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Abstract: Hydroquinone meroterpenoids, especially those derived from marine sponges, display a
wide range of biological activities. However, use of these compounds is limited by their inaccessibility;
there is no sustainable supply of these compounds. Furthermore, our knowledge of their metabolic
origin remains completely unstudied. In this review, an in depth structural analysis of sponge
merotriterpenoids, including the adociasulfate family of kinesin motor protein inhibitors, provides
insight into their biosynthesis. Several key structural features provide clues to the relationships
between compounds. All adociasulfates appear to be derived from only four different hydroquinone
hexaprenyl diphosphate precursors, each varying in the number and position of epoxidations.
Proton-initiated cyclization of these precursors can lead to all carbon skeletons observed amongst
sponge merotriterpenoids. Consideration of the enzymes involved in the proposed biosynthetic
route suggests a bacterial source, and a hypothetical gene cluster was constructed that may facilitate
discovery of the authentic pathway from the sponge metagenome. A similar rationale can be extended
to other sponge meroterpenoids, for which no biosynthetic pathways have yet been identified.

Keywords: sponge; meroterpenoid; marine natural product; medicinal chemistry; biosynthesis;
drug discovery

1. Introduction

Meroterpenes have long been recognized for their diverse biological activities. In particular,
hydroquinone meroterpenes are interesting because of their potential for redox chemistry and
wide distribution in nature [1,2]. Marine sponges represent a prolific source of hydroquinone
meroterpenoids, some of which exhibit unique activities that cannot be substituted for using alternative
compounds. The diversity of structures and activities of sponge hydroquinone meroterpenoids have
been thoroughly reviewed by Menna et al. [1]. This review focuses on the merotriterpenoids, including
the adociasulfates (Figure 1). This family includes several unique carbon skeletons, its members
are frequently sulfated, and it also encompasses a wide variety of biological activities. The toxicols
(17–19) and shaagrockol C (22) inhibit the DNA polymerase function of HIV-1 reverse transcriptase [3].
Akaterpin (25) inhibits hydrolysis of phosphatidylinositol by phospholipase C, a key step in eukaryotic
signaling pathways by its production of diacylglycerol and inositol triphosphate [4]. Indoleamine
2,3-dioxygenase, whose activity mediates T-cell activation and whose overexpression in cancer may
prevent tumor rejection, is inhibited by halicloic acids A and B (15, 16) [5]. Some of these compounds
also display weak antimicrobial activities [6,7]. The adociasulfate family has been shown to inhibit
H+-ATPases and kinesin motor proteins [8–11]. Inhibition of kinesin by adociasulfate-2 (2) involves
competition with microtubules for binding [11,12]. This mode of kinesin inhibition is known for only
two other compounds, rose bengal lactone and the polyoxometalate NSC 622124, which both display
characteristic features of nonspecific inhibition, including aggregate formation, indiscriminate binding
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to positively charged protein surfaces, and inhibition of a variety of enzyme activities [13–17]. Thus,
sponge hydroquinone merotriterpenoids display a variety of therapeutically interesting activities,
including some with unique mechanisms of action.
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Figure 1. Chemical structures of sponge hydroquinone merotriterpenoids. The adociasulfates and
related compounds are derived from sponges of the family Chalinidae, with the exception of akaterpin,
isolated from Callyspongia sp.
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The adociasulfates in particular, with their unique mechanism of action, are not only interesting
from a medicinal perspective, but have great potential as tools for studying the function of kinesins in
cell biology. Neurons rely on precise intracellular organization and transport to function, as different
cellular regions have very distinct roles in responding to and relaying signals. Use of 2 revealed a
role for kinesin motor proteins in the transport of cytoskeletal filaments within axons [18], and in
intracellular spatio-temporal control of gene expression via transport of synapse-specific mRNAs [19].
Kinesins are also involved in reconstructing the nucleus after cell division. Formation of nuclear
pore complexes (NPCs) in Xenopus laevis eggs was inhibited by 2, but not the double membrane of
the nuclear envelope (NE), indicating the existence of a distinct vesicle population for delivering
NPCs that utilize kinesin-guided microtubule transport [20]. Developmental processes have also
been probed using 2. Asymmetric, kinesin-dependent shuttling of cargo was shown to occur very
early in the development of frog and chick embryos, suggesting a cytoskeletal role in establishing
left-right asymmetry [21]. Treatment of early embryos with 2 led to disruption of this asymmetry.
Finally, adociasulfates have been used to interrogate kinesin function directly. The kinesin microtubule
binding site was mapped based on binding experiments with 2 [22], and, more recently, adociasulfates
were shown to display affinity for non-kinesin microtubule binding sites, indicating their potential as
probes of other microtubule-binding proteins [12].

Despite their useful biological activities, sponge meroterpenoids are often unobtainable due to
a lack of practical chemical syntheses and the difficulties associated with obtaining material from
biological sources [23–26]. For this reason, studies using these compounds in biological applications
are scarce and relatively infrequent. For example, with the exception of the most recent study, all of
the studies described above obtained 2 from the authors of its original publication [11]. Thus, there
is a need for a sustainable means of producing such compounds in order to make full use of their
potential. This could be accomplished using a biosynthetic approach. However, there is a lack of
knowledge with regard to meroterpenoid biosynthesis in marine invertebrates. No pathways for such
compounds have been described despite hundreds of known compounds [1]. The characterization of
one meroterpenoid pathway could reveal other the existence of other pathways, as sponge-derived
hydroquinone meroterpenoids share many overlapping structural features that suggest common
metabolic origins. To this end, adociasulfates provide an excellent starting point because a relatively
simple biosynthetic hypothesis can be derived from a limited number of precursors (Figure 2). In fact,
it is conceivable that all sponge triterpene hydroquinones are derived from a single parent pathway.
The purpose of this review is to draw attention to the structural relationships between compounds
and show that a thorough analysis of these relationships can reveal clues to their biosynthetic origin.
Below, I discuss the features that unify the adociasulfates and other merotriterpenoids, make a case for
the enzymes that are likely to be involved in their construction, and establish a biogenetic hypothesis.
This analysis results in a hypothetical, bacteria-derived adociasulfate pathway.
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Figure 2. The four, putative hydroquinone merotriterpenoid biosynthetic classes. Sponge merotriterpenoids
can be divided into four groups by the number and position of epoxidations of the linear hexaprenoid
precursor (left side). Representative adociasulfates of each major group are shown (right side).

2. A proposed biosynthetic route for sponge hydroquinone merotriterpenoids

A defining feature of the adociasulfates is that the arrangement of methyl groups implies a linear
triterpene-diphosphate precursor, as opposed to squalene. Prenyl diphosphates are typically formed
by a head-to-tail condensation of isopentenyl diphosphate (IPP) with either dimethylallyl diphosphate
(DMAPP) or the product of a previous such condensation, yielding linear terpenes extended by five
carbons. Squalene, however, is made by the tail-to-tail condensation of two C15 farnesyl-diphosphates
(FPP) to produce a symmetrical triterpene. The consequences of this are twofold. First, without the
diphosphate, squalene is no longer activated for prenyl transfer to a hydrobenzoquinoid substrate.
Second, cyclized derivatives of squalene display a characteristic arrangement of methyls that is not
observed for adociasulfates or any other hydroquinone meroterpenoids. Linear meroterpenoids
have been reported from sponges before, though not from sponges that produce adociasulfates [1].
Nonetheless, there is a precedent for prenyl transfer of linear triterpenes to quinones, resembling
ubiquinone biosynthesis, while there is none for the equivalent transfer of squalene.

All sponge merotriterpenoids can potentially be derived from a common series of linear precursors
(Figure 2). These universal precursors, the products of aromatic prenylation by hexaprenyl diphosphate,
would then be cyclized via a proton-initiated (type II), carbocation-mediated cyclization cascade. Most
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adociasulfates are hydroxylated at one (e.g., 1, 2) or two (e.g., 13) carbons at positions corresponding
to alkenes in hexaprenyl diphosphate. This suggests that epoxidation of the linear substrate occurs
prior to cyclization. The number and position of epoxides in the cyclization substrate provides a
convenient way to group biosynthetically related sponge merotriterpenoids. Thus, group I precursors
are epoxidized at position 10,11, group II at both positions 6,7 and 10,11, and group III at position
6,7, while group IV compounds are not epoxidized. All proposed cyclization schemes described
herein are based on (S,S) epoxide configurations, as predicted from the configurations of the putative
epoxide-derived hydroxy carbons present in group I, II, and III adociasulfates. A variety of skeletons
resulting from multiple cyclization events of these precursors is shown in Figure 3.Mar. Drugs 2017, 15, 285 5 of 22 
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Figure 3. Diverse merotriterpenoid skeletons can be derived from a small number of related precursors
via different cyclization routes. The innermost circle shows the four putative precursor molecules.
Carbocation products of a single cyclization event are shown in the middle ring. Carbocation products
of a second cyclization event are shown in the outermost ring. Numeric designations of final products
lie outside of the circle. The number and complexity of structures expands outwards from the simple
precursors in the center. The R group of the center linear precursor is substituted with one of the four
groups in shown in parentheses, while the R’ group denotes a hydroxyl group for most compounds,
or a glycolic acid moiety for some group I and II compounds.
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2.1. Group I compounds

The simplest hypothetical cyclization schemes involve the group I meroterpenoids. Compounds
in this group likely undergo two independent cyclization cascades and exhibit few rearrangements.
The initial cyclization of 1, 2, 5, 6, 7, and halicloic acid A (15) would be identical for each compound,
with epoxide opening to form a hydroxyl group at C11, establishing the sterol-like, four-ring system
with ring D fused to the hydrobenzoquinone moiety (Figure 4A) [5,9,10]. The resulting carbocation
would then be quenched by proton abstraction, restoring aromaticity. A second proton-initiated
cyclization of the remaining two olefins would produce a fifth ring and a carbocation at position C6.
Here, 1, 5, and 7 would differ from 2, 6, and 15 in the manner of base abstraction. In the former group,
deprotonation would occur at C5 to introduce a new double bond, leaving the fifth ring independent
of the core. In the latter group, a sixth, seven-membered ring would be formed by attack of the C11
hydroxyl on the C6 carbocation. Proton abstraction would then occur at the cyclic ether oxygen. AS-10
(10) could be obtained from the same initial cyclization, but would involve a hydride shift in the
second cyclization event, placing the carbocation on C7 instead of C6 and resulting in a six-membered
heterocycle (Figure 4B) [8]. The 3D structure of 2 would be flat relative to 10, whose terminal ring would
be twisted perpendicular to the plane of the core ring system. Halicloic acid B (16) resembles 10, but
the second cyclization event would involve an additional rearrangement: a methyl transfer following
the hydride shift, placing the carbocation on C2 (Figure 4C) [5]. Deprotonation at C3 would then
yield a tri-substituted alkene. A glycolic acid moiety substitutes for the 5′ hydroxyl in 10, 15, and 16,
suggesting an alternative aromatic prenyl acceptor to hydrobenzoquinone may be used. The final group
I terpenes, toxicols A-C (17–19), likely undergo a unique cyclization that could occur in two different
ways. In the first, an alkyl shift would condense the initial six-membered ring into a five-membered
ring, resulting in an unstable secondary carbocation at C15 (Figure 4(Di)) [7]. Cyclization would then
continue with subsequent attack on the C15 carbocation by C19. In the second, the initial epoxide
opening would involve a direct attack by the 14,15-olefin on C10, which would be sterically hindered
by the two methyls of C10 and C14 (Figure 4(Dii)). A second cyclization step and proton abstraction
would result in the final product, with two independent ring systems. Finally, adociasulfates and
related meroterpenoids would be sulfated at either, none, or both hydrobenzoquinone hydroxyls,
while 5′ glycolic acids appear not to be modified further.

2.2. Group II compounds

Adociasulfates and related meroterpenoids of group II are likely derived from a diepoxy precursor
(Figure 5). Three of five members of this group exhibit a 5′ glycolic acid substitution akin to 10, 15,
and 16 [6,12,27]. The first cyclization event of 9 may mirror that of 2 from group I, with the opening
the 10,11-epoxide and establishment of the adociasulfate core. The second cyclization would then
involve the opening of the 6,7-epoxide by back-side attack of the C11 hydroxyl at the more-substituted
C6 position in a typical acid-catalyzed epoxide opening. This would result in the formation of a
seven-membered ring and an inversion of C6 stereochemistry. Assuming a pro-chair conformation
would position C6 into a pro-(R) configuration relative to the C11 hydroxyl attack, resulting in the
axial-oriented terminal olefin. For group I compounds, the lack of the 6,7-epoxide likely allows for
inclusion of the 2,3-terminal alkene in the second cyclization event (Figure 4A), whereas all group II
compounds display a free terminal olefin. This may reflect an enzymatic preference for protonation of
epoxides over alkenes, resulting in early termination of the cyclization cascade.
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Figure 4. Putative cyclization routes of group I sponge merotriterpenoids, derived from
10,11-epoxyhexaprenyl diphosphate, including: (A) 1, 2, 5, 6, 7, halicloic acid A (15), (B) 10, (C) halicloic
acid B (16), and (D) toxicols A-C (17–19).
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Figure 5. Putative cyclization routes of group II sponge merotriterpenoids, derived from
6,7-10,11-diepoxyhexaprenyl diphosphate, including: 9, 13, 14, and haliclotriols A (20) and B (21).

2.3. Group III compounds

Group III merotriterpenoids are likely derived from a 6,7-epoxy precursor. This group is
characterized by a lack of fusion to the aromatic ring and quenching by water. In the proposed
cyclization of 3 and 4, initiation by protonation would result in a bicyclic drimane-like skeleton
that undergoes rearrangement before deprotonation by an active-site base, yielding a highly stable
tetra-substituted double bond and unique configurations of methylated carbons (Figure 6A) [9].
The first cyclization event of 3 and 4, involving the 14,15-, 18,19-, and 22,23-olefins, likely involves
prearrangement of the substrate in a chair-chair orientation, placing the remaining linear terpene
chain in a pre-equatorial position. For 4, protonation of the 6,7-epoxide would initiate the second
cyclization event involving the 10,11-olefin (Figure 6(Ai)), while hydrolysis of the epoxide would lead
to 3 (Figure 6(Aii)). The first cyclization event of shaagrockol C (22) would also produce a bicyclic
system, though deprotonation would occur prior to any rearrangement, yielding a tetra-substituted
alkene (Figure 6B) [28]. The second cyclization would be similar to that of 4. Prearrangement of the
remaining linear portion of the substrate in a boat conformation, followed by hydride transfer from the
C11 axial hydrogen to the C10 carbocation would allow for the (R) configuration at C10, as opposed
to the (S) configuration that would result from a chair prearrangement and analogous hydride shift.
Water would attack the C11 carbocation with inversion of stereochemistry. The net result of this
dramatically different cyclization route is that the newly formed ring of 22 would incorporate an axial
hydroxyl group in place of a proton at C11. Thus, 22 and 4 display the same relative configuration
about C11, despite differing absolute configurations. Finally, the C7 hydroxyl would initiate a final
cyclization with the 2,3-alkene, forming a 7-membered terminal heterocycle. Shaagrockol B, isolated
together with 22, is the oxidation product of 22 about the 22,23-alkene and is likely not enzymatic in
origin [28].
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2.4. Group IV compounds

The remaining six known sponge merotriterpenoids of group IV are likely derived from a substrate
lacking epoxidation. The majority of these compounds undergo complex cyclizations followed by
rearrangements, as evidenced by their atypical methyl positions. Like the group III compounds, none
of the group IV members exhibit fused rings with the aromatic moiety, suggesting that aromatic ring
fusion requires the presence of the 10,11-epoxide. Another common feature between groups III and IV
is the absence of 5′ glycolic acid substitution. For 11, 12, and adociaquinol (23), the proposed initial
cyclization would, like the group III compounds, yield a two-ring system, but would differ from
these in the prearrangement of the substrate in a boat-chair conformation, placing the linear terpene
chain in the less favorable axial position. (Figure 7A) [29]. Due to the absence of the 6,7-epoxide,
the second cyclization event of 11, 12, and 23 would include the terminal olefin that was excluded
by the group III compounds. The second cyclization event of 11 and 23 likely resembles the initial
cyclization event of 3 and 4, involving preorganization of the substrate in the chair-chair orientation
that places the terpene chain in the more stable equatorial position (Figure 7(Ai)). Deprotonation at the
C10 methyl would introduce the exocyclic alkene. The second cyclization event of 12 would involve a
chair-boat conformation, placing the ring system established in the first cyclization event in the axial
position, with deprotonation at C5 following both a hydride and methyl shift to form the trisubstituted
alkene (Figure 7(Aii)). Cyclization of the initial bicyclic ring system of toxiusol (24) likely involves
the chair-boat conformation, placing the hydroquinone in the axial position (Figure 7B) [7,29]. Two
hydride shifts and a methyl transfer would occur prior to deprotonation to complete first cyclization.
The second cyclization event of 23 would occur via the chair-chair conformation similar to 11 and 23,
but a series of hydride transfers would place the trisubstituted alkene on the opposite ring relative
to 12. The cyclization of akaterpin (25) likely follows a similar cyclization scheme as 24 but would
involve an alkyl shift during the first event, relocating the remaining linear isoprene chain from C14
to the bridgehead carbon, C19 (Figure 7C) [4]. The final sponge merotriterpenoid, 8, can be reached
with a single proton-initiated cascade followed by extensive rearrangement. The substrate is likely
prearranged in the antipodal conformation, the opposite orientation of the group I and II cyclizations,
such that the end result appears structurally distinct from the sterol-like adociasulfate core of group I
and II meroterpenoids (Figure 7D) [10]. In total, five hydride shifts and four methyl shifts would need
to occur before an attack by water at the bridgehead carbon C7.

From this model of the origin of adociasulfates, it should be clear that all sponge merotriterpenoids
of the hydrobenzoquinone family are related biosynthetically. In each adociasulfate discovery reported,
mixtures of compounds from multiple groups were identified, suggesting a common synthetic route
that is independent of the epoxidation state of the substrate [7–9,12,27,29]. Of this class of compounds,
all but one member has been isolated from sponges within the family Chalinidae. The exception is 25,
which was reportedly discovered from Callyspongia sp [4]. Though Callyspongia is a member of the
same order as Chalinidae (order Haplosclerida), Callyspongia is far enough removed in this case to be
considered unrelated (Mary Kay Harper, personal communication, 2016). Thus, these compounds can
be used as taxonomic identifiers, potentially due to a shared biosynthetic pathway.
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3. Considerations of the enzymatic origin of sponge merotriterpenoids

Only a few key biosynthetic steps are required for all four groups of merotriterpenoids described
above: aromatic prenylation, proton-initiated cyclization, and sulfation. Epoxidation also occurs for
the majority of these compounds, with the exception of group IV. The potential enzyme families
responsible for these key steps of adociasulfate construction are discussed in this section. The source of
the terpene and benzoquinone precursors is also considered, as these metabolites can be derived from
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multiple routes and the enzymes involved in their synthesis may be components of an adociasulfate
biosynthetic gene cluster. In addition to the enzymatic origins of sponge merotriterpenoids, the identity
of the producing organism is taken into account, as this will dramatically affect the genetic organization
of the pathway.

3.1. Origin of precursors

The majority of the adociasulfate structure is constructed of five-carbon isoprene units. There are
two known biosynthetic pathways for isoprene production: the mevalonate (MEV) pathway, which
provides the precursors for steroids in eukaryotes but is also present in some bacteria, and the
1-deoxy-D-xylulose-5 phosphate (MEP/non-mevalonate) pathway unique to plants, bacteria, and
some parasites. Both of these are considered primary metabolic pathways. It is possible that the
adociasulfate pathway draws IPP directly from an endogenous metabolite pool and lacks any dedicated
genes for IPP/DMAPP synthesis. However, the producing organism’s native isoprene source does
not necessarily imply that pathway’s involvement in secondary metabolism. Bacteria normally
lacking the MEV pathway are known to incorporate horizontally acquired MEV pathway genes into
meroterpenoid biosynthetic clusters as a pathway-specific source of IPP/DMAPP [30–39]. Some MEP
pathway bacteria contain duplications of MEP genes in secondary metabolite clusters [40,41]. The role
of these seemingly redundant genes may be to enhance production of precursor metabolites or to
establish regulation of early steps in the pathway. Thus, copies of MEV or MEP pathway genes might
be involved in meroterpenoid production. However, as there is no evidence to suggest one isoprene
pathway being involved over the other, adociasulfate pathway identification should focus on the
biosynthetic steps unique to merotriterpenoids. The presence of isoprene pathway elements should be
considered a secondary indication of a terpene pathway.

The adociasulfate prenyl donor, consisting of six isoprene units, is almost certainly a
product of a trans isoprenyl diphosphate synthase. Isoprenyl diphosphate synthases are
soluble, Mg2+-dependent prenyltransferases (PTases) mechanistically related to aromatic UbiA-like
PTases [42,43]. These enzymes are responsible for producing prenyl diphosphates of different
lengths for various biological functions, including polyprenyl diphosphates of 30–50 carbons used
in ubiquinone and menaquinone biosynthesis, and the FPP used to make squalene in steroid
biosynthesis. Isoprenyl diphosphate synthases are sometimes components of meroterpenoid gene
clusters [30–35,38,40]. Their inclusion in secondary metabolite pathways may reflect a selection
mechanism for a particular length polyprenyl substrate, establishing a distinct substrate pool for
meroterpenoid biosynthesis separate from the endogenous IPP pool. However, native isoprenyl
diphosphate synthases are likely capable of providing the prenyl substrate for secondary metabolism.

Like prenyl diphosphates, quinones can also derived from primary metabolic pathways like the
phenylalanine/tyrosine pathway, from which hydroquinone and 4-hydroxyphenylacetate (4HPA),
a potential pre-hydroxylation precursor of the 5′-glycolic acid substituted adociasulfates, can be
derived (Figure 8). 4HPA may be derived from 4-hydroxyphenylpyruvate (4HPP), a product of tyrosine
degradation. Oxidative decarboxylation, such as that catalyzed by 4-hydroxyphenylpyruvate (4HPP)
dioxygenase, an Fe2+-dependent internal ketoacid dioxygenase, could be used to generate 4HPA from
4HPP [44]. Alternatively, 4HPA could potentially be obtained from 4HPP via 4HPA decarboxylase, such
as the enzyme of Clostridium difficile that produces p-cresol from 4HPA and is a member of the glycyl
radical enzymes (GRE) of the radical-SAM superfamily [45]. In a less direct route, decarboxylation
of 4HPP to the aldehyde with subsequent oxidation to 4HPA by either an aldehyde dehydrogenase
(ALDH) or an aldehyde oxidase (AOX) could be possible [46,47]. Both the NAD(P)+-dependent
ALDHs and flavin-dependent molybdenum/tungsten AOXs are described as broad-substrate and are
largely uncharacterized. Subsequent hydroxylation of the 4HPA acyl side-chain could be carried
out by an α-ketoglutarate-dependent Fe2+ enzyme or a cytochrome P450 (P450) [48,49]. 4HPA
could also enter into the homogentisate pathway, where hydroquinone could be obtained from
homogentisate in a few enzymatic steps [50,51]. Hydroquinone could be derived from gentisate
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by decarboxylation, potentially requiring a nonoxidative decarboxylase like 5-carboxyvanillate or
γ-resorcylate decarboxylase, both members of the ACMSD decarboxylase family [52–54]. Oxidative
decarboxylation of aromatic substrates can also be carried out by flavin monooxygenases (FMOs) [55].
Though it is unclear whether tyrosine metabolism factors into meroterpenoid biosynthesis, enzymes
similar to these are capable of supplying the prenyl acceptor.
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Figure 8. Potential biosynthetic origins of the aromatic adociasulfate prenyl acceptor from tyrosine
metabolism pathways, as mapped by the Kyoto Encyclopedia of Genes and Genomes (KEGG). Dashed
arrows indicate possible or uncharacterized enzymatic transformations.

The majority of meroterpenoid pathways contain genes responsible for providing or modifying
existing aromatic precursors, but these genes represent a variety of distinct biosynthetic routes.
Hydroquinone prenyl acceptors of known meroterpenoid pathways are derived primarily from
polyketides [31,32,34,38,56–60], but can also be derived from tyrosine [41,61], and from the carbohydrate
sedoheptulose 7-phosphate [33]. Another possibility is that the prenyl acceptor is extensively modified
after the initial prenylation event, as is the case in ubiquinone synthesis. 4-hydroxybenzoate (4HB) and
homogentisate, similar in structure to 4HPA and hydroquinone, are known prenyl acceptors in the
ubiquinone and plastoquinone/tocopherol pathways, respectively [62,63]. Prenyl-4HB/homogentisate
could be decarboxylated and then hydroxylated to generate the precursor of adociasulfate cyclization.
From the examples described here, merotriterpenoids are likely to include specific genes devoted to
hydroquinone synthesis.

3.2. Prenylation

Prenyltransferase is the first true step in adociasulfate biosynthesis. A variety of aromatic
prenyltransferases (PTases) are known to generate products resembling the linear adociasulfate
precursors shown in Figure 2. The earliest to be characterized of these enzymes is 4HB-PTase, which is
involved in ubiquinone biosynthesis [62,64]. 4HB-PTases are present in all forms of life, as ubiquinone
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is an essential component of biological redox reactions like the electron transport chain. The mechanism
of prenyl transfer by UbiA, the 4HB-PTase of E. coli, involves activation of the isoprene diphosphate to
form a carbocation, initiating the electrophilic addition to 4HB in a Friedel-Crafts type alkylation [65,66].
UbiA and related PTases are broadly substrate selective in vitro, especially with regard to the length of
isoprenes that can be incorporated into their product [62,67,68]. UbiA also exhibits broad substrate
specificity for prenyl acceptors, provided that these substrates are para-alcohol- or amino-substituted
benzoates [69]. In fact, membrane-associated aromatic PTases utilize a wide variety of aromatic prenyl
acceptors in the biosynthesis of plastoquinones/tocopherols, menaquinone, and even secondary
metabolites; a testament to their vast biosynthetic potential [70]. It is likely, owing in particular to their
accommodation of variable isoprene chain lengths, that membrane aromatic PTases are involved in
sponge meroterpenoid biosynthesis.

Prenylation is not unique to the UbiA-like PTases, however, and could be accomplished by other
enzyme families. The ABBA-family of aromatic PTases, so named for their alternating, antiparallel
α -β-β-α folds (dubbed the PT-fold or PT-barrel), are soluble aromatic prenyltransferases involved
in secondary metabolism of bacterial and fungal natural products [71,72]. Though ABBA PTases are
broadly selective with regard to the aromatic prenyl acceptor, they are restricted in the length of the
prenyl donor to two or fewer isoprene units. Only one ABBA PTase is known to accept FPP as a prenyl
donor [30]. Despite the significant role of ABBA PTases in secondary metabolism, the comparison
between PTase families better supports the idea that a membrane-associated PTase is involved in
sponge meroterpenoid biosynthesis.

3.3. Cyclization

Cyclization of triterpenes is an electrophilic reaction catalyzed by class II terpene cyclases.
Class II triterpene cyclases of the bacterial squalene-hopane cyclase (SHC) and eukaryotic
oxidosqualene-lanosterol cyclase (OSC) families are known for both their broad substrate selectivity
and their extreme product diversity in vitro [73–76]. This product diversity is related to the
proton-initiated mechanism of cyclization. Carbocation-mediated rearrangements occur frequently,
and similar substrates may be cyclized differently depending on where they are protonated, which
depends on both substrate and enzyme and shape. Despite this, cyclization is a highly stereospecific
reaction, resulting in characteristic configurations about the chiral bridgehead and methyl-substituted
carbons. The fit of the substrate within the cyclase active site likely plays a large role in determining the
arrangement of the rings in the final product. Many adociasulfates display sterol-like stereochemistry
within rings A-C, indicative of the “prechair” conformation assumed by group I and II adociasulfates
prior to cyclization that is characteristic of both sterol and hopene cyclizations (Figure 4) [73]. Group III
and IV adociasulfates exhibit bicyclic skeletons, which are also products of SHC/OSCs in vitro [73,76].
As sponge merotriterpenoids display features characteristic of proton-initiated cyclization, including
complex rearrangements and substrate-dependent patterns of carbon skeletons (Figure 2), an SHC- or
OSC-like cyclase is likely involved in their synthesis.

Class II terpene cyclases do not utilize linear meroterpenoid substrates in nature, but are
nonetheless capable of performing the chemistry required of a putative adociasulfate cyclase. Both
SHCs and OSCs can cyclize linear hydroquinone meroterpenoids in vitro [75,77–79]. In these examples,
SHCs are able to cyclize the prenyl side chain of the linear meroterpenoid substrate, but their products
lack fusion of the aromatic moiety to the terpene ring system [77,79]. The OSC lupeol synthase
(LUP1) from Arabidopsis thaliana, however, is capable of fusing the aromatic indole ring of its epoxide
substrate to the prenyl side chain [78]. This is similar to the epoxide-dependent aromatic ring fusion
observed for group I and II adociasulfates (Figures 4 and 5). This would suggest that the presence
and position of epoxides determine which type of skeleton will be formed. In this way, a single class
II terpene cyclase could be responsible for the production of all sponge merotriterpenoids. In an
example of substrate-dependence on cyclization, tetraprenyl-β-curcumene cyclase of Bacillus subtilis
is capable of utilizing both a linear, monocyclic C35 terpenoid substrate to generate a fused four-ring
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skeleton strongly resembling group I and II adociasulfates, and squalene to produce a fused bicyclic
drimane-like skeleton similar to group III and most group IV adociasulfates [80]. In this case, the
structural differences between the linear, head-to-tail tetraprenyl-β-curcumene and the tail-to-tail
squalene direct the outcome of the cyclization event. Adociasulfate cyclizations sometimes involve
heterocycle formation, presumably involving hydroxyls produced by epoxide ring openings. SHCs are
capable of heterocycle formation in this way [81]. In general, SHCs exhibit greater substrate flexibility
than OSCs and can accept a variety of terpene substrates in vitro, including 2,3-oxidosqualene [73,82].
Thus, it is likely that a bacterial SHC-like enzyme is responsible for adociasulfate cyclization.

Though one could envision the adociasulfate biosynthetic pathway containing an SHC-like
terpene cyclase, natural product pathways often include atypical enzymes capable of performing
similar chemistry rather than the more recognizable class II terpene cyclases. For example,
several fungal indole meroterpenoid pathways utilize a novel family of small, membrane-bound
meroterpenoid cyclases (MTCs) capable of proton-initiated cyclization [83]. One of these enzymes,
PaxB, has been shown to cyclize doubly epoxidized substrates similar to those predicted for group
II sponge merotriterpenoids [84]. The resulting compound, paspaline, is remarkably similar to
adociasulfates in that it, too, contains a heterocycle formed after an initial epoxide opening cyclization
event, using the resulting hydroxyl group in the second cyclization reaction. MTCs have thus far only
been reported to cyclize merosesquiterpenoid and meroditerpenoids, but it appears plausible that such
enzymes could catalyze longer cyclizations, such as that predicted for 8 (Figure 7D).

3.4. Epoxidation

Epoxidation of squalene in eukaryotes is carried out by squalene monooxygenase (SM),
a membrane-bound flavin-dependent protein that requires molecular oxygen and reduced NADPH, as
well as a P450 reductase partner [85]. The requirement for a P450 reductase is unique to SM amongst
FMOs, as there is no structural relationship between SM and P450s, but several groups of FMOs are
known to require other flavin reductase partners [55]. There is evidence that a second, non-P450 type
flavin reductase may be also be able to supply reduced NADPH to SM [86]. There is also a precedent
for SM in secondary metabolism. The diterpene phenalinolactone, produced by a Streptomyces strain,
includes an SM homolog in its biosynthetic gene cluster [87]. This SM homolog is believed to introduce
an epoxide at the terminal olefin of the C20 geranylgeranyl diphosphate substrate. SM produces
a single isomer of oxidosqualene, introducing an oxirane ring at the terminal 2,3-alkene in the (S)
configuration. However, due to the rigid specificity of SM for terminal olefins it is more likely that an
unrelated monooxygenase is involved in sponge merotriterpenoid epoxidation. For example, non-SM
FMOs related to oxidative genes of the ubiquinone pathway have been identified in fungal indole
terpenoid gene clusters, such as that of xiamycin [2,88]. Additionally, P450 monooxygenases are
involved in oxidative tailoring reactions in numerous natural product pathways and are capable of
performing a wide variety of chemical modifications on diverse substrates, including epoxidation.
All P450s obtain reduced flavin via a P450 reductase partner, similar to SM [89]. Owing to their
incredible diversity in both function and substrate specificity, either FMOs or P450s are a more likely
candidate for epoxidation than SM in the adociasulfate pathway.

3.5. Sulfation

The final step in the synthesis of adociasulfates is sulfation of the hydroquinone moiety.
In eukaryotes, sulfation is carried out by sulfotransferases (SULTs) that utilize 3′-phosphoadenosine
5′-phosphosulfate (PAPS) as a sulfonate (SO3

−) donor. Though SULTs are less prevalent in bacteria
than in eukaryotes, sulfation has been incorporated into secondary metabolism. SULT domains have
been identified within polyketide synthases to generate sulfated products, or, in one case, sulfation
activates a substrate for decarboxylation [90]. The role of sulfation in adociasulfate activity can
only be guessed, as the native biological function of adociasulfates is not known. However, with
regard to kinesin, the sulfates only prevent membrane penetration and do not affect inhibition [12,91].
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Sulfation could be a mechanism for elimination from the sponge to avoid toxicity associated with
kinesin inhibition, or it could enhance secretion to facilitate exposure to predators. Not all sponge
merotriterpenoids are sulfated, however, but these compounds have not been tested for kinesin
inhibition [5,6]. It has been suggested that an analog of 14 containing an esterified glycolic acid
moiety and lacking sulfation might be membrane permeable and still inhibit kinesin, making it a
good anticancer lead [12]. 21 and haliclotriol triacetate closely resemble this hypothetical analog and
should be screened for kinesin inhibition [6]. Nonetheless, sulfation is not essential for adociasulfate
biosynthesis, and the genes involved need not reside in the same gene cluster or even the same genome
as the rest of the pathway. While a microbial symbiont may produce adociasulfates, the host could be
responsible for their sulfation.

4. Concluding remarks

To date, adociasulfates remain the only known natural product kinesin inhibitors that compete
with MTs for binding. Until recently adociasulfates were thought to form MT-mimicking aggregates,
bringing into question their potential as drugs or mechanistic probes [92]. It is now understood that
adociasulfates bind kinesin in a 1:1 interaction [12]. In light of these findings, it is crucial to point out
the unlikeliness of kinesin inhibitors RBL and NSC 622124 to behave as expected in biochemical or
cell-based investigations. Adociasulfates are the only experimentally validated inhibitors to compete
with MTs for binding kinesin at a single-molecule level. Thus, there exists some urgency to achieve
sustainable adociasulfate production.

A general biogenetic hypothesis can be made based on the proposed structural relationships
between hydroquinone merotriterpenoids (Figure 9A). Proton-initiated cyclization from variable
substrates, including non-epoxides, suggests a squalene-hopene cyclase. The positions of the
epoxides in the linear precursors suggest that an FMO or P450 may be responsible. The head-to-tail
linear triterpene precursor supports the idea that a polyprenyl synthase supplies the precursor of
cyclization. These observations, which encompass the more distinct features of the adociasulfate
structure, imply a bacterial origin (Figure 9B). This biogenetic hypothesis is supported by the recent
discovery of a meroterpenoid pathway from marine cyanobacteria, which are often involved in
symbioses with sponges and other invertebrates [93]. The merosterols are meroditerpenoids that
greatly resemble adociasulfates. Their biosynthetic pathway incorporates elements of the MEP
pathway for isoprene production, and both carbohydrate and tyrosine metabolism for synthesis
of the PHB moiety. An UbiA-like PTase and SHC-like cyclase were shown to generate a cyclized
meroterpenoid product, and several genes encoding oxidative proteins are present, including two
P450s, presumably to introduce modifications to the aromatic ring. Despite these similarities, no
biosynthetic pathways for sponge meroterpenoids have ever been identified for comparison. In only
one case has a producing organism been claimed to have been identified—for the production of avarol,
a merosesquiterpenoid, by the sponge Dysidea avara. In these studies, avarol was traced to a specific
sponge cell type and production was later observed from an axenic primary sponge culture [94,95].
However, no publications have followed these studies in nearly 18 years. Thus, while the possibility
exists that adociasulfates and related meroterpenoids are sponge-derived, or that merosesquiterpenoid
biosynthesis may differ substantially with that of merotriterpenoids, the biosynthetic origin of sponge
merotriterpenoids that is most consistent with their structure is bacterial.

Though the structure of adociasulfates favors symbiont- over host-derived production, no clear
verdict can be reached without experimental investigation. Clues as to what types of enzymes are
responsible have been described here. Targeted searches of genes with these functions could help to
identify the adociasulfate pathway. Metagenomic approaches may complicate data interpretation in
that several to hundreds of gene homologs may be identified within a single metagenome, especially
for those genes related to primary pathways, such as ubiA. A comparative metagenomics approach may
resolve these issues, in which the metagenomes of nonproducing Chalinidae sponges are sequenced
alongside adociasulfate-producing specimens. Care must be taken to collect and prepare separate
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samples for analysis by chemical and DNA sequencing approaches. Following the guidelines for
pathway identification laid out in this review may result in successful recognition of a meroterpenoid
pathway, paving the way for biosynthetic approaches to solve the supply problem that surrounds
these valuable compounds. More importantly, a thorough analysis of compound structure can reveal
valuable information regarding the compound’s origin. This strategy can be used as a general approach
in the discovery of natural product biosynthetic pathways.
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Figure 9. A biogenetic hypothesis for the adociasulfates. (A) A biosynthetic scheme summarizing the
proposed biogenetic hypothesis for the origin of adociasulfates. (B) A hypothetical adociasulfate gene
cluster was constructed based on the most probable biosynthetic origin, as addressed in this review.
In this scenario, the pathway is assumed to be part of a bacterial genome. Black genes represent those
directly involved in biosynthesis, white genes are those indirectly involved in biosynthesis, and those
bordered with a dashed line have the potential to be entirely absent from the cluster.

Acknowledgments: I thank Drs. Eric Schmidt, Chris Ireland, and Glenn Prestwich for their advice and critiques
regarding this manuscript. This work was supported by the American Foundation for Pharmaceutical Education
(AFPE) Predoctoral Fellowship.

Conflicts of Interest: The author declares no conflict of interest.

References

1. Menna, M.; Imperatore, C.; D’Aniello, F.; Aiello, A. Meroterpenes from marine invertebrates: Structures,
occurrence, and ecological implications. Mar. Drugs 2013, 11, 1602–1643. [CrossRef] [PubMed]

2. Matsuda, Y.; Abe, I. Biosynthesis of fungal meroterpenoids. Nat. Prod. Rep. 2015, 33, 26–53. [CrossRef]
[PubMed]

3. Loya, S.; Tal, R.; Hizi, A. Hexaprenoid hydroquinones, novel inhibitors of the reverse transcriptase of human
immunodeficiency virus type 1. J. Nat. Prod. 1993, 56, 2120–2125. [CrossRef] [PubMed]

http://dx.doi.org/10.3390/md11051602
http://www.ncbi.nlm.nih.gov/pubmed/23685889
http://dx.doi.org/10.1039/C5NP00090D
http://www.ncbi.nlm.nih.gov/pubmed/26497360
http://dx.doi.org/10.1021/np50102a014
http://www.ncbi.nlm.nih.gov/pubmed/7510786


Mar. Drugs 2017, 15, 285 19 of 23

4. Fukami, A.; Ikeda, Y.; Kondo, S.; Naganawa, H.; Takeuchi, T.; Furuya, S.; Hirabayashi, Y.; Shimoike, K.;
Hosaka, S.; Watanabe, Y.; et al. Akaterpin, a Novel Bioactive Triterpene from the Marine Sponge
Callyspongia sp. Tetrahedron Lett. 1997, 38, 1201–1202. [CrossRef]

5. Williams, D.E.; Steino, A.; de Voogd, N.J.; Mauk, A.G.; Andersen, R.J. Halicloic acids A and B isolated from
the marine sponge Haliclona sp. collected in the Philippines inhibit indoleamine 2,3-dioxygenase. J. Nat. Prod.
2012, 75, 1451–1458. [CrossRef] [PubMed]

6. Crews, P.; Harrison, B. New triterpene-ketides (merotriterpenes), haliclotriol A and B, from an Indo-Pacific
Haliclona sponge. Tetrahedron 2000, 56, 9039–9046. [CrossRef]

7. Isaacs, S.; Hizi, A.; Kashman, Y. Toxicols A-C and Toxiusol—New Bioactive Hexaprenoid Hydroquinones
from Toxiclona toxius. Tetrahedron 1993, 49, 4275–4282. [CrossRef]

8. Blackburn, C.L.; Faulkner, D.J. Adociasulfate 10, a new merohexaprenoid sulfate from the sponge Haliclona
(aka Adocia) sp. Tetrahedron 2000, 56, 8429–8432. [CrossRef]

9. Blackburn, C.L.; Hopmann, C.; Sakowicz, R.; Berdelis, M.S.; Goldstein, L.S.B.; Faulkner, D.J. Adociasulfates
1–6, inhibitors of kinesin motor proteins from the sponge Haliclona (aka Adocia) sp. J. Org. Chem. 1999, 64,
5565–5570. [CrossRef] [PubMed]

10. Kalaitzis, J.A.; Leone, P.; Harris, L.; Butler, M.S.; Ngo, A.; Hooper, J.N.A.; Quinn, R.J. Adociasulfates 1, 7,
and 8: New bioactive hexaprenoid hydroquinones from the marine sponge Adocia sp. J. Org. Chem. 1999, 64,
5571–5574. [CrossRef] [PubMed]

11. Sakowicz, R.; Berdelis, M.S.; Ray, K.; Blackburn, C.L.; Hopmann, C.; Faulkner, D.J.; Goldstein, L.S.B. A
marine natural product inhibitor of kinesin motors. Science 1998, 280, 292–295. [CrossRef] [PubMed]

12. Smith, T.E.; Hong, W.; Zachariah, M.M.; Harper, M.K.; Matainaho, T.K.; Van Wagoner, R.M.; Ireland, C.M.;
Vershinin, M. Single-molecule inhibition of human kinesin by adociasulfate-13 and -14 from the sponge
Cladocroce aculeata. Proc. Natl. Acad. Sci. USA 2013, 110, 18880–18885. [CrossRef] [PubMed]

13. Hopkins, S.C.; Vale, R.D.; Kuntz, I.D. Inhibitors of kinesin activity from structure-based computer screening.
Biochemistry 2000, 39, 2805–2814. [CrossRef] [PubMed]

14. Learman, S.S.; Kim, C.D.; Stevens, N.S.; Kim, S.; Wojcik, E.J.; Walker, R.A. NSC 622124 Inhibits Human Eg5
and Other Kinesins via Interaction with the Conserved Microtubule-Binding Site. Biochemistry 2009, 48,
1754–1762. [CrossRef] [PubMed]

15. McGovern, S.L.; Caselli, E.; Grigorieff, N.; Shoichet, B.K. A Common Mechanism Underlying Promiscuous
Inhibitors from Virtual and High-Throughput Screening. J. Med. Chem. 2002, 45, 1712–1722. [CrossRef]
[PubMed]

16. Narasimhan, K.; Pillay, S.; Bin Ahmad, N.R.; Bikadi, Z.; Hazai, E.; Yan, L.; Kolatkar, P.R.; Pervushin, K.;
Jauch, R. Identification of a polyoxometalate inhibitor of the DNA binding activity of Sox2. ACS Chem. Biol.
2011, 6, 573–581. [CrossRef] [PubMed]

17. Prudent, R.; Moucadel, V.; Laudet, B.; Barette, C.; Lafanechere, L.; Hasenknopf, B.; Li, J.; Bareyt, S.; Lacote, E.;
Thorimbert, S.; et al. Identification of polyoxometalates as nanomolar noncompetitive inhibitors of protein
kinase CK2. Chem. Biol. 2008, 15, 683–692. [CrossRef] [PubMed]

18. Shah, J.V.; Flanagan, L.A.; Janmey, P.A.; Leterrier, J.-F. Bidirectional Translocation of Neurofilaments along
Microtubules Mediated in Part by Dynein/Dynactin. Mol. Biol. Cell 2000, 11, 3495–3508. [CrossRef]
[PubMed]

19. Dictenberg, J.B.; Swanger, S.A.; Antar, L.N.; Singer, R.H.; Bassell, G.J. A direct role for FMRP in
activity-dependent dendritic mRNA transport links filopodial-spine morphogenesis to fragile X syndrome.
Dev. Cell 2008, 14, 926–939. [CrossRef] [PubMed]

20. Ewald, A.; Zünkler, C.; Lourim, D.; Dabauvalle, M.-C. Microtubule-dependent assembly of the nuclear
envelope in Xenopus laevis egg extract. Eur. J. Cell Biol. 2001, 80, 678–691. [CrossRef]

21. Qiu, D.; Cheng, S.-M.; Wozniak, L.; McSweeney, M.; Perrone, E.; Levin, M. Localization and loss-of-function
implicates ciliary proteins in early, cytoplasmic roles in left-right asymmetry. Dev. Dynam. 2005, 234, 176–189.
[CrossRef] [PubMed]

22. Brier, S.; Carletti, E.; DeBonis, S.; Hewat, E.; Lemaire, D.; Kozielski, F. The marine natural product
adociasulfate-2 as a tool to identify the MT-binding region of kinesins. Biochemistry 2006, 45, 15644–15653.
[CrossRef] [PubMed]

23. Bogenstätter, M.; Limberg, A.; Overman, L.E.; Tomasi, A.L. Enantioselective Total Synthesis of the Kinesin
Motor Protein Inhibitor Adociasulfate 1. J. Am. Chem. Soc. 1999, 121, 12206–12207. [CrossRef]

http://dx.doi.org/10.1016/S0040-4039(97)00016-6
http://dx.doi.org/10.1021/np300345j
http://www.ncbi.nlm.nih.gov/pubmed/22873824
http://dx.doi.org/10.1016/S0040-4020(00)00758-4
http://dx.doi.org/10.1016/S0040-4020(01)85743-4
http://dx.doi.org/10.1016/S0040-4020(00)00786-9
http://dx.doi.org/10.1021/jo9824448
http://www.ncbi.nlm.nih.gov/pubmed/11674622
http://dx.doi.org/10.1021/jo990404d
http://www.ncbi.nlm.nih.gov/pubmed/11674623
http://dx.doi.org/10.1126/science.280.5361.292
http://www.ncbi.nlm.nih.gov/pubmed/9535660
http://dx.doi.org/10.1073/pnas.1314132110
http://www.ncbi.nlm.nih.gov/pubmed/24191039
http://dx.doi.org/10.1021/bi992474k
http://www.ncbi.nlm.nih.gov/pubmed/10704233
http://dx.doi.org/10.1021/bi801291q
http://www.ncbi.nlm.nih.gov/pubmed/19236100
http://dx.doi.org/10.1021/jm010533y
http://www.ncbi.nlm.nih.gov/pubmed/11931626
http://dx.doi.org/10.1021/cb100432x
http://www.ncbi.nlm.nih.gov/pubmed/21344919
http://dx.doi.org/10.1016/j.chembiol.2008.05.018
http://www.ncbi.nlm.nih.gov/pubmed/18635005
http://dx.doi.org/10.1091/mbc.11.10.3495
http://www.ncbi.nlm.nih.gov/pubmed/11029051
http://dx.doi.org/10.1016/j.devcel.2008.04.003
http://www.ncbi.nlm.nih.gov/pubmed/18539120
http://dx.doi.org/10.1078/0171-9335-00207
http://dx.doi.org/10.1002/dvdy.20509
http://www.ncbi.nlm.nih.gov/pubmed/16059906
http://dx.doi.org/10.1021/bi061395n
http://www.ncbi.nlm.nih.gov/pubmed/17176086
http://dx.doi.org/10.1021/ja9934091


Mar. Drugs 2017, 15, 285 20 of 23

24. Darne, C.P. Kinesin Motor Protein Inhibitors: Toward the Synthesis of Adociasulfate Analogs.
Master’s Thesis, The University of Georgia, Athens, GA, USA, May 2005.

25. Erben, F.; Specowius, V.; Wölfling, J.; Schneider, G.; Langer, P. Benzo-Annulated Steroids:
Synthesis of Octahydro-indeno-phenanthrenes by Formal [3+3] Cyclocondensation Reaction with
1,3-Bis[(trimethylsilyl)oxy]buta-1,3-dienes. Helv. Chim. Acta 2013, 96, 924–930. [CrossRef]

26. Hosoi, H.; Kawai, N.; Hagiwara, H.; Suzuki, T.; Nakazaki, A.; Takao, K.-I.; Umezawa, K.; Kobashi, S.
Determination of the Absolute Structure of (+)-Akaterpin. Chem. Pharm. Bull. 2012, 60, 137–143. [CrossRef]
[PubMed]

27. Kalaitzis, J.A.; Quinn, R.J. Adociasulfate-9, a new hexaprenoid hydroquinone from the Great Barrier Reef
sponge Adocia aculeata. J. Nat. Prod. 1999, 62, 1682–1684. [CrossRef]

28. Isaacs, S.; Kashman, Y. Shaagrockol B and C; Two Hexaprenylhydroquinone disulfates from the Red Sea
Sponge Toxiclona toxius. Tetrahedron Lett. 1992, 33, 2227–2230. [CrossRef]

29. West, L.M.; Faulkner, D.J. Hexaprenoid Hydroquinones from thr Sponge Haliclona (aka Adocia) sp. J. Nat. Prod.
2006, 69, 1001–1004. [CrossRef] [PubMed]

30. Bonitz, T.; Zubeil, F.; Grond, S.; Heide, L. Unusual N-prenylation in diazepinomicin biosynthesis:
The farnesylation of a benzodiazepine substrate is catalyzed by a new member of the ABBA prenyltransferase
superfamily. PLoS ONE 2013, 8, e85707. [CrossRef] [PubMed]

31. Haagen, Y.; Gluck, K.; Fay, K.; Kammerer, B.; Gust, B.; Heide, L. A gene cluster for prenylated naphthoquinone
and prenylated phenazine biosynthesis in Streptomyces cinnamonensis DSM 1042. ChemBioChem 2006, 7,
2016–2027. [CrossRef] [PubMed]

32. Kawasaki, T.; Hayashi, Y.; Kuzuyama, T.; Furihata, K.; Itoh, N.; Seto, H.; Dairi, T. Biosynthesis of a natural
polyketide-isoprenoid hybrid compound, furaquinocin A: Identification and heterologous expression of the
gene cluster. J. Bacteriol. 2006, 188, 1236–1244. [CrossRef] [PubMed]

33. Kawasaki, T.; Kuzuyama, T.; Furihata, K.; Itoh, N.; Seto, H.; Dairi, T. A Relationship between the Mevaolnate
Pathway and Isoprenoid Production in Actinomycetes. J. Antibiot. 2003, 56, 957–966. [CrossRef] [PubMed]

34. Kuzuyama, T.; Noel, J.P.; Richard, S.B. Structural basis for the promiscuous biosynthetic prenylation of
aromatic natural products. Nature 2005, 435, 983–987. [CrossRef] [PubMed]

35. McAlpine, J.B.; Banskota, A.H.; Charan, R.D.; Schlingmann, G.; Zazopoulos, E.; Piraee, M.; Janso, J.;
Bernan, V.S.; Aouidate, M.; Farnet, C.M.; et al. Biosynthesis of Diazepinomicin/ECO-4601, a Micromonospora
Secondary Metabolite with a Novel Ring System. J. Nat. Prod. 2008, 71, 1585–1590. [CrossRef] [PubMed]

36. Saikia, S.; Nicholson, M.J.; Young, C.; Parker, E.J.; Scott, B. The genetic basis for indole-diterpene chemical
diversity in filamentous fungi. Mycol. Res. 2008, 112, 184–199. [CrossRef] [PubMed]

37. Saleh, O.; Gust, B.; Boll, B.; Fiedler, H.P.; Heide, L. Aromatic prenylation in phenazine biosynthesis:
Dihydrophenazine-1-carboxylate dimethylallyltransferase from Streptomyces anulatus. J. Biol. Chem. 2009,
284, 14439–14447. [CrossRef] [PubMed]

38. Winter, J.M.; Moffitt, M.C.; Zazopoulos, E.; McAlpine, J.B.; Dorrestein, P.C.; Moore, B.S. Molecular basis for
chloronium-mediated meroterpene cyclization: Cloning, sequencing, and heterologous expression of the
napyradiomycin biosynthetic gene cluster. J. Biol. Chem. 2007, 282, 16362–16368. [CrossRef] [PubMed]

39. Zeyhle, P.; Bauer, J.S.; Kalinowski, J.; Shin-ya, K.; Gross, H.; Heide, L. Genome-based discovery of a novel
membrane-bound 1,6-dihydroxyphenazine prenyltransferase from a marine actinomycete. PLoS ONE 2014,
9, e99122. [CrossRef] [PubMed]

40. Hillwig, M.L.; Zhu, Q.; Liu, X. Biosynthesis of ambiguine indole alkaloids in cyanobacterium
Fischerella ambigua. ACS Chem. Biol. 2014, 9, 372–377. [CrossRef] [PubMed]

41. Steffensky, M.; Mühlenweg, A.; Wange, Z.-X.; Li, S.-M.; Heide, L. Identification of the Novobiocin Biosynthetic
Gene Cluster of Streptomyces spheroides NCIB 11891. Antimicrob. Agents Chemother. 2000, 44, 1214–1222.
[CrossRef] [PubMed]

42. Heide, L. Prenyl transfer to aromatic substrates: Genetics and enzymology. Curr. Opin. Chem. Biol. 2009, 13,
171–179. [CrossRef] [PubMed]

43. Liang, P.-H.; Ko, T.-P.; Wang, A.H.-J. Structure, mechanism and function of prenyltransferases. Eur. J. Biochem.
2002, 269, 3339–3354. [CrossRef] [PubMed]

44. Crouch, N.P.; Adlington, R.M.; Baldwin, J.E.; Lee, M.-H.; MacKinnon, C.H. A Mechanistic Rationalism for
the Substrate Specificity of Recombinant Mammalian 4-Hydroxyphenylpyruvate Dioxygenase (4-HPPD).
Tetrahedron 1997, 53, 6993–7010. [CrossRef]

http://dx.doi.org/10.1002/hlca.201200242
http://dx.doi.org/10.1248/cpb.60.137
http://www.ncbi.nlm.nih.gov/pubmed/22223385
http://dx.doi.org/10.1021/np9902035
http://dx.doi.org/10.1016/0040-4039(92)88184-7
http://dx.doi.org/10.1021/np050459c
http://www.ncbi.nlm.nih.gov/pubmed/16872132
http://dx.doi.org/10.1371/journal.pone.0085707
http://www.ncbi.nlm.nih.gov/pubmed/24376894
http://dx.doi.org/10.1002/cbic.200600338
http://www.ncbi.nlm.nih.gov/pubmed/17103476
http://dx.doi.org/10.1128/JB.188.4.1236-1244.2006
http://www.ncbi.nlm.nih.gov/pubmed/16452404
http://dx.doi.org/10.7164/antibiotics.56.957
http://www.ncbi.nlm.nih.gov/pubmed/14763562
http://dx.doi.org/10.1038/nature03668
http://www.ncbi.nlm.nih.gov/pubmed/15959519
http://dx.doi.org/10.1021/np800376n
http://www.ncbi.nlm.nih.gov/pubmed/18722414
http://dx.doi.org/10.1016/j.mycres.2007.06.015
http://www.ncbi.nlm.nih.gov/pubmed/18262778
http://dx.doi.org/10.1074/jbc.M901312200
http://www.ncbi.nlm.nih.gov/pubmed/19339241
http://dx.doi.org/10.1074/jbc.M611046200
http://www.ncbi.nlm.nih.gov/pubmed/17392281
http://dx.doi.org/10.1371/journal.pone.0099122
http://www.ncbi.nlm.nih.gov/pubmed/24892559
http://dx.doi.org/10.1021/cb400681n
http://www.ncbi.nlm.nih.gov/pubmed/24180436
http://dx.doi.org/10.1128/AAC.44.5.1214-1222.2000
http://www.ncbi.nlm.nih.gov/pubmed/10770754
http://dx.doi.org/10.1016/j.cbpa.2009.02.020
http://www.ncbi.nlm.nih.gov/pubmed/19299193
http://dx.doi.org/10.1046/j.1432-1033.2002.03014.x
http://www.ncbi.nlm.nih.gov/pubmed/12135472
http://dx.doi.org/10.1016/S0040-4020(97)00398-0


Mar. Drugs 2017, 15, 285 21 of 23

45. Selmer, T.; Andrei, P.I. p-Hydroxyphenylacetate decarboxylase from Clostridium difficile. Eur. J. Biochem. 2001,
268, 1363–1372. [CrossRef] [PubMed]

46. Yoshida, A.; Rzhetsky, A.; Hsu, L.C.; Chang, C. Human aldehyde dehydrogenase gene family. Eur. J. Biochem.
1998, 251, 549–557. [CrossRef] [PubMed]

47. Garrattini, E.; Fratelli, M.; Terao, M. The mammalian aldehyde oxidase gene family. Hum. Genom. 2009, 4,
119–130. [CrossRef]

48. Prescott, A.G.; Lloyd, M.D. The iron(II) and 2-oxoacid-dependent dioxygenases and their role in metabolism
(1967 to 1999). Nat. Prod. Rep. 2000, 17, 367–383. [CrossRef] [PubMed]

49. Urlacher, V.B.; Girhard, M. Cytochrome P450 monooxygenases: An update on perspectives for synthetic
application. Trends. Biotechnol. 2012, 30, 26–36. [CrossRef] [PubMed]

50. Arias-Barrau, E.; Olivera, E.R.; Luengo, J.M.; Fernandez, C.; Galan, B.; Garcia, J.L.; Diaz, E.; Minambres, B.
The homogentisate pathway: A central catabolic pathway involved in the degradation of L-phenylalanine,
L-tyrosine, and 3-hydroxyphenylacetate in Pseudomonas putida. J. Bacteriol. 2004, 186, 5062–5077. [CrossRef]
[PubMed]

51. Prieto, M.A.; Díaz, E.; García, J.L. Molecular Characterization of the 4-Hydroxyphenylacetate Catabolic
Pathway of Escherichia coli W: Engineering a Mobile Aromatic Degradative Cluster. J. Bacteriol. 1996, 178,
111–120. [CrossRef] [PubMed]

52. Liu, A.; Zhang, H. Transition Metal-Catalyzed Nonoxidative Decarboxylation Reactions. Biochemistry 2006,
45, 10408–10411. [CrossRef] [PubMed]

53. Peng, X.; Masai, E.; Kitayama, H.; Harada, K.; Katayama, Y.; Fukuda, M. Characterization of
the 5-Carboxyvanillate Decarboxylase Gene and Its Role in Lignin-Related Biphenyl Catabolism in
Sphingomonas paucimobilis SYK-6. Appl. Environ. Microbiol. 2002, 68, 4407–4415. [CrossRef] [PubMed]

54. Yoshida, M.; Fukuhara, N.; Oikawa, T. Thermophilic, reversible gamma-resorcylate decarboxylase from
Rhizobium sp. strain MTP-10005: Purification, molecular characterization, and expression. J. Bacteriol. 2004,
186, 6855–6863. [CrossRef] [PubMed]

55. Huijbers, M.M.; Montersino, S.; Westphal, A.H.; Tischler, D.; van Berkel, W.J. Flavin dependent
monooxygenases. Arch. Biochem. Biophys. 2014, 544, 2–17. [CrossRef] [PubMed]

56. Itoh, T.; Tokunaga, K.; Matsuda, Y.; Fujii, I.; Abe, I.; Ebizuka, Y.; Kushiro, T. Reconstitution of a fungal
meroterpenoid biosynthesis reveals the involvement of a novel family of terpene cyclases. Nat. Chem. 2010,
2, 858–864. [CrossRef] [PubMed]

57. Itoh, T.; Tokunaga, K.; Radhakrishnan, E.K.; Fujii, I.; Abe, I.; Ebizuka, Y.; Kushiro, T. Identification of a
key prenyltransferase involved in biosynthesis of the most abundant fungal meroterpenoids derived from
3,5-dimethylorsellinic acid. Chembiochem 2012, 13, 1132–1135. [CrossRef] [PubMed]

58. Lo, H.C.; Entwistle, R.; Guo, C.J.; Ahuja, M.; Szewczyk, E.; Hung, J.H.; Chiang, Y.M.; Oakley, B.R.;
Wang, C.C. Two separate gene clusters encode the biosynthetic pathway for the meroterpenoids austinol
and dehydroaustinol in Aspergillus nidulans. J. Am. Chem. Soc. 2012, 134, 4709–4720. [CrossRef] [PubMed]

59. Matsuda, Y.; Awakawa, T.; Abe, I. Reconstituted biosynthesis of fungal meroterpenoid andrastin A.
Tetrahedron 2013, 69, 8199–8204. [CrossRef]

60. Matsuda, Y.; Wakimoto, T.; Mori, T.; Awakawa, T.; Abe, I. Complete biosynthetic pathway of anditomin:
Nature’s sophisticated synthetic route to a complex fungal meroterpenoid. J. Am. Chem. Soc. 2014, 136,
15326–15336. [CrossRef] [PubMed]

61. Pojer, F.; Li, S.-M.; Heide, L. Molecular cloning and sequence analysis of the clorobiocin biosynthetic
gene cluster: New insights into the biosynthesis of the aminocoumarin antibiotics. Microbiology 2002, 148,
3901–3911. [CrossRef] [PubMed]

62. Melzer, M.; Heide, L. Characterization of Polyprenyldiphosphate: 4-Hydroxybenzoate Polyprenyltransferase
from Eschericia coli. Biochim. Biophys. Acta 1994, 1212, 93–102. [CrossRef]

63. Norris, S.R.; Barrette, T.R.; DellaPenna, D. Genetic Dissection of Carotenoid Synthesis in Arabidopsis Defines
Plastoquinone as an Essential Component of Phytoene Desaturation. Plant Cell 1995, 7, 2139–2149. [CrossRef]
[PubMed]

64. Young, L.G.; Leppik, R.A.; Hamilton, J.A.; Gibson, F. Biosynthesis in Escherichia coli K-12: 4-Hydroxybenzoate
Octaprenyltransferase. J. Bacteriol. 1972, 110, 18–25. [PubMed]

http://dx.doi.org/10.1046/j.1432-1327.2001.02001.x
http://www.ncbi.nlm.nih.gov/pubmed/11231288
http://dx.doi.org/10.1046/j.1432-1327.1998.2510549.x
http://www.ncbi.nlm.nih.gov/pubmed/9490025
http://dx.doi.org/10.1186/1479-7364-4-2-119
http://dx.doi.org/10.1039/a902197c
http://www.ncbi.nlm.nih.gov/pubmed/11014338
http://dx.doi.org/10.1016/j.tibtech.2011.06.012
http://www.ncbi.nlm.nih.gov/pubmed/21782265
http://dx.doi.org/10.1128/JB.186.15.5062-5077.2004
http://www.ncbi.nlm.nih.gov/pubmed/15262943
http://dx.doi.org/10.1128/jb.178.1.111-120.1996
http://www.ncbi.nlm.nih.gov/pubmed/8550403
http://dx.doi.org/10.1021/bi061031v
http://www.ncbi.nlm.nih.gov/pubmed/16939193
http://dx.doi.org/10.1128/AEM.68.9.4407-4415.2002
http://www.ncbi.nlm.nih.gov/pubmed/12200294
http://dx.doi.org/10.1128/JB.186.20.6855-6863.2004
http://www.ncbi.nlm.nih.gov/pubmed/15466039
http://dx.doi.org/10.1016/j.abb.2013.12.005
http://www.ncbi.nlm.nih.gov/pubmed/24361254
http://dx.doi.org/10.1038/nchem.764
http://www.ncbi.nlm.nih.gov/pubmed/20861902
http://dx.doi.org/10.1002/cbic.201200124
http://www.ncbi.nlm.nih.gov/pubmed/22549923
http://dx.doi.org/10.1021/ja209809t
http://www.ncbi.nlm.nih.gov/pubmed/22329759
http://dx.doi.org/10.1016/j.tet.2013.07.029
http://dx.doi.org/10.1021/ja508127q
http://www.ncbi.nlm.nih.gov/pubmed/25216349
http://dx.doi.org/10.1099/00221287-148-12-3901
http://www.ncbi.nlm.nih.gov/pubmed/12480894
http://dx.doi.org/10.1016/0005-2760(94)90193-7
http://dx.doi.org/10.1105/tpc.7.12.2139
http://www.ncbi.nlm.nih.gov/pubmed/8718624
http://www.ncbi.nlm.nih.gov/pubmed/4552989


Mar. Drugs 2017, 15, 285 22 of 23

65. Bräuer, L.; Brandt, W.; Wessjohann, L.A. Modeling the E. coli 4-hydroxybenzoic acid oligoprenyltransferase
(ubiA transferase) and characterization of potential active sites. J. Mol. Model. 2004, 10, 317–327. [CrossRef]
[PubMed]

66. Huang, H.; Levin, E.J.; Liu, S.; Bai, Y.; Lockless, S.W.; Zhou, M. Structure of a membrane-embedded
prenyltransferase homologous to UBIAD1. PLoS Biol. 2014, 12, e1001911. [CrossRef] [PubMed]

67. El Hachimi, Z.; Samuel, O.; Azerad, R. Biochemical study on ubiquinone biosynthesis in Escherichia coli: I.
Specificity of para-hydroxybenzoate polyprenyltransferase. Biochimie 1974, 56, 1239–1247. [CrossRef]

68. Okada, K.; Suzuki, K.; Kamiya, Y.; Zhu, X.; Fujisaki, S.; Nishimura, Y.; Nishino, T.; Nakagawa, T.;
Kawamukai, M.; Matsuda, H. Polyprenyl diphosphate synthase essentially defines the length of the side
chain of ubiquinone. Biochim. Biophys. Acta 1996, 1302, 217–223. [CrossRef]

69. Wessjohann, L.; Sontag, B. Prenylation of Benzoic Acid Derivatives Catalyzed by a Transferase from
Escherichia coli Overproduction: Method Developments and Substrate Specificity. Angew. Chem. Int. Ed.
1996, 35, 1697–1699. [CrossRef]

70. Li, W. Bringing Bioactive Compounds into Membranes: The UbiA Superfamily of Intramembrane Aromatic
Prenyltransferases. Trends. Biochem. Sci. 2016, 41, 356–370. [CrossRef] [PubMed]

71. Saleh, O.; Haagen, Y.; Seeger, K.; Heide, L. Prenyl transfer to aromatic substrates in the biosynthesis of
aminocoumarins, meroterpenoids and phenazines: The ABBA prenyltransferase family. Phytochemistry 2009,
70, 1728–1738. [CrossRef] [PubMed]

72. Tello, M.; Kuzuyama, T.; Heide, L.; Noel, J.P.; Richard, S.B. The ABBA family of aromatic prenyltransferases:
Broadening natural product diversity. Cell. Mol. Life Sci. 2008, 65, 1459–1463. [CrossRef] [PubMed]

73. Abe, I.; Rohmer, M.; Prestwich, G.D. Enzymatic Cyclization of Squalene and Oxidosqualene to Sterols and
Triterpenes. Chem. Rev. 1993, 93, 2189–2208. [CrossRef]

74. Abe, I.; Tanaka, H.; Noguchi, H. Enzymatic Formation of an Unnatural Hexacyclic C35 Polyprenoid by
Bacterial Squalene Cyclase. J. Am. Chem. Soc. 2002, 124, 14514–14515. [CrossRef] [PubMed]

75. Hammer, S.C.; Dominicus, J.M.; Syrén, P.-O.; Nestl, B.M.; Hauer, B. Stereoselective Friedel–Crafts alkylation
catalyzed by squalene hopene cyclases. Tetrahedron 2012, 68, 7624–7629. [CrossRef]

76. Lodeiro, S.; Xiong, Q.; Wilson, W.K.; Kolesnikova, M.D.; Onak, C.S.; Matsuda, S.P. An Oxidosqualene Cyclase
Makes Numerous Products by Diverse Mechanisms: A Challenge to Prevailing Concepts of Triterpene
Biosynthesis. J. Am. Chem. Soc. 2007, 129, 11213–11222. [CrossRef] [PubMed]

77. Tanaka, H.; Noguchi, H.; Abe, I. Enzymatic Formation of Indole-Containing Unnatural Cyclic Polyprenoids
by Bacterial Squalene: Hopene Cyclase. Org. Lett. 2005, 7, 5873–5876. [CrossRef] [PubMed]

78. Xiong, Q.; Zhu, X.; Wilson, W.K.; Ganesan, A.; Matsuda, S.P. Enzymatic Synthesis of an Indole Diterpene
by an Oxidosqualene Cyclase: Mechanistic, Biosynthetic, and Phylogenetic Implications. J. Am. Chem. Soc.
2003, 125, 9002–9003. [CrossRef] [PubMed]

79. Yonemura, Y.; Ohyama, T.; Hoshino, T. Chemo-enzymatic syntheses of drimane-type sesquiterpenes
and the fundamental core of hongoquercin meroterpenoid by recombinant squalene-hopene cyclase.
Org. Biomol. Chem. 2012, 10, 440–446. [CrossRef] [PubMed]

80. Sato, T.; Hoshino, H.; Yoshida, S.; Nakajima, M.; Hoshino, T. Bifunctional triterpene/sesquarterpene cyclase:
Tetraprenyl-beta-curcumene cyclase is also squalene cyclase in Bacillus megaterium. J. Am. Chem. Soc. 2011,
133, 17540–17543. [CrossRef] [PubMed]

81. Abe, T.; Hoshino, T. Enzymatic cyclizations of squalene analogs with threo- and erythro-diols at the 6,7- or
10,11-positions by recombinant squalene cyclase. Trapping of carbocation intermediates and mechanistic
insights into the product and substrate specificities. Org. Biomol. Chem. 2005, 3, 3127–3139. [CrossRef]
[PubMed]

82. Abe, I.; Rohmer, M. Enzymic Cyclization of 2.3-Dihydrosqualene and Squalene 2.3-Epoxide by Squalene
Cyclases: From Pentacyclic to Tetracyclic Triterpenes. J. Chem. Soc. Perkin Trans. 1 1994, 7, 783–791. [CrossRef]

83. Baunach, M.; Franke, J.; Hertweck, C. Terpenoid Biosynthesis Off the Beaten Track: Unconventional Cyclases
and Their Impact on Biomimetic Synthesis. Angew. Chem. Int. Ed. 2015, 54, 2604–2626. [CrossRef] [PubMed]

84. Tagami, K.; Liu, C.; Minami, A.; Noike, M.; Isaka, T.; Fueki, S.; Shichijo, Y.; Toshima, H.; Gomi, K.;
Dairi, T.; et al. Reconstitution of Biosynthetic Machinery from Indole-Diterpene Paxilline in Aspergillus oryzae.
J. Am. Chem. Soc. 2013, 135, 1260–1263. [CrossRef] [PubMed]

85. Laden, B.P.; Tang, Y.; Porter, T.D. Cloning, heterologous expression, and enzymological characterization of
human squalene monooxygenase. Arch. Biochem. Biophys. 2000, 374, 381–388. [CrossRef] [PubMed]

http://dx.doi.org/10.1007/s00894-004-0197-6
http://www.ncbi.nlm.nih.gov/pubmed/15597200
http://dx.doi.org/10.1371/journal.pbio.1001911
http://www.ncbi.nlm.nih.gov/pubmed/25051182
http://dx.doi.org/10.1016/S0300-9084(74)80017-9
http://dx.doi.org/10.1016/0005-2760(96)00064-1
http://dx.doi.org/10.1002/anie.199616971
http://dx.doi.org/10.1016/j.tibs.2016.01.007
http://www.ncbi.nlm.nih.gov/pubmed/26922674
http://dx.doi.org/10.1016/j.phytochem.2009.05.009
http://www.ncbi.nlm.nih.gov/pubmed/19559450
http://dx.doi.org/10.1007/s00018-008-7579-3
http://www.ncbi.nlm.nih.gov/pubmed/18322648
http://dx.doi.org/10.1021/cr00022a009
http://dx.doi.org/10.1021/ja020973u
http://www.ncbi.nlm.nih.gov/pubmed/12465943
http://dx.doi.org/10.1016/j.tet.2012.06.041
http://dx.doi.org/10.1021/ja073133u
http://www.ncbi.nlm.nih.gov/pubmed/17705488
http://dx.doi.org/10.1021/ol052507q
http://www.ncbi.nlm.nih.gov/pubmed/16354088
http://dx.doi.org/10.1021/ja036322v
http://www.ncbi.nlm.nih.gov/pubmed/15369342
http://dx.doi.org/10.1039/C1OB06419C
http://www.ncbi.nlm.nih.gov/pubmed/22068606
http://dx.doi.org/10.1021/ja2060319
http://www.ncbi.nlm.nih.gov/pubmed/21981578
http://dx.doi.org/10.1039/b506590a
http://www.ncbi.nlm.nih.gov/pubmed/16106294
http://dx.doi.org/10.1039/p19940000783
http://dx.doi.org/10.1002/anie.201407883
http://www.ncbi.nlm.nih.gov/pubmed/25488271
http://dx.doi.org/10.1021/ja3116636
http://www.ncbi.nlm.nih.gov/pubmed/23311903
http://dx.doi.org/10.1006/abbi.1999.1629
http://www.ncbi.nlm.nih.gov/pubmed/10666321


Mar. Drugs 2017, 15, 285 23 of 23

86. Li, L.; Porter, T.D. Hepatic cytochrome P450 reductase-null mice reveal a second microsomal reductase for
squalene monooxygenase. Arch. Biochem. Biophys. 2007, 461, 76–84. [CrossRef] [PubMed]

87. Dürr, C.; Schnell, H.J.; Luzhetskyy, A.; Murillo, R.; Weber, M.; Welzel, K.; Vente, A.; Bechthold, A. Biosynthesis
of the terpene phenalinolactone in Streptomyces sp. Tu6071: Analysis of the gene cluster and generation of
derivatives. Chem. Biol. 2006, 13, 365–377. [CrossRef] [PubMed]

88. Xu, Z.; Baunach, M.; Ding, L.; Hertweck, C. Bacterial Synthesis of Diverse Indole Terpene Alkaloids by an
Unparalleled Cyclization Sequence. Angew. Chem. Int. Ed. 2012, 51, 10293–10297. [CrossRef] [PubMed]

89. Hannemann, F.; Bichet, A.; Ewen, K.M.; Bernhardt, R. Cytochrome P450 systems-biological variations of
electron transport chains. Biochim. Biophys. Acta 2007, 1770, 330–344. [CrossRef] [PubMed]

90. McCarthy, J.G.; Eisman, E.B.; Kulkarni, S.; Gerwick, L.; Gerwick, W.H.; Wipf, P.; Sherman, D.H.; Smith, J.L.
Structural basis of functional group activation by sulfotransferases in complex metabolic pathways.
ACS Chem. Biol. 2012, 7, 1994–2003. [CrossRef] [PubMed]

91. Sakowicz, R.; Finer, J.T.; Beraud, C.; Crompton, A.; Lewis, E.; Fritsch, A.; Lee, Y.; Mak, J.; Moody, R.;
Turincio, R.; Chabala, J.C.; Gonzales, P.; Roth, S.; Weitman, S.; Wood, K.W. Antitumor activity of a kinesin
inhibitor. Cancer Res. 2004, 64, 3276–3280. [CrossRef] [PubMed]

92. Reddie, K.G.; Roberts, D.R.; Dore, T.M. Inhibition of kinesin motor proteins by adociasulfate-2. J. Med. Chem.
2006, 49, 4857–4860. [CrossRef] [PubMed]

93. Moosmann, P.; Ueoka, R.; Grauso, L.; Mangoni, A.; Morinaka, B.I.; Gugger, M.; Piel, J. Cyanobacterial
ent-Sterol-Like Natural Products from a Deviated Ubiquinone Pathway. Angew. Chem. Int. Ed. 2017, 129, 1–5.
[CrossRef]

94. Müller, W.E.G.; Böhm, M.; Batel, R.; De Rosa, S.; Tommonaro, G.; Müller, I.M.; Schröder, H.C. Application of
Cell Culture for the Production of Bioactive Compounds from Sponges: Synthesis of Avarol by Primmorphs
from Dysidea avara. J. Nat. Prod. 2000, 63, 1077–1081. [CrossRef] [PubMed]

95. Uriz, M.J.; Turon, X.; Galera, J.; Tur, J.M. New light on the cell location of avarol within the sponge
Dysidea avara (Dendroceratida). Cell. Tissue Res. 1996, 285, 519–527. [CrossRef]

© 2017 by the author. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1016/j.abb.2007.02.010
http://www.ncbi.nlm.nih.gov/pubmed/17374357
http://dx.doi.org/10.1016/j.chembiol.2006.01.011
http://www.ncbi.nlm.nih.gov/pubmed/16632249
http://dx.doi.org/10.1002/anie.201204087
http://www.ncbi.nlm.nih.gov/pubmed/22968942
http://dx.doi.org/10.1016/j.bbagen.2006.07.017
http://www.ncbi.nlm.nih.gov/pubmed/16978787
http://dx.doi.org/10.1021/cb300385m
http://www.ncbi.nlm.nih.gov/pubmed/22991895
http://dx.doi.org/10.1158/0008-5472.CAN-03-3839
http://www.ncbi.nlm.nih.gov/pubmed/15126370
http://dx.doi.org/10.1021/jm060115z
http://www.ncbi.nlm.nih.gov/pubmed/16884297
http://dx.doi.org/10.1002/ange.201611617
http://dx.doi.org/10.1021/np000003p
http://www.ncbi.nlm.nih.gov/pubmed/10978201
http://dx.doi.org/10.1007/s004410050668
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	A proposed biosynthetic route for sponge hydroquinone merotriterpenoids 
	Group I compounds 
	Group II compounds 
	Group III compounds 
	Group IV compounds 

	Considerations of the enzymatic origin of sponge merotriterpenoids 
	Origin of precursors 
	Prenylation 
	Cyclization 
	Epoxidation 
	Sulfation 

	Concluding remarks 

