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The involvement of estrogens in carcinogenic processes
within the breast has been appreciated for a number of years
(1–3). The classical concept of estrogens as carcinogens recognizes the mitogenicity of estrogens via estrogen receptor (ER)mediated cellular events (1). More recently, as has been detailed
throughout this monograph (Chapters 3–5), the role of catechol
estrogens (CEs) as genotoxic chemical procarcinogens, independent of ER mediation, has been recognized (2–4). Although
estrogens and CEs differ with regard to the role of the ER in
mediating their carcinogenicity, they have in common the potential for “detoxification” via enzyme-mediated conjugation to
glucuronide, glutathione (GSH), methyl, and/or sulfate moieties
(2). In this chapter, we will discuss primary estrogen and CE
conjugation reactions, with particular emphasis on the biochemistry and molecular genetics of the human enzymes that catalyze
those reactions.
Estrogens exert biologic responses in steroid hormoneresponsive cells largely via interaction with ERs, members of a
superfamily of nuclear hormone receptors that act as ligandactivated transcription factors (5). There are two known ER
subtypes, ER␣ and ER␤ , which share similar estrogen affinities
but have dissimilar expression patterns and response to antiestrogens (5–7). The two most potent endogenous estrogens, esJournal of the National Cancer Institute Monographs No. 27, 2000

trone and 17␤-estradiol, are both ligands for the ERs, although
those receptors have higher affinity for 17␤-estradiol than for
estrone and it is 17␤-estradiol that is believed to be the predominant endogenous activator of ER-mediated cellular processes
(5). The most abundant circulating estrogen, however, is the
sulfate conjugate of estrone (8,9). The process by which estrogens, synthesized and secreted predominantly by the ovaries, are
transported to and exert their biologic effects in steroid hormone
target tissues is not completely understood. As will be discussed
in this chapter, estrogen conjugates, particularly estrone sulfates,
are believed to play an important role in that process (9–11).
Chemical carcinogenesis emerged as a scientific discipline
approximately 50 years ago (12,13). One of the principles of that
discipline is that compounds often require metabolic “activation” to form genotoxic and carcinogenic metabolites (12,13).
That process involves the establishment of a balance between
“activating” and “inactivating” metabolic pathways. The hypothesis that estrogens might contribute to the pathophysiology
of breast cancer as direct genotoxins (3,4) has raised the possibility of just such a balance between estrogen activation and
inactivation in those hypothetical genotoxic effects. Specifically,
oxidative reactions, often catalyzed by isoforms of the cytochromes P450, can result in the formation of CEs from parent
estrogens and, subsequently, semiquinones and quinones derived from CEs that are capable of forming either stable or
depurinating DNA adducts (14–16). Countering the effects of
these pathways of metabolic activation are enzymatic reactions
that inactivate the parent estrogens, the CEs, and quinones. Inactivation pathways involving conjugation reactions, such as
methylation, sulfation, glucuronidation, or conjugation with
GSH, will be detailed in this chapter. It is important to note that,
although a number of animal models have been developed to
facilitate the study of CE-mediated carcinogenesis, the focus of
this chapter will be primarily on the conjugation of estrogens
and CEs in humans. Although it has been hypothesized that
conjugated CEs may exhibit biologic activity (2), the focus of
this chapter is on conjugation as a detoxification mechanism.
Finally, conjugation pathways of both estrogens and CEs display large variations among individuals—often as a result of
common genetic polymorphisms. Therefore, the possibility
arises that common, inherited variations in enzymatic pathways
for estrogen bioactivation or in the inactivation of either the
parent compound or downstream metabolites might represent
individual risk factors for the occurrence of breast cancer. The
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The involvement of estrogens in carcinogenic processes
within estrogen-responsive tissues has been recognized for a
number of years. Classically, mitogenicity associated with
estrogen receptor-mediated cellular events was believed to
be the mechanism by which estrogens contributed to carcinogenesis. Recently, the possibility that estrogens might contribute directly to mutagenesis resulting from DNA damage
has been investigated. That damage is apparently a result of
the formation of catechol estrogens that can be further oxidized to semiquinones and quinones. Those molecules represent reactive oxygen species and electrophilic molecules
that can form depurinating DNA adducts, thus having the
potential to result in permanent nucleotide mutation. Conjugation of parent estrogens to sulfate and glucuronide moieties; of catechol estrogens to methyl, sulfate, and glucuronide conjugates; and of catechol estrogen quinones to
glutathione conjugates all represent potential “detoxification” reactions that may protect the cell from estrogenmediated mitogenicity and mutagenesis. In this chapter, the
biochemistry and molecular genetics of those conjugative
reaction pathways are discussed. When applicable, the involvement of specific enzymatic isoforms is presented. Finally, the activity of many of these conjugative biotransformation reactions is subject to large interindividual
variation—often due to the presence of common nucleotide
polymorphisms within the genes encoding those enzymes.
Functionally significant genetic polymorphisms that might
contribute to variable conjugation of estrogens and catechol
estrogens are also discussed. [J Natl Cancer Inst Monogr
2000;27:113–24]

molecular epidemiology of estrogen carcinogenesis is detailed in
Chapter 7. That chapter focuses on genetic polymorphisms that
have been studied as risk factors for estrogen-mediated carcinogenesis. This chapter will present the current state of knowledge
with regard to functionally significant genetic polymorphisms in
human genes encoding estrogen-conjugating enzymes, many of
them as yet untested as breast cancer risk factors.

ESTROGEN CONJUGATION
Biologic Role of Estrogen Conjugation
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Biochemistry of Estrogen Conjugation
Sulfation. Sulfate conjugation of estrogens is catalyzed by
several members of a superfamily of cytosolic sulfotransferase
(SULT) enzymes (27,28). SULT enzymes catalyze the transfer
of SO3− from 3⬘-phosphoadenosine-5⬘-phosphosulfate, the enzymatic cofactor, to, in the case of estrogens, phenolic acceptor
groups (28). Cytosolic SULTs are active as homodimers. Sulfation of estrone and 17␤-estradiol occurs at the 3-phenolic

Fig. 1. Conjugative pathways for estrone and 17␤-estradiol. Sulfation, desulfation, glucuronidation, and deglucuronidation reactions catalyzed by sulfotransferases (SULTs), steroid sulfatase, UDP-glucuronosyltransferase (UGTs), and
␤-glucuronidase, respectively, are shown.
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The endogenous formation of estrogen conjugates has long
been recognized as a major route of estrogen metabolism (17).
Both endogenous and synthetic exogenous estrogens are extensively biotransformed to estrogen conjugates in humans (Fig. 1)
(2,18). The most abundant circulating estrogen conjugates are
the sulfates, followed by the glucuronides. It is important to note
that conjugated estrogens are not appreciable ligands for the
ERs; thus, they do not promote ER-mediated activity (2). Intuitively, it was initially assumed that sulfate and glucuronide
conjugation of estrogens represented a pathway resulting in less
active, more polar, and more readily excreted estrogenic compounds. It is now appreciated, however, that estrogen sulfates
actually exhibit a much longer half-life than do the parent estrogens (2,8,11). Estrone sulfate is the most abundant circulating
estrogen, at concentrations approximately 10-fold higher than
unconjugated estrone (8). That finding, as well as increasing
knowledge about the transport and subsequent desulfation of
estrogen sulfates, has led to a widely held belief that sulfated
steroid hormones serve an important biologic role as steroid
hormone precursors, particularly for steroid hormone-responsive
tissues (2,9). An increasing body of scientific data supports the
hypothesis that sulfation and desulfation of estrogens may well
represent an endogenous system important in the regulation of
biologically active steroid hormones in target tissues (10,11).
Specifically, it is currently hypothesized that inactive estrone
sulfate is transported to target tissues via the circulatory system,
taken into target cells, most likely by organic anion transporters,
enzymatically hydrolyzed to estrone by intracellular membranebound steroid sulfatase (arylsulfatase C), and hydroxylated to
active 17␤-estradiol via catalysis by 17␤-hydroxysteroid dehydrogenases (2,11,18,19). 17␤-Estradiol activates the ER via ligand binding and initiates a number of downstream ERmediated events—most notably related to transcriptional
activation of those genes that contain DNA sequences that bind
and respond to activated ERs (5,18).
The transport of estrone sulfate into steroid hormoneresponsive cells is not well understood; however, some studies
(19,20) have shown that a human organic anion transporter
(Oatp1) has high affinity for both sulfate and glucuronide estrogen conjugates. Furthermore, this transporter is typically responsible for intracellular import of organic ions rather than the
efflux of these compounds out of the cell. The level of expression or activity of this transporter in human breast tissues has not
yet been reported. Many target tissues including the breast exhibit estrogen sulfation activities in addition to the ability to
desulfate estrogen sulfates (8,9). This “cycling” has been demonstrated in mammalian cells and, like phosphorylation and dephosphorylation of proteins during cell-signaling processes,
sulfation and desulfation of steroid hormones possibly represent
an intracellular regulatory mechanism for estrogenic activity

(Fig. 1) (8,11,21). Recognition of the importance of steroid sulfatase activity in the formation of intratumoral estrogens has
resulted in the development of a number of steroid sulfatase
inhibitors for the treatment of steroid hormone-responsive tumors (22,23).
Enzymes responsible for the glucuronidation and deglucuronidation of estrogens are also expressed in a variety of human
tissues, including the breast (24,25). Estrogen glucuronides have
received much less attention, however, than have the sulfate
conjugates as steroid hormone precursors, most likely because
they are less abundant and more readily cleared from the body
(2). Breast tumors and breast cancer cell lines express high levels of ␤-glucuronidase, the enzyme that catalyzes the hydrolysis
of estrogen glucuronides; however, appreciable estrogen glucuronide cycling in breast tissue has not been demonstrated (24).
Although the concept of estrogen glucuronides as steroid precursors has been underinvestigated, it is generally accepted that
glucuronidation of estrogens serves primarily a classical excretory role. Estrogen glucuronide conjugates are readily excreted
in both urine and bile (26).
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attention compared with sulfate conjugation. This is most likely
due to the perception that estrogen glucuronidation serves a
predominantly excretory role, secondary to sulfate conjugation.
It is clear that much further study of the glucuronidation of
estrogens is required before we can fully understand the biochemistry of this pathway and its role in affecting estrogen activity.
Molecular and Cellular Aspects of Estrogen Conjugation
Biochemical studies of estrogen conjugation provided much
knowledge about these important metabolic pathways. However,
there were also many questions left unanswered by these studies,
and we now have begun to be able to answer some of those
questions using the tools and further knowledge gained with the
advent of molecular biology. There are a surprising number of
SULT and UGT isoforms capable of contributing to the conjugation of estrogens. Those isoforms are often expressed in a
tissue-specific manner and are often under specific regulatory
control. Furthermore, a number of those conjugative enzymes
are encoded by genes known to harbor common genetic polymorphisms. These factors help explain many of the complexities
of estrogen conjugation—and this knowledge allows us to probe
estrogen conjugation reactions in a systematic fashion.
Sulfotransferases. The cloning of SULT genes and complementary DNAs (cDNAs) is a very active area of research (27).
Currently, there are at least 10 unique cytosolic SULT enzymes
known to be expressed in human tissue (27,42–45). On the basis
of amino acid sequence identity, those 10 human SULTs fall
within two families, SULT1 and SULT2. Subfamilies include
SULTs 1A, 1B, 1C, 1E, 2A, and 2B. The 1A, 1C, and 2B
families each have multiple members. Although amino acid
identity allows the classification of these enzymes into families
and subfamilies, members exhibit overlapping substrate affinities even across families. Estrone and 17␤-estradiol are substrates for SULT1A1, SULT1E1, and SULT2A1, although the
affinity of these enzymes for estrogens varies (Table 1) (27).
Overlapping substrate specificity of SULTs toward estrogens
complicates the study of estrogen sulfation. For example, the
high affinity of SULT1E1 for estrogen substrates suggests that
this enzyme plays a major role in the endogenous sulfation of
estrogens, and the activity of this enzyme in the liver likely
contributes significantly to the quantitatively large pool of circulating estrogen sulfates (29). It would be logical to hypothesize that this enzyme activity might be important in regulating
estrogen activity in breast tumors. However, studies have suggested that, although SULT1E1 appears to be expressed in normal breast epithelial cells, it is not highly expressed in breast
tumors or cell lines derived from breast tumors (46). SULT1A1
and, to a lesser extent, SULT2A1 appear to be the SULT isoforms primarily responsible for estrogen sulfation in breast tumors (46–48). These findings suggest that a specific SULT isoform may play a variable role in endogenous steroid hormone
sulfation, depending on the tissue and the disease of interest.
Relatively little is known about the regulation of SULT
genes. Although genes have been cloned for most of the human
SULT cDNAs and enzymes identified to date, the DNA sequences contributing to the promotion or regulation of transcription of those genes have not been well defined. Of the human
SULT genes cloned thus far, only SULT1E1 contains a canonical TATA box element, and experimentally determined sites of
transcription initiation appear to correspond to the location of
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group of the steroidal A ring (Fig. 1). Estrogen SULT activity
has been demonstrated in a variety of human tissues, including
liver, small intestine, kidney, placenta, uterus, adrenal gland, and
breast (29–33). The level of estrogen SULT activity in the human liver is high, and this activity is believed to contribute
significantly to the high circulating levels of estrone-3-sulfate
(29,30). Although from a quantitative perspective, sulfation of
estrogens in the liver is probably the most important overall
estrogen-conjugating activity in the body, sulfation of estrogens
in steroid target tissues, including the breast, has also been demonstrated and may well be important in affecting the biologic
activity of estrogens within those tissues (2,11).
Study of the association of estrogen SULT activity with
breast cancer has been an active area of research. Expression of
estrogen SULT activity within breast tumors has been reported
to correlate with the ER status of the tumor as well as with the
response of tumors to estrogens and adrenalectomy (33,34).
However, other studies have shown no such correlation or even
an inverse correlation (35). Such contradictory findings are indicative of the difficulty investigators have encountered in the
study of estrogen sulfation in steroid target tissues. As will be
discussed shortly, the reason for those difficulties has recently
been appreciated in that we now know that multiple SULT enzymes contribute to estrogen SULT activity and, importantly,
there is significant interindividual variation in the level of activity of the enzymes catalyzing the sulfation of estrogens
(27,30,36). Furthermore, SULTs are subject to profound substrate inhibition (32). The concentration of substrate at which
inhibition occurs differs among estrogen-sulfating isoforms such
that slight differences in experimental conditions would have
important implications in the interpretation of resulting data.
Glucuronidation. Estrogen glucuronidation is catalyzed by
several members of a superfamily of microsomal UDPglucuronosyltransferase (UGT) enzymes (25,37). UGTs catalyze
the conjugation of UDP-glucuronic acid, the UGT cosubstrate,
to a variety of endogenous and exogenous aglycones, including
steroid hormones (38). Whereas estrogens are sulfated predominantly at the 3 position, glucuronidation can occur at either the
3 or 17␤ hydroxyl group of steroidal hormones, with the 17␤
position being the apparent predominant site of glucuronidation
for 17␤-estradiol (Fig. 1). Glucuronidation of estrogens renders
those molecules less lipophilic and more readily excreted in both
urine and bile. 17␤-Glucuronides of estradiol are known to induce cholestasis, putatively via interaction with hepatocyte canalicular membrane efflux transporters such as MDR1 and
MRP2/cMOAT (39,40).
Steroid hormone glucuronidation has been observed in human liver, biliary epithelium, kidney, gut, prostate, ovary, and
breast (25,26,38). In a study comparing UGT activity in matched
breast ductal carcinoma and peritumoral tissues, the authors (24)
reported activity in tissues from only four of the 12 individuals
studied. Furthermore, in those four sample pairs, the level of
activity was fivefold lower in tumor tissue than in the peritumoral tissue. However, those studies were conducted with the
use of 4-methylumbelliferone as substrate (as opposed to an
estrogen), and it is not clear whether that activity correlates with
estrogen glucuronidation in the breast. Glucuronidation is a major route of androgen metabolism, and the study of this pathway
has received much attention in terms of its role in the pathophysiology of androgen-dependent diseases (41). However, the
role of estrogen glucuronides in breast cancer has received little

Table 1. Specificity of sulfotransferase (SULT) and UDP-glucuronosyltransferase (UGT) isoforms with various estrogen and catechol estrogen substrates
Substrate*
Isoform

Estrone

Estradiol

2-OH-estrone

4-OH-estrone

2-OH-estradiol

4-OH-estradiol

SULTs
1A1
1E1
2A1

X
X
X

X
X
X

ND
ND
ND

X
ND
—

X
ND
—

X
ND
X

UGTs
1A1
1A3
1A4
1A7
1A8
1A9
1A10
2B4
2B7

—
X
—
—
X
X
X
—
—

X
ND
X
—
ND
X
X
—
—

X
X
—
ND
X
X
ND
ND
X

X
X
—
—
X
X
X
X
X

X
X
X
X
X
X
X
X
X

X
X
X
ND
X
X
ND
ND
X

*X ⳱ isoform has been shown to conjugate indicated substrate; — ⳱ isoform has been shown not to conjugate the indicated substrate; ND ⳱ interaction of the
indicated isoform/substrate pair has not been determined. See text for details and references.
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of large differences in the level of immunoreactive SULT1E1
protein in samples of human small intestines raises the possibility that genetic polymorphisms might also exist for that enzyme
(30). That possibility is currently the subject of active study, but
no polymorphisms in the SULT1E1 gene have yet been reported.
Glucuronosyltransferases. As with the SULTs, a number of
UGT isoforms are now known to contribute to the conjugation
of estrogens (Table 1). The degree of contribution of individual
UGTs to that activity is not yet well understood, and it is likely
that specific isoforms will contribute differently, depending on
the tissue and the disease of interest. There are currently at least
12 functional UGT isoforms known to be expressed in human
tissues (37). Like the SULTs, those 12 enzymes fall into two
families within the human UGT superfamily of microsomal enzymes. Glucuronidation of estrone and 17␤-estradiol appears to
be catalyzed by several members of the UGT1 family. Thus far,
recombinant human UGTs 1A1, 1A3, 1A4, 1A8, 1A9, and 1A10
have all been shown to catalyze the glucuronidation of estrone
and/or 17␤-estradiol (Table 1) (25,26,56–60). It is interesting to
note that, for some human recombinant UGT isoforms, there
appears to be selective affinity for estrone or 17␤-estradiol as
substrate. For example, UGTs 1A1 and 1A4 exhibit activity
toward 17␤-estradiol but not toward estrone, whereas UGTs
1A9 and 1A10 have been reported to catalyze the glucuronidation of both of these estrogens (25,26,56,58,60). Activity for
UGTs 1A8 and 1A3 toward estrone has been reported, but the
activity of those isoforms toward 17␤-estradiol has apparently
not been evaluated (57,59).
There is much known about the expression of human UGT1A
isoforms in various tissues. It should be noted, however, that the
tissue distribution profile of some UGT isoforms has not been as
extensively characterized as others. UGT1A1 is expressed in
human liver, colon, and biliary epithelium (gallbladder) but not
in stomach (60). UGT1A3 has been reported to be expressed in
human colon, biliary epithelium, and liver, but the level of expression in liver varied significantly between individuals and
was fivefold to 10-fold less than the level of UGTs 1A1 and 1A4
(57,60). UGT1A4 is expressed in human liver, colon, and biliary
epithelium but not in stomach (60). UGT1A8 appears to be
expressed specifically in human intestinal tissues (59,60).
UGT1A9 is expressed in human prostate, testis, breast, ovary,
Journal of the National Cancer Institute Monographs No. 27, 2000
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that element (49). The level of estrogen SULT activity in human
tissues has been reported to be under the influence of steroid
hormones (28). In concordance with that finding, the 5⬘-flanking
region of the SULT1E1 gene contained half palindrome glucocorticoid and thyroid hormone response elements (49). However, the functional significance of those elements has not yet
been studied experimentally. Additional evidence of SULT
regulation includes the identification of alternative sites of transcription initiation for the SULT1A1 gene (50). The regulation
or tissue selectivity of alternative transcriptional initiation of
SULT1A1 has not been well studied.
Finally, conjugation of estrogens is known to vary significantly among individuals (29,51). That observation raises the
possibility that genetic variation in the genes contributing to
estrogen conjugation (pharmacogenetics) may contribute to interindividual variation in estrogen metabolism. As will be discussed in Chapter 7, a number of genetic variants in genes contributing to estrogen metabolism have been reported to represent
risk factors for the development of breast cancer. The study of
the pharmacogenetics of SULT enzymes is currently an active
endeavor. A common, functionally significant genetic polymorphism has been described for SULT1A1 (52,53). That
SULT1A1 polymorphism results in an Arg213His amino acid
substitution. Correlation of the level of SULT activity in human
blood platelet samples and SULT1A1 genotype suggests that
individuals homozygous for the His allozyme exhibit a significantly diminished capacity to sulfate prototypic phenolic molecules (52). The contribution of this polymorphism to interindividual variability in the conjugation of estrogens or as a risk
modifier for breast cancer has not yet been reported.
Similarly, large interindividual variations in the level of
SULT2A1 activity in human liver and the level of immunoreactive protein in intestinal tissues have also been reported
(30,54). Genetic polymorphisms resulting in Met57Thr and
Glu186Val amino acid changes in SULT2A1 have been reported
(55). Functional studies of the recombinant SULT2A1 allozymes (55) have shown that those amino acid changes, particularly when coexpressed, result in a diminished level of recombinant enzyme activity. However, SULT2A1 genotype does not
appear to correlate significantly with the level of apparent
SULT2A1 activity in human tissues (55). Finally, the presence

CE CONJUGATION
Biologic Role of CE Conjugation
The putative role of CEs in the mediation of breast carcinogenesis has been described in Chapters 3–5 of this monograph.
The biotransformation of estrone and estradiol to CEs involves
hydroxylation at the 2 or 4 position of the steroidal A ring of
these parent estrogens (3,14). Those reactions are catalyzed by
multiple cytochrome P450 isoforms. Both the 2- and the 4-hydroxy CEs can be further oxidized to CE quinones (CE-Qs) or
semiquinones (Fig. 2) (16). The 2-hydroxy CE-Qs have been
shown to form stable DNA adducts, whereas the 4-hydroxy CEQs have been shown to form depurinating adducts (16,65,66).
There is good evidence suggesting that those depurinating adducts can lead to apurinic DNA sites and permanent mutations
that, when inflicted upon critical DNA sequences, can lead to
tumorigenesis (16,66). CEs can also enter into redox cycling
Journal of the National Cancer Institute Monographs No. 27, 2000

and, thereby, become a source of reactive oxygen species (3).
Hence, unless CEs are inactivated, they may contribute to carcinogenesis by causing DNA damage mediated by reactive oxygen species and by direct interaction of CE-Qs with DNA to
form depurinating adducts (65,66). Fortunately, our cells are
fortified with an armament of conjugative pathways that result in
the biotransformation of toxic estrogen metabolites to relatively
nontoxic moieties (2). Generally, the reactive CEs are detoxified
by biotransformation to predominantly methyl conjugates, to a
lesser extent glucuronides, and possibly sulfate conjugates (Fig.
2) (2). A further conjugative safeguard lies in the detoxification
of CE-Qs via conjugation to glutathione (16,67). Therefore, the
actual risk of CEs in causing DNA damage may well depend on
the ability of individual cells to conjugate CEs and CE-Qs relative to the rate of formation of these toxic estrogen metabolites.
In the rest of this chapter, we will focus on CE conjugative
pathways and those conjugative enzymes responsible for the
detoxification of CEs and CE-Qs.
The most well-studied CE conjugation reaction is that of
methylation. CE methylation is catalyzed by catechol-Omethyltransferase (COMT), an enzyme that exists in both
“soluble” (S-COMT) and membrane-bound (M-COMT) forms,
as discussed in detail below (16,68). Studies in the hamster
kidney (69) provided the first example linking an estrogeninduced cancer with the induction of COMT. The localization of
COMT in the epithelial cells of the proximal convoluted tubules
of the hamster kidney is similar to its localization in the rat
kidney reported earlier (70). Hamsters treated with primary estrogens, such as estrone and estradiol, develop tumors in the
renal cortex. There is evidence that the carcinogenicity of estrogens for hamster kidney results from a combination of factors: 1)
an increase in the catechol load, 2) the presence of high levels of
2- and 4-hydroxylated CEs subject to oxidative metabolism in
the renal cortex, and 3) a relative insufficiency of COMT (71).
In control hamsters, COMT was localized in the cytoplasm of
proximal convoluted tubules, predominantly in the juxtamedullary region where estrogen-induced tumors arise. After 2 or 4
weeks of treatment with estrogen, COMT was seen in epithelial
cells of the proximal convoluted tubules throughout the cortex.
Moreover, many cells showed intense nuclear COMT immunoreactivity (Fig. 3) (69). The estrogen-induced cancers were
COMT negative but were surrounded by tubules with epithelial
cells with intense cytoplasmic and nuclear immunostaining. Immunoblot analysis indicated that the nuclear COMT, shown in
Fig. 3, was S-COMT. This translocation to the nucleus was
shown by sequencing of hamster kidney COMT messenger
RNA to occur in the absence of a nuclear localization signal.
This pattern of induction of COMT in hamster kidney in response to estrogen treatment, in particular in the nucleus, has
been interpreted as a possible response to “a threat” to the genome by products of oxidative metabolism of CEs.
It is of interest that nuclear localization of COMT is not
unique to hamster kidney but also can be seen in some normal,
as well as neoplastic, mammary epithelial cells (72). Human
breast tissues have the capacity to synthesize both 2- and 4-hydroxyestrogens (71,73). A cytochrome P450 that catalyzes the 2and 4-hydroxylation of estrogen has been identified by immunocytochemistry in human ductal epithelial cells (74). COMT
has also been identified in those cells (75). High levels of oxidatively damaged DNA have been found in breast tissue from
women in the United States (76,77). It is reasonable to propose
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skin, skeletal muscle, stomach, small intestine, colon, liver, and
kidney but not in biliary epithelium or stomach (25,60).
UGT1A10 is expressed in colon, biliary epithelium, and stomach but not in liver (60). It is important to note that, although
only the UGT1A9 isoform has been reported to be expressed in
human breast to date, that is likely a reflection of the lack of
evaluation of the level of expression of various UGT isoforms in
that tissue.
The regulation of the UGT1 family is currently not well
characterized but is an active area of study. The most notable
feature of this gene family is that all of the UGT1A isoforms
disseminate from a single “nested” gene structure (37). There are
six coding exons in the human UGT1A genes, and each isoform
is encoded by the same exons 2 through 5. The only differentiation between isoforms is that each exon 1, encoding the Nterminal half of the protein, is unique, and isoform specificity
results from alternative transcription initiation and usage of
unique exons 1 (37). Therefore, each isoform is under the control
of individual promoter sequences, and isoform-specific regulation has been observed. For example, as noted in the previous
paragraph, UGT1A isoforms are differentially expressed in human tissues.
As previously noted, the capacity for estrogen conjugation
and, specifically, glucuronidation is known to vary widely in the
human population (51). That observation raises the possibility
that genetic variation may exist in the UGT isoforms that contribute significantly to estrogen glucuronidation. A functionally
significant common polymorphism in the promoter sequence of
the UGT1A1 gene has been described and well characterized
(61–63). That polymorphism is a variable length (TA)n TAA
repeat in the functional TATA box upstream of exon 1 of the
UGT1A1 gene. The wild-type allele is defined as n ⳱ 6. Allelic
variants identified to date include n ⳱ 5, 7, and 8 (63). In vitro
studies utilizing reporter constructs driven by allelic variants of
the UGT1A1 promoter (63) have shown that promoter activity
appears to decrease with increasing n. Furthermore, clinical association of the most common variant (n ⳱ 7) with a relatively
poor ability to glucuronidate bilirubin (Gilbert’s syndrome), as
well as the chemotherapeutic agent SN-38, has been observed
(61,64). Studies determining the association of UGT1A1 alleles
with estrogen metabolism and risk modification of breast cancer
have not yet been reported, but they will be of great interest.

Fig. 2. Conjugation of estrogens,
catechol estrogens, and estrogen
quinones. Reaction pathways and
the enzymes involved are shown.
For simplicity, the formation of estrogen semiquinones is not depicted. (See Chapter 5 for details.)
COMT ⳱ catechol-O-methyltransferase; SULTs ⳱ sulfotransferases; UGTs ⳱ UDP-glucuronosyltransferases; CYPs ⳱ cytochromes P450; GSTs ⳱ glutathione S-transferases.

Biochemistry of CE Conjugation
Methylation. Quantitatively, the most active CE conjugative
pathway is methylation. CE methylation is catalyzed by COMT,
a member of a superfamily of methyltransferase enzymes (68).
COMT, a classical phase II enzyme, catalyzes the transfer of
methyl groups from S-adenosyl methionine, the enzyme cofactor, to hydroxyl groups of a number of catechol substrates, including the CEs. Under normal circumstances, CEs are, for the
most part, promptly O-methylated by COMT to form 2- and
4-O-methylethers, which are then excreted (78). While virtually
all catechols are substrates for COMT, the highest affinities for
the enzyme are exhibited by the CEs (78). The existence of this
metabolic pathway helps to explain the extremely short half-life
of CEs and the predominance of O-methylethers of CEs, in
particular of 2-methylethers, as the major metabolites of estrone
and estradiol in urine (79). However, under circumstances during which the capacity for O-methylation is reduced or inhibited
by an excess catechol load, the half-life of CEs may be extended.
This phenomenon could have special importance for specific
cellular sites, such as breast epithelial cells, where CEs are
formed. COMT might play an important role in protecting the
genome from damage that could be caused by the metabolism of
estrogens through activation of the CE-Q pathway. A number of
investigators are now studying the involvement of this enzyme
as well as the interindividual variability of COMT enzyme activity in detoxification of CEs specifically in the context of
breast carcinogenesis.
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The hypothesis that COMT provides a protective mechanism
against cytotoxicity and genotoxicity by preventing the oxidation of catechols is in its infancy. At present, we know enough
to consider O-methylation an important mechanism for preventing cytotoxic and genotoxic damage caused by products of the
oxidative metabolism of catechols. This knowledge may generate avenues for therapeutic intervention where a deficit in the
capacity for O-methylation appears to be a risk factor in carcinogenesis (80,81).
Sulfation and glucuronidation. While methylation of CEs
has been well studied, very little is known about the role of
sulfation and glucuronidation in the detoxification of CEs. The
excretion of both sulfate and glucuronide conjugates of CEs has
been observed in rats (82), and it is clear from a number of in
vitro studies that UGTs and SULTs are able to catalyze the
conjugation of CEs. We also know that those enzymes are expressed in the liver and estrogen-responsive tissues, such as the
breast epithelium (25,27). Therefore, it is plausible to suggest
that these reactions may play a biologic role in the detoxification
of CEs. A number of studies [reviewed in (2)] have reported that
the major urinary metabolites of CEs are the methyl conjugates.
From a quantitative perspective, therefore, the formation of sulfate and glucuronide CEs does not appear to represent major
pathways in the overall metabolism and excretion of CEs. However, because the reactivity and toxicity of the CEs are intracellular phenomena, it has been suggested that local metabolism of
CEs within target cells will be just as important as the overall
detoxification of CEs in the liver (2). For that reason, a number
of investigators are now studying the role of sulfate and glucuronide conjugation of CEs in the intracellular detoxification of
these carcinogens. COMT, UGTs, and SULTs often share affinJournal of the National Cancer Institute Monographs No. 27, 2000
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that, in human breast tissue, like the kidneys of hamsters treated
with estrogen, oxidative metabolism of CEs might contribute to
this oxidative damage.

ity for the same substrates. An indirect role that has been suggested for the relevance of SULTs and UGTs in the detoxification of CEs is that those enzymes might represent pathways for
the conjugation of other catechol substrates that may compete
for, and thus inhibit, the capacity of COMT to detoxify CEs (2).
Those hypotheses have yet to be rigorously tested at the experimental level.
GSH conjugation. The reactivity of CE-Qs relates to their
ability to undergo redox cycling, creating oxidative stress, and/
or to react directly with cellular nucleophiles (such as DNA)
(3,16). Conjugation of quinones to GSH, a major cellular
sulfhydryl tripeptide, is generally considered a detoxification mechanism (16,83). GSH conjugation of CE-Qs has been
shown to occur both in vivo and in vitro (84). GSH-conjugated
CE-Qs are then rapidly converted to mercapturic acid metabolites that are readily excreted from the cell. It is primarily
this excretory role of GSH conjugation that is believed to
contribute to the detoxification of CE-Qs. However, the actual
degree of detoxification of CE-Qs that is imparted by GSH
conjugation is unclear because GSH-conjugated quinones are
capable of undergoing the same redox cycling reactions as
are the parent quinones and semiquinones (83,84). Those reactions result in the formation of reactive oxygen species that
can themselves cause DNA damage. Therefore, the “net”
protective effect of conjugation of CE-Qs by GSH depends
on the relative balance between GSH-mediated CE excretion and the GSH-mediated formation of reactive oxygen
species. Most studies appear to confirm that conjugation of
CE-Qs with GSH results in a net decrease in DNA damage
(67,85).
Molecular and Cellular Aspects of CE Conjugation
Catechol-O-methyltransferase. A single gene encoding
COMT is expressed at the protein level in two forms as a consequence of the existence of alternative transcription initiation
sites (86). The two transcriptional products result in the translation of an S-COMT and an M-COMT enzyme with Mr values
of 23 000 and 26 000 daltons, respectively. M-COMT includes
Journal of the National Cancer Institute Monographs No. 27, 2000

an additional 50 amino acid residues at the N-terminus of the
protein that are not present in S-COMT (86,87). Of the two
forms, the cytosolic S-COMT has a lower affinity but a higher
capacity for catecholamines than M-COMT (68). The relative
expression of the two COMT enzymes varies with different
tissues, but S-COMT appears to be the dominant form in most
cell populations (87–89). COMT is widely distributed, with high
levels of activity being reported in the liver and kidney epithelium, as well as in the ependymal and glial cells. In breast tissue,
immunoreactive COMT has been observed in both normal and
neoplastic epithelial cells (75). In neoplastic cells of rodent and
human breast, COMT enzyme activity, expressed as units per
milligram of protein, has been reported to be elevated (75,90).
However, this apparent increase may be due to an increase in
cell numbers in neoplastic breast parenchyme.
Extensive cytochemical studies of the localization of COMT
both at the cellular and subcellular levels (91) support the hypothesis that COMT plays a critical role in the local regulation
of catechols at specific target sites. Regulation of COMT expression appears to be tissue selective and site specific. In liver
and possibly in red blood cells, COMT functions in the Omethylation of circulating endogenous and xenobiotic catechols
(92). In addition, in liver, quantitatively the most important site
for the metabolism of estrogens via 2-hydroxylation, COMT
serves to inactivate 2-OH CEs close to the site where they are
formed. In many other tissues in which COMT is expressed, it
appears to have a critical role in restricting the passage of catechols between tissue compartments (93). An example is the
dense concentration of COMT in the epithelial cells of the choroid plexus that separate the vascular system from the spinal
fluid. Another example is the presence of COMT in ependymal
cells lining brain ventricles separating the spinal fluid from the
brain parenchyma. The presence of COMT in astrocytes, oligodendrocytes, and microglia may well restrict the movement of
catechols to “fields” in the central nervous system. In certain
tissues, the expression of COMT has been shown to be under
hormonal control.
Studies of the expression of COMT in the rat uterus provide
119
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Fig. 3. Immunoreactive catechol-O-methyltransferase (COMT) (left) and CuZn-superoxide dismutase (CuZnSOD) (right) in proximal convoluted tubules from the
same region in adjacent tissue sections from the kidney of a hamster treated for 2 weeks with estradiol (original magnification ×500). Intense immunostaining for
COMT is seen with many nuclei in contrast to the perinuclear immunostaining for CuZnSOD. Arrows point to some of the cells with distinct immunostaining for
COMT and perinuclear staining for CuZnSOD. This figure is used by permission of Oxford University Press from Carcinogenesis (69).
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ation. Hypotheses involving the role of SULT1A3 in CE conjugation have yet to be rigorously tested experimentally.
SULT1E1 is expressed in normal breast epithelium, but it is not
known whether that enzyme catalyzes the sulfation of CEs (46).
A common polymorphism has been described for SULT1A1
(52,53), and a number of laboratories are currently testing the
hypothesis that this polymorphism may represent a risk factor
for breast cancer. SULT1A1 polymorphisms are hypothesized to
modify susceptibility to estrogen-mediated carcinogenesis via
both sulfation of parent estrogens and variable detoxification of
CEs (Figs. 1 and 2). Finally, biochemical pharmacogenetic studies (101) have shown that a common genetic polymorphism
results in interindividual variation in the activity of SULT1A3.
However, there have been no reports on the molecular basis for
this polymorphism. Should SULT1A3 be involved in the detoxification of CEs, it is possible that polymorphisms in this gene
might represent risk factors for susceptibility to CE-mediated
breast cancer.
A large number of human recombinant UGTs, from both the
UGT1 and UGT2 families, catalyze the glucuronidation of CEs
(Table 1). Although there is much substrate overlap among these
isoforms, there does appear to be some selectivity of isoforms
toward specific CEs. UGT1A1 and UGT1A3 both catalyzed the
conjugation of 2- and 4-hydroxy CEs, with particularly high
activity toward the 2-hydroxy CEs (102). UGT1A4 exhibited
low levels of activity toward 2- and 4-hydroxyestradiol and no
activity with estrone CEs (58). UGT1A7 has been shown to
catalyze the glucuronidation of 2-hydroxyestradiol (60).
UGT1A8 and UGT1A9 have also been reported to conjugate all
four CEs, but with particularly high activity toward the 4-hydroxy CEs (25,59). In a separate publication (60), however,
UGT1A8 was reported not to catalyze the conjugation of 2-hydroxyestradiol or 4-hydroxyestrone. UGT1A10 catalyzed the
conjugation of 2-hydroxyestradiol and 4-hydroxyestrone (60). In
the UGT2 family, the recombinant enzymes for both UGT2B4
and UGT2B7 catalyzed the glucuronidation of CEs (102–104).
UGT2B4 (previously referred to as 2B11) catalyzed the conjugation of 4-hydroxyestrone and 2-hydroxyestradiol (104).
UGT2B7 exhibited activity toward the 2- and 4-hydroxy CEs,
with particularly high activity toward the 4-hydroxy CEs
(102,103).
In addition to the functional variable repeat polymorphism in
the TATA box already discussed for UGT1A1, common polymorphisms exist in both UGT2B4 and UGT2B7. The UGT2B4
polymorphism is defined by an Asp458Glu amino acid substitution that results in a protein with diminished UGT activity
(105). The UGT2B7 polymorphism causes a His268Tyr amino
acid change that apparently does not alter the function of
UGT2B7 (102). Whether the UGT1A1 or 2B4 polymorphisms
result in clinically significant variation in the in vivo conjugation
of CEs is not yet known.
Glutathione S-transferases. Members of a superfamily of
cytosolic GSTs catalyze the conjugation of GSH, the reactive
cosubstrate, to a variety of electrophiles (106). Although GSH
conjugation can occur independent of GST-mediated catalysis,
GSTs likely play a role in the catalysis of GSH conjugation of
CE-Qs. GSTs are a major class of detoxification enzymes. There
are estimated to be at least 20 human GST isoforms (106). Their
activity has been associated with the inactivation of a large
number of xenobiotics, including many drugs. The ability of
many tumors to exhibit increased levels of intracellular GST
Journal of the National Cancer Institute Monographs No. 27, 2000
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an example of a precise spatial and temporal expression of
COMT and of its hormonal regulation in relation to a critical
physiologic event, implantation (94). Immunoreactive COMT
becomes evident in the luminal epithelium of the uterus at the
site of decidualization just before implantation on day 3 of pregnancy. The role of progesterone in the induction of COMT was
demonstrated by the effective blockade of enzyme expression by
RU-486 (95). Since there is evidence that CEs generated in the
uterus may have an important role in the process of implantation,
the induction of COMT by progesterone could serve to delimit
the action of CEs to the implantation site (96).
Finally, levels of COMT activity in humans were shown
more than 20 years ago to be controlled, in part, by a common
genetic polymorphism (97). The phenotypic trait of low COMT
activity was found in approximately 25% of a Caucasian population. Molecular pharmacogenetic studies (98) have identified a
single nucleotide polymorphism in the COMT gene that results
in a Val108Met (amino acid 108 in S-COMT) amino acid substitution. This amino acid change is of great functional significance, since the methionine substitution results in a protein with
low enzyme activity, and correlation of low COMT activity with
COMT genotype has been reported in human tissues. It is notable that this COMT genetic variant represents a truly “balanced” polymorphism, in that the frequency of occurrence of
each allele is approximately 50%. The description of the molecular genetic basis for low COMT activity made possible genetic epidemiologic studies and, as pointed out in Chapter 7,
COMT has been a focus for studies of the genetic epidemiology
of breast cancer. Unfortunately, the results of those studies
(80,81,99) are conflicting. Therefore, these two complementary
issues serve to illustrate—in both a broad and a highly focused
fashion—the promise and limitations of this overall research
strategy. This approach almost certainly will be applied with
increasing frequency to help elucidate the possible contribution
of direct estrogen genotoxicity to the pathophysiology of breast
cancer and other neoplasia.
Sulfotransferases and UDP-glucuronosyltransferases. The
role of sulfation and glucuronidation as detoxification pathways
for CEs is underinvestigated. However, catalysis of CE conjugation by human recombinant SULT and UGT enzymes has
been reported. Those results will be presented here, but it should
be cautioned that the relevance these studies have to in vivo CE
conjugation is not yet clear. SULT1A1, in addition to catalyzing
the sulfation of estrone and estradiol, also catalyzes the sulfation
of 4-hydroxyestrone, as well as of 2- and 4-hydroxyestradiol
(Table 1) (100). In that same study, SULT2A1 was reported not
to catalyze the sulfation of 2-hydroxyestradiol or 4-hydroxyestrone but to have marginal activity toward 4-hydroxyestradiol. There have apparently been no other reports of specific
SULTs catalyzing the sulfation of CEs.
It is tempting to speculate that SULT1A3, a catecholpreferring SULT, or SULT1E1, an estrogen SULT, might participate in the sulfation of CEs. Reverse transcription–
polymerase chain reaction studies have suggested that
SULT1A3 was highly expressed in human breast tumors and
cell lines relative to the expression of SULT1A1 (Raftogianis R:
unpublished data). However, it is not yet known whether
SULT1A3 contributes to the sulfation of CEs. It has also been
suggested that SULT1A3 might indirectly contribute to the regulation of CE conjugation by sulfating other catechols that would
otherwise compete for COMT (2), thus inhibiting CE methyl-
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CONCLUDING REMARKS

AND

FUTURE DIRECTIONS

Conjugation is clearly a major biotransformation pathway for
estrogens in humans. Recognition of the contribution of estrogen
conjugation and deconjugation in breast cancer has been a relatively recent event. Increasing evidence suggests that the role of
estrogen conjugation, particularly sulfation, goes beyond that of
an excretory function and is perhaps even a major regulator of
biologically active estrogens. Much less is known about conjugation of CEs, but the role that these conjugative pathways play
in the biotransformation of CEs is an emerging story. Methylation of CEs appears to be an important detoxification mechanism, and some evidence suggests that variation in the capacity
of cells to methylate CEs may represent a risk factor for susceptibility to breast cancer.
Clearly, more investigative effort will be required to fully
understand which, if any, of these conjugative pathways modify
cancer susceptibility or progression. As described in the next
chapter, the study of low-penetrance, risk-modifying genes is
very active, and we are beginning to see the inclusion of genes,
such as COMT, that contribute to estrogen and CE conjugation
among those being studied. As more genetic polymorphisms in
estrogen- and CE-conjugating enzymes are identified, even
larger epidemiologic studies will be necessary to delineate
which of these variations or—more likely—which set of these
genetic variants, represent cancer risk factors. The identification
of novel genes encoding conjugating enzymes and “functionally
significant” polymorphisms within those genes is occurring at a
rapid pace. New molecular information arising from this era of
“functional genomics” will require careful biochemical and
large-scale epidemiologic studies before we can understand the
biologic interplay and ultimate cellular consequence of the apparent myriad biotransformations that estrogens undergo and
how these reactions contribute to carcinogenesis.
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expression has been implicated as a mechanism of chemotherapeutic drug resistance (107). GST enzymes are encoded by a
superfamily of GST genes (106). The nomenclature adopted for
this superfamily is quite different from that for the cytochromes
P450, SULTs, or UGTs. The five families of GSTs have been
designated GST alpha (␣), mu (), pi (), sigma (), and theta
(). Humans possess a single functional GST, but each of the
other families contains multiple family members. GST enzymes
are active as either homodimers or heterodimers. The frequent
occurrence of functional GST heterodimers has made the study
of substrate specificity for particular GST isoforms difficult.
Perhaps it is for this reason that there is a lack of reports regarding the specific GST isoforms that contribute to the formation of CE-Q–GSH conjugates.
There is much known about the molecular genetics of human
GSTs (106). Many GST␣ isoforms are expressed in human liver
and skin, while some are ubiquitously expressed. Some members of the GST family are expressed in human liver, while
others are expressed in muscle, testis, brain, and heart. GST is
ubiquitously expressed, and GST has been reported in human
liver and red blood cells. There have been a number of reports
indicating the high inducibility of GSTs by a variety of agents.
Polycyclic aromatic hydrocarbons, phenolic antioxidants, reactive oxygen species, barbiturates, and synthetic glucocorticoids
have been shown to induce GSTs. Induction of GST has been
of particular interest because of its putative role in drug resistance (107). The mechanisms by which GSTs are inducible are
apparently diverse (106). The regulation of GST expression appears to be quite complex. A number of genetic response elements have been characterized in GST genes, including xenobiotic, antioxidant, and glucocorticoid-responsive elements.
Furthermore, GST subunit expression is quite tissue specific,
and regulatory elements contributing to tissue specificity are
beginning to be defined. An NF-B-like repressor element has
recently been described in the human GST gene. Expression
of GSTs also appears to undergo sex- and age-specific regulations.
A number of genetic polymorphisms have been described for
human GSTs, including variations in the GST, GST, and
GST genes (106,108). The most notorious GST polymorphism
is the null gene for GST (106). This polymorphism is defined
by a deletion of the GSTM1 () gene. The frequency of homozygosity of this deletion varies with ethnicity, from approximately 22% in Nigerians to 58% in Chinese populations. Epidemiologic studies have suggested that individuals who are null
for the GSTM1 gene may be at increased risk for a variety of
neoplastic diseases. The epidemiology of this polymorphism in
breast cancer is discussed in Chapter 7 of this monograph. A
common single nucleotide polymorphism in the human GST
gene resulting in an Ile105Val amino acid substitution has been
identified, and the Val104 variant is associated with low GST
activity (108). In addition, the Val104 allele has been associated
with increased risk for prostate cancer. Epidemiologic studies of
the role of this polymorphism in breast cancer are discussed in
Chapter 7. An additional null allele for a GST gene, GSTT1,
has also been reported (106). The frequency of the homozygous
GSTT1 null genotype has been reported to vary from 16% in
British Caucasians to 38% in Nigerians. The biologic consequences of the GSTT1 null genotype are not yet clear, but studies of this polymorphism and breast cancer susceptibility are
also discussed in Chapter 7.

122

(38) Clarke DJ, Burchell B. The uridine diphosphate glucuronosyltransferase
multigene family: function and regulation. In: Kauffman FC, editor. Conjugation–deconjugation reactions in drug metabolism and toxicity. New
York (NY): Springer-Verlag; 1994. p. 3–43.
(39) Huang L, Hoffman T, Vore M. Adenosine triphosphate-dependent transport of estradiol-17␤ (␤-D-glucuronide) in membrane vesicles by MDR1
expressed in insect cells. Hepatology 1998;28:1371–7.
(40) Loe DW, Almquist KC, Cole SP, Deeley RG. ATP-dependent 17␤estradiol 17-(␤-D-glucuronide) transport by multidrug resistance protein (MRP). Inhibition by cholestatic steroids. J Biol Chem 1996;271:
9683–9.
(41) Belanger A, Brochu M, Lacoste D, Noel C, Labrie F, Dupont A, et al.
Steroid glucuronides: human circulatory levels and formation by LNCaP
cells. J Steroid Biochem 1991;40:593–8.
(42) Her C, Wood TC, Eichler EE, Mohrenweiser HW, Ramagli LS, Siciliano
MJ, et al. Human hydroxysteroid sulfotransferase SULT2B1: two enzymes encoded by a single chromosome 19 gene. Genomics 1998;53:
284–95.
(43) Fujita K, Nagata K, Ozawa S, Sasano H, Yamazoe Y. Molecular cloning
and characterization of rat ST1B1 and human ST1B2 cDNAs, encoding
thyroid hormone sulfotransferases. J Biochem (Tokyo) 1997;122:
1052–61.
(44) Her C, Kaur GP, Athwal RS, Weinshilboum RM. Human sulfotransferase
SULT1C1: cDNA cloning, tissue-specific expression, and chromosomal
localization. Genomics 1997;41:467–70.
(45) Sakakibara Y, Yanagisawa K, Katafuchi J, Ringer DP, Takami Y, Nakayama T, et al. Molecular cloning, expression, and characterization of
novel human SULT1C sulfotransferases that catalyze the sulfonation of
N-hydroxy-2-acetylaminofluorene. J Biol Chem 1998;273:33929–35.
(46) Falany JL, Falany CN. Expression of cytosolic sulfotransferases in normal
mammary epithelial cells and breast cancer cell lines. Cancer Res 1996;
56:1551–5.
(47) Falany JL, Lawing L, Falany CN. Identification and characterization of
cytosolic sulfotransferase activities in MCF-7 human breast carcinoma
cells. J Steroid Biochem Mol Biol 1993;46:481–7.
(48) Sharp S, Anderson JM, Coughtrie MW. Immunohistochemical localisation of hydroxysteroid sulphotransferase in human breast carcinoma tissue: a preliminary study. Eur J Cancer 1994;30A:1654–9.
(49) Her C, Aksoy IA, Kimura S, Brandriff BF, Wasmuth JJ, Weinshilboum
RM. Human estrogen sulfotransferase gene (STE): cloning, structure, and
chromosomal localization. Genomics 1995;29:16–23.
(50) Raftogianis RB, Her C, Weinshilboum RM. Human phenol sulfotransferase pharmacogenetics: STP1 gene cloning and structural characterization.
Pharmacogenetics 1996;6:473–87.
(51) Helton ED, Simmons R, Meltz ML, Goldzieher JW. Variability in conjugates of ethinylestradiol produced by in vitro incubation of human liver
tissue. Contraception 1977;16:257–60.
(52) Raftogianis RB, Wood TC, Otterness DM, Van Loon JA, Weinshilboum
RM. Phenol sulfotransferase pharmacogenetics in humans: association of
common SULT1A1 alleles with TS PST phenotype. Biochem Biophys
Res Commun 1997;239:298–304.
(53) Raftogianis RB, Wood TC, Weinshilboum RM. Human phenol sulfotransferases SULT1A2 and SULT1A1: genetic polymorphisms, allozyme
properties, and human liver genotype–phenotype correlations. Biochem
Pharmacol 1999;58:605–16.
(54) Aksoy IA, Sochorova V, Weinshilboum RM. Human liver dehydroepiandrosterone sulfotransferase: nature and extent of individual variation.
Clin Pharmacol Ther 1993;54:498–506.
(55) Wood TC, Her C, Aksoy I, Otterness DM, Weinshilboum RM. Human
dehydroepiandrosterone sulfotransferase pharmacogenetics: quantitative
Western analysis and gene sequence polymorphisms. J Steroid Biochem
Mol Biol 1996;59:467–78.
(56) King CD, Green MD, Rios GR, Coffman BL, Owens IS, Bishop WP, et
al. The glucuronidation of exogenous and endogenous compounds by
stably expressed rat and human UDP-glucuronosyltransferase 1.1. Arch
Biochem Biophys 1996;332:92–100.
(57) Mojarrabi B, Butler R, Mackenzie PI. cDNA cloning and characterization
of the human UDP glucuronosyltransferase, UGT1A3. Biochem Biophys
Res Commun 1996;225:785–90.
(58) Green MD, Tephly TR. Glucuronidation of amines and hydroxylated

Journal of the National Cancer Institute Monographs No. 27, 2000

Downloaded from http://jncimono.oxfordjournals.org/ by guest on May 10, 2016

(14) Liehr JG, Ulubelen AA, Stroben HW. Cytochrome P-450-mediated redox
cycling of estrogens. J Biol Chem 1986;261:16865–70.
(15) Roy D, Strobel HW, Liehr JG. Cytochrome b5-mediated redox cycling of
estrogen. Arch Biochem Biophys 1991;285:331–8.
(16) Cavalieri EL, Stack DE, Devanesan PD, Todorovic R, Dwivedy I, Higginbothan S, et al. Molecular origin of cancer: catechol estrogen-3,4quinones as endogenous tumor initiators. Proc Natl Acad Sci U S A 1997;
94:10937–42.
(17) Guengerich FP. Metabolism of 17␣-ethynylestradiol in humans. Life Sci
1990;47:1981–8.
(18) Williams CL, Stancel GM. Estrogens and progestins, In: Hardman JG,
Limbird LE, editors. Goodman & Gilman’s the pharmacological basis of
therapeutics. 9th ed. New York (NY): McGraw-Hill; 1996. p. 1411–40.
(19) Eckhardt U, Schroeder A, Stieger B, Hochli M, Landmann L, Tynes R, et
al. Polyspecific substrate uptake by the hepatic organic anion transporter
Oatp1 in stably transfected CHO cells. Am J Physiol 1999;276:G1037–42.
(20) Kanai N, Lu R, Bao Y, Wolkoff AW, Vore M, Schuster VL. Estradiol
17␤-D-glucuronide is a high-affinity substrate for oatp organic anion
transporter. Am J Physiol 1996;270(2 Pt 2):F326–31.
(21) Kauffman FC, Sharp S, Allan BB, Burchell A, Coughtrie MW. Microsomal steroid sulfatase: interactions with cytosolic steroid sulfotransferases. Chem Biol Interact 1998;109:169–82.
(22) Li PK, Chu GH, Guo JP, Peters A, Selcer KW. Development of potent
non-estrogenic estrone sulfatase inhibitors. Steroids 1998;63:425–32.
(23) Woo LW, Howarth NM, Purohit A, Hejaz HA, Reed MJ, Potter BV.
Steroidal and nonsteroidal sulfamates as potent inhibitors of steroid sulfatase. J Med Chem 1998;41:1068–83.
(24) Albin N, Massaad L, Toussaint C, Mathieu MC, Morizet J, Parise O, et al.
Main drug-metabolizing enzyme systems in human breast tumors and
peritumoral tissues. Cancer Res 1993;53:3541–6.
(25) Albert C, Vallee M, Beaudry G, Belanger A, Hum DW. The monkey and
human uridine diphosphate-glucuronosyltransferase UGT1A9, expressed
in steroid target tissues, are estrogen-conjugating enzymes. Endocrinology
1999;140:3292–302.
(26) Ebner T, Remmel RP, Burchell B. Human bilirubin UDP-glucuronosyltransferase catalyzes the glucuronidation of ethinylestradiol. Mol Pharmacol 1993;43:649–54.
(27) Weinshilboum RM, Otterness DM, Aksoy IA, Wood TC, Her C, Raftogianis RB. Sulfation and sulfotransferases 1: sulfotransferase molecular
biology: cDNAs and genes. FASEB J 1997;11:3–14.
(28) Falany CN. Enzymology of human cytosolic sulfotransferases. FASEB J
1997;11:206–16.
(29) Hernandez JS, Watson RW, Wood TC, Weinshilboum RM. Sulfation of
estrone and 17␤-estradiol in human liver: Catalysis by thermostable phenol sulfotransferase and by dehydroepiandrosterone sulfotransferase.
Drug Metab Dispos 1992;20:413–22.
(30) Her C, Szumlanski C, Aksoy IA, Weinshilboum RM. Human jejunal
estrogen sulfotransferase and dehydroepiandrosterone sulfotransferase:
immunochemical characterization of individual variation. Drug Metab
Dispos 1996;24:1328–35.
(31) Adams JB, Phillips NS. Properties of estrogen and hydroxysteroid sulphotransferases in human mammary cancer. J Steroid Biochem 1990;36:
695–701.
(32) Weinshilboum R, Otterness D. Sulfotransferase enzymes. In: Kauffman
FC, editor. Conjugation–deconjugation reactions in drug metabolism and
toxicity. New York (NY): Springer-Verlag; 1994. p. 45–78.
(33) Adams LB, Phillips NS, Pewnim T. Expression of hydroxysteroid sulphotransferase is related to estrogen receptor status in human mammary
cancer. J Steroid Biochem 1989;33:637–42.
(34) Adams JB, Pewnim T, Chandra DP, Archibald L, Foo MS. A correlation
between estrogen sulfotransferase levels and estrogen receptor status in
human primary breast carcinoma. Cancer Res 1979;39:5124–6.
(35) Raju U, Blaustein A, Levitz M. Conjugation of androgens and estrogens
by human breast tumors in vitro. Steroids 1980;35:685–95.
(36) Price RA, Spielman RS, Lucena AL, Van Loon JA, Maidak BL, Weinshilboum RM. Genetic polymorphism for human platelet thermostable
phenol sulfotransferase (TS PST) activity. Genetics 1989;122:905–14.
(37) Meech R, Mackenzie PI. Structure and function of uridine diphosphate glucuronosyltransferases. Clin Exp Pharmacol Physiol 1997;24:
907–15.

(59)

(60)

(61)

(62)

(63)

(64)

(66)

(67)

(68)

(69)

(70)

(71)

(72)

(73)

(74)

(75)

(76)

(77)

Journal of the National Cancer Institute Monographs No. 27, 2000

(78)

(79)

(80)

(81)

(82)

(83)

(84)

(85)

(86)

(87)

(88)

(89)

(90)
(91)

(92)
(93)

(94)

(95)

(96)

(97)

(98)

ing to a cancer-like phenotype in a high proportion of normal women.
Cancer 1995;75:503–17.
Ball P, Haupt M, Knuppen R. Biogenesis and metabolism of catechol
estrogens in vitro. In: Merriam GR, Lipsett MB, editors. Catechol estrogens. New York (NY): Raven Press; 1983. p. 91–103.
Lipsett M, Merriam G, Kono S, Brandon D, Pheiffer D, Loriaux, D.
Metabolic clearance of catechol estrogens, In: Merriam GR, Lipsett MB,
editors. Catechol estrogens. New York (NY): Raven Press; 1983. p.
105–14.
Lavigne JA, Helzlsouer KJ, Huang HY, Strickland PT, Bell DA, Selmin
O, et al. An association between the allele coding for a low activity variant
of catechol-O-methyltransferase and the risk for breast cancer. Cancer Res
1997;57:5493–7.
Thompson PA, Shields PG, Freudenheim JL, Stone A, Vena JE, Marshall
JR, et al. Genetic polymorphisms in catechol-O-methyltransferase, menopausal status, and breast cancer risk. Cancer Res 1998;58:2107–10.
Brueggemeier RW, Kimball JG, Kraft F. Estrogen metabolism in rat liver
microsomal and isolated hepatocyte preparations—I. Metabolite formation and irreversible binding to cellular macromolecules. Biochem Pharmacol 1984;33:3853–9.
Monks TJ, Lau SS. Glutathione conjugate-mediated toxicities. In: Kauffman FC, editor. Conjugation–deconjugation reactions in drug metabolism
and toxicity. New York (NY): Springer-Verlag; 1994. p. 459–509.
Butterworth M, Lau SS, Monks TJ. Formation of catechol estrogen glutathione conjugates and ␥-glutamyl transpeptidase-dependent nephrotoxicity of 17␤-estradiol in the golden Syrian hamster. Carcinogenesis 1997;
18:561–7.
Butterworth M, Lau SS, Monks TJ. 17␤-Estradiol metabolism by hamster
hepatic microsomes. Implication for the catechol-O-methyl transferasemediated detoxication of catechol estrogens. Drug Metab Dispos 1996;
24:588–94.
Tenhunen J, Salminen M, Lundstrom K, Kiviluoto T, Savolainen R, Ulmanen I. Genomic organization of the human catechol O-methyltransferase gene and its expression from two distinct promoters. Eur J Biochem
1994;223:1049–59.
Lundstrom K, Salminen M, Jalanko A, Savolainen R, Ulmanen I. Cloning
and characterization of human placental catechol-O-methyltransferase
cDNA. DNA Cell Biol 1991;10:181–9.
Bertocci B, Miggiano V, Da Prada M, Dembic Z, Lahm HW, Malherbe P.
Human catechol-O-methyltransferase: cloning and expression of the
membrane-associated form. Proc Natl Acad Sci U S A 1991;88:1416–20.
Ulmanen I, Peranen J, Tenhunen J, Tilgmann C, Karhunen T, Panula P, et
al. Expression and intracellular localization of catechol-O-methyltransferase in transfected mammalian cells. Eur J Biochem 1997;243:452–9.
Assicot M, Contesso G, Bohuon C. Catechol-O-methyltransferase in human breast cancers. Eur J Cancer 1977;13:961–6.
Thakker DR, Creveling CR. O-Methylation. In: Mulder GJ, editor. Conjugation reactions in drug metabolism: an integrated approach. London
(U.K.): Taylor and Francis Ltd.; 1990. p. 193–231.
Kopin IJ. Catecholamine metabolism; basic aspects and clinical significance. Pharmacol Rev 1985;37:333–64.
Creveling CR, Hartman BK. Relationship between the cellular localization and physiological function of catechol-O-methyltransferase. In: Usdin E, Borchardt RT, Creveling CR, editors. Biochemistry of S-adenosylL-methionine and related compounds. London (U.K.): Macmillan Press;
1983. p. 479–86.
Inoue K, Creveling CR. Induction of catechol-O-methyltransferase in the
luminal epithelium of rat uterus by progesterone. J Histochem Cytochem
1991;39:823–8.
Inoue K, Creveling CR. Induction of catechol-O-methyltransferase in the
luminal epithelium of rat uterus by progesterone: inhibition by RU-486.
Drug Metab Dispos 1995;23:430–2.
Paria B, Das S, Dey S. Embryo implantation requires estrogen-directed
uterine preparation and catechol estrogen-mediated embryonic activation.
In: Goldel DS, editor. Catecholamines: bridging basic science with clinical medicine. New York (NY): Marcel Dekker; 1977. p. 835–59.
Weinshilboum RM, Raymond FA. Inheritance of low erythrocyte catechol-O-methyltransferase activity in man. Am J Hum Genet 1977;29:
125–35.
Lachman HM, Papolos DF, Saito T, Yu YM, Szumlanski CL, Weinshil-

123

Downloaded from http://jncimono.oxfordjournals.org/ by guest on May 10, 2016

(65)

xenobiotics and endobiotics by expressed human UGT1.4 protein. Drug
Metab Dispos 1996;24:356–63.
Cheng Z, Radaminska-Pandya A, Tephly TR. Cloning and expression of
human UDP-glucuronosyltransferase (UGT) 1A8. Arch Biochem Biophys
1998;356:301–5.
Strassburg CP, Manns MP, Tukey RH. Expression of the UDPglucuronosyltransferase 1A locus in human colon: identification and characterization of the novel extrahepatic UGT1A8. J Biol Chem 1998;273:
8719–26.
Bosma PJ, Chowdhury JR, Bakker C, Gantla S, de Boer A, Oostra BA, et
al. The genetic basis of the reduced expression of bilirubin UDPglucuronosyltransferase 1 in Gilbert’s syndrome. N Engl J Med 1995;333:
1171–5.
Aono S, Adachi Y, Uyama E, Yamada Y, Keino H, Nanno T, et al.
Analysis of genes for bilirubin UDP-glucuronosyltransferase in Gilbert’s
syndrome. Lancet 1995;345:958–9.
Beutler E, Gelbart T, Demina A. Racial variability in the UDPglucuronosyltransferase 1 (UGT1A1) promoter: a balanced polymorphism
for regulation of bilirubin metabolism? Proc Natl Acad Sci U S A 1998;
95:8170–4.
Iyer L, Hall D, Das S, Mortell MA, Ramirez J, Kim S, et al. Phenotype–genotype correlation of in vitro SN-38 (active metabolite of irinotecan) and bilirubin glucuronidation in human liver tissue with UGT1A1
promoter polymorphism. Clin Pharmacol Ther 1999;65:576–82.
Stack D, Byun J, Gross ML, Rogan EG, Cavalieri EL. Molecular characteristics of catechol estrogen quinones in reactions with deoxyribonucleosides. Chem Res Toxicol 1996;9:851–9.
Li KM, Devanesan PD, Rogan EG, Cavalieri EL. Formation of the depurinating 4-hydroxyestradiol (4-OHE2)-1-N7Gua and 4-OHE2-1-N3Ade
adducts by reaction of E2-3,4-quinone with DNA [abstract]. Proc Am
Assoc Cancer Res 1998;39:636.
Mobley JA, Bhat AS, Brueggemeier RW. Measurement of oxidative DNA
damage by catechol estrogens and analogues in vitro. Chem Res Toxicol
1999;12:270–7.
Lennard L. Methyl transferases. In: Guengerich FP, editor. Comprehensive toxicology, Vol 3: biotransformation. London (U.K.): Pergamon;
1997. p. 437–54.
Wiesz J, Fritz-Wolz G, Clawson GA, Benedict CM, Abendroth C, Creveling CR. Induction of nuclear catechol-O-methyltransferase by estrogens
in hamster kidney: implications for estrogen-induced renal cancer. Carcinogenesis 1998;19:1307–12.
Inoue K, Tice LW, Creveling CR. Immunocytochemical localization of
catechol-O-methyltransferase. In: Usdin E, Weiner N, Youdim MB, editors. Biochemistry and function of monoamine enzymes. New York (NY):
Marcel Dekker; 1977. p. 835–59.
Liehr J. Mechanism of metabolic activation and inactivation of catechol
estrogens: the basis of genotoxicity. Polycyclic Aromat Comp 1994;6:
232–40.
Weisz J, Fitz-Wolz G, Gestl S, Clawson GA, Creveling CR, Liehr JG, et
al. Nuclear localization of catechol-O-methyltransferase in non-neoplastic
as well as neoplastic mammary epithelial cells in human breast parenchyma. Am J Pathol. In press 2000.
Weisz J. Metabolism of estrogens in target cells. Diversification and
amplification of hormone action and the catechol estrogen hypothesis. In:
Hochberg R, Naftolin F, editors. New biology of steroid hormones. New
York (NY): Raven Press; 1991. p. 102–12.
Gestl SA, Dabbs DJ, Clawson GA, Liehr JG, Creveling CR, Weisz J.
Nuclear localization of catechol-O-methyltransferase (COMT) in human
breast parenchyma, in normal, hyperplastic and neoplastic epithelial cells:
implications for catecholestrogens’ (CEs), role in carcinogenesis [abstract]. Proc Am Assoc Cancer Res 1998;39:636.
Amin AM, Creveling CR, Lowe MC. Immunohistochemical localization
of catechol methyltransferase in normal and cancerous breast tissues of
mice and rats. J Natl Cancer Inst 1983;70:337–42.
Malins DC, Polissar NL, Gunselman SJ. Progression of human breast
cancers to the metastatic state is linked to hydroxyl radical-induced DNA
damage. Proc Natl Acad Sci U S A 1996;93:2557–63.
Malins DC, Polissar NL, Nishikida K, Holmes EH, Gardner HS, Gunselman SJ. The etiology and prediction of breast cancer. Fourier transforminfrared spectroscopy reveals progressive alterations in breast DNA lead-

(99)

(100)

(101)

(102)

(103)

(104)

124

substrate specificity of UGT2B4 (E458): a UDP-glucuronosyltransferase
encoded by a polymorphic gene. Pharmacogenetics 1999;9:207–16.
(106) Hayes JD, Pulford DJ. The glutathione S-transferase supergene family:
regulation of GST and the contribution of the isoenzymes to cancer chemoprotection and drug resistance. Crit Rev Biochem Mol Biol 1995;30:
445–600.
(107) Farber E. Clonal adaptation during carcinogenesis. Biochem Pharmacol
1990;39:1837–46.
(108) Harries LW, Stubbins MJ, Forman D, Howard GC, Wolf CR. Identification of genetic polymorphisms at the glutathione S-transferase Pi locus
and association with susceptibility to bladder, testicular and prostate cancer. Carcinogenesis 1997;18:641–4.

NOTES
Supported by a Mary L. Smith Charitable Lead Trust Award and a Louise and
Gustavus Pfeiffer Research Foundation Award (to R. Raftogianis); and by Public
Health Service grants CA65532 (National Cancer Institute) (to J. Weisz) and
grants GM28157 and GM35720 (National Institute of General Medical Sciences)
(to R. Weinshilboum), National Institutes of Health, Department of Health and
Human Services.
We thank Ms. Kathleen Buchheit for her assistance in the preparation of this
manuscript.

Journal of the National Cancer Institute Monographs No. 27, 2000

Downloaded from http://jncimono.oxfordjournals.org/ by guest on May 10, 2016

(105)

boum RM. Human catechol-O-methyltransferase pharmacogenetics; description of a functional polymorphism and its potential application to
neuropsychiatric disorders. Pharmacogenetics 1996;6:243–50.
Millikan RC, Pittman GS, Tse CK, Duell E, Newman B, Savitz D, et al.
Catechol-O-methyltransferase and breast cancer risk. Carcinogenesis
1998;19:1943–7.
Falany CN, Wheeler J, Oh TS, Falany JL. Steroid sulfation by expressed
human cytosolic sulfotransferases. J Steroid Biochem Mol Biol 1994;48:
369–75.
Price RA, Cox NJ, Spielman RS, Van Loon JA, Maidak BL, Weinshilboum RM. Inheritance of human platelet thermolabile phenol sulfotransferase (TL PST) activity. Genet Epidemiol 1988;5:1–15.
Cheng Z, Rios GR, King CD, Coffman BL, Green MD, Mojarrabi B, et
al. Glucuronidation of catechol estrogens by expressed human UDPglucuronosyltransferases (UGTs) 1A1, 1A3, and 2B7. Toxicol Sci 1998;
45:52–7.
Ritter JK, Sheen YY, Owens IS. Cloning and expression of human liver
UDP-glucuronosyltransferase in COS-1 cells. 3,4-catechol estrogens and
estriol as primary substrates. J Biol Chem 1990;265:7900–6.
Jin CJ, Miners JO, Lillywhite KJ, Mackenzie PI. cDNA cloning and
expression of two new members of the human liver UDPglucuronosyltransferase 2B subfamily. Biochem Biophys Res Commun
1993;194:496–503.
Levesque E, Beaulieu M, Hum DW, Belanger A. Characterization and

