhibit hGOAT . IC50 determination of 3.39 reveals that 

hGOAT is not inhibited by compound 3.39 up to 500 µM. Compound 3.39 was incubated for 30 

minutes with 100 µg hGOAT-enriched membrane protein before reactions were initiated with 

1.5 µM GSSFLCAcDan, and 300 µM octanoyl-CoA. Data represents a single trial. 
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Figure 3.15: IC50 curve for β-epoxide 3.42. Compound 3.42 inhibits hGOAT with an IC50 of 

208 µM. Compounds were incubated for 30 minutes with 100 µg membrane protein before 

reactions were initiated with 1.5 µM GSSFLCAcDan, and 300 µM octanoyl-CoA. Data represents 

a single trial. 
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Figure 3.16: β-epoxide 3.42 reversibly inhibits hGOAT. Membrane fraction treated with 

inhibitor was either diluted 10X or undiluted, producing the indicated concentrations of inhibitor 

in reaction.. Restoration of hGOAT activity under diluted condition (0.3X IC50) indicates 

reversible inhibition by NSM-48 (3.2) and β-epoxide(3.43). NEM represents N-ethyl maleimide, 

known covalent irreversible inhibitor of hGOAT. 11 Compounds were tested in reactions 

containing 100 µg hGOAT-enriched membrane protein, 1.5 µM GSSFLCAcDan and 300 µM 

octanoyl-CoA in duplicate. Dots represent a single trial, bars represent the average of the trials. 

0.3X IC50 concentrations were NEM: 150 µM, 3.2: 3.0 µM, and 3.43: 60 µM. 3X IC50 

concentrations were NEM: 1.5 mM, 3.2: 30 µM, and 3.43: 600 µM. 
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3.3 Discussion and conclusions 

In order to identify the functionally essential cysteine in hGOAT, it would be valuable to 

have irreversible inhibitors that specifically label this residue for chemoproteomic studies. While 

the cysteine modifying agents such as the alkyl-methanethiosulfonate reagents will label the 

functionally essential cysteine, they will also react with surface-exposed cysteine residues which 

limits their usefulness in locating the residues involved. By creating irreversible derivatives of 

compounds expected to bind into the active site, it would be possible to exclusively label the 

essential cysteine. The unexpected reversibility of the methanethiosulfonate inhibitors make 

them a poor choice for further evaluation and development for labeling studies, but also give an 

insight into the possible mechanism of GOAT acylation of ghrelin. In conjunction with Tasha 

Davis’s studies which have shown that hydrogen peroxide does not inhibit hGOAT (unpublished 

data), the lack of irreversible inhibition exhibited by the methanethiosulfonates is likely due to 

the mechanism of GOAT not being dependent on a catalytic cysteine as previously 

hypothesized.11 

Further studies into the functionally essential cysteine may be possible by modifying the 

α-epoxide 3.39 to contain a β nitrile, which may activate the theorized electrophilic site on 

carbon 1 enough to allow for the adduct to be formed. In addition, the reversibility of the β-

epoxide 3.43 may be a result of the α hydrogen and synthesizing compounds that contained 

halogens or nitriles at this position may be able to trap the covalent modification of hGOAT and 

label the functionally essential cysteine.  

While the summation of this work and work performed by Tasha Davis and Dr. Mariah 

Pierce (Hougland Lab, Department of Chemistry, Syracuse University) indicate that the 

functionally essential cysteine is unlikely to be catalytic, identification of this cysteine is still of 



168 
 

 

importance. As the currently known inhibitors of hGOAT can be classified as either 

peptidomimetic or acyl-donor competitive (addressed in Chapter 2 of this work), these molecules 

are purported to bind to the GOAT catalytic site. The ability for cysteine-reactive molecules to 

inhibit GOAT represent the ability to target a non-catalytic, potentially allosteric site that could 

be exploited for alternate therapeutic treatment through GOAT inhibition. 
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3.4 Materials and Methods 

3.4.1  General Experimental Details 

Meeks series compounds were obtained as a generous gift from Tom Meek’s lab (Texas 

A&M, College Station, TX) and solubilized in DMSO before testing. Methyl arachidonyl 

fluorophosphonate (MAFP) was diluted in DMSO from a stock in methyl acetate obtained from 

Cayman Chemical (Ann Arbor, MI). Octanoyl coenzyme A (octanoyl CoA) was diluted to 5mM 

in 10 mM Tris-HCL and stored in low adhesion tubes at -80°C until use. The GSSFLCNH2 

peptide used in fluorescent acrylodan labeling was obtained from Sigma-Genosys (The 

Woodlands, TX) and synthesized in Pepscreen format. The GSSFLCNH2 peptide was solubilized 

in 1:1 acetonitrile/water solution and stored at -80°C. Peptide concentration was determined 

spectrophotometrically at 412 nm by reaction of the cysteine thiol with 5,5’dithiobis(2-

nitrobenzoic acid) using an ϵ412 of 14150 M-1 cm-1. 30  

3.4.2 GOAT Inhibition Assay 

For inhibition assays, inhibitor samples were first thawed at room temperature and 

vortexed, followed by dilution in DMSO to working concentrations. Membrane fractions from 

Sf9 cells expressing GOAT were first thawed on ice, then passed through an 18-gauge needle ten 

times to homogenize. Assays were performed with approximately 100 µg of membrane protein, 

determined through a Bradford assay. A master mix was then created with 2.5 µL 50 mM 

HEPES buffer, 0.1 µL 1 µM MAFP, 5 µL membrane fraction, per reaction, and water to bring 

the reaction to 50 µL after the addition of sample, octanoyl CoA, and peptide. The master mix 

was then distributed into low-adhesion microcentrifuge tubes, and the sample was then added 

and allowed to preincubate for 30 minutes at room temperature while covered. Reactions were 

started by the addition of 300 uM octanoyl CoA and 1.5 µM acrylodan-labeled peptide, for a 
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reaction volume of 50 µL. This was incubated for 15 minutes to 1 hour, while covered at room 

temperature, and then stopped with the addition of 50 µL of 20% acetic acid. Reaction time was 

determined via timecourse to keep conversion of acyl ghrelin below 50%. Excess membrane 

fraction was then removed via precipitation with 16.7 µL trichloroacetic acid followed by a 1000 

xg centrifugation for 1 minute. The supernatant was then analyzed via reverse-phase HPLC. 

 

3.4.3 Reversibility Assay 

Membrane fraction containing hGOAT was incubated with 10 μM MAFP and 10 X IC50 

or 3X of inhibitor or vehicle (DMSO) for 30 min at room temperature. Inhibitor-treated 

membrane fraction was then diluted 10-fold into a reaction mixture containing 300 μM octanoyl-

CoA, 1.5 μM GSSFLCAcDan, 50 mM HEPES (pH 7.0), and either vehicle or inhibitor (final 

concentration of 1 X IC50 or 0.3X IC50) in a total reaction volume of 50 μL. Reaction mixtures 

were incubated under foil for 1 h at room temperature, stopped with the addition of 50 µL of 

20% acetic acid. Excess membrane fraction was then removed via precipitation with 16.7 µL 

trichloroacetic acid followed by a 1000 xg centrifugation for 1 minute. The supernatant was then 

analyzed via reverse-phase HPLC. 

 

3.4.4 HPLC analysis of GOAT Assays 

Assays were analyzed on reverse-phase HPLC (Zorbax Eclipse XDB column, 4.6 150 

mm) using a solvent gradient from 30% acetonitrile in aqueous 0.05% TFA to 63% acetonitrile 

in aqueous 0.05% TFA over 14 minutes at a flow rate of 1 mL/min, followed by 100% 

acetonitrile for 5 minutes. Peptides were detected by the attached acrylodan label with the UV 
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absorbance at 360 nm and fluorescence (λex = 360 nm, λem = 485 nm). Octanoylated peptide 

typically eluted around 12 minutes, with the des-acyl peptide eluting around 6 minutes. 

Chemstation for LC (Agilent Technologies) was used for peak integration.  

 

3.4.5 Determination of IC50 Values  

Peak integrations were used to determine percent activity in the presence of either sample 

or vehicle (DMSO). Percent activity was calculated using equations 1 and 2: 

% activity =  
% peptide octanoylation in presence of inhibitor

% peptide octanoylation in absence of inhibitor
                        (1) 

% peptide octanoylation =
fluorescence of octanoylated peptide

total peptide fluorescence
                   (2) 

 IC50 values were determined by fitting equation 3 to the plot of % activity against 

inhibitor concentration. 

% activity = % vehicle activity (1 −
[inhibitor]

[inhibitor]+IC50
)                         (3) 

 Plots and data fitting were performed with Kaleidagraph (Synergy Software, Reading, 

PA) 

3.4.6 Synthetic Methods 

 General Synthetic Methods 

Compounds were used as received from the manufacturer without modification. All 

anhydrous reactions were run under a positive pressure of argon. All solvents were dried with the 

Grubbs method by passage through an alumina column. 31 Thin-layer chromatography was done 
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on silica at ambient temperature. Silica gel 60 was used as the stationary phase for flash 

chromatography. All 1H NMR were taken using a Bruker Advance 400 MHz Fourier Transform 

Nuclear Magnetic Resonance Spectrometer or Bruker Advance 300 MHz Fourier Transform 

Nuclear Magnetic Resonance Spectrometer. Abbreviations for spectra: s = singlet, bs = broad 

singlet d = doublet, t = triplet, q = quartet, quin = quintet, dd = doublet of doublets, td = triplet of 

doublets, m = multiplet. 

 

 General Preparation of Alkyl Thiosulfonates 

A. Preparation of alkyl tosylates from primary alcohols 

1.25 equivalents of p-toulenesulfonyl chloride were dissolved in dichloromethane, 

followed by 0.08 equivalents 4-dimethylaminopyridine. Mixture was stirred at room temperature 

for 5 min. 1.7 equivalents of triethylamine were added and the reaction was cooled to 0°C in an 

ice bath. To the cooled mixture was added 1 equivalent of the alcohol before stirring at room 

temperature for 1 hour. The reaction was quenched with water and allowed to stir overnight. 

Layers were separated and the organic layer was washed with saturated ammonium chloride, 

water, then brine. Organics were dried over sodium sulfate and filtered. Organics were 

evaporated by a stream of air in the hood, leaving the alkyl tosylate which was used without 

further purification.  

B. Preparation of alkyl methanethiosulfonates via alkyl tosylate 

1 equivalent of alkyl tosylate was dissolved in tetrahydrofuran. To the reaction mixture 

was added 1.2 equivalents of sodium methanethiosulfonate and 0.25 equivalents of 

tetrabutylammonium bromide. Reaction was performed at reflux for 18 hours, after which the 
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reaction was cooled and diluted with hexanes. The reaction was washed twice with water and 

once with brine, dried with sodium sulfate, and evaporated with a stream of air, yielding the 

alkyl methanethiosulfonate after column chromatography. 

C. Preparation of alkyl methanethiosulfonate from alkyl bromide 

1 equivalent of alkyl bromide was dissolved in ethanol and refluxed with 1.2 equivalents 

of sodium methanethiosulfonate for 18 hours. The reaction was cooled to room temperature and 

diluted with hexanes. The mixture was washed three times with water and twice with brine. The 

organic layer was dried with sodium sulfate and subjected to column chromatography to yield 

the alkyl methanethiosulfonate. 

 

 

 

 

Sodium methanethiosulfonate (3.4): Synthesis of methylthiosulfonate (3.4) was derived from a 

modified literature procedure. 32 3.33 g (13.9 mmol) of sodium sulfide nonahydrate was 

dissolved into 15 mL deionized water. To this solution was added 1.07 mL (13.9 mmol) distilled 

methanesulfonyl chloride. Reaction was run at reflux for 18 hrs. Solvent was removed under 

vacuum using three 100 mL portions of toluene. Resulting solid was dried under high vacccum 

overnight before being scraped off sides and crushed into even powder. This ground powder was 

returned to vacuum for 24 hrs. Powder was suspended in 20 mL of 200 proof ethanol and 
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filtered. Solid was washed ten times with 20 mL ethanol. Ethanol was removed from filtrate 

under vacuum, leaving a pale yellow solid (0.54 g, 29%). 1H NMR (400 MHz, D2O) δ 3.28 (s, 

3H).  Additional peaks at δ 2.76 and 2.24 represent approximately 2% sodium methanesulfonate 

and sodium methanesulfonite impurities.  

 

 

N-butyl 2,2,2-trichloroacetimidate (3.5):Procedure was derived from literature procedure. 24 To 

a stirred solution of 0.92 mL (10 mmol) 1-butanol in 50 mL dry THF was added 0.74 mL 1,8-

Diazabicyclo[5.4.0]undec-7-ene (DBU, 5 mmol). This mixture was cooled to 0°C and 2.5 mL 

trichloroacetonitrile (TCAN, 25 mmol) was added. The reaction was stirred at room temperature 

for 6 hours before being concentrated and subjected to column chromatography  (24% acetone, 

71% hexanes, 5% triethylamine). Obtained compound was resuspended in DCM and 

concentrated three times to yield 2.09 g butyl imidate (3.6) (95%) 1H NMR (400 MHz, CDCl3) δ 

4.29 (t, J = 6.5, 2H), 1.76 (p, J = 7.0, 6.7, 2H), 1.47 (sex, J = 7.6, 2H), 0.97 (t, J = 7.5, 3H).  
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Butyl p-tolyl sulfone (3.7): Following General Procedure A, 8.3 mmol 1-butanol was reacted 

with 10.4 mmol p-toluenesulfonic acid in the presence of 0.66 mmol DMAP and 14.3 mmol 

TEA. Reaction was quenched with 30 mL water and washed with 30 mL each saturated 

ammonium chloride, water, and brine. Evaporation of DCM under a stream of air yielded butyl 

tosylate (3.7) as a yellow oil in 61% yield. 1H NMR (400 MHz, CDCl3) δ 7.78, (d, J = 8.3, 2H), 

7.33, (d, J = 8.1, 2H), 4.02, (t, J = 6.5, 2H), 2.44 (s, 3H), 1.62 (p, J = 7.0, 6.5, 2H), 1.33, (sex, J = 

7.5, 2H), 0.85, (t, J = 7.5, 3H). 
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Figure 3.17: 1H NMR of butyl p-tolyl sulfone (3.7) 
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Pentyl p-tolyl sulfone (3.8): Following General Procedure A, 8.3 mmol 1-pentanol was reacted 

with 10.4 mmol p-toluenesulfonic acid in the presence of 0.66 mmol DMAP and 14.3 mmol 

TEA. Reaction was quenched with 30 mL water and washed with 30 mL each saturated 

ammonium chloride, water, and brine. Evaporation of DCM under a stream of air yielded pentyl 

tosylate (3.8) as a yellow oil in 51% yield. 1H NMR (400 MHz, CDCl3) δ 7.78, (d, J = 8.3, 2H), 

7.33, (d, J = 8.1, 2H), 4.02, (t, J = 6.5, 2H), 2.44 (s, 3H), 1.67-1..60 (m, 2H), 1.28-1.23, (m, 4H), 

0.84, (t, J = 7.0, 3H) 
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Figure 3.18: 1H NMR of pentyl p-tolyl sulfone (3.8) 

  



179 
 

 

 

Hexyl p-tolyl sulfone (3.9):Following General Procedure A, 8.3 mmol 1-hexanol was reacted 

with 10.4 mmol p-toluenesulfonic acid in the presence of 0.66 mmol DMAP and 14.3 mmol 

TEA. Reaction was quenched with 30 mL water and washed with 30 mL each saturated 

ammonium chloride, water, and brine. Evaporation of DCM under a stream of air yielded hexyl 

tosylate (3.9) as a yellow oil in 83% yield. 1H NMR (400 MHz, CDCl3) δ 7.78, (d, J = 8.1, 2H), 

7.33, (d, J = 8.1, 2H), 4.02, (t, J = 6.6, 2H), 2.44 (s, 3H), 1.67-1.54 (m, 2H), 1.31-1.19, (m, 6H), 

0.85, (t, J = 6.8, 3H). 

  



180 
 

 

 

Figure 3.19: 1H NMR of hexyl p-tolyl sulfone (3.9) 
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Heptyl p-tolyl sulfone (3.10): Following General Procedure A, 8.3 mmol 1-heptanol was 

reacted with 10.4 mmol p-toluenesulfonic acid in the presence of 0.66 mmol DMAP and 14.3 

mmol TEA. Reaction was quenched with 30 mL water and washed with 30 mL each saturated 

ammonium chloride, water, and brine. Evaporation of DCM under a stream of air yielded heptyl 

tosylate (3.10) as a yellow oil in 83% yield. 1H NMR (400 MHz, CDCl3) δ 7.78, (d, J = 8.1, 2H), 

7.33, (d, J = 8.1, 2H), 4.01, (t, J = 6.6, 2H), 2.44 (s, 3H), 1.68-1.55 (m, 2H), 1.35-1.16, (m, 8H), 

0.85, (t, J = 7.0, 3H) 
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Figure 3.20: 1H NMR of heptyl p-tolyl sulfone (3.10) 
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Nonyl p-tolyl sulfone (3.11): Following General Procedure A, 8.3 mmol 1-nonanol was reacted 

with 10.4 mmol p-toluenesulfonic acid in the presence of 0.66 mmol DMAP and 14.3 mmol 

TEA. Reaction was quenched with 30 mL water and washed with 30 mL each saturated 

ammonium chloride, water, and brine. Evaporation of DCM under a stream of air yielded nonyl 

tosylate (3.11) as a yellow oil in 62% yield. 1H NMR (400 MHz, CDCl3) δ 7.78, (d, J = 8.1, 2H), 

7.33, (d, J = 8.1, 2H), 4.01, (t, J = 6.8, 2H), 2.44 (s, 3H), 1.67-1.51 (m, 2H), 1.40-1.14, (m, 12H), 

0.85, (t, J = 6.9, 3H) 
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Figure 3.21: 1H NMR of nonyl p-tolyl sulfone (3.11) 
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Decyl p-tolyl sulfone (3.12): Following General Procedure A, 8.3 mmol 1-decanol was reacted 

with 10.4 mmol p-toluenesulfonic acid in the presence of 0.66 mmol DMAP and 14.3 mmol 

TEA. Reaction was quenched with 30 mL water and washed with 30 mL each saturated 

ammonium chloride, water, and brine. Evaporation of DCM under a stream of air yielded decyl 

tosylate (3.12) as a yellow oil in 71% yield. 1H NMR (400 MHz, CDCl3) δ 7.78, (d, J = 8.1, 2H), 

7.33, (d, J = 8.1, 2H), 4.01, (t, J = 6.5, 2H), 2.44 (s, 3H), 1.67-1.58 (m, 2H), 1.34-1.16, (m, 14H), 

0.85, (t, J = 6.8, 3H) 
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Figure 3.22: 1H NMR of decyl p-tolyl sulfone (3.12) 
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S-butyl methanethiosulfonate (3.6):Synthesis of S-butyl methanethiosulfonate (3.6) was 

derived from a literature procedure. 32 Following General Procedure C, 130 mg of 

methanethiosulfonate (0.97 mmol) was reacted with 0.65 mmol bromobutane in 2.0 mL dry 

ethanol. The reaction was heated in an oil bath to 90°C for 20 minutes, then the solvent was 

removed by vacuum. The resulting solid was filtered using a silica plug (1:1 Ethyl 

acetate/hexanes) and dried under vacuum to yield a white powder. 1H NMR (400 MHz, CDCl3) δ 

3.32 (s, 3H), 3.18 (t, J = 7.6, 2H), 1.76 (p, J = 7.2, 2H), 1.47 (m, 2H), 0.96 (t, J = 7.2, 3H). 

 S-butyl methanethiosulfonate (3.6) was also made through the reaction of butyl tosylate 

with sodium methane thiosulfonate according to General Procedure B. Into 10 mL THF was 

added 1.0 mmol butyl tosylate 3.7, 1.2 mmol sodium methanethiosulfonate, and 0.25 mmol 

TBAB. The reaction was refluxed for 18 h, diluted with 20 mL hexanes, and washed 3 X 30 mL 

water, 2X 30 mL brine, before organics were dried with magnesium sulfate. Organics were 

evaporated under a stream of air after purification on a silica column (5% EtOAc/hexanes), 

yielding S-butyl methanethiosulfonate, compound 3.6, as a yellow oil in 61% yield. 1H NMR 

(400 MHz, CDCl3) δ 3.32 (s, 3H), 3.18 (t, J = 7.6, 2H), 1.76 (p, J = 7.2, 2H), 1.47 (m, 2H), 0.96 

(t, J = 7.2, 3H) 
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Figure 3.23: 1H NMR of S-butyl methanethiosulfonate (3.6) 
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S-pentyl methanethiosulfonate (3.13): S-pentyl methanethiosulfonate (3.13) was made 

according to General Procedure B. Into 10 mL THF was added 1.0 mmol pentyl tosylate 3.8, 1.2 

mmol sodium methanethiosulfonate, and 0.25 mmol TBAB. The reaction was refluxed for 18 h, 

diluted with 20 mL hexanes, and washed 3 X 30 mL water, 2X 30 mL brine, before organics 

were dried with magnesium sulfate. Organics were evaporated under a stream of air after 

purification on a silica column (5% EtOAc/hexanes), yielding S-pentyl methanethiosulfonate, 

compound 3.13, as a yellow oil in 61% yield. 1H NMR (400 MHz, CDCl3) δ 3.32 (s, 3H), 3.17 (t, 

J = 7.6, 2H), 1.77 (p, J = 7.2, 2H), 1.42-1.32 (m, 4H), 0.92 (t, J = 7.2, 3H) 
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Figure 3.24: 1H NMR of S-pentyl methanethiosulfonate (3.13) 
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S-hexyl methanethiosulfonate (3.14): S-hexyl methanethiosulfonate (3.14) was made according 

to General Procedure B. Into 10 mL THF was added 1.0 mmol hexyl tosylate 3.9, 1.2 mmol 

sodium methanethiosulfonate, and 0.25 mmol TBAB. The reaction was refluxed for 18 h, diluted 

with 20 mL hexanes, and washed 3 X 30 mL water, 2X 30 mL brine, before organics were dried 

with magnesium sulfate. Organics were evaporated under a stream of air after purification on a 

silica column (5% EtOAc/hexanes), yielding compound 3.14 as a yellow oil in 98% yield. 1H 

NMR (400 MHz, CDCl3) δ 3.32 (s, 3H), 3.17 (t, J = 7.6, 2H), 1.77 (p, J = 7.2, 2H), 1.42-1.32 (m, 

6H), 0.92 (t, J = 7.2, 3H) 
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Figure 3.25: 1H NMR of S-hexyl methanethiosulfonate (3.14) 
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S-heptyl methanethiosulfonate (3.15): S-heptyl methanethiosulfonate (3.15) was made 

according to General Procedure B. Into 10 mL THF was added 1.0 mmol heptyl tosylate 3.10, 

1.2 mmol sodium methanethiosulfonate, and 0.25 mmol TBAB. The reaction was refluxed for 18 

h, diluted with 20 mL hexanes, and washed 3 X 30 mL water, 2X 30 mL brine, before organics 

were dried with magnesium sulfate. Organics were evaporated under a stream of air after 

purification on a silica column (5% EtOAc/hexanes), yielding S-heptyl methanethiosulfonate, 

compound 13, as a yellow oil in 98% yield. 1H NMR (400 MHz, CDCl3) δ 3.32 (s, 3H), 3.17 (t, J 

= 7.6, 2H), 1.76 (p, J = 7.2, 2H), 1.47-1.37 (m, 2H), 1.34-1.27 (m, 6H), 0.92 (t, J = 7.2) 
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Figure 3.26: 1H NMR of S-heptyl methanethiosulfonate (3.15) 
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S-octyl methanethiosulfonate (3.16): S-octyl methanethiosulfonate (3.16) was made according 

to General Procedure C. Into 10 mL EtOH was added 1 mmol 1-bromooctane and 1.2 mmol 

sodium methanethiosulfonate. The reaction was refluxed for 18 h, diluted with 30 mL hexanes, 

and the organic layer was washed with 3 X 30 mL water and 2 X 30 mL brine and dried with 

sodium sulfate. Column chromatography (5% EtOAc/hexanes) yielded S-octyl 

methanethiosulfonate (3.16) in 99% yield after evaporation in the hood under a stream of air. 1H 

NMR (400 MHz, CDCl3) δ 3.32 (s, 3H), 3.17 (t, J = 7.4, 2H), 1.76 (p, J = 7.4, 2H), 1.49-1.36 (m, 

2H), 1.36-1.21 (m, 8H), 0.92 (t, J = 6.8) 
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Figure 3.27: 1H NMR of S-octyl methanethiosulfonate (3.16) 
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S-nonyl methanethiosulfonate (3.17): S-nonyl methanethiosulfonate (3.17) was made 

according to General Procedure B. Into 10 mL THF was added 1.0 mmol nonyl tosylate 3.11, 1.2 

mmol sodium methanethiosulfonate, and 0.25 mmol TBAB. The reaction was refluxed for 18 h, 

diluted with 20 mL hexanes, and washed 3 X 30 mL water, 2X 30 mL brine, before organics 

were dried with magnesium sulfate. Organics were evaporated under a stream of air after 

purification on a silica column (2% EtOAc/hexanes), yielding S-nonyl methanethiosulfonate, 

compound 3.17, as a yellow oil in 34% yield. 1H NMR (400 MHz, CDCl3) δ 3.32 (s, 3H), 3.16 (t, 

J = 7.4, 2H), 1.75 (p, J = 7.2, 2H), 1.46-1.35 (m, 2H), 1.35-1.18 (m, 10H), 0.87 (t, J = 6.8) 
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Figure 3.28: 1H NMR of S-nonyl methanethiosulfonate (3.17) 
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S-decyl methanethiosulfonate (3.18): S-decyl methanethiosulfonate (3.18) was made according 

to General Procedure B. Into 10 mL THF was added 1.0 mmol decyl tosylate (3.12), 1.2 mmol 

sodium methanethiosulfonate, and 0.25 mmol TBAB. The reaction was refluxed for 18 h, diluted 

with 20 mL hexanes, and washed 3 X 30 mL water, 2X 30 mL brine, before organics were dried 

with magnesium sulfate. Organics were evaporated under a stream of air after purification on a 

silica column (2% EtOAc/hexanes), yielding S-decyl methanethiosulfonate, compound 3.18, as a 

yellow oil in 37% yield. 1H NMR (400 MHz, CDCl3) δ 3.32 (s, 3H), 3.17 (t, J = 7.6, 2H), 1.76 

(p, J = 7.4, 2H), 1.46-1.36 (m, 2H), 1.36-1.22 (m, 12H), 0.88 (t, J = 6.7) 
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Figure 3.29: 1H NMR of S-decyl methanethiosulfonate (3.18) 
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S-undecyl methanethiosulfonate (3.19): S-undecyl methanethiosulfonate (3.19) was made 

according to General Procedure C. Into 10 mL EtOH was added 2 mmol 1-bromoundecane and 

2.4 mmol sodium methanethiosulfonate. The reaction was refluxed for 18 h, diluted with 30 mL 

DCM, and the organic layer was washed with 3 X 30 mL water and 2 X 30 mL brine and dried 

with sodium sulfate. Column chromatography (2% EtOAc/hexanes) yielded S-undecyl 

methanethiosulfonate, compound 3.19, as pale yellow needles in 21% yield after evaporation in 

the hood under a stream of air. 1H NMR (400 MHz, CDCl3) δ 3.32 (s, 3H), 3.17 (t, J = 7.6, 2H), 

1.76 (p, J = 7.6, 2H), 1.46-1.36 (m, 2H), 1.36-1.18 (m, 14H), 0.88 (t, J = 6.8) 
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Figure 3.30: 1H NMR of S-undecyl methanethiosulfonate (3.19) 
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S-dodecyl methanethiosulfonate (3.20): S-dodecyl methanethiosulfonate (3.20) was made 

according to General Procedure C. Into 10 mL EtOH was added 2 mmol 1-bromododecane and 

2.4 mmol sodium methanethiosulfonate. The reaction was refluxed for 18 h, diluted with 30 mL 

DCM, and the organic layer was washed with 3 X 30 mL water and 2 X 30 mL brine and dried 

with sodium sulfate. Column chromatography (2% EtOAc/hexanes) yielded S-dodecyl 

methanethiosulfonate, compound 3.20, as pale yellow needles in 33% yield after evaporation in 

the hood under a stream of air. 1H NMR (400 MHz, CDCl3) δ 3.32 (s, 3H), 3.17 (t, J = 7.4, 2H), 

1.76 (p, J = 7.4, 2H), 1.47-1.37 (m, 2H), 1.36-1.21 (m, 16H), 0.88 (t, J = 6.8) 
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Figure 3.31: 1H NMR of S-dodecyl methanethiosulfonate (3.20) 
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5ɑ-androstan-3β-ol ((3S,10S,13S)–10,13–dimethyl–2,3,4,5,6,7,8,9,10,11,12,13,14,15,16,17– 

tetradecahydro–1H–cyclopenta[a]phenanthren–3–ol) (3.41): To the mixture of potassium 

hydroxide (103.3 mmol) in 30 mL of diethylene glycol was added epiandrosterone (20.7 mmol) 

and hydrazine (82.6 mmol). The reaction mixture was stirred at 245°C for 24 hours, at which 

point the solution was allowed to cool to room temperature. 150 mL of brine was added, 

followed by 75 mL of dichloromethane, before transferring the mixture to a separatory funnel. 

The mixture was worked up by extracting the organic three times with 100 mL of 

dichloromethane. The organic layer was washed three times with saturated sodium chloride (100 

mL) and dried with sodium sulfate and filtered. The organic layer was then removed under 

vacuum, leaving the compound 3.41 as a white powder with 91% yield. 1H NMR (400 MHz, 

CDCl3) δ 3.61-3.55 (m, 1H), 1.81 (q, J = 12 Hz, 1H), 1.74-1.50 (m, 8H), 1.41 (td, J = 6 Hz, 2H), 

1.34-1.24 (m, 6H), 1.14-1.09 (m, 4H), 0.98-0.88 (m, 3H), 0.81 (s, 3H), 0.69 (s, 3H), 0.69-0.62 

(m, 1H). 
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Figure 3.32: 1H NMR of 5ɑ-androstan-3β-ol (3.41) 
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(2R,5S,8S,9S,10S,13S,14S)–10,13–dimethyl–4,5,6,7,8,9,10,11,12,13,14,15,16,17– 

tetradecahydro–3H–cyclopenta[a]phenanthren–3–one (3.30): To the mixture of 3.5 g (12.6 

mmol) of 5α-androstan-3β-ol, 3.41, in 200 mL dimethyl sulfoxide at 90°C was added 10 g (35.7 

mmol) 2-iodoxybenzoic acid. The mixture was stirred at 90°C for 6 hrs before being returned to 

room temperature. The reaction mixture was transferred to a separatory funnel, to which was 

added 200 mL ethyl acetate. The mixture was extracted with 100 mL 5% sodium bicarbonate, 

then twice washed with 100 mL saturated sodium chloride. The organic later was concentrated 

under vacuum before being purified using silica gel chromatography (10% Ethyl acetate/ 90% 

hexanes) to provide the α,β-unsaturated ketone 3.30 (1.67 g, 49%). 1H NMR (400 MHz, CDCl3) 

δ 7.16 (d, J = 10, 1H) 5.84 (dd, J = 10 Hz, 0.4 Hz, 1H), 2.41-2.36 (m, 1H), 2.15 (dd, J = 14.4 Hz, 

3.5 Hz, 1H) 1.89-1.79 (m 1H), 1.74-1.63 (m, 3H) 1.63-1.47 (m, 3H), 1.45-1.29 (m, 5H), 1.18-

1.05 (m, 4H,) 0.98-.87 (m, 6H), .67 (s, 3H). 
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Figure 3.33: 1H NMR of ɑ,β-unsaturated ketone (3.30) 
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(5S,8S,9S,10S,13S,14S)-10,13-dimethyl-3-oxo-4,5,6,7,8,9,10,11,12,13,14,15,16,17- 

tetradecahydro-3H-cyclopenta[a]phenanthrene-2-bromide (3.44): 400 mg (1.47 mmol) of 

α,β-unsaturated ketone 3.30 was dissolved in 4 mL dry dichloromethane (DCM) and cooled in an 

ice bath. To the reaction mixture was added dropwise a 0° solution of 75 μL (1.47 mmol) liquid 

bromine in 4 mL DCM over 30 minutes. 0.41 mL (2.94 mmol) triethylamine, precooled to 0°C, 

was added slowly and the whole reaction was allowed to warm to room temperature and stir for 

1.5 hours. The reaction was quenched with 1 M HCl (1 M) and washed with 2 X 8 mL 10% 

sodium thiosulfate and 1 X 8 mL brine. The organics were dried with magnesium sulfate before 

being removed under reduced pressure. The residue was subjected to column chromatography 

(10% EtOAc/hexanes) providing the bromide 3.44 in 63% yield (320 mg). 1H NMR (400 MHz, 

CDCl3) δ 7.59 (s, 1H), 2.58-2.43 (m, 2H), 2.03-1.94 (m, 1H), 1.85-1.52 (m, 6H), 1.48-1.34 (m, 

5H), 1.22-1.12 (m, 3H), 1.05 (s, 3H), 1.02-0.93 (m, 3H), 0.73 (s, 3H) 
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Figure 3.34: 1H NMR of ɑ-bromo-ɑ,β-unsaturated ketone (3.44) 
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(5S,8S,9S,10S,13S,14S)-10,13-dimethyl-3-oxo-4,5,6,7,8,9,10,11,12,13,14,15,16,17- 

tetradecahydro-3H-cyclopenta[a]phenanthrene-2-carbonitrile (3.2): To a solution of 200 mg 

(0.56 mmol) of bromide 3.44 in 4 mL of dimethylformamide (DMF) was added 9.2 mg (0.056 

mmol) of potassium iodide and 56 mg (0.62 mmol) copper (I) cyanide. The reaction mixture was 

heated to 120°C for 24 hours before being returned to room temperature and quenched with 10 

mL water and diluted with 35 mL EtOAc. The layers were separated and the organics were 

washed with 2 X 10 mL saturated sodium bicarbonate and 1 X 10 mL brine before being dried 

with magnesium sulfate. Organics were removed under reduced pressure and the residue was 

purified via column chromatography (30% EtOAc/hexanes), yielding α-cyanoenone 3.2 as a 

light-yellow powder in 53% yield. 1H NMR (400 MHz, CDCl3) δ 7.88 (s, 1H), 2.48-2.35 (m, 

2H), 2.02-1.93 (m, 1H), 1.87-1.57 (m, 7H), 1.50-1.38 (m, 5H), 1.22- 1.12 (m, 3H), 1.09 (s, 3H), 

1.05-0.94 (m, 2H), 0.75 (s, 3H) 
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Figure 3.35: 1H NMR of ɑ-cyano-ɑ,β-unsaturated ketone (3.2) 
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5ɑ-androst-1ɑ,2ɑ -epoxy-3-one (3.39): Procedure was derived from literature procedure. 28, 33 

100 mg (0.367 mmol) α,β-unsaturated ketone 3.30 was dissolved in a mixture 1 mL MeOH and 

0.5 mL DCM and cooled to 0°C. To the reaction mixture was added 0.2 mL 30% hydrogen 

peroxide and 0.25 mL 4 N sodium hydroxide. The reaction was stirred for 4 hours before the 

solvent was removed under reduced pressure. The residue was suspended in 5 mL DCM and 

washed with 5 mL brine. The aqueous layer was washed with 2 X 5 mL DCM and the organics 

were combined and dried with magnesium sulfate. The organics were removed under reduced 

pressure and used without further purification, yielding 104 mg (99%) epoxide 3.39. 1H NMR 

(400 MHz, CDCl3) δ 3.53 (d, J = 4.3, 1H), 3.24 (d, J = 4.3, 1H), 1.85-1.76 (m, 2H) 1.76-1.56 (m, 

4H) 1.56-1.14, (m, 10H) 1.06-0.96 (m, 4H), 0.89 (s, 3H), 0.73 (s, 3H) 

 

5ɑ-androst-2-ene-3β-ol (3.39): This reaction was modified from a literature procedure. 29 To a -

78°C solution of 200 mg (0.724 mmol) α,β-unsaturated ketone 3.30 in dry THF was slowly 

added 0.72 mL of a 1 M solution of DIBAL in THF. This reaction was let stir for 15 min before 

quenching with 0.72 mL water, followed by the slow addition of 0.72 mL 4 N NaOH and 2.8 mL 
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water. This mixture was stirred for 15 minutes before the layer were separated and the aqueous 

layer was washed with 3 X 10 mL EtOAc. The organic layers were combined and dried with 

magnesium sulfate before solvent was removed under reduced pressure. The residue was purified 

by column chromatography (15% EtOAc/hexanes), leaving compound 3.40 as a white powder in 

10% yield. 1H NMR (400 MHz, CDCl3) δ 5.92 (dd, J = 10.2, 1.8, 1H), 5.48 (dt, J = 10.2, 1.8, 

1H), 4.31 (m, 1H), 1.8-1.5 (m, 6H), 1.5-1.22 (m, 8H), 1.22-1.03 (m, 4H), 1.03-0.76 (m, 6H), .70 

(s, 3H) 

 

5ɑ-androst-1β,2β -epoxy-3β-ol (3.42): 100 mg (0.367 mmol) α,β-unsaturated ketone 3.30 was 

dissolved in 1 mL DCM and a small scoop (~10 mg) sodium bicarbonate. To the reaction 

mixture was added 75 mg (0.44 mmol) mCPBA. The reaction was stirred for 3 hours at room 

temperature before the reaction was stopped with 1 ml 5% sodium bicarbonate. The layers were 

separated and the organics were washed with 1 mL saturated sodium thiosulfate. The organics 

were and dried with magnesium sulfate and filtered. The organics were removed under reduced 

pressure and the residue was subjected to column chromatography (5% MeOH/DCM) before 

concentration yielded epoxide 3.42 as a white powder in 18% yield. 1H NMR (400 MHz, CDCl3) 

δ 4.06-3.96 (m, 1H), 3.25 (t, J = 2.9, 1H) 1.81-1.53 (m, 6H), 1.51-1.36 (m, 8H), 1.35-1.06 (m, 

4H), 1.03-0.76 (m, 6H), 0.73 (s, 3H) 
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 2-iodoxybenzoic acid (3.45): 3.45 was synthesized using a modified literature procedure. 

34 75 g (121.9 mmol) oxone was added to 250 mL deionized water, then stirred until dissolved, to 

which was added 15 g (60.4 mmol) 2-iodobenzoic acid. The mixture was heated to 80°C and 

stirred for 6 hrs. This was then cooled in an ice bath for 1.5 hours and the resulting solid was 

filtered. The solid was washed with six 100 mL portions of deionized water, then washed twice 

with 100 mL acetone. This yielded the product as a white powder (13.62 g, 81%). 1H NMR (400 

MHz, CDCl3) δ 8.14 (d, J = 8, 1H), 8.04-7.98 (m, 2H), 7.84 (t, J = 7.2, 1H). 
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Chapter 4:  Privileged electrophile inhibition of GOAT supports involvement 

of an activated serine/threonine in GOAT catalysis 

 

 

Jackson Calhoun and Zachary Spada (undergraduate researchers, James Hougland Laboratory, 

Department of Chemistry, Syracuse University) provided experimental assistance in synthesis 

and testing of privileged electrophiles. 
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4.1  Introduction 

As described in Chapter 3, it is unlikely that GOAT is utilizing a catalytic cysteine even 

through there are functionally essential cysteines within the enzyme implicated by inhibitor 

studies. An alternate proposed mechanism for GOAT activity would utilize an active site 

network similar to that of serine hydrolases, utilizing either a direct transfer or acyl-enzyme 

intermediate mechanism (Figure 4.1). 1-3 Previous attempts to determine the site of catalytic 

activity in serine hydrolases utilized molecules known as “privileged electrophiles,” compounds 

that feature a low-reactivity electrophile. 4, 5 Due to the low reactivity of these privileged 

electrophiles, the warheads can be tailored to target specific residues with enhanced 

nucleophilicity, particularly those that are activated by an active site network. 6, 7 As such, many 

of these privileged electrophiles have been used in activity-based probe (ABP) experiments to 

identify enzymes utilizing specific residues or the location of catalytic residues in complex 

systems. 8, 9 

Activated serines are a common target for privileged electrophiles, and a wide array of 

serine-reactive warheads have been reported. These warheads are shown in Figure 4.2 and 

include isocoumarins, 5, 10, 11 aminoalkyl diphenyl phosphonates, 12-15 mixed phenyl phosphonate 

and phosphinate esters, 16, 17 benzoxazinones, 18 oxolactams, 19, 20 phosphoramidates, 21 sulfonyl 

fluorides, 6, 22-24 triazole ureas, 25, 26 and fluorophosphonates. 27-29  
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Figure 4.1 Potential mechanisms for GOAT acylation of ghrelin.  a.) Proposed direct transfer 

mechanism, with ghrelin being activated by a general base and directly receiving the 

octanoylation from octanoyl-CoA. b.) Proposed acyl enzyme intermediate mechanism, with an 

as-yet-unknown activated nucleophile on GOAT accepting the octanoyl moiety before 

transferring to the ghrelin substrate. 
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Figure 4.2. Molecules representing privileged electrophiles used for probing activated 

nucleophiles. For larger scaffolds, electrophilic warhead is represented in red. a.) The structure 

of 3,4-dichloroisocoumarin. b.) Benzoxanin-4-one. 18 c.) 4-oxo-β-lactam. 20 d.) Aminoalkyl 

diphenyl phosphonate. 15 e.) Mixed phenyl phosphonate. 17 f.) Phosphoramidate. 21 g.) Triazole 

urea. 25 h.) Sulfonyl fluoride. 23 i.) Fluorophosphonate. 28 
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As threonine and serine share a hydroxyl functionality, molecules that react with serine 

also have the ability to cross-react with threonine.  Radiolabeled DCI has been used to make 

arguments about the identity of unknown catalytic sites allowing for identification of  a threonine 

residue in the proteasome. 30 Carboxy-terminal vinyl sulfones and α,β epoxyketones have been 

used to target the catalytic threonine in the β subunit of the proteasome. 31, 32 

Other nucleophilic residues also have the possibility to react with privileged 

electrophiles. An adapted sulfonyl fluoride probe has been used to label catalytic tyrosine 

residues of glutathione transferases in plants and mice, further indicating the chemical scope of 

the sulfonyl fluoride probing capabilities. 33 Sulfonyl fluorides are also capable of reacting with 

catalytic lysines, having been used to label and detect active kinases in cell lysates and intact 

cells. 34, 35 DCI does not directly react with histidine, but the generation of an acyl chloride 

during ring opening by the initial nucleophile allows a secondary reaction with a nearby histidine 

to occur (Scheme 4.1). 36, 37 Due to the minor ambiguity in the targeting of the molecules 

involved in targeting activated nucleophile, the term “activated serine” could therefore be 

multiple nucleophilic amino acids for the purposes of this chapter. 
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Scheme 4.1: Reaction of 3,4 dichloroisocoumarin with activated serine. 3,4-

dichloroisocoumarin (DCI, Compound 4.1) reacts with activated nucleophiles to produce a 

covalent adduct that can further react with adjacent histidine.37, 38 
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4.1.1 Utilization of privileged electrophiles 

3,4-dichloroisocoumarin (DCI, Compound 4.1) is an example of a privileged 

electrophile with a long history of being used to study serine proteases. 37, 39 Isocoumarins react 

with an activated serine by forming a covalent bond through a ring opening reaction, which can 

then be further stabilized through a secondary reaction with nearby nucleophilic residues such as 

histidine (Scheme 4.1). 10, 38, 40, 41 DCI has also been shown to be specific for serines, exhibiting 

little to no activity against cysteine- and metallo-proteases while working as a general serine 

protease inhibitor. 37 While DCI is a powerful serine protease inhibitor, the short half-life of the 

compound in common buffers limited the use of the compound and instigated the development 

of 3- and 7- substituted isocoumarins with significantly increased stability. 37, 39 The expansion of 

this chemical scaffold also increased the ability of the scaffold to be altered to increase 

selectivity and potency for studying specific enzymes, including human leukocyte elastase, 

porcine pancreatic elastase, and GlpG. 5, 41-43 

Another benefit to the addition of side-chains to the DCI scaffold was the introduction of 

functionality at these positions. Utilization of a biotin-linked isocoumarin derivative allowed the 

discovery of serine protease PfSUB1 as a key regulator of cell rupture in Plasmodium falciparum 

infected cells through biotin affinity blotting. 44, 45 Isocoumarins have also been modified with 3- 

or 7-position alkynes allowing for post-inhibition orthogonal reactions through click chemistry, 

allowing for whole-proteome detection of proteases. 5 The related class of benzoxazinones also 

can be used in labeling experiments, with alkynyl benzoxazinones functionalized with biotin 

through click chemistry allowing for isolation of labeled serine proteases. 18 

Diphenyl phosphonates have been used for similar types of labeling experiments, with a 

recent study using biotin-labeled diphenyl phosphonate probe identifying the proteases 
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urokinase-type plasminogen activator and tissue plasminogen activator as drivers in ovarian clear 

cell carcinoma through a streptavidin-biotin pull-down assay. 46 These phosphonates have  

also been able to be tuned in order to modulate the selectivity of the molecule via extended 

recognition peptide sequences, allowing for labeling of proteases of different specificities in cell 

lysate. 15  

The specificity of DCI has been used to support enzyme mechanistic studies, or to 

identify catalytic residues in enzymes, as shown with the identification of catalytic threonine in 

the proteasome. 30 DCI was also used in the identification of rhomboids as atypical serine 

proteases. 47 This insight was then used to crystalize an isocoumarin derivative in the active site 

of GlpG, which revealed conformational changes in the acyl-enzyme structure, providing insight 

into the structure of the active site and mechanism of the enzyme. 9, 43 

Alkyne-labeled sulfonyl fluorides have been found capable of enriching and identifying 

proteases from cell lysate, as well as labeling live cells. 23 Due to the reactivity of this molecule 

and possibility of off-target reactions with serine, threonine, tyrosine, and lysine, care must be 

taken to provide specificity for these molecules through their targeting region. Sulfonyl fluorides 

have also been utilized as mechanistic probes of enzymes. Comparative rate studies performed 

by Fahrney et al. utilizing a series of sulfonyl fluorides revealed that acetylcholinesterase and 

chymotrypsin do not undergo an immediate SN2 reaction with the warhead and instead are 

governed by the initial binding of the sulfonyl fluorides to the enzyme. 22  
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4.2 Results 

4.2.1 Screening of 3,4 dichloroisocoumarin reveals new avenue for GOAT inhibition 

To probe for the involvement of an activated serine in in the catalysis of hGOAT, DCI 

(4.1) was tested in duplicate at three concentrations (10 µM, 100 µM, and 1000 µM) for potential 

inhibition (Figure 4.3) using our standard HPLC-based fluorescence screen. Under these 

conditions, DCI inhibited hGOAT, with concentrations of 100 µM reducing hGOAT to 

approximately 50% activity, indicating DCI had potential for development as a probe for GOAT.  

To evaluate the potency of DCI, the compound was tested against hGOAT and exhibited modest 

potency (Figure 4.4) of 87 ± 5 µM, consistent with our initial screen, which had indicated an 

apparent IC50 below the 100 µM data point. 

The additional step of testing DCI against the mouse isoform of GOAT (mGOAT) was 

taken due to previous findings from the Hougland lab indicating that cysteine-modifying 

molecules including N-ethyl malemide (NEM) were unable to maintain potency when tested 

against mGOAT (Figure 4.5) . 48 In contrast to these findings, mGOAT was similarly inhibited 

when exposed to DCI, indicating that the targeted nucleophilic residue or residues are likely 

conserved, and more likely to be important to hGOAT catalytic activity due to their 

conservation. 

In order to be effective probes of hGOAT catalytic site residues, the adduct formed from 

DCI would need to irreversibly label the residues. Inhibitor reversibility was tested by creating a 

master mix that was subjected to ten times the measured IC50 of the inhibitor, then either diluting 

the mixture to the IC50 or maintaining the high concentration before starting the  
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Figure 4.3: Initial screening of DCI indicates hGOAT inhibition. hGOAT was exposed to 

increasing concentrations of DCI at logarithmic scale. Reactions were run in duplicate and 

normalized to the vehicle control as described in Materials and Methods. 
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Figure 4.4: DCI effectively inhibits GOAT. Reactions were normalized to vehicle control as 

described in Materials and Methods. Error bars reflect standard deviation from three independent 

measurements 
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Figure 4.5: mGOAT activity is inhibited by DCI. The mouse isoform of GOAT is inhibited 

when exposed to concentrations similar to those which inhibit hGOAT. Reactions were 

normalized to vehicle control as described in Materials and Methods. 
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reaction (Figure 4.6). NSM-48, a previously discovered inhibitor of hGOAT, was used as the 

reversible control, while NEM was used as an irreversible control. 48 Inhibition with DCI did not 

reduce after dilution, indicating irreversible inhibition.  

 

4.2.2 Synthesis of sulfonyl fluorides as probes for ghrelin O-acyltransferase 

After finding a serine-targeting electrophile capable of inhibiting GOAT, explored other 

compounds with similar reactivity to determine whether the observed inhibition was specific to 

the isocoumarin scaffold. Sulfonyl fluorides are another series of privileged electrophiles 

established to react with activated serines. 4, 49. Having seen increased potency with increased 

alkyl chain length in the methanethiosulfonates (Chapter 3), we synthesized O-butyl 

ethanesulfonyl fluoride from ethene sulfonyl fluoride and butanol using an approach that would 

allow similar diversity in the alkyl chain length (Scheme 4.2). This O-butyl sulfonyl fluoride 

exhibited significant inhibition at 10 mM, so we synthesized a series of alkane sulfonyl fluorides 

to explore the ability of varying chain lengths to increase potency. Consistent with the 

methanethiosulfonates, the O-heptyl and -octyl sulfonyl fluorides exhibit increased potency over 

mid-length chains (Figure 4.7b). By increasing the alkyl chain to 18 carbons with O-octadecyl 

sulfonyl fluoride, potency is lost. This chain-length dependence of the alkyl sulfonyl fluorides 

resembles the hGOAT chain-length dependence of alkyl-CoA derivatives, with those chain-

lengths closest to the canonical eight-carbon octanoyl moiety exhibiting higher potency. 50 This 

similarity indicates the sulfonyl fluorides may be entering into the catalytic channel inside 

GOAT near the proposed CoA binding site, which must be near the site of catalysis to assist with 

the transfer of octanoate to ghrelin. 51 
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Figure 4.6: DCI irreversibly inhibits hGOAT. DCI compared to NEM (irreversible control) 

and NSM-48 (reversible control). Reactions were normalized to vehicle control as described in 

Materials and Methods. 
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To further explore the reactivity of these molecules, the pentyl (Compound 4.3) and 

heptyl (Compound 4.5) sulfonyl fluorides were selected for reversibility testing.  Both 

molecules showed preliminary irreversible behavior (Figure 4.8) when compared to the NEM 

and NSM-48 controls. To probe GOAT and identify the location of the residue modified by these 

serine-reactive electrophiles, a class of sulfonyl fluorides containing terminal alkynes were 

desired for labeling studies based on the initial alkane sulfonyl fluorides. These compounds were 

synthesized in the same manner as the alkane sulfonyl fluorides (Scheme 4.3). Two compounds 

were created in this way: O-pentynyl sulfonyl fluoride (4.9) and O-heptynyl sulfonyl fluoride 

(4.10). When tested for reversibility against GOAT, both sulfonyl fluorides exhibited the desired 

irreversible behavior (Figure 4.9b), further supporting the sulfonyl fluoride warhead as a tool for 

probing GOAT. The heptynyl sulfonyl fluoride was also tested against mGOAT and was found 

to inhibit mGOAT similarly to hGOAT (Figure 4.10), indicating that this molecule may be 

targeting a conserved, potentially catalytic residue. 
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Scheme 4.2 General synthetic path for alkane sulfonyl fluorides.  
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Figure 4.7: Initial screening of alkane sulfonyl fluorides reveals chain length dependence. 

a.) Structures of alkane sulfonyl fluorides. b.) Alkane sulfonyl fluorides were tested at four 

logarithmic concentrations for activity against hGOAT. Two independent duplicate reactions 

were performed for each condition, except for O-decyl and O-octadecyl sulfonyl fluoride (4.7 

and 4.8) which were performed as a single trial. 

(A) 

(B) 
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Figure 4.8: Initial reversibility test of sulfonyl fluorides indicate irreversible behavior 

Single trial reaction to determine the potential utility of sulfonyl fluoride derivatives for labeling 

studies. Membrane fraction treated with inhibitor was diluted 10X, producing the measured IC50. 

Restoration of hGOAT activity under diluted condition (1X IC50) indicates reversible inhibition 

by NSM-48, known reversible hGOAT inhibitor. NEM represents N-ethyl maleimide, known 

covalent irreversible inhibitor of hGOAT. 48 Compounds were tested in reactions containing 100 

µg hGOAT-enriched membrane protein, 1.5 µM GSSFLCAcDan and 300 µM octanoyl-CoA in 

triplicate. Dots represent a single trial, bars represent the average of the trials. 1X IC50 

concentrations were NEM: 500 µM, NSM-48: 10 µM, 4.4: 1.0 mM, and 4.6: 1.0 mM. 10X IC50 

concentrations were NEM: 5.0 mM, NSM-48: 100 µM, 4.4: 10 mM and 4.6: 10 mM. 
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Scheme 4.3 Synthesis of alkynyl sulfonyl fluorides 
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Figure 4.9: Alkynyl sulfonyl fluorides exhibit irreversible inhibition of hGOAT. a.) 

Structure of O-pentynyl and O-heptynyl sulfonyl fluoride. b.) O-pentynyl and O-heptynyl 

sulfonyl fluoride both indicate irreversible behavior when compared to NEM (irreversible 

control) and NSM-48 (reversible control). Reactions were performed in triplicate and normalized 

to vehicle control as described in Materials and Methods. 

 

(A) 

(B) 
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Figure 4.10: O-heptynyl sulfonyl fluoride (4.10) inhibits mGOAT. Inhibition with O-heptynyl 

sulfonyl fluoride reduces hGOAT and mGOAT activity to similar levels. Reactions were 

performed in triplicate and normalized to vehicle control as described in Materials and Methods. 
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4.2.3 Testing additional classes of privileged electrophiles leads to discovery of new classes 

of GOAT inhibiting warheads 

To complement our studies of isocoumarin and sulfonyl fluoride warheads for targeting 

GOAT, Dr. Steven Verhelst (University of Leuven) generously provided a series of compounds 

capable of targeting activated serines. This series included alkyne derivatives of benzoxazinones, 

isocoumarins, phosphoramidates, diphenyl phosphonates, as well as several triazole urea 

compounds that contained azides for labeling rather than alkynes. 16-18, 21, 25, 38 This set of 

compounds was separated into three groups based on warhead type: benzoxazinones with the 

isocoumarins, the phosphoramidates with diphenyl phosphonates, and the triazole ureas. We 

utilized DCI as a positive control across theses samples to compare inhibition to a known serine-

reactive molecule. The isocoumarin- and benzoxazinone-based inhibitors showed some promise 

as several compounds showed the ability to reduce ghrelin peptide conversion to product to 

~75% at 100 μM inhibitor concentration (Figure 4.11), and compounds 4.13, 4.15, 4.16, and 

4.20 approached 60% conversion. Several diphenyl phosphonate inhibitors also were capable of 

inhibiting hGOAT, including one compound (4.28) with similar potency to DCI as well as four 

other compounds that inhibited to around 75% activity at 100 µM (4.23, 4.24, 4.25 and 4.26) 

(Figure 4.12). The triazole ureas tested in the initial screening did not reach the minimum 

threshold of 25% inhibition (lower than 75% hGOAT activity) at 100 µM to be considered for 

further testing (Figure 4.13). After completion of the initial screen, we selected six compounds 

that reduced hGOAT activity below the 75% activity threshold at 100 μM and showed 

concentration dependent inhibition for a verification screen. These six compounds were tested in 

triplicate with DCI acting as a positive control (Figure 4.14). This rescreening of the hit  
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Figure 4.11: Initial screening of isocoumarin and benzoxazinone inhibitors reveals 

compounds of interest. a.) Structures of tested molecules. b.) Compounds were tested in 

triplicate at 1, 10, and 100 µM for an initial screen, with DCI acting as a positive control for 

privileged electrophile inhibition of hGOAT. Reactions were performed in at minimum in 

triplicate and normalized to vehicle control as described in Materials and Methods. 
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Figure 4.12: Diphenyl phosphonate and phosphoramidate inhibitors reveal new warhead 

for GOAT inhibition. a.) Structures of compounds tested. b.) Compounds were tested in 

triplicate at 1, 10, and 100 µM for an initial screen, with DCI acting as a positive control for 

privileged electrophile inhibition of hGOAT. Reactions were performed in at minimum in 

triplicate and normalized to vehicle control as described in Materials and Methods. 

(A) 
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Figure 4.13: Triazole ureas do not inhibit hGOAT. a.) Structure of compounds tested. b.) 

Compounds were tested in triplicate at 1, 10, and 100 µM for an initial screen, with DCI acting 

as a positive control for privileged electrophile inhibition of hGOAT. Reactions were performed 

in at minimum in triplicate and normalized to vehicle control as described in Materials and 

Methods. 
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(B) 
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Figure 4.14: Validation testing of hit compounds identifies multiple classes of compounds. 

a.) Compounds selected for secondary screening. b.) Compounds were tested in triplicate at 1, 

10, and 100 µM for an initial screen, with DCI acting as a positive control for privileged 

electrophile inhibition of hGOAT. Reactions were performed in at minimum in duplicate and 

normalized to vehicle control as described in Materials and Methods. Dots represent a single trial 

and bars represent the average of the trials. 

(B) 

(A) 
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compounds revealed that compounds 4.16, 4.26 and 4.28 are the most potent inhibitory 

compounds. The potencies of these molecules as reflected by IC50 values were determined 

(Figure 4.15). From this experiment, DCI (4.1) had a IC50 of 96 ± 11 µM (Figure 4.15a), within 

error of the previously determined 86 ± 5 μM value. Compound 4.16 (Figure 4.15b) is the most 

potent inhibitor in our screen with an IC50 of 36 ± 16 µM. Compounds 4.26 and 4.28 are less 

potent than DCI (Figures 4.15c and 4.15d respectively), but still exhibit modest potencies of 148 

± 35 µM and 107 ± 22 µM and represent a new class of compounds not previously reported to 

inhibit GOAT. While these compounds are not as potent as DCI, they do contain alkyne 

modifications that would allow for subsequent labeling using Copper-catalyzed Azide-Alkyne 

Cycloaddition (CuAAC) with a fluorescent azide. 15, 38 Three of these compounds were selected 

for reversibility studies, and all three exhibited irreversible behavior although compound 4.16 did 

not inhibit to the level expected (Figure 4.16). DCI served as the positive control for irreversible 

inhibition in these experiments. 
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Figure 4.15: Inhibition of hGOAT with hit compounds. a.) IC50 determination of DCI (4.1). 

b.) IC50 determination of 4.16. c.) IC50 determination of 4.26. d.) IC50 determination of 4.28. 

Reactions were performed in at minimum in triplicate and normalized to vehicle control as 

described in Materials and Methods. 
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Figure 4.16: Hit compounds exhibit irreversible behavior. Compounds were tested at 0.3 and 

3 times their measured IC50. Compounds 4.16, 4.26, and 4.28 all indicate irreversible behavior 

when compared to DCI (irreversible control) and NSM-48 (reversible control). Reactions were 

performed in triplicate and normalized to vehicle control as described in Materials and Methods. 
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4.3 Discussion and Conclusions 

As mentioned in Chapter 3, the development of irreversible inhibitors of GOAT allows 

for valuable insight into the catalytic mechanism of GOAT and the residues involved in 

catalysis. As the results from studies with cysteine-reactive molecules have supported a 

functionally essential but non-catalytic role for cysteine within GOAT, the residues capable of 

catalyzing the acyl transfer are still unknown. The discovery of privileged electrophiles as 

hGOAT inhibitors has supported an alternative mechanism utilizing an activated serine in 

catalysis. This mechanism is further supported by the identification of four different privileged 

electrophilic warheads capable of hGOAT inhibition, with isocoumarins, sulfonyl fluorides 

benzoxazinones, and diphenyl phosphonates each showing inhibitory activity. The irreversible 

nature of the isocoumarins and diphenyl phosponates provide a way to label and identify this 

activated serine present with GOAT. 

Sulfonyl fluorides, isocoumarins, benzoaxazinones, and diphenyl phosphonates each 

represent new classes of hGOAT inhibitors. Considering the literature precedence of these 

functionalities for specificity in reacting with activated serines, it is likely that GOAT contains 

an activated serine. The ability for the sulfonyl fluoride and isocoumarin compounds to inhibit 

both the human and mouse isoforms of GOAT to similar degrees suggests the activated serine is 

conserved and may play a role in the acyl transfer catalytic mechanism. The highest potency 

sulfonyl fluoride containing the same chain length as the octanoate substrate indicates that these 

molecules are likely binding into a catalytic site on GOAT. In particular, the 7-nitro-3,4-

dichloroisocoumarin (Compound 4.16) represents an exciting new molecule with increased 

potency over the sulfonyl fluorides.  
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While the isocoumarin-based molecules tested are more potent than the diphenyl 

phosphonate inhibitors, the synthetic route to novel diphenyl phosponates is considerably more 

facile, allowing for rapid synthesis of molecules limited only by available aldehydes. 5, 17 

Additionally, the ability of isocoumarins to react with a second nucleophile after the initial ring-

opening reaction potentially complicates identification of catalytic residues, while the 

phosphonates are anticipated to undergo only a single reaction. The GOAT reactions performed 

in this work are done in an enriched membrane fraction, and it is likely that some amount of the 

probes are consumed in reactions with proteins contained within the membrane protein fraction 

that utilize activated hydroxyl nucleophiles, including esterases and proteases. While care was 

taken to passivate the membrane fraction with the esterase inhibitor MAFP before treatment with 

the privileged electrophiles, it is unlikely that this will eliminate all non-specific reactions with 

other proteins in the membrane fraction. Since sulfonyl fluorides are generally more 

promiscuous than the isocoumarin-based inhibitors, it is possible that the potency of the 

privileged electrophile inhibitors are not fully reflected by the IC50 values obtained. 6, 37, 52 Work 

is underway in the Hougland lab on the purification of active hGOAT, which would clarify the 

exact potency of these molecules against hGOAT.  

The structures of protein-modifying MBOATs similar to GOAT have been recently 

determined. The cryo-EM structure of HHAT in complex with palmitoyl-CoA or palmitoyl-CoA 

analogues revealed the thioester moiety to be near H379 and D339 (analogous to N337 in 

GOAT). 53, 54 D339 is proposed to activate the substrate amine while H379 stabilizes the thioester 

on the basis of observed hydrogen bonding between H379 and the amide carbonyl of the 

palmitoylated product, inverting the roles of the residues compared to DGAT1 and LCAT3. 54 

The electron density from a non-hydrolysable palmitoyl-CoA lacking the thioester carbonyl 
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places H379 close to the site of the missing carbonyl, and molecular dynamics simulations 

indicate a role for H379 and a hydrogen bond donor, supporting this claim further. 53 PORCN is 

implicated to have a direct transfer mechanism as well, with cryo-EM structures placing S209 of 

the WNT3Ap substrate in close proximity to both the palmitoyl-CoA thioester and H336, 

allowing H336 to deprotonate the serine hydroxyl and initiate nucleophilic attack of the serine on 

the thioester bond. 55 It is important to note that none of these mechanisms have direct evidence 

to support the hypotheses, as they are exclusively proposed via crystal structure or cryo-EM. An 

alternative mechanism would be an acyl-enzyme intermediate like that shown by S-

acyltransferase human DHHC20, where a catalytic triad of aspartic acid, histidine, and cysteine 

act to activate the cysteine to induce transfer of the palmitoyl group from palmitoyl-CoA to 

DHHC20. The role of histidine then shifts to acting as a proton donor, activating the newly-

formed thioester bond and allowing transfer of the palmitoyl to the substrate. 56  

Reflecting that the data no longer supports the idea of a catalytic cysteine residue in 

GOAT, an alternative residue or residues must be involved in hGOAT catalysis. The variety of 

privileged electrophiles that inhibit GOAT, the history of these electrophiles as serine-reactive 

molecules, and the evidence for utilization of hydroxyl nucleophiles in other MBOATs indicate 

that GOAT likely utilizes an activated serine as part of the catalytic mechanism. While it is 

possible that GOAT utilizes a direct transfer mechanism by activating the serine-3 of ghrelin to 

act as a nucleophile, no evidence of sulfonyl fluoride- or isocoumarin-labeled peptide has been 

found in the HPLC traces of reactions including these reagents as would be expected if the 

ghrelin peptide provided the activated nucleophile.  

It is therefore proposed that GOAT utilizes an acyl-enzyme intermediate mechanism, 

transferring the octanoyl moiety from octanoyl-CoA to a currently undefined activated serine on 
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the enzyme before the final acylation of ghrelin. In order to identify the serine involved, labeling 

studies are underway, intending on utilizing the alkyne functionalities present in the privileged 

electrophile compounds to perform copper-catalyzed [3+2] cycloaddition reactions to visualize 

the labeling process. 58 
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4.4  Materials and Methods  

4.4.1 General Experimental Details 

Methyl arachidonyl fluorophosphonate (MAFP) was diluted in DMSO from a stock in 

methyl acetate obtained from Cayman Chemical (Ann Arbor, MI). Octanoyl coenzyme A 

(octanoyl CoA) was diluted to 5mM in 10 mM Tris-HCl and stored in low adhesion tubes at -

80°C until use. The GSSFLCNH2 and GSSCLSNH2 peptides used in fluorescent acrylodan labeling 

were obtained from Sigma-Genosys (The Woodlands, TX) and synthesized in Pepscreen format. 

The peptides were solubilized in 1:1 acetonitrile/water or 50 mM HEPES pH 7.0 solution and 

stored at -80°C. Peptide concentration was determined spectrophotometrically at 412 nm by 

reaction of the cysteine thiol with 5,5’dithiobis(2-nitrobenzoic acid) using an ϵ412 of 14150 M-1 

cm-1. 59  

 

4.4.2 GOAT Inhibition Assay 

For inhibition assays, inhibitor samples were first thawed at room temperature and 

vortexed, followed by dilution in DMSO to working concentrations. Membrane fractions from 

Sf9 cells expressing GOAT were first thawed on ice, then passed through an 18-gauge needle ten 

times to homogenize. Assays were performed with approximately 50 µg of membrane protein, 

determined through a Bradford assay. A master mix was then created with 2.5 µL 1 M HEPES 

buffer, 0.1 µL 500 µM MAFP, 5 µL membrane fraction, per reaction, and water to bring the 

reaction to 50 µL after the addition of sample, octanoyl CoA, and peptide. The master mix was 

then distributed into low-adhesion microcentrifuge tubes, and the sample was then added and 

allowed to preincubate for 30 minutes at room temperature while covered. Reactions were started 
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by the addition of 300 µM octanoyl CoA and 1.5 µL acrylodan-labeled peptide, for a reaction 

volume of 50 µL. This was incubated for 15 minutes to 1 hour, while covered at room 

temperature, and then stopped with the addition of 50 µL of 20% acetic acid. Reaction time was 

determined via timecourse to keep conversion of acyl ghrelin below 50%. Excess membrane 

fraction was then removed via precipitation with 16.7 µL trichloroacetic acid followed by a 

1000g centrifugation for 1 minute. The supernatant was then analyzed via reverse-phase HPLC. 

 

4.4.3 Reversibility Assay 

Membrane fraction containing hGOAT was incubated with 10 μM MAFP and 10 times 

or 3 times the approximate IC50 of inhibitor or vehicle (DMSO) for 30 min at room temperature. 

Inhibitor-treated membrane fraction was then diluted 10-fold into a reaction mixture containing 

300 μM octanoyl-CoA, 1.5 μM GSSFLCAcDan, 50 mM HEPES (pH 7.0), and either vehicle or 

inhibitor (final concentration of 1 times or 0.3 times the IC50) in a total reaction volume of 50 μL. 

Reaction mixtures were incubated under foil for 1 h at room temperature, stopped with the 

addition of 50 µL of 20% acetic acid. Excess membrane fraction was then removed via 

precipitation with 16.7 µL trichloroacetic acid followed by a 1000g centrifugation for 1 minute. 

The supernatant was then analyzed via reverse-phase HPLC. 

 

4.4.4 HPLC analysis of GOAT Assays 

Assays were analyzed on reverse-phase HPLC (Zorbax Eclipse XDB column, 4.6 150 

mm) using a solvent gradient from 30% acetonitrile in aqueous 0.05% TFA to 63% acetonitrile 

in aqueous 0.05% TFA over 14 minutes at a flow rate of 1 mL/min, followed by 100% 
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acetonitrile for 5 minutes. Peptides were detected by the attached acrylodan label with the UV 

absorbance at 360 nm and fluorescence (λex = 360 nm, λem = 485 nm). Octanoylated peptide 

typically eluted around 12 minutes, with the des-acyl peptide eluting around 6 minutes. 

Chemstation for LC (Agilent Technologies) was used for peak integration.  

 

4.4.5 Determination of IC50 Values  

Peak integrations were used to determine percent activity in the presence of either sample 

or vehicle (DMSO). Percent activity was calculated using equations 1 and 2: 

% activity =  
% peptide octanoylation in presence of inhibitor

% peptide octanoylation in absence of inhibitor
                        (1) 

% peptide octanoylation =
fluorescence of octanoylated peptide

total peptide fluorescence
                   (2) 

IC50 values were determined by fitting equation 3 to the plot of % activity against inhibitor 

concentration. 

% activity = % vehicle activity (1 −
[inhibitor]

[inhibitor]+IC50
)                         (3) 

Plots and data fitting were performed with Kaleidagraph (Synergy Software, Reading, PA) 
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4.4.6 General Synthetic Methods 

Compounds were used as received from the manufacturer without modification. All anhydrous 

reactions were run under a positive pressure of argon. All solvents were dried with the Grubbs 

method by passage through an alumina column. 60 Thin-layer Chromatography was done on 

silica at ambient temperature. Silica gel 60 was used as the stationary phase for flash 

chromatography. All 1H NMR and 13C NMR were taken using a Bruker Advance 400 MHz 

Fourier Transform Nuclear Magnetic Resonance Spectrometer. Abbreviations for spectra: s = 

singlet, bs = broad singlet d = doublet, t = triplet, q = quartet, quin = quintet, dd = doublet of 

doublets, td = triplet of doublets, m = multiplet. 

 

4.4.7 General Procedure for the Synthesis of Sulfonyl Fluorides 

Preparation of O-alkyl Sulfonyl Fluorides from Primary Alcohols 

General Method A. To a mixture of 1 equivalent of primary alcohol (.33 M) in DCM was 

added 0.1 eq of triphenyl phosphine and 1.1 – 2 eq ethenesulfonyl fluoride. Reaction was stirred 

for 18-36 hours at room temperature. Reaction was stopped by removal of solvent under reduced 

pressure by rotary evaporation. Remaining liquid was subjected to column chromatography to 

yield pure sulfonyl fluoride. 
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2-(butyl-1-oxy)ethanesulfonyl fluoride - Compound 4.2 was synthesized using General Method 

A. 1.35 mmol butanol was reacted with 2.70 mmol ethenesulfonyl fluoride in the presence of 

0.135 mmol triphenylphosphine for 18h. Compound was purified using column chromatography 

(100% DCM) twice before yielding pure 4.2 as a colorless oil. 1H NMR (400 MHz, CDCl3) δ 

3.90 (td, J = 1.6, 6 Hz, 2H), 3.62 (m, 2H), 3.49 (t, J = 6.4 Hz, 2H), 1.57 (p, J = 6.4, 8 Hz, 2H), 

1.37 (sex, J = 7.6 Hz, 2H), 0.91 (t, J =7.2 Hz, 3H). 13C NMR (100 MHz, CDCl3) δ 71.5, 63.4, 

51.2 (d, J = 16.8 Hz), 31.4, 24.7, 19.1, 13.8. 
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Figure 4.17: 1H NMR of 2-(butyl-1-oxy)ethanesulfonyl fluoride (4.2) 
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Figure 4.18: 13C NMR of 2-(butyl-1-oxy)ethanesulfonyl fluoride (4.2) 
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2-(pentyl-1-oxy)ethanesulfonyl fluoride - Compound 4.3 was synthesized using General 

Method A. 1.35 mmol pentanol was reacted with 1.49 mmol ethenesulfonyl fluoride in the 

presence of 0.135 mmol triphenylphosphine for 18h. Compound was purified using column 

chromatography (100% DCM) twice before yielding pure 4.3 as a colorless oil.  1H NMR (400 

MHz, CDCl3) δ 3.91 (td, J = 6, 1.2 Hz, 2H), 3.64-3.60 (m, 2H), 3.49 (t, J = 6.4 Hz, 2H), 1.59 (p, 

J = 6.8 Hz, 2H), 1.33-1.29 (m, 4H), 0.89 (t, 6.8 Hz, 3H). 13C NMR (100 MHz, CDCl3) δ 71.8, 

63.5, 51.2 (d, 15 Hz), 29.1, 28.1, 22.4, 14.0 
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Figure 4.19: 1H NMR of 2-(pentyl-1-oxy)ethanesulfonyl fluoride (4.3) 
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Figure 4.120: 13C NMR of 2-(pentyl-1-oxy)ethanesulfonyl fluoride (4.3) 
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2-(hexyl-1-oxy)ethanesulfonyl fluoride – Compound 4.4 was synthesized using General 

Method A. 1.35 mmol hexanol was reacted with 1.49 mmol ethenesulfonyl fluoride in the 

presence of 0.135 mmol triphenylphosphine for 18h. Compound was purified using column 

chromatography (100% DCM) twice before yielding pure 4.4 as a colorless oil.   1H NMR (400 

MHz, CDCl3) δ 3.90 (td, J = 6, 1.2 Hz, 2H), 3.64-3.60 (m, 2H), 3.49 (t, J = 6.4 Hz, 2H), 1.58 (p, 

J = 6.8 Hz, 2H), 1.33-1.26 (m, 4H), 0.88 (t, 6.8 Hz, 3H) 13C NMR (100 MHz, CDCl3) δ 71.8, 

63.4, 51.2 (d, 15 Hz), 31.5, 29.3, 25.6, 22.5, 14.0 
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Figure 4.21: 1H NMR of 2-(hexyl-1-oxy)ethanesulfonyl fluoride (4.4) 
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Figure 4.22: 13C NMR of 2-(hexyl-1-oxy)ethanesulfonyl fluoride (4.4) 
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2-(heptyl-1-oxy)ethanesulfonyl fluoride - Compound 4.5 was synthesized using General 

Method A. 1.35 mmol heptanol was reacted with 1.49 mmol ethenesulfonyl fluoride in the 

presence of 0.135 mmol triphenylphosphine for 18h. Compound was purified twice using 

column chromatography (100% DCM, then 5% EtOAC/hexanes) before yielding pure 4.5 as a 

colorless oil.   1H NMR (400 MHz, CDCl3) δ 3.91 (t, J = 6 Hz, 2H), 3.64-3.60  (m, 2H), 3.49 (t, J 

= 6.4 Hz, 2H), 1.58 (p, J = 6.8 Hz, 2H), 1.34-1.27 (m, 8 H), 0.88 (t, 6.4 Hz, 3H) 13C NMR (100 

MHz, CDCl3) δ 71.8, 63.4, 51.2 (d, 15 Hz), 31.7, 29.4, 29.0, 25.9, 22.6, 14.1. 
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Figure 4.23: 1H NMR of 2-(heptyl-1-oxy)ethanesulfonyl fluoride (4.5) 
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Figure 4.24: 13C NMR of 2-(heptyl-1-oxy)ethanesulfonyl fluoride (4.5) 
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2-(octyl-1-oxy)ethanesulfonyl fluoride - Compound 4.6 was synthesized using General Method 

A. 1.35 mmol octanol was reacted with 1.49 mmol ethenesulfonyl fluoride in the presence of 

0.135 mmol triphenylphosphine for 18h. Compound was purified twice using column 

chromatography (100% DCM, then 100% hexanes) before yielding pure 4.6 as a white solid.   1H 

NMR (400 MHz, CDCl3) δ 3.90 (td, J = 6, 1.5 Hz, 2H), 3.64-3.59 (m,  2H), 3.49 (t, J = 6.6 Hz, 

2H), 1.58 (p, J = 6.9 Hz, 2H), 1.37-1.25 (m, 10H), 0.88 (t, J = 6.9 Hz, 3H) 13C NMR (100 MHz, 

CDCl3) 71.8, 63.5, 51.2 (d, 15 Hz), 44.0, 29.7, 29.5, 29.4,25.9, 22.6, 14.1 
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Figure 4.25: 1H NMR of 2-(octyl-1-oxy)ethanesulfonyl fluoride (4.6) 
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Figure 4.26: 13C NMR of 2-(octyl-1-oxy)ethanesulfonyl fluoride (4.6) 
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2-(decyl-1-oxy)ethanesulfonyl fluoride - Compound 4.7 was synthesized using General Method 

A. 1.35 mmol decanol was reacted with 1.49 mmol ethenesulfonyl fluoride in the presence of 

0.135 mmol triphenylphosphine for 18h. Compound was purified twice using column 

chromatography (100% DCM, then 100% hexanes) before yielding pure 4.7 as a white solid.  1H 

NMR (400 MHz, CDCl3) δ 3.91 (td, J = 7.8, 1.3 Hz, 2H), 3.65-3.59 (m, 2H), 3.49 (t, J = 8.8 Hz, 

2H), 1.58 (p, J = 9.2 Hz), 1.45-1.17 (m, 14H), 0.88 (t, J = 8.8 Hz, 3H) 13C NMR (100 MHz, 

CDCl3) δ 71.8, 63.5, 51.2 (d, J = 15 Hz), 31.9, 29.5 (2C), 29.4 (2C), 29.3, 25.9, 22.7, 14.1. 
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Figure 4.27: 1H NMR of 2-(decyl-1-oxy)ethanesulfonyl fluoride (4.7) 
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Figure 4.28: 13C NMR of 2-(decyl-1-oxy)ethanesulfonyl fluoride (4.7) 
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2-(octadecyl-1-oxy)ethanesulfonyl fluoride - Compound 4.8 was synthesized using General 

Method A. 1.35 mmol octadecanol was reacted with 1.49 mmol ethenesulfonyl fluoride in the 

presence of 0.135 mmol triphenylphosphine for 18h. Compound was purified twice using 

column chromatography (100% DCM, then 100% hexanes) before yielding pure 4.7 as a white 

solid. 1H NMR (400 MHz, CDCl3) δ 3.91 (td, J = 6, 1.2 Hz, 2H), 3.64-3.60 (m, 2H), 3.49 (t, J = 

6.4 Hz, 2H), 1.58  (p, J = 6 Hz, 2H), 1.40-1.25 (m, 30H), 0.88 (t, J = 6.8 Hz, 3H) 13C NMR (100 

MHz, CDCl3) δ 71.8, 63.5, 52.2 (d, J = 15 Hz), 31.9, complex spectra between 30-29, assigned 

as 13 carbons, 25.9, 22.7, 14.1. 
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Figure 4.29: 1H NMR of 2-(octadecyl-1-oxy)ethanesulfonyl fluoride (4.8) 
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Figure 4.30: 13C NMR of 2-(octadecyl-1-oxy)ethanesulfonyl fluoride (4.8) 
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2-(pent-4-yn-1-yloxy)ethanesulfonyl fluoride - Compound 4.9 was synthesized using General 

Method A. 1.35 mmol 4-pentyn-1-ol was reacted with 2.70 mmol ethenesulfonyl fluoride in the 

presence of 0.135 mmol triphenylphosphine for 36h. Compound was purified twice using 

column chromatography (100% DCM, then 5% EtOAC/hexanes) to yield Compound 4.9 as a 

pure colorless oil. 1H NMR (400 MHz, CDCl3) δ 3.96 (td, J = 1.6, 6 Hz, 2H), 3.67-3.61 (m, 4H), 

2.32 (td, 2.4, 7.2 Hz, 2H) 1.98 (t, 2.8 Hz, 1H), 1.82 (p, 6, 6.8 Hz, 2H). 13C NMR (100 MHz, 

CDCl3) δ 83.5, 69.7, 68.8, 63.6, 51.2 (d, J = 16 Hz), 28.2, 15.0.  
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Figure 4.31: 1H NMR of 2-(pent-4-yn-1-yloxy)ethanesulfonyl fluoride (4.9) 
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Figure 4.32: 13C NMR of 2-(pent-4-yn-1-yloxy)ethanesulfonyl fluoride (3.9) 
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2-(hept-6-yn-1-yloxy)ethanesulfonyl fluoride - Compound 4.10 was synthesized using General 

Method A. 1.35 mmol 6-heptyn-1-ol was reacted with 1.49 mmol ethenesulfonyl fluoride in the 

presence of 0.135 mmol triphenylphosphine for 36h. Compound was purified twice using 

column chromatography (100% DCM, then 5% EtOAC/hexanes) to yield Compound 4.10 as a 

pure colorless oil. 1H NMR (400 MHz, CDCl3) δ 3.91 (td, J = 6, 1.6 Hz, 2H), 3.64-3.60 (m, 2H), 

3.50, (t, J = 6.4 Hz, 2 H), 2.20 (td, J = 6.8, 2.6 Hz, 2 H) 1.94, (t, J = 2.7 Hz, 1 H), 1.63-1.42 (m, 

6H). 13C NMR (100 MHz, CDCl3) δ 84.4, 71.5, 68.3, 62.5, 51.2 (d, J = 15 Hz), 28.9, 28.3, 25.1, 

18.3 
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Figure 4.33: 1H NMR of 2-(hept-6-yn-1-yloxy)ethanesulfonyl fluoride (4.10) 
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Figure 4.34: 13C NMR of 2-(hept-6-yn-1-yloxy)ethanesulfonyl fluoride (4.10) 
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Chapter 5: Investigation of the impact of ethanol and small-molecule GHSR 

inverse agonist on ghrelin acylation: The intersection of ghrelin signaling and 

addictive behavior. 

 

The work performed herein is a part of a multi-lab collaborative team that investigated ghrelin 

production and signaling from enzyme to cell to organism to patient, and has been published in 

two papers: “Initial Pharmacological Characterization of a Major Hydroxy Metabolite of PF-

5190457: Inverse Agonist Activity of PF-6870961 at the Ghrelin Receptor”, 1 and “A closer look 

at alcohol-induced changes in the ghrelin system: novel insights from preclinical and clinical 

data.” 2 

I performed the testing of ethanol and inverse agonist and inverse agonist metabolites for GOAT 

inhibition in these publications.  
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5.1 Introduction 

5.1.1 Ethanol administration alters the ghrelin axis 

Recent studies have indicated that ghrelin signaling is linked to the neuropharmacology of 

addiction in addition to its canonical orexigenic effect. 3-7 Stimulation of the mesolimbic 

dopaminergic system results in dopamine release in local neurons. Located in the ventral 

tegmental area (VTA) of the brain, release of dopamine in this area is associated with the reward 

pathways triggered through pleasurable behaviors like feeding or drugs of abuse, including 

alcohol. 8-12 Ghrelin injections into the VTA have been shown to release dopamine in a manner 

consistent with the activation of this reward pathway. 13 This ability for ghrelin to alter the brain 

response to pleasurable stimuli led to the examination of ghrelin in the context of altered seeking 

behaviors, including drug addiction. Other studies have positively correlated ghrelin levels to 

alcohol cravings. 14-17 Furthermore, recent fMRI studies have indicated that increased ghrelin 

levels are significantly associated with alcohol cue-induced brain response, while an increase in 

total ghrelin level does not induce the same response. 18, 19 Ghrelin has been shown to modulate 

alcohol cravings and alcohol seeking behavior through GHSR, as rats treated with GHSR 

antagonists or GSHR knockout rats exhibit lowered alcohol preference. 20 

Administration of ethanol in rats has been shown to decrease the levels of both ghrelin and 

total ghrelin, which is reflected in a reduction of plasma ghrelin in humans upon exposure to 

ethanol. 21-25 This further extends to patients with alcohol use disorder (AUD), who exhibit 

reduced levels of ghrelin compared to non-AUD controls. 17 Patients with AUD who actively 

consume alcohol exhibit lower levels of ghrelin than patients who abstain. 17 A study performed 

with patients in hospital treatment for alcohol addiction reported that ghrelin levels were 

significantly increased in this cohort, even when corrected for BMI. 26, 27 Over the course of 
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patient withdrawal, plasma ghrelin levels continued to increase but could not be correlated to 

craving experienced by the subjects. 26 In humans, intravenous (IV) administration of ghrelin 

increases self-reported alcohol craving, alcohol self-administration, and functional magnetic 

resonance imaging (fMRI) response to alcohol in the amygdala. 28, 29 The contrast between the 

effects of ghrelin on the ability to stimulate alcohol cravings under acute treatment with the 

evidence of lowered ghrelin upon administration of ethanol indicate a relationship between 

ethanol and ghrelin that is not yet fully characterized. Exploration of the effects of GOAT 

inhibition on alcohol use disorder (AUD) and other substances is desired due to the potential 

therapeutic value of ghrelin inhibition in treating these conditions6, 30 

 

5.1.2 PF-6870961 and PF-5190457 are potential GOAT inhibitors 

PF-5190457, is  a recently discovered  spiro-azetidino-piperidine compound developed 

by Pfizer with the ability to modulate Type II Diabetes (T2D) through the modulation of GHSR. 

31 PF-5190457 was shown to have in vitro and ex vivo activity against GHSR, acting as an 

inverse agonist by decreasing the normal constitutive activity of the receptor. 31-33 In humans, PF-

5190457 at was shown to decrease ghrelin-induced GH secretion by 77% and gastric emptying 

time by 20%, indicating modulation of GH levels through inverse agonism of GHSR. 34 Studies 

at the NIH have identified that PF-5190457 had no effects on alcohol metabolism in rats, 

combined with behavior modification consistent with reduced alcohol and food craving. 35 

Continued studies identified a novel major human metabolite of PF-5190457 which was 

characterized as a hydroxy addition on the piperidine group of PF-5190457 to produce the 

metabolite deemed PF-6870961 (Figure 5.1). The potential effects of these molecules on GOAT 
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activity needed to be understood to understand the physiological effects of these molecules and 

fully characterize their pharmacological profiles.  
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Figure 5.1: Structure and metabolism of PF-5190457, inverse agonist of GHSR. PF-5190457 

is oxidized in humans, giving rise to PF-6870961, novel metabolite of PF-5190457. Figure taken 

with permission from Deschaine et. al, 2023. 1 © 2023 American Society for Pharmacology and 

Experimental Therapeutics. 
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5.2 Results 

5.2.1 GOAT is not affected by physiological levels of ethanol 

Since the levels of ghrelin are indicated to decrease under administration of ethanol in 

both rodents and humans, it was desired to test the possibility that direct ethanol inhibition of 

hGOAT-catalyzed ghrelin acylation is responsible for a decrease in acylated ghrelin production. 

21-24, 29, 36 Therefore, we assayed GOAT acylation activity in vitro in increasing concentrations of 

ethanol using membrane protein from Sf9 cells expressing hGOAT. Ethanol was tested at 

concentrations representing intracellular ethanol levels ranging from sub-intoxicating (1 mM) to 

grossly (lethal) intoxicating (87 mM) doses. 37, 38 We found that ghrelin acylation by GOAT was 

not dose-dependently inhibited by ethanol over this physiologically relevant concentration range, 

with less than 20% inhibition observed at the highest concentration tested (Figure 5.2). 

 Complementary studies were performed by our collaborations to elucidate the mechanism 

of ghrelin suppression by consumed alcohol for potential treatment of AUD. Analysis of ghrelin 

and total grelin levels performed by Mehdi Farokhnia (Johns Hopkins Bloomberg School of 

Public Health), Sara L. Deschaine (National Institute of Health), and Lorenzo Leggio (National 

Institute of Health) found that both acyl- and total ghrelin levels are decreased after alcohol 

intake, regardless of administration route. The effects of alcohol were found to be independent of 

GHSR, as GHSR rat knockouts still exhibit a reduced ghrelin level upon treatment with alcohol 

(Adriana Gregory-Flores, Lia J. Zallar, Renata C. N. Marchette, Brendan J. Tunstall, Leandro F. 

Vendruscolo; National Institute of Health). Furthermore, the reduction in baseline ghrelin levels 

in AUD patients is not a result of altered GHSR, GHRL, or MBOAT4 (GOAT) gene expression 

in the brain, as mRNA expression of these proteins was not found to be significantly altered 

patients with AUD. Epithelial cells grown in the presence of alcohol exhibit no significant  
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Figure 5.2: Inhibition profile of ethanol against hGOAT. Effects of increasing ethanol 

concentration on hGOAT activity. Physiologically relevant concentrations (1 mm – 88 mM) of 

ethanol were added to reaction mixtures containing 70 µg membrane protein, 1.5 µM 

GSSFLCAcDan, and 300 µM octanoyl-CoA and allowed to react for 30 minutes. Trial 1 and Trial 

2 are independent replications of the same experiment. Figure reused with permission from 

Deschaine et Al (2022). 2 © 2022 Society for the Study of Addiction 
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decrease in ghrelin secretion, indicating that ghrelin secretion is unaffected by physiological 

levels of alcohol (Barath K. Mani and Jeffrey M. Zigman; UT Southwestern Medical Center). 

Finally, rats treated with a calorically equivalent amount of alcohol or sucrose were found to 

have exhibited a decrease in ghrelin levels when treated with alcohol, while no such decrease 

was exhibited in those treated with sucrose in the same timeframe (Mehdi Farokhnia, Sara L. 

Deschaine, Adriana Gregory-Flores, Lia J. Zallar, Renata C. N. Marchette, Brendan J. Tunstall, 

George F. Koob, Leandro F. Vendruscolo, Lorenzo Leggio). 2 

5.2.2 GOAT is not affected by either PF-6870961 and PF-5190457 

To determine whether the GHSR inverse agonist PF-5190457 and its metabolite PF-6870961 

could interfere with ghrelin acylation activity of GOAT, PF-5190457 and PF-6870961 were 

tested for hGOAT inhibitory activity. PF-5190457 was limited in testing due to poor solubility 

and did not appreciably inhibit hGOAT at the highest tested concentration (~30% inhibition at 

195 μM), exhibiting no evidence for concentration-dependent inhibition. PF-6870961 also did 

not inhibit hGOAT, with less than 20% inhibition at 1000 μM. (Figure 5.3). PF-5190457 and 

PF-6870961 did not inhibit GOAT enzymatic activity, indicating that neither the parent nor the 

metabolite compounds suppress ghrelin acylation through direct inhibition of GOAT. 
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Figure 5.3: Inhibition of hGOAT by GSHR inverse agonist PF-5190457, metabolite PF-

6870961, and known hGOAT inhibitor NSM-48. a.) Effect of PF-5190457 at 10-195 µM and 

PF-6870961 at 10-1000 µM in comparison to known GOAT inhibitor, NSM-48, at 10–1000 µM. 

%hGOAT activity = octanoylation of ghrelin mimetic GSSFLCNH2 peptide in presence of 

inhibitor expressed as a percentage of that in the absence of inhibitor and is normalized to 

vehicle condition. b.) Structure of NSM-48 provided for reference. Data represents mean and 

individual values from independent experiments. n = 2-4.  hGOAT = human ghrelin O-

acyltransferase. Data has been published in Deschaine et. Al (2023) and is reused with 

permission. 1 © 2023 American Society for Pharmacology and Experimental Therapeutics. 
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5.3 Discussion 

5.3.1 Ethanol, PF-6870961 and PF-5190457 do not affect AUD through inhibition of ghrelin 

octanoylation 

We found that ghrelin acylation by GOAT was not dose-dependently inhibited by ethanol 

over a physiologically relevant concentration range. While GOAT may not be affected by 

ethanol, collaborators in this study did find that alcohol administration led to a reduction in 

ghrelin levels. Gene expression of GHRL, GHSR, and MBOAT4 was not appreciably changed in 

AUD when compared to control groups. 2 Further experiments indicated that no direct interaction 

between ethanol and ghrelin modulation could be observed, suggesting that ghrelin reduction is 

likely a result of indirect effects, possibly a result of caloric load. While plausible, previous 

experiments indicate that ghrelin levels do not correlate to caloric intake from ethanol. 39  

 PF-5190457 has been found to lower self-reported food craving following food cue 

exposure, possibly by interacting with the ghrelin axis through modulation of GOAT activity. 35, 

40-44 Both PF-5190457 and PF-6870961 did not inhibit GOAT enzymatic activity, indicating that 

both the parent and metabolite compounds do not suppress ghrelin acylation, even with both 

compounds suppressing food intake in rats, suggesting modulation of the hunger response 

through an unknown alternative mechanism. 1  

 

5.3.2 Insights on methods of action of PF-6870961 and PF-5190457 

Initial clinical work had not analyzed the effects of treatment with PF-05190457 on 

ghrelin levels directly, instead focusing on GH release and interaction of the molecule with 

GHSR to cause inverse agonism. 45 Recent studies analyzed levels of both ghrelin and total 
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ghrelin both upon treatment with PF-5190457, and subsequent alcohol dosing post-treatment, 

finding a significant decrease in the ghrelin/total ghrelin ratio as an effect of drug dosage. 35 This 

finding indicated that the effects of PF-5190457 on GH secretion may be in part due to this 

reduction in the ghrelin/total ghrelin ratio, and the potential for the novel hydroxymetabolite PF-

6870961 to contribute to the alteration of the ghrelin/total ghrelin ration is currently unknown. 

The modulation of this axis by both molecules could be the result of preventing acylation of 

ghrelin through direct inhibition of GOAT, decreasing the ghrelin concentration in serum. The 

lack of inhibition of GOAT by PF-5190457 and the metabolite PF-6870961 in our study 

precludes this possibility, indicating the lowered ghrelin/total ghrelin axis is a result of an as-yet-

unknown alternative pathway. 

Injections of PF-6870961 into rats fed ab libitum reduced food intake in both fed and 

fasting populations. These effects were eliminated when repeated on GHSR knockout rats, 

indicating that the effects of PF-6870961 are modulated through GHSR. Computational analysis 

of PF-5190457 and PF-6870961 with GHSR indicates the differentially hydroxylated moiety 

interacts with the majorly hydrophobic cleft between TMD2 and TMD3, potentially giving 

reason for the 25-fold lower affinity of PF-6870961 due to the unfavorable polarity increase in 

this contact. 46 Accordingly, PF-6870961 is not as efficient an inverse agonist of GHSR, being 

around 25 times less potent than PF-5190457, and alanine substitution of polar residues that 

interact with the hydroxylated moiety of the metabolite reduce inhibition of GHSR. 46 Contrary 

to this finding, comparison of effective inhibitory concentrations of PF-5190457 and PF-

6870961 revealed that PF-6870961 had the highest potency for the GHSR recruitment of β-

arrestin, chosen to indicate the effect on downstream signaling. 1, 47 This may be an indication of 

higher receptor reserves for the metabolite than the parent compounds, although further studies 
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will be needed in this area. This does provide an exciting insight into the structure-activity 

relationship of this interaction, due to the compounds differing by only a hydroxyl group.  

 GHSR inverse agonist PF-5190457 and its hydroxylated metabolite PF-6870961 each 

bind GHSR, with the hydroxylation resulting in distinct differences in the binding and inverse 

agonist abilities of these compounds. Human studies of PF-5190457 and PF-6870961 in the 

plasma in humans indicate that the metabolite circulates at approximately 25% of the 

concentration of the parent compound. 1 The presence of these two compounds with distinct 

activities indicate that the observed effects of treatment with PF-5190457 are likely a 

combination of the parent compound and the metabolite. The contribution of PF-6870961 in 

humans is currently unknown, and in vivo work supporting the ability of the metabolite to cause 

a reduction in food intake was performed at concentrations exceeding the potential circulating 

metabolite concentrations in humans, limiting the potential impact of this compound. 

 

  



308 
 

 

5.4 Conclusion 

While exposure to ethanol reduces ghrelin and total ghrelin levels, the mechanism of the 

interaction with the ghrelin axis is currently unknown. 21-25 One potential solution to this interaction 

would be the direct inhibition of GOAT by ethanol. We have shown that hGOAT is not inhibited 

by ethanol. This data was used in support of further investigation of the ghrelin axis in alcohol use 

disorder, finding that neither GHSR nor GOAT are required for the modulation of the ghrelin 

system. In addition, ghrelin secretion from gastric mucosal cells is not inhibited by ethanol, and 

the variation of ghrelin cannot be attributed to caloric intake. 2 In conclusion, ethanol suppresses 

ghrelin without direct interaction with the ghrelin system, and further study is needed to elucidate 

the physiological basis for this effect. 

Continuing the investigation of the GHSR inverse agonist PF-5190457, we determined 

that PF-5190457 and the metabolite PF-6870961 do not exert their anorexic effects through 

inhibition of GOAT. This data was used to support findings improving insights into the 

mechanism of action of these two compounds and their effects on the modulation of hunger cues 

through GHSR. These findings suggest that PF-5190457 should consider additional activity due 

to formation of the active hydroxymetabolite, PF-6870961, while providing insight into future 

GHSR antagonists. 

 There are a growing number of GHSR modulators in the literature, and few of these 

molecules have been characterized for their effects on the other canonical ghrelin-binding 

protein: GOAT. 48-55 As GHSR modulators have been shown to impact the ghrelin levels in 

plasma and bind both GHSR and GOAT, it is imperative that molecules that impact the ghrelin 

signaling pathway are evaluated for their potential effects on GOAT. 35, 56 
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5.5 Materials and Methods 

5.5.1 General Methods 

Methyl arachidonyl fluorophosphonate (MAFP, Cayman Chemical, Ann Arbor, MI) was 

diluted in DMSO from a stock in methyl acetate. Absolute ethanol was purchased from Pharmco 

(Brookfield, CT). Octanoyl-coenzyme A (Octanoyl-CoA, CoALA Biosciences, Austin, TX) was 

diluted to 5 mM in 10 mM Tris-HCl pH 7.0 and stored in low adhesion tubes at -80°C until use. 

The ghrelin-mimetic GSSFLCNH2 peptide substrate was commercially synthesized by Sigma-

Genosys (The Woodlands, TX) in Pepscreen format. The GSSFLCNH2 peptide was solubilized in 

1:1 acetonitrile/water solution and stored at -80°C. The peptide concentration was determined 

spectrophotometrically at 412 nm by reaction of the cysteine thiol with 5,5’dithiobis (2-

nitrobenzoic acid) using an ϵ412 of 14,150 M-1 cm-1 57. Peptide substrates were fluorescently 

labeled with acrylodan and purified via reverse phase HPLC as previously reported. hGOAT was 

expressed and enriched in insect (Sf9) membrane protein fractions using a previously published 

procedure 58, 59.  

Membrane proteins fractions from Sf9 cells expressing hGOAT were thawed on ice and 

then homogenized by passage through an 18-gauge needle ten times. Ethanol working stocks 

(5.44 mM, 10.87 mM, 21.74 mM, 43.48 mM, 65.22 mM, and 86.96 mM) were prepared by serial 

dilution. Assays were performed with 70 µg of membrane protein as determined by Bradford 

assay. For each set of eleven assays, a master mix (495 µL) was prepared containing 2.5 mM 

HEPES, 10 µM methyl arachidonyl fluorophosphonate (MAFP), and 770 µg membrane protein. 

The master mix was aliquoted (44 µL) into each low-adhesion microcentrifuge tube, followed by 

addition of 1 µL of the appropriate ethanol stock. The reaction mixture was then pre-incubated 

for 30 min at room temperature in a sealed microcentrifuge tube. Reactions were initiated by the 
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addition of octanoyl-CoA (300 µM final concentration) and GSSFLCAcDan peptide (1.5 µM final 

concentration) to yield a final reaction volume of 50 µL. Reactions were incubated for 1 h at 

room temperature while sealed, and then stopped by addition of 50 µL of 20% acetic acid in 

isopropanol. Membrane proteins were then removed via precipitation with 16.7 µL of 20% 

trichloroacetic acid followed by centrifugation (1000 x g, 1 min). The supernatant was then 

analyzed via reverse-phase HPLC as described previously 60, 61. GOAT acylation activity was 

determined by substrate and product peak integration in the presence of either ethanol or water 

(vehicle). Percent activity for each reaction was calculated using equations 5.1 and 5.2 58. 

(5.1)      % peptide octanoylation = 
fluorescence of octanoylated peptide

total peptide fluorescence (substrate and product)
 

(5.2)      % activity = 
% peptide octanoylation in presence of inhibitor

% peptide octanoylation in absence of inhibitor
 

 

5.5.2 Ghrelin O-acyltransferase (GOAT) Activity Assay with PF-5190457 and PF-6870961 

PF-6870961 and PF-5190457 were received as a gift from the Leggio laboratory (NIH).  

Methyl arachidonyl fluorophosphonate (MAFP, Cayman Chemical, Ann Arbor, MI) was diluted 

in DMSO from a stock in methyl acetate. Octanoyl coenzyme A (octanoyl CoA, CoALA, Austin, 

TX USA) was diluted to 5 mM in 10 mM Tris-HCl pH 7.0 and stored in low adhesion tubes at -

80°C until use. The ghrelin-mimetic GSSFLCNH2 peptide substrate was commercially 

synthesized by Sigma-Genosys (The Woodlands, TX USA) in Pepscreen format. The 

GSSFLCNH2 peptide was solubilized in 1:1 acetonitrile/water solution and stored at -80°C. 

Peptide concentration was determined spectrophotometrically at 412 nm by reaction of the 

cysteine thiol with 5,5’dithiobis(2-nitrobenzoic acid) using an ϵ412 of 14,150 M-1 cm-157. Peptide 
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substrates were fluorescently labeled with acrylodan and purified via reverse phase high-

performance liquid chromatography (HPLC), as previously reported 58, 61. Human GOAT 

(hGOAT) was expressed and enriched in insect (Sf9) membrane protein fractions using a 

previously published procedure 58, 61, 62. Membrane proteins fractions from Sf9 cells expressing 

hGOAT were thawed on ice, then homogenized by passage through an 18-gauge needle ten 

times. Assays were performed with 10 µg of membrane protein as determined by Bradford assay. 

For each set of ten samples, a 440 µL master mix was prepared containing 2.5 mM N-2-

hydroxyethylpiperazine-N-2-ethane sulfonic acid (HEPES), 10 µM methyl-arachidonyl 

fluorophosphate (MAFP), and 110 µg membrane protein. 40 µL of the master mix was aliquoted 

into each low-adhesion microcentrifuge tube. Compounds PF-6870961 and the previously 

reported GOAT inhibitor NSM-48 were diluted in DMSO to concentrations of 0.5 mM, 5.0 mM, 

and 50 mM prior to addition to the reaction mixture 62. Due to solubility limitations, compound 

PF-5190457 was solubilized in DMSO to concentrations of 0.1 mM, 1.0 mM, 1.95 mM prior to 

addition to the reaction mixture. 1 µL of inhibitor stock and 4 µL DMSO (5 µL of PF-5190457 

stocks) were added to each reaction and allowed to preincubate for 30 min at room temperature. 

Reactions were initiated by the addition of octanoyl CoA (300 µM final concentration) and 

GSSFLCAcDan peptide (1.5 µM final concentration) to yield a final reaction volume of 50 µL. 

Reactions were incubated for 30 min at room temperature while sealed and then stopped by 

addition of 50 µL of 20% acetic acid in isopropanol. Membrane proteins were then removed via 

precipitation with 16.7 µL of 20% trichloroacetic acid followed by centrifugation (1000 x g, 1 

min). The supernatant was analyzed via reverse-phase HPLC, as previously described 61. GOAT 

acylation activity was determined by substrate and product peak integration in the presence of 
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either sample or vehicle (DMSO). Percent activity was calculated using the Equations 5.1 and 

5.2, as above. 
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Appendix III: Reprint permission for Reference 1, Chapter 5 
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Appendix IV: Reprint Permission for Reference 2, Chapter 5 
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6.1 Introduction 

 Ghrelin is a unique peptide hormone both for its activation through the posttranslational 

addition of  an octanoyl moiety, and for its primary role in the stimulation of hunger.1-5 With 

expression detected in the stomach, heart, pituitary, hypothalamus, duodenum, jejunum, ileum, 

colon, lung, pancreas, and kidneys, the role of ghrelin in physiology is widespread and still under 

investigation.6-12 The overall lack of consensus on the effects of ghrelin is in part due to the 

availability of two forms of ghrelin – the acylated form (called ghrelin) and the des-acyl ghrelin, 

which have differing physiological effects. While ghrelin must be acylated for the activation of 

the endogenous GHSR, des-acyl ghrelin has been shown to act as an insulin secretagogue while 

also increasing insulin sensitivity.6, 13 In contrast, the acylated form of ghrelin reduces insulin 

sensitivity.13, 14 As the ratio of acyl to des-acyl ghrelin appears to play a role in insulin 

sensitivity, modulation of ghrelin acylation opens potential avenues to addressing insulin 

signaling insufficiency in Type II diabetes. Since ghrelin has been shown to interact with other 

physiological pathways, including obesity and addiction, controlling the ghrelin to des-acyl 

ghrelin ratio is of interest in treating pathophysiologies related to these conditions.15-19 

 Membrane-bound O-acyltransferases (MBOATs) are a class of enzymes characterized by 

their shared role in acyl transfer reactions.20 Beyond the function, MBOATs share a conserved 

histidine and asparagine/arginine shown to be essential in catalysis.21-24 The location of these 

proposed catalytic residues has only recently been identified in several MBOAT structures, 

including DltB, ACAT1, ACAT2, DGAT1, and PORCN.25-29 The publication of these structures 

has finally allowed a comparison of the structures of the MBOATs, revealing the family utilizes 

a catalytic core containing the conserved histidine, which resides with a transmembrane channel.  

Comparison of the protein-modifying MBOATs GOAT, PORCN, and HHAT reveals the 
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transmembrane channel extends to the cytosolic and luminal faces of the enzymes, consistent 

with their role in bringing together the acyl donor with the ER-synthesized substrate protein.29-31 

While the structures of these enzymes and the location of the conserved residues within are an 

exciting step forward in the understanding of these proteins, the mechanism by which GOAT and 

other MBOATs catalyze the acylation of their substrates is not yet proven. Insights into MBOAT 

mechanisms would allow for the development of molecules capable of a treating a broad range 

of conditions, including cancer (DGAT1, HHAT, PORCN), Alzheimer’s Disease (ACAT1), and 

Type II Diabetes (GOAT).32-35 

 GOAT is a therapeutic target of interest due to its unique role as the only known octanoyl 

acyl transferase and preproghrelin being the only predicted substrate for GOAT.36, 37 These 

idiosyncrasies limit the potential unintended effects of inhibiting GOAT, making targeting 

GOAT with inhibitors a reasonable strategy in controlling obesity, type II diabetes, and 

addiction. Contributing to the limited number of small-molecule inhibitors available for 

therapeutic trials is a lack of understanding of the GOAT acylation mechanism and limited 

insight into the binding site or sites for current small-molecule inhibitors. With the studies 

described in this thesis, we achieved progress on all of these issues: putting in place a foundation 

for further differentiation of the mechanism of GOAT, as well as developing a high-throughput 

assay while using this assay to discover several new lead molecules capable of inhibiting GOAT. 
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6.2 Mechanism-based inhibitors of GOAT  

Efforts towards the understanding the mechanisms of several MBOATs have suggested a 

catalytic role for the conserved asparagine and histidine residues found in MBOAT family 

members. A study on chicken lysophophatidylcholine acyltransferase 3 (cLPCAT3) revealed the 

H388 residue lines up with the arachidonoyl-CoA substrate, with the authors suggesting a one-

step acyl-transfer reaction catalyzed by the activation of the thioether and the nucleophilic acyl 

acceptor.38 A similar result was also obtained in the mechanistic study of human hedgehog 

acyltransferase (hHHAT), which also placed the palmitoyl-CoA substrate close to the H379 and 

N339 residues, activating the nucleophilic Hedgehog substrate to attack the CoA thioether 

bond.30, 31 The structure of human diacylglycerol O-acyltransferase 1 (hDGAT1) takes this 

further, with the catalytic H415 located and positioned such that the it may be partially 

deprotonated by the nearby E416, leading to the activation of the diacylglycerol substrate as a 

nucleophile in a direct transfer reaction.28 The ability for multiple classes of privileged 

electrophiles to inhibit GOAT supports activation of a nucleophile by general base, likely the 

conserved H338. The inhibition profile of the isocoumarins, sulfonyl fluorides, and diphenyl 

phosphonates leads to a serine or threonine acting as the activated nucleophile due to the 

reactivity profile of these molecules. Whether the GOAT mechanism proceeds through a direct 

transfer mechanism or an acyl-enzyme intermediate, as well as the location and identity of the 

nucleophilic residues involved are under investigation. 
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6.3 Development of a high-throughput screen for GOAT inhibitors 

 The high-throughput screen developed in this work allowed for the rapid detection and 

characterization of three novel hGOAT inhibitors. While the assay is not a replacement for the 

HPLC-based assay currently used by the Hougland lab for the detection of GOAT activity, it 

supplements and complements the HPLC assay. The swift generation of a positive or negative 

indication of the inhibitory potential of molecules represents a jump forward in the ability of the 

lab to screen and generate molecules of interest without relying on expensive acyl-ghrelin 

detecting ELISA kits. The three molecules found in the validation of the screen share similar 

characteristics, as all bind in the transmembrane channel indicated in the structural model of 

GOAT and are octanoyl-CoA competitive regardless of specific binding contacts. In addition, all 

three molecules share a highly planar, heterocyclic-containing structure comparable to the 

structures of similarly acyl-competitive compounds from Takeda Pharmaceutical.39  While none 

of the identified molecules exhibit potencies below mid-micromolar, SAR studies and rational 

design of inhibitors to maximize binding contacts based on the initial findings of these scaffolds 

are underway. These studies aim to increase the potency of similar compounds to generate 

molecules of pharmaceutically relevant potency. The development of new scaffolds in the hunt 

for small-molecule modulators of GOAT activity represent novel avenues of research in 

developing treatments for obesity, type II diabetes, and addiction. 
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6.4 Identification of novel GOAT inhibitors reveals insight into consensus inhibitor binding 

domain 

 Due to the previously undetermined structure of GOAT, the nature of the binding 

interactions of literature inhibitors such as those discovered at Eli Lily and Takeda were 

unknown other than their octanoyl-CoA competitive behavior.39, 40 The recent development of a 

computational model of GOAT allowed binding studies to be performed, which indicate that 

these literature inhibitors share a consensus binding domain consisting of three sub-regions in the 

transmembrane channel. These regions were designated as the obligate binding domain (O), and 

two supplemental domains (S1 and S2). The obligate binding domain can be represented as the 

area around W351, the residue that acts as the cap at the end of the octanoyl-CoA binding pocket 

of GOAT. Alanine mutation of W351 has been shown to allow GOAT to catalyze the transfer of 

longer-chain acyl groups to labeled ghrelin peptide truncations, consistent with the findings that 

compounds interacting with this residue are octanoyl-CoA competitive.41 While mutation of 

residues in the obligate binding domain did not lead to lowered potency of Takeda A, studies are 

under way to determine whether this behavior is consistent in Takeda B, which is similarly 

octanoyl-CoA competitive. Understanding how these literature inhibitors bind GOAT could 

allow for rational development of new therapeutics using the previously-identified inhibitors as 

the starting point for new molecules. 
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6.5 Future developments in the understanding of GOAT 

 As part of the studies presented here, mechanistic inhibitors of GOAT were developed 

that implicated an activated serine or threonine as a potential nucleophile in an acyl-enzyme 

intermediate acylation of ghrelin. The ability of these molecules to form covalent interactions 

only with activated nucleophiles has the ability to lead to the determination of the GOAT active 

site. Molecules that contain an alkyne could allow for the conjugation of a tag to the active site 

through a [3+2] cycloaddition.42-44 Due to the covalent nature of the bonds formed, this tag 

would allow identification of the activated residue. Work is currently underway with the goal of 

using an alkyne-containing mechanistic probe to attach a TAMRA-azide fluorophore to the 

labeled nucleophile. Loss of TAMRA labeling upon mutation of the potential nucleophile as 

evaluated through in-gel fluorescence and colocalization with a positive anti-GOAT Western 

blot will allow for identification of the active site. 

 While GOAT was originally canonically localized to the endoplasmic reticulum, recent 

reports of localized ghrelin acylation in the hippocampus and marrow adipocytes has challenged 

the notion that the ER is the sole site of ghrelin acylation.16, 45, 46 The extent and physiological 

relevance of GOAT localization to the cell surface and acting on extracellular ghrelin is currently 

under investigation, but may give rise to the ability to have localized areas of high ghrelin to alter 

the ghrelin/desacyl-ghrelin axis. GOAT being exposed to extracellular circulation opens 

potential uses for GOAT to be used as a biomarker in disease. GOAT has been shown to be 

overexpressed in prostate cancer, and the recent development of fluorescent ligands that 

specifically bind to surface-exposed GOAT may allow for early detection of prostate cancers 

through non-invasive imaging methods.47, 48 This approach may be further developed for other 

cancers that overproduce GOAT, including certain breast and endocrine cancers.49-51 The 
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identification of the GOAT active site would allow for rational design of molecules capable of 

binding GOAT, increasing the availability of the enzyme as a biomarker in these conditions. As 

such, the discovery of potential mechanism-based inhibitors of GOAT provides an avenue to 

elucidate the active site, and develop new therapeutic and diagnostic probes for GOAT. 
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