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Human N-Acetyltransferase 1 and 2
Differ in Affinity Towards
Acetyl-Coenzyme A Cofactor and
N-Hydroxy-Arylamine Carcinogens

David W. Hein*, Mark A. Doll and Mariam R. Habil

Department of Pharmacology and Toxicology, University of Louisville School of Medicine, Louisville, KY, United States

Arylamine N-acetyltransferases catalyze the transfer of acetyl groups from the endogenous
cofactor acetyl coenzyme A (AcCoA) to arylamine (N-acetylation) and N-hydroxy-arylamine
(O-acetylation) acceptors. Humans express two arylamine N-acetyltransferase isozymes
(NAT1 and NAT2) which catalyze both N- and O-acetylation but differ in genetic regulation,
substrate selectivity, and expression in human tissues. We investigated recombinant
human NAT7 and NAT2 expressed in an Escherichia coli JM105 and
Schizosaccharomyces pombe expression systems as well as in Chinese hamster ovary
(CHO) cells to assess the relative affinity of AcCoA for human NAT1 and NAT2. NAT1 and
NAT2 affinity for AcCoA was higher for recombinant human NAT1 than NAT2 when
catalyzing N-acetylation of aromatic amine carcinogens 2-aminofluroene (AF), 4-
aminobiphenyl (ABP), and p-naphthylamine (BNA) and the metabolic activation of
N-hydroxy-2-aminofluorene (N-OH-AF) and N-hydroxy-4-aminobiphenyl (N-OH-ABP)
via O-acetylation. These results suggest that AcCoA level may influence differential
rates of arylamine carcinogen metabolism catalyzed by NAT1 and NAT2 in human
tissues. Affinity was higher for NAT2 than for NAT1 using N-OH-AF and N-OH-ABP as
Substrate consistent with a larger active site for NAT2. In conclusion, following
recombinant expression in bacteria, yeast, and CHO cells, we report significant
differences in affinity between human NAT1 and NAT2 for its required co-factor
AcCoA, as well as for N-hydroxy-arylamines activated via O-acetylation. The findings
provide important information to understand the relative contribution of human NAT1 vs
NAT2 towards N-acetylation and O-acetylation reactions in human hepatic and
extrahepatic tissues.

Keywords: acetyl coenzyme A, arylamine N-acetyltransferase 1, arylamine N-acetyltransferase 2, N-acetylation,
O-acetylation, affinity

INTRODUCTION

N-acetyltransferase 1 (NAT1) and 2 (NAT2) catalyze the N-acetylation of carcinogenic arylamines.
Following N-hydroxylation by cytochrome P450s, NAT1 and NAT?2 catalyze the O-acetylation of
their N-hydroxylated metabolites to unstable N-acetoxy metabolites which bind to DNA leading to
mutagenesis and carcinogenesis (Windmill et al., 1997; Wang et al., 2019). Genetic polymorphisms
in NAT1 or NAT?2 are associated with increased cancer risk at numerous sites (reviewed in Hein
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et al., 2000; Agundez, 2008) including urinary bladder (Garcia-
Closas et al., 2005) and head and neck (Mohammadi et al., 2021)
cancers.

NATI and NAT2 open reading frames are 87% identical and
their proteins differ only in 55 amino acids (Hein et al., 2000). The
crystal structures, three-dimensional modeling, and docking
simulations show that the substrate binding pocket in NAT1 is
smaller than that of NAT2 as a consequence of amino acid residue
substitutions at positions 127 and 129, namely R127 and Y129 in
NATI as opposed to S127 and S129 in NAT2 (Wu et al., 2007;
Zhou et al., 2013). The two bulkier amino acids reduce the volume
of the NAT1 pocket by ~40% compared to NAT2. In addition, a
change from V93 in NAT1 to F93 in NAT2 introduces a bump in
the van der Waals surface of the pocket in NAT2, thereby
significantly altering the shape of the binding pocket likely
contributing to substrate specificity (Wu et al., 2007; Zhou
et al., 2013). For example, NAT1 shows substrate specificity
for p-aminobenzoic acid while NAT2 shows substrate
specificity for sulfamethazine (Doll et al, 2010). Whereas
previous studies have investigated the substrate specificity of
human NAT1 and NAT2 for N-acetylation (Hein et al.,, 1993;
Leggett et al., 2021), no study to our knowledge has investigated
NAT1 and NAT2 affinity for the O-acetylation of N-hydroxy-
arylamines.

Metabolic activation of N-OH-AF and N-OH-ABP via
O-acetylation is catalyzed by recombinant human NAT1 and
NAT?2 expressed in bacteria (Hein et al., 1993, Hein et al., 1995;
Doll and Hein, 2017), yeast (Fretland et al., 2002), and both COS-
1 (Zang et al., 2007; Zhu et al., 2011) and Chinese hamster ovary
(CHO) (Millner et al., 2012; Baldauf et al., 2020) cells. N-OH-
ABP metabolic activation via O-acetylation also has been
reported in cryopreserved human hepatocytes (Doll et al,
2010). CHO cells expressing CYPIA2 and rapid acetylator
NAT2*4 exhibit greater DNA adducts and mutations than
CHO cells expressing CYPIA2 and slow acetylator NAT2*5B
following incubations with low concentrations of 2-
aminofluorene (AF) and 4-aminobiphenyl (ABP) (Baldauf
et al,, 2020) suggesting an important role of NAT2-catalyzed
O-acetylation in the metabolic activation of arylamine
carcinogens in tissues expressing NAT2.

AcCoA binds to cysteine 68 (Rodrigues-Lima et al., 2001;
Rodrigues-Lima and Dupret, 2002) in a catalytic triad of Cys-68,
His-107, Asp-122 in both NAT1 and NAT2 (Sinclair et al., 2000).
Previous determinations of human NAT1 and NAT?2 affinity for
AcCoA were conducted for recombinant NAT2 expressed in
bacteria (Hein et al., 1993) and recombinant NAT1 expressed in
yeast (Zhu and Hein, 2008) with substrates specific for NATI1-
and NAT2-catalyzed N-acetylation. Arylamine carcinogens such
as 2-aminofluorene (AF), 4-aminobiphenyl (ABP) and
-naphthylamine (BNA) undergo N-acetylation catalyzed by
human NAT1 and NAT2 following recombinant expression in
bacteria (Hein et al., 1993) or yeast (Leggett et al., 2021) and thus
are more appropriate to use for comparing human NAT1 and
NAT?2 affinity for AcCoA.

Previous investigations (Minchin et al.,, 1992; Probst et al.,
1992; Hein et al, 1993)  reported  that the
O-acetylation of N-hydroxy-2-aminofluorene (N-OH-AF) and
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N-hydroxy-4-aminobiphenyl (N-OH-ABP) was catalyzed by
both human NAT1 and NAT2. Although NAT1 “appeared” to
be more selective for the N-hydroxy derivatives of carboxylic
arylamine carcinogens (Minchin et al., 1992; Hein et al., 1993),
this has not to our knowledge been the focus of a more robust
investigation comparing their substrate affinities for human
NAT1 and NAT2.

MATERIALS AND METHODS

Expression of Recombinant Human

N-Acetyltransferase 1 and 2 in Bacteria
Recombinant expression of human NATI1*4 and NAT2*4 (the
reference or “wild-type” human NAT1 and NAT?2 alleles) in
bacteria was performed as previously described (Hein et al.,
1993). Briefly, JM105 bacteria harboring human NATI*4 or
NAT2*4 plasmids were prepared and grown up overnight in
Luria-Bertani (LB) medium containing 100 pug/ml ampicillin (LB-
Amp) at 37°C. Fresh LB-Amp broth was re-inoculated and
NAT1- and NAT2-expression bacteria and grown to
approximately 0.5 ODgoonm-  Isopropyl B -D-
thiogalactopyranoside (1 mM) was added to the broth for
induction, and the cultures were grown for an additional 3 h.
The cells were harvested by centrifugation, then resuspended in
20 mM sodium phosphate buffer, pH 7.4, containing 1 mM
EDTA and DTT, 10uM leupeptin and 100 puM
phenylmethylsulfonyl fluoride to 5% of original culture
volume. The cells were sonicated for 6 x 30s on ice. Lysates
were centrifuged to pellet bacterial debris. Protein concentrations
of bacterial lysates were determined by a Bio-Rad dye-binding
method (Bradford, 1976). Enzyme velocities were then
normalized relative to the quantity [arbitrary units (U)] of
immunoreactive NAT1 or NAT2 protein detected by Western
immunoblot analysis. Bacterial lysates (50 ug) containing NAT1
or NAT2 were mixed with SDS-polyacrylamide gel sample buffer
containing 5% (final) B -mercaptoethanol and boiled for 5 min.
The protein samples were separated on 12% SDS-polyacrylamide
gels, electrophoretically transferred to Immuno-Lite membranes
(Bio-Rad, Richmond, CA) and reacted to polyclonal rabbit
antiserum raised against purified human NAT2 (kindly
provided by Dr. Denis Grant, University of Toronto).
Chemiluminescent detection was achieved with an Immuno-
Lite kit (Bio-Rad, Richmond, CA) following manufacturer’s
instructions as previously described (Zenser et al., 1996).

The lysates were assayed for AF N-acetyltransferase and
N-hydroxy-AF ~ or  N-hydroxy-ABP  O-acetyltransferase
activities as described below.

AF N-Acetyltransferase Assays

The N-acetylation of AF was determined by measuring 2-
acetylaminofluorene  product after separation by high
performance liquid chromatography (HPLC) as previously
described (Doll and Hein, 2017). The reaction mixture (100 pl)
contained bacterial lysate and 100 uM AF and AcCoA. AF and
AcCoA were purchased from Sigma Chemicals, St. Louis, MO.
Duplicate reactions were performed at AcCoA concentrations
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ranging from 0.031 to 10 mM. Control reactions were conducted
in the absence of AcCoA.

N-OH-AF and N-Hydroxy-ABP

O-Acetyltransferase Assays

AcCoA-dependent metabolic activation of [ring->H]N-OH-AF
and [ring—3H]N—OH—ABP (Chemsyn Science Laboratories, Inc
(Lenexa, KS) to DNA adducts was conducted as previously
described (Hein et al.,, 1993; Hein et al., 1995; Doll and Hein,
2017). The reaction mixture contained 20 mM sodium phosphate
buffer (pH 7.4), 1 mM DTT, 1 mM EDTA, 100 uM [ring—3H]
N-OH-AF or [ring->’H]N-OH-ABP, 1 mg/ml calf thymus DNA
(Sigma Chemicals, St. Louis, MO), AcCoA and suitably diluted
bacterial lysate. For determinations of N-OH-AF and N-OH-ABP
affinity, concentrations of N-hydroxy substrate varied from 5 to
1,000 uM in the presence of 300 uM AcCoA except for N-OH-AF
catalyzed by NAT2 where AcCoA concentration was 1,000 uM.
For determination of AcCoA affinity, concentrations of AcCoA
ranged from 0.006 to 10 mM in the presence of 100 uM N-OH-
AF. Control reactions were conducted in the absence of AcCoA.

Expression of Recombinant Human

N-Acetyltransferase 1 and 2 in Yeast

Recombinant human NAT1 and NAT?2 were stably expressed in
yeast (Schizosaccharomyces pombe) as previously described
(Fretland et al., 2001a; 2001b). Quantitation of specific human
NATI1 and NAT2 protein in yeast lysates has been described
(Fretland et al, 200la; 2001b). O-acetyltransferase assays
containing yeast lysate, AcCoA, 1 mg/ml deoxyguanosine (dG),
and N-OH-AF or N-OH-ABP substrate were incubated at 37°C
for 10 min as previously described (Hein et al., 2006a). N-OH-AF
and N-OH-ABP were purchased from Toronto Research
Chemicals, Toronto, Canada; dG was purchased from Sigma
Chemicals, St. Louis, MO. Control reactions were conducted
in the absence of AcCoA. For determination of apparent Km,
N-hydroxy-arylamine concentrations ranged from 1.95 to
2,000uM in the presence of 1mM AcCoA. AcCoA
concentrations ranged from 4.5 to 5,000 uM in the presence of
500 uM N-hydroxy-arylamine. HPLC separation was achieved
using a gradient of 80:20 sodium perchlorate pH 2.5:
acetonitrile to 50:50 sodium perchlorate pH 2.5: acetonitrile
over 3 min and dG-C8-arylamine adduct was detected at 300 nm.

Expression of Human N-Acetyltransferase 1

and 2 in Chinese Hamster Ovary Cells

To further investigate AcCoA affinity for human NAT1 and
NAT2, we incorporated UV5-CHO cells that express human
CYP1Al and NAT1 (constructed to reflect extrahepatic
metabolism) and human CYP1A2 and NAT2 (constructed to
reflect hepatic metabolism). The CHO cells expressing CY1A1 or
CYP1A2 and NAT1 or NAT2 were constructed previously to
assess DNA damage and mutagenesis in situ following exposure
to arylamine carcinogens. These CHO cells also were used to
investigate the relative affinity of AcCoA for NAT1 and

N-Acetyltransferase AcCoA and Substrate Affinity

NAT2 in vitro as described below. The construction and
characterization of CHO cells expressing human NATI*4 with
NAT1b promotor (Millner et al., 2012) and NAT2*4 (Metry et al.,
2007) including quantitation of specific human NATI and NAT2
protein (Salazar-Gonzalez et al., 2020) has been described
previously. Briefly, UV5/CHO cells were stably transfected
with a single FRT integration site using Flp-In System from
Invitrogen (Metry et al., 2007). The UV5/FRT cells was modified
by stable integration of human CYPIAI and NATI (Millner et al.,
2012) or CYP1A2 and NAT2 (Metry et al, 2007). The NATI-
transfected cells were characterized for N-acetylation of
p-aminobenzoic acid, a NATI-selective substrate (Millner
et al., 2012) and the NAT2-transfected cells were characterized
for N-acetylation of sulfamethazine, a NAT2-selective substrate
(Metry et al., 2007). ABP and BNA N-acetyltransferase assays on
NATI- and NAT2-transfected CHO cells were carried out as
described below.

ABP and BNA N-Acetyltransferase Assays

N-acetyltransferase assays containing CHO cell lysates expressing
human NAT1 or NAT2, ABP (300 uM) or BNA (250 or 62.5 uM
for NAT1 and NAT?2 respectively) and AcCoA (31.3-5,000 uM)
were incubated at 37°C for 60 min. ABP and BNA were purchased
from Sigma Chemicals, St. Louis, MO. Reactions were terminated
by the addition of 1/10 volume of 1 M acetic acid and the reaction
tubes were centrifuged for 10 min to precipitate protein. The
amount of acetyl-ABP produced was determined following
separation and quantitation by high performance liquid
chromatography as described previously (Habil et al., 2020).
Control reactions were conducted in the absence of AcCoA.
The amount of acetyl-BNA produced was determined
following separation and quantitation by HPLC subjected to a
gradient of 85% 20mM sodium perchlorate pH 2.5/15%
acetonitrile to 35% 20 mM sodium perchlorate pH 2.5/65%
acetonitrile over 10min, then to 85% 20mM sodium
perchlorate pH 2.5/15% acetonitrile over 5 min onto a 125 X
4 mm 100 RP-100 5 uM C18 column. Retention times for BNA
and acetyl-BNA were 3.97 and 10.1 min, respectively. Absorbance
was detected at 260 nm.

Data Analysis

Protein concentrations were measured using the Bio-Rad assay
kit (Hercules, CA, United States). Apparent Km values were
calculated using the Michaelis-Menten program in Graphpad
Prism software (San Diego, CA, United States) and differences in
apparent Km between human NAT1 and NAT2 were tested for
significance by unpaired t-test (2-tailed). Apparent Vmax values
normalized to immunoreactive NAT protein were calculated
following recombinant expression of human NATI and NAT2
in bacteria.

RESULTS AND DISCUSSION

We investigated recombinant human NATI and NAT?2 expressed
in an Escherichia coli JM105 and Schizosaccharomyces pombe
expression systems as well as in Chinese hamster ovary (CHO)
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cells to assess the relative affinity of AcCoA for human NAT1 and
NAT2. NAT1 and NAT2 affinity for AcCoA was higher for
recombinant human NAT1 than NAT2 when -catalyzing
N-acetylation of aromatic amine carcinogens AF, ABP, and
BNA and the metabolic activation of N-hydroxy-AF and
N-hydroxy-ABP via O-acetylation (Figure 1). Following
recombinant expression of human NAT1 and NAT2 in yeast,
the higher affinity of recombinant human NAT1 for AcCoA
compared to human NAT2 when catalyzing the metabolic
activation of N-hydroxy-ABP and N-hydroxy-AF via
O-acetylation was confirmed (Figure 2). These results suggest
that AcCoA level may influence differential rates of carcinogenic
aromatic amine metabolism catalyzed by NAT1 and NAT2 in
human tissues. In tissues where both NAT1 and NAT2 are
expressed, low AcCoA levels may favor greater catalysis by
NATI than NAT2.

AcCoA is an essential intermediate in diverse metabolic
pathways, and cellular AcCoA levels fluctuate according to
extracellular nutrient availability and the metabolic state of the
cell (Shi and Tu, 2015). Thus, AcCoA levels are highly variable
dependent upon several factors including fasted versus fed states.
High AcCoA amounts occur in “growth” or “fed” states and
promote its utilization for lipid synthesis and histone acetylation.
In contrast, under “survival” or “fasted” states, AcCoA levels are
lower because it is preferentially directed into the mitochondria to
promote mitochondrial-dependent activities such as the synthesis
of ATP and ketone bodies. Many methods used to measure
AcCoA are inaccurate in part due to its instability (Sidoli
et al, 2019). AcCoA levels have been reported in hepatic and
extrahepatic tissues (Shurubor et al., 2020) and in human breast
cancer cells (Stepp et al., 2019) on a per cell basis or on a per unit
of protein which is not directly applicable to the Km values
reported in our study. Cellular AcCoA concentrations of
approximately 20-200 uM has been reported (Henry et al,
2015) which is within the range of NAT1 AcCoA Km but is
much lower than the NAT2 AcCoA Km determined in our study.
It also should be emphasized that the AcCoA Km determined

in vitro in our study is an apparent Km dependent upon the
concentration of the co-substrate N-hydroxy-arylamine.
Nevertheless, as may be the case with the acetylation of
histones, the  O-acetylation of  N-hydroxy-arylamine
carcinogens catalyzed by NAT2 may be restricted by
availability of AcCoA. When AcCoA levels rise or fall, it may
modify the relative contribution of NAT1 versus NAT2 towards
arylamine carcinogen metabolism in tissues in which both NAT1
and NAT?2 are expressed.

NATI and NAT2 Vmax were not compared following
recombinant expression in bacteria, COS-1 cells or CHO cells
as the results are determined by the expression system which
likely differs between NAT1 and NAT?2. Although, outside of
scope of the present study, measurement of NAT1 and NAT2
Vmax in human tissues would be much more relevant and would
surely vary considerably between different human tissues, as has
been shown for catalytic activities. For example, in the liver where
NAT?2 is highly expressed and NAT1 is not, acetylation will be
catalyzed primarily by NAT2 despite the lower AcCoA Km for
NAT1. However, in extrahepatic tissues where NAT1 is highly
expressed and NAT2 is not, acetylation will be catalyzed
primarily by NAT1, and this selectively is enhanced further by
the higher affinity of NAT1 than NAT2 for AcCoA.

Previous studies showed that acetylation of the active site
cysteine in NATI1 protects it from proteosomal degradation
(Butcher et al,, 2004) and that NAT1 but not NAT2 catalyzes
hydrolysis of acetyl CoA to form acetyl and CoA in a folate-
dependent manner (Laurier et al., 2014; Stepp et al., 2015). The
apparent AcCoA Km for hydrolysis catalyzed by recombinant
human NAT1 was reported as 54.3 uM (Stepp et al., 2015) which
falls within the range of AcCoA apparent Km values determined
with human recombinant NATI1 towards arylamine and
N-hydroxy-arylamine carcinogens following recombinant
expression from bacteria (Figure 1) and yeast (Figure 2). A
previous investigation (Zhu and Hein, 2008) of AcCoA apparent
Km for recombinant NAT1 expressed from COS-1 cells was
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determined at a high concentration (750 uM) of the aromatic
amine substrate p-aminobenzoic acid, which likely resulted in
elevated apparent AcCoA Km.

Following publication of high-resolution crystal structures of
human NAT1 and NAT2 (Wu et al, 2007) three amino acid
differences were identified for CoA binding (Zhou et al, 2013)
that may be a factor for our results showing higher AcCoA
affinity for NAT1 than NAT2. The N6 of the coenzyme A
adenine ring forms a single hydrogen bond with serine-287 in
NAT?2 which is changed to phenylalanine-287 in NAT1. Leucine-
288 generates van der Waals contacts with the pantothenate moiety
of CoA but this is changed to phenylalanine-288 in NAT1. The
carbonyl group of the pantothenate moiety establishes a hydrogen
bond with serine-216 in NAT1 which is changed to valine-216
in NATI.

Recombinant human NAT1 and NAT? affinity for N-OH-AF
and N-OH-ABP was higher for human NAT2 than for NAT1
following recombinant expression from bacteria (Figure 3) or
yeast (Figure 4). This finding is consistent with the 40% larger
size of the active site for NAT2 (Wu et al,, 2007). Indeed, the
smaller NAT1 active site precludes the O-acetylation of
N-hydroxy-heterocyclic amines (Minchin et al, 1992; Probst
et al, 1992; Hein et al., 2006b; Lau et al., 2006). Previous
studies showed higher affinity of recombinant human NAT2
than NAT1 for arylamine carcinogens (Hein et al., 1993). Our
findings are consistent with the NAT2-genotype-dependent
O-acetylation of N-OH-ABP observed in cryopreserved human
hepatocytes (Doll et al., 2010) in which both NAT1 and NAT?2 are
expressed. The higher affinity of N-OH-AF and N-OH-ABP for
human NAT?2 also is consistent with recent findings in which
CHO cells expressing CYPIA2 and rapid acetylator NAT2*4
experienced greater DNA adducts and mutations than CHO

cells expressing CYPIA2 and slow acetylator NAT2*5B
following incubations with low concentrations of AF and ABP
(Baldauf et al., 2020).

In conclusion, following recombinant expression in
bacteria, yeast, and CHO cells, we report significant
differences in affinity between human NATI and NAT2 for
its required co-factor AcCoA, as well as for the O-acetylation
of N-hydroxy-arylamines. The findings provide important
information to understand the relative contribution of
human NAT1 vs NAT2 towards N-acetylation and
O-acetylation reactions in human hepatic and extrahepatic
tissues. In addition to xenobiotic metabolism, the present
work may bring novel perspectives for the Phase II drug-
metabolizing enzyme NAT1 and NAT2 in the metabolism of
small molecule drugs.

DATA AVAILABILITY STATEMENT

The original contributions presented in the study are included in
the article/supplementary material, further inquiries can be
directed to the corresponding author.

AUTHOR CONTRIBUTIONS

MD and MH performed experiments, data analysis, edited the
manuscript. Approved final draft. DH performed data analysis,
wrote the manuscript; Approved final draft.

FUNDING

Portions of this work were funded by NIH grants P20-
GM113226; P42-ES023716; and P30-ES030283.

Frontiers in Pharmacology | www.frontiersin.org

February 2022 | Volume 13 | Article 821133


https://www.frontiersin.org/journals/pharmacology
www.frontiersin.org
https://www.frontiersin.org/journals/pharmacology#articles

Hein et al.

REFERENCES

Agundez, J. A. (2008). Polymorphisms of Human N-Acetyltransferases and Cancer
Risk. Curr. Drug Metab. 9 (6), 520-531. doi:10.2174/138920008784892083
Baldauf, K. J., Salazar-Gonzilez, R. A., Doll, M. A., Pierce, W. M., Jr., States, J. C.,
and Hein, D. W. (2020). Role of Human N-Acetyltransferase 2 Genetic
Polymorphism on Aromatic Amine Carcinogen-Induced DNA Damage and
Mutagenicity in a Chinese Hamster Ovary Cell Mutation Assay. Environ. Mol.

Mutagen 61 (2), 235-245. doi:10.1002/em.22331

Bradford, M. M. (1976). A Rapid and Sensitive Method for the Quantitation of
Microgram Quantities of Protein Utilizing the Principle of Protein-Dye
Binding. Anal. Biochem. 72, 248-254. doi:10.1006/abi0.1976.9999

Butcher, N. J., Arulpragasam, A., and Minchin, R. F. (2004). Proteasomal
Degradation of N-Acetyltransferase 1 Is Prevented by Acetylation of the
Active Site Cysteine: a Mechanism for the Slow Acetylator Phenotype and
Substrate-dependent Down-Regulation. J. Biol. Chem. 279 (21), 22131-22137.
doi:10.1074/jbc.M312858200

Doll, M. A,, and Hein, D. W. (2017). Genetic Heterogeneity Among Slow
Acetylator N-Acetyltransferase 2 Phenotypes in Cryopreserved Human
Hepatocytes. Arch. Toxicol. 91 (7), 2655-2661. doi:10.1007/s00204-017-
1988-8

Doll, M. A,, Zang, Y., Moeller, T., and Hein, D. W. (2010). Codominant Expression
of N-Acetylation and  O-Acetylation  Activities Catalyzed by
N-Acetyltransferase 2 in Human Hepatocytes. J. Pharmacol. Exp. Ther. 334
(2), 540-544. doi:10.1124/jpet.110.168567

Fretland, A. J., Doll, M. A,, Leff, M. A., and Hein, D. W. (2001a). Functional
Characterization of Nucleotide Polymorphisms in the Coding Region of
N-Acetyltransferase 1. Pharmacogenetics 11 (6), 511-520. doi:10.1097/
00008571-200108000-00006

Fretland, A. J., Doll, M. A., Zhu, Y., Smith, L., Leff, M. A., and Hein, D. W. (2002).
Effect of Nucleotide Substitutions in N-Acetyltransferase-1 on N-Acetylation
(Deactivation) and O-Acetylation (Activation) of Arylamine Carcinogens:
Implications for Cancer Predisposition. Cancer Detect. Prev. 26 (1), 10-14.
doi:10.1016/50361-090x(02)00005-3

Fretland, A. J., Leff, M. A,, Doll, M. A., and Hein, D. W. (2001b). Functional
Characterization of Human N-Acetyltransferase 2 (NAT2) Single Nucleotide
Polymorphisms. Pharmacogenetics 11 (3), 207-215. doi:10.1097/00008571-
200104000-00004

Garcia-Closas, M., Malats, N., Silverman, D., Dosemeci, M., Kogevinas, M., Hein,
D. W, et al. (2005). NAT2 Slow Acetylation, GSTM1 Null Genotype, and Risk
of Bladder Cancer: Results from the Spanish Bladder Cancer Study and Meta-
Analyses. Lancet 366 (9486), 649-659. doi:10.1016/S0140-6736(05)67137-1

Habil, M. R, Doll, M. A, and Hein, D. W. (2020). N-acetyltransferase 2 Acetylator
Genotype-dependent N-Acetylation of 4-aminobiphenyl in Cryopreserved
Human Hepatocytes. Pharmacogenet Genomics 30 (3), 61-65. doi:10.1097/
fpc.0000000000000394

Hein, D. W,, Doll, M. A, Fretland, A. J., Leff, M. A., Webb, S. J., Xiao, G. H., et al.
(2000). Molecular Genetics and Epidemiology of the NAT1 and NAT2
Acetylation Polymorphisms. Cancer Epidemiol. Biomarkers Prev. 9 (1), 29-42.

Hein, D. W,, Doll, M. A., Nerland, D. E., and Fretland, A. J. (2006a). Tissue
Distribution of N-Acetyltransferase 1 and 2 Catalyzing the N-Acetylation of 4-
aminobiphenyl and O-Acetylation of N-Hydroxy-4-Aminobiphenyl in the
Congenic Rapid and Slow Acetylator Syrian Hamster. Mol. Carcinog 45 (4),
230-238. doi:10.1002/mc.20164

Hein, D. W,, Doll, M. A,, Rustan, T. D., and Ferguson, R. J. (1995). Metabolic
Activation of N-Hydroxyarylamines and N-Hydroxyarylamides by 16
Recombinant Human NAT2 Allozymes: Effects of 7 Specific NAT2 Nucleic
Acid Substitutions. Cancer Res. 55 (16), 3531-3536.

Hein, D. W,, Doll, M. A, Rustan, T. D., Gray, K., Feng, Y., Ferguson, R. ], et al.
(1993). Metabolic Activation and Deactivation of Arylamine Carcinogens by
Recombinant Human NAT1 and Polymorphic NAT2 Acetyltransferases.
Carcinogenesis 14 (8), 1633-1638. doi:10.1093/carcin/14.8.1633

Hein, D. W., Fretland, A. J., and Doll, M. A. (2006b). Effects of Single Nucleotide
Polymorphisms in Human N-Acetyltransferase 2 on Metabolic Activation
(O-Acetylation) of Heterocyclic Amine Carcinogens. Int. J. Cancer 119 (5),
1208-1211. doi:10.1002/ijc.21957

N-Acetyltransferase AcCCoA and Substrate Affinity

Henry, R. A, Kuo, Y. M., Bhattacharjee, V., Yen, T. J., and Andrews, A. J. (2015).
Changing the Selectivity of P300 by Acetyl-CoA Modulation of Histone
Acetylation. ACS Chem. Biol. 10 (1), 146-156. doi:10.1021/cb500726b

Lau, E. Y., Felton, J. S., and Lightstone, F. C. (2006). Insights into the O-Acetylation
Reaction of Hydroxylated Heterocyclic Amines by Human Arylamine
N-Acetyltransferases: a Computational Study. Chem. Res. Toxicol. 19 (9),
1182-1190. doi:10.1021/tx0600999

Laurieri, N., Dairou, J., Egleton, J. E., Stanley, L. A., Russell, A. J., Dupret, ]. M., et al.
(2014). From Arylamine N-Acetyltransferase to Folate-dependent Acetyl CoA
Hydrolase: Impact of Folic Acid on the Activity of (HUMAN)NATI and its
Homologue (MOUSE)NAT2. PLoS One 9 (5), €96370. doi:10.1371/journal.
pone.0096370

Leggett, C. S., Doll, M. A, States, J. C., and Hein, D. W. (2021). Acetylation of
Putative Arylamine and Alkylaniline Carcinogens in Immortalized Human
Fibroblasts Transfected with Rapid and Slow Acetylator N-Acetyltransferase 2
Haplotypes. Arch. Toxicol. 95 (1), 311-319. doi:10.1007/s00204-020-02901-4

Metry, K. ], Zhao, S., Neale, J. R., Doll, M. A, States, J. C., McGregor, W. G., et al.
(2007). 2-amino-1-methyl-6-phenylimidazo [4,5-b] Pyridine-Induced DNA
Adducts and Genotoxicity in Chinese Hamster Ovary (CHO) Cells
Expressing Human CYPIA2 and Rapid or Slow Acetylator
N-Acetyltransferase 2. Mol. Carcinog 46 (7), 553-563. doi:10.1002/mc.20302

Millner, L. M., Doll, M. A., Cai, ., States, J. C., and Hein, D. W. (2012). NATb/
NAT1%*4 Promotes Greater Arylamine N-Acetyltransferase 1 Mediated DNA
Adducts and Mutations Than NATa/NAT1*4 Following Exposure to 4-
aminobiphenyl. Mol. Carcinog 51 (8), 636-646. d0i:10.1002/mc.20836

Minchin, R. F., Reeves, P. T., Teitel, C. H., McManus, M. E., Mojarrabi, B., Ilett, K.
F., et al. (1992). N-and O-Acetylation of Aromatic and Heterocyclic Amine
Carcinogens by Human Monomorphic and Polymorphic Acetyltransferases
Expressed in COS-1 Cells. Biochem. Biophys. Res. Commun. 185 (3), 839-844.
doi:10.1016/0006-291x(92)91703-s

Mohammadi, H., Roochi, M. M., Sadeghi, M., Garajei, A., Heidar, H., Ghaderi, B.,
et al. (2021). Association of N-Acetyltransferases 1 and 2 Polymorphisms with
Susceptibility to Head and Neck Cancers-A Meta-Analysis, Meta-Regression,
and Trial Sequential Analysis. Medicina (Kaunas) 57 (10). doi:10.3390/
medicina57101095

Probst, M. R., Blum, M., Fasshauer, 1., D’Orazio, D., Meyer, U. A., and Wild, D.
(1992). The Role of the Human Acetylation Polymorphism in the Metabolic
Activation of the Food Carcinogen 2-Amino-3-Methylimidazo[4,5-F]quinoline
(IQ). Carcinogenesis 13 (10), 1713-1717. doi:10.1093/carcin/13.10.1713

Rodrigues-Lima, F., Deloménie, C., Goodfellow, G. H., Grant, D. M., and Dupret,
J. M. (2001). Homology Modelling and Structural Analysis of Human
Arylamine N-Acetyltransferase NAT1: Evidence for the Conservation of a
Cysteine Protease Catalytic Domain and an Active-Site Loop. Biochem. J. 356
(Pt 2), 327-334. doi:10.1042/0264-6021:3560327

Rodrigues-Lima, F., and Dupret, J. M. (2002). 3D Model of Human Arylamine
N-Acetyltransferase 2: Structural Basis of the Slow Acetylator Phenotype of the
R64Q Variant and Analysis of the Active-Site Loop. Biochem. Biophys. Res.
Commun. 291 (1), 116-123. doi:10.1006/bbrc.2002.6414

Salazar-Gonzdlez, R. A., Doll, M. A, and Hein, D. W. (2020). Human Arylamine
N-Acetyltransferase 2 Genotype-dependent  Protein  Expression in
Cryopreserved Human Hepatocytes. Sci. Rep. 10 (1), 7566. doi:10.1038/
541598-020-64508-0

Shi, L, and Tu, B. P. (2015). Acetyl-CoA and the Regulation of Metabolism:
Mechanisms and Consequences. Curr. Opin. Cel Biol 33, 125-131. d0i:10.1016/
j.ceb.2015.02.003

Shurubor, Y. I, Cooper, A. J. L., Krasnikov, A. B., Isakova, E. P, Deryabina, Y. L,
Beal, M. F,, et al. (2020). Changes of Coenzyme A and Acetyl-Coenzyme A
Concentrations in Rats after a Single-Dose Intraperitoneal Injection of
Hepatotoxic Thioacetamide Are Not Consistent with Rapid Recovery. Int.
J. Mol. Sci. 21 (23). doi:10.3390/ijms21238918

Sidoli, S., Trefely, S., Garcia, B. A., and Carrer, A. (2019). Integrated Analysis of
Acetyl-CoA and Histone Modification via Mass Spectrometry to Investigate
Metabolically Driven Acetylation. Methods Mol. Biol. 1928, 125-147. doi:10.
1007/978-1-4939-9027-6_9

Sinclair, J. C., Sandy, J., Delgoda, R., Sim, E., and Noble, M. E. (2000). Structure of
Arylamine N-Acetyltransferase Reveals a Catalytic Triad. Nat. Struct. Biol. 7 (7),
560-564. doi:10.1038/76783

Frontiers in Pharmacology | www.frontiersin.org

February 2022 | Volume 13 | Article 821133


https://doi.org/10.2174/138920008784892083
https://doi.org/10.1002/em.22331
https://doi.org/10.1006/abio.1976.9999
https://doi.org/10.1074/jbc.M312858200
https://doi.org/10.1007/s00204-017-1988-8
https://doi.org/10.1007/s00204-017-1988-8
https://doi.org/10.1124/jpet.110.168567
https://doi.org/10.1097/00008571-200108000-00006
https://doi.org/10.1097/00008571-200108000-00006
https://doi.org/10.1016/s0361-090x(02)00005-3
https://doi.org/10.1097/00008571-200104000-00004
https://doi.org/10.1097/00008571-200104000-00004
https://doi.org/10.1016/S0140-6736(05)67137-1
https://doi.org/10.1097/fpc.0000000000000394
https://doi.org/10.1097/fpc.0000000000000394
https://doi.org/10.1002/mc.20164
https://doi.org/10.1093/carcin/14.8.1633
https://doi.org/10.1002/ijc.21957
https://doi.org/10.1021/cb500726b
https://doi.org/10.1021/tx0600999
https://doi.org/10.1371/journal.pone.0096370
https://doi.org/10.1371/journal.pone.0096370
https://doi.org/10.1007/s00204-020-02901-4
https://doi.org/10.1002/mc.20302
https://doi.org/10.1002/mc.20836
https://doi.org/10.1016/0006-291x(92)91703-s
https://doi.org/10.3390/medicina57101095
https://doi.org/10.3390/medicina57101095
https://doi.org/10.1093/carcin/13.10.1713
https://doi.org/10.1042/0264-6021:3560327
https://doi.org/10.1006/bbrc.2002.6414
https://doi.org/10.1038/s41598-020-64508-0
https://doi.org/10.1038/s41598-020-64508-0
https://doi.org/10.1016/j.ceb.2015.02.003
https://doi.org/10.1016/j.ceb.2015.02.003
https://doi.org/10.3390/ijms21238918
https://doi.org/10.1007/978-1-4939-9027-6_9
https://doi.org/10.1007/978-1-4939-9027-6_9
https://doi.org/10.1038/76783
https://www.frontiersin.org/journals/pharmacology
www.frontiersin.org
https://www.frontiersin.org/journals/pharmacology#articles

Hein et al.

Stepp, M. W., Mamaliga, G., Doll, M. A,, States, J. C., and Hein, D. W. (2015).
Folate-dependent Hydrolysis of Acetyl-Coenzyme A by Recombinant Human
and Rodent Arylamine N-Acetyltransferases. Biochem. Biophys. Rep. 3, 45-50.
doi:10.1016/j.bbrep.2015.07.011

Stepp, M. W,, Salazar-Gonzilez, R. A., Hong, K. U,, Doll, M. A., and Hein, D. W.
(2019). N-Acetyltransferase 1 Knockout Elevates Acetyl Coenzyme A Levels
and Reduces anchorage-independent Growth in Human Breast Cancer Cell
Lines. J. Oncol. 2019, 3860426. doi:10.1155/2019/3860426

Wang, S., Hanna, D., Sugamori, K. S., and Grant, D. M. (2019). Primary Aromatic
Amines and Cancer: Novel Mechanistic Insights Using 4-aminobiphenyl as a
Model Carcinogen. Pharmacol. Ther. 200, 179-189. doi:10.1016/j.pharmthera.
2019.05.004

Windmill, K. F.,, McKinnon, R. A,, Zhu, X, Gaedigk, A., Grant, D. M., and
McManus, M. E. (1997). The Role of Xenobiotic Metabolizing Enzymes in
Arylamine Toxicity and Carcinogenesis: Functional and Localization Studies.
Mutat. Res. 376 (1-2), 153-160. doi:10.1016/s0027-5107(97)00038-9

Wu, H., Dombrovsky, L., Tempel, W., Martin, F., Loppnau, P., Goodfellow, G. H.,
et al. (2007). Structural Basis of Substrate-Binding Specificity of Human
Arylamine N-Acetyltransferases. J. Biol. Chem. 282 (41), 30189-30197.
doi:10.1074/jbc.M704138200

Zang, Y., Doll, M. A,, Zhao, S., States, ]. C., and Hein, D. W. (2007). Functional
Characterization of Single-Nucleotide Polymorphisms and Haplotypes of
Human N-Acetyltransferase 2. Carcinogenesis 28 (8), 1665-1671. doi:10.
1093/carcin/bgm085

Zenser, T. V., Lakshmi, V. M., Rustan, T. D., Doll, M. A,, Deitz, A. C,, Davis, B. B.,
et al. (1996). Human N-Acetylation of Benzidine: Role of NAT1 and NAT2.
Cancer Res. 56 (17), 3941-3947.

N-Acetyltransferase AcCCoA and Substrate Affinity

Zhou, X., Ma, Z,, Dong, D., and Wu, B. (2013). Arylamine N-Acetyltransferases: a
Structural Perspective. Br. J. Pharmacol. 169 (4), 748-760. doi:10.1111/bph.
12182

Zhu, Y., and Hein, D. W. (2008). Functional Effects of Single Nucleotide
Polymorphisms in the Coding Region of Human N-Acetyltransferase 1.
Pharmacogenomics J. 8 (5), 339-348. doi:10.1038/sj.tpj.6500483

Zhu, Y., States, J. C., Wang, Y., and Hein, D. W. (2011). Functional Effects of
Genetic Polymorphisms in the N-Acetyltransferase 1 Coding and 3’
Untranslated Regions. Birth Defects Res. A. Clin. Mol. Teratol 91 (2), 77-84.
doi:10.1002/bdra.20763

Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.

Publisher’s Note: All claims expressed in this article are solely those of the authors
and do not necessarily represent those of their affiliated organizations, or those of
the publisher, the editors and the reviewers. Any product that may be evaluated in
this article, or claim that may be made by its manufacturer, is not guaranteed or
endorsed by the publisher.

Copyright © 2022 Hein, Doll and Habil. This is an open-access article distributed
under the terms of the Creative Commons Attribution License (CC BY). The use,
distribution or reproduction in other forums is permitted, provided the original
author(s) and the copyright owner(s) are credited and that the original publication
in this journal is cited, in accordance with accepted academic practice. No use,
distribution or reproduction is permitted which does not comply with these terms.

Frontiers in Pharmacology | www.frontiersin.org

February 2022 | Volume 13 | Article 821133


https://doi.org/10.1016/j.bbrep.2015.07.011
https://doi.org/10.1155/2019/3860426
https://doi.org/10.1016/j.pharmthera.2019.05.004
https://doi.org/10.1016/j.pharmthera.2019.05.004
https://doi.org/10.1016/s0027-5107(97)00038-9
https://doi.org/10.1074/jbc.M704138200
https://doi.org/10.1093/carcin/bgm085
https://doi.org/10.1093/carcin/bgm085
https://doi.org/10.1111/bph.12182
https://doi.org/10.1111/bph.12182
https://doi.org/10.1038/sj.tpj.6500483
https://doi.org/10.1002/bdra.20763
https://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/pharmacology
www.frontiersin.org
https://www.frontiersin.org/journals/pharmacology#articles

	Human N-Acetyltransferase 1 and 2 Differ in Affinity Towards Acetyl-Coenzyme A Cofactor and N-Hydroxy-Arylamine Carcinogens
	Introduction
	Materials and Methods
	Expression of Recombinant Human N-Acetyltransferase 1 and 2 in Bacteria
	AF N-Acetyltransferase Assays
	N-OH-AF and N-Hydroxy-ABP O-Acetyltransferase Assays
	Expression of Recombinant Human N-Acetyltransferase 1 and 2 in Yeast
	Expression of Human N-Acetyltransferase 1 and 2 in Chinese Hamster Ovary Cells
	ABP and BNA N-Acetyltransferase Assays
	Data Analysis

	Results and Discussion
	Data Availability Statement
	Author Contributions
	Funding
	References


