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Abstract. The conversion of beta-D-galactose to glucose
1-phosphate is accomplished by the action of four enzymes that constitute the Leloir pathway. Galactokinase
catalyzes the second step in this pathway, namely the conversion of alpha-D-galactose to galactose 1-phosphate.
The enzyme has attracted significant research attention
because of its important metabolic role, the fact that defects in the human enzyme can result in the diseased state
referred to as galactosemia, and most recently for its utilization via ‘directed evolution’ to create new natural and

unnatural sugar 1-phosphates. Additionally, galactokinase-like molecules have been shown to act as sensors for
the intracellular concentration of galactose and, under
suitable conditions, to function as transcriptional regulators. This review focuses on the recent X-ray crystallographic analyses of galactokinase and places the molecular architecture of this protein in context with the extensive biochemical data that have accumulated over the last
40 years regarding this fascinating small molecule kinase.
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Introduction
In most organisms, the conversion of b-D-galactose to the
more metabolically useful glucose 1-phosphate is accomplished by the action of four enzymes that constitute the
Leloir pathway [1, 2]. Galactokinase, the topic of this review, catalyzes the second step in this pathway, namely
the conversion of a-D-galactose to galactose 1-phosphate
as indicated in scheme 1. The enzyme has attracted significant research attention for well over 45 years in part
because of its important metabolic role, the fact that defects in the human enzyme can result in the diseased state
referred to as galactosemia [3], and most recently for its
* Corresponding authors.

utilization via ‘directed evolution’ to create new natural
and unnatural sugar 1-phosphates [4]. In addition, and
perhaps most surprisingly, galactokinase-like molecules
can act as sensors for the intracellular concentration of
galactose and, under suitable conditions, function as transcriptional regulators [5].
Early reports of galactokinase activity began to appear in
the literature in the early 1960s with enzymes being isolated from sources such as Escherichia coli [6, 7], yeast
[8] and pig liver [9]. At present, 104 different amino acid
sequences for galactokinases from various organisms
have been deposited in the SwissProt data bank. Additionally, the X-ray structures of the galactokinases from
Lactococcus lactis [10] and Pyrococcus furiosus have
been determined within the last year [11]. This review fo-
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Scheme 1. The Leloir pathway. The enzymatic steps involved in the conversion of b-D-galactose 1-phosphate.

cuses on the recent X-ray crystallographic analyses of
galactokinase and places the molecular architecture of
this protein in context with the extensive biochemical
data that have accumulated over the last 40 years regarding this fascinating small molecule kinase.

The molecular architecture of galactokinase
The first three-dimensional structure of galactokinase to
be reported was that from L. lactis [10]. The bacterial enzyme is monomeric and consists of 399 amino acid
residues. Its amino acid sequence is 34% identical and
47% similar to that of human galactokinase. A ribbon representation of the L. lactis enzyme is displayed in figure
1a. As can be seen, the molecule is elongated with overall
dimensions of ~70 Å ¥ 54 Å ¥ 57 Å and folds into two regions referred to as the N- and C-terminal domains. These
domains are formed between Thr 9 to Gly 190 and Glu
191 to Gly 390, respectively. The last amino acid residues
at the C-terminus curl back onto the N-terminal domain.
Five strands of mixed b-sheet and five a-helices characterize the N-terminal domain, whereas two layers of antiparallel b-sheet and six a-helices dominate the C-terminal
motif. The enzyme from L. lactis was crystallized in the
presence of inorganic phosphate and D-galactose. These
ligands bind at the interface between the N- and C-terminal domains as indicated by the ball-and-stick representations in figure 1a. A close-up view of the region surrounding the a-D-galactose moiety is presented in figure
1b. Amino acid side chains responsible for anchoring the
sugar ligand to the protein include Arg 36, Glu 42, Asp 45,
Asp 183 and Tyr 233. Both Arg 36 and Asp 183 are strictly
conserved in the amino acid sequences available in the literature thus far for galactokinases. The carboxylate side
chain of Asp 183 is positioned within 3.5 Å of the C-1 hydroxyl group of galactose, whereas the guanidinium group
of Arg 36 is situated between both the C-1 hydroxyl group
and the inorganic phosphate.

Following the structural analysis of the L. lactis galactokinase, the molecular architecture of the enzyme from P.
furiosus was reported [11]. This was a particularly important investigation in that the structure was determined
in the presence of both D-galactose and MgADP. The nucleotide binds at the interface between the N- and C-terminal domains with the adenine ring located in a hydrophobic pocket formed by Phe 52, Trp 69, Ile 94, Leu
100, and Phe 110 and the 2- and 3-hydroxyls of the ribosyl group exposed to the solvent. The b-phosphate sits
within hydrogen bonding distance to the backbone peptidic groups of Gly 101 and Ser 107 and the side chain hydroxyl groups of Ser 106 and Ser 107. The magnesium
ion is coordinated by the side chain oxygens of Ser 107
and Glu 130 and by a- and b-phosphoryl oxygens of the
nucleotide.
Not surprisingly, given the amino acid sequence similarity of 52% between the P. furiosus and L. lactis galactokinases, the polypeptide chains for these two enzymes superimpose with a root-mean-square deviation of 1.3 Å for
339 structurally equivalent a-carbons. Presented in figure 1c is a model of the L. lactis enzyme with bound aD-galactose and ATP. This model was constructed on the
basis of the observed binding modes for galactose and inorganic phosphate in the L. lactis enzyme and the binding
orientation of ADP in the P. furiosus structure. As can be
seen, Asp 183 is in the proper location to abstract the hydrogen from the C-1 hydroxyl group of galactose. Additionally, the C-1 hydroxyl group lies closely and in line
with the g-phosphate of ATP. The positively charged
guanidinium group of Arg 36 might serve to both lower
the pKa of the C-1 hydroxyl group and to stabilize the
penta-coordinated g-phosphate transition state. Site-directed mutagenesis experiments to test this hypothesis are
currently under way in this laboratory.
A space-filling representation of the L. lactis enzyme
with bound a-D-galactose and ATP is shown in figure 1d.
Note that the triphosphate moiety of ATP is completely
buried, whereas portions of the ribosyl group and the ade-
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least in the case of these two bacterial galactokinases, it
most likely is triggered by sugar rather than by nucleotide
binding. A structural analysis of the unliganded form of
the enzyme would help to clarify this issue of conformational change.

Kinetics and substrate specificity of galactokinase

Figure 1. The structure of galactokinase from L. lactis. A ribbon
representation of galactokinase is shown in (a) with the bound a-Dgalactose and inorganic phosphate ligands depicted in ball-andstick representations. A close-up view of the active site within
~3.2 Å of the sugar is presented in (b). The sugar moiety is highlighted in blue-gray bonds. A model of the enzyme with bound aD-galactose and ATP is displayed in (c), while the corresponding
space-filling representation is depicted in (d).

nine base are exposed to the solvent. The solvent accessible surface area for the nucleotide is ~270 Å2 whereas
that for galactose is ~100 Å2. In the case of the L. lactis
enzyme, the structure was solved in the presence of Dgalactose and inorganic phosphate, whereas with the P.
furiosus galactokinase, crystals were obtained in the presence of MgADP and D-galactose. If there are major conformational changes that occur upon substrate binding, at

One of the first galactokinases to be studied with regard
to kinetics was that isolated from rat liver [12, 13]. The
catalytic mechanism was shown to be sequential with
ATP binding first. Following that investigation, a thorough examination of the kinetics of highly purified galactokinase from E. coli was reported [14]. It was shown that
the bacterial enzyme displays a sequential mechanism in
which both substrates add to the protein before either
product is released and that the reaction mechanism is apparently random, with either ATP or galactose binding
first. Contrastingly, in a subsequent study, galactokinase
isolated from dormant Vicia faba seeds was demonstrated
to follow an ordered reaction mechanism whereby galactose binds first followed by ATP [15]. In recent years, the
enzyme from Saccharomyces cerevisiae (Gal1p) has been
targeted for investigation, in part because it and the
closely related protein Gal3p act as ligand sensors in regulating the transcription of genes required for galactose
metabolism (reviewed in [5]). In the case of the yeast enzyme, the reaction mechanism is ordered but with ATP
rather than galactose binding in the first step [16]. Similar results have been observed with the human enzyme
(GALK1) [17].
With respect to sugar specificity, in an initial study on rat
liver galactokinase, it was demonstrated that the enzyme
phosphorylates 2-deoxy-D-galactose as well as its natural
substrate [13]. A subsequent study revealed that the enzyme from S. cerevisiae shows a high degree of specificity
for D-galactose with no ability to catalyze the phosphorylation of glucose, mannose, galactitol, arabinose, fucose,
lactose or even 2-deoxy-D-galactose [18]. Interestingly,
the galactokinase isolated from fenugreek seeds can use 2deoxy-D-galactose and fucose as substrates [19], while the
enzyme obtained from Vicia faba seeds cannot phosphorylate fucose [15]. Recent years have witnessed a renewed
interest in the substrate specificities of galactokinases
from various sources, due in part to their potential application for providing enzymatic routes in the preparation of
unique sugar phosphates. As an example, the substrate
specificity of the enzyme from E. coli was recently examined with 12 different sugars [20]. Of these sugars, only
four proved to be substrates for the enzyme: 2-deoxy-Dgalactose, 2-amino-deoxy-D-galactose, 3-deoxy-D-galactose and D-fucose, as shown in scheme 2. Clearly, the
E. coli enzyme can accommodate substitutions at position
C-2 up to a certain bulkiness and can act upon sugars
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Scheme 2. The structure of galactose and other sugars that have
been used to define substrate specificity amongst galactokinases.

lacking hydroxyl groups at positions C-3 and C-6. Strikingly, however, the enzyme cannot tolerate any modifications at C-4. Substrate specificity studies with the human
enzyme have demonstrated that this galactokinase recognizes D-galactose and 2-deoxy-D-galactose but not Nacetyl-D-galactosamine, L-arabinose, D-fucose or D-glucose (scheme 2) [21]. Taken together, these investigations
highlight the diversity of the galactokinases with respect
to both their kinetics and substrate specificities and emphasize the need to consider various sources of the enzyme for future research aimed at directed evolution.

More than 10 years ago it was recognized, on the basis of
amino acid sequence alignments, that galactokinase belongs to a larger family of proteins which includes homoserine kinase, mevalonate kinase and phosphomevalonate kinase, among others [22]. This family soon became known as the GHMP superfamily (with the
abbreviation referring to the original members of the
group). Proteins belonging to the family are now known
to be structurally unique from the well-characterized Ploop containing kinases [23], the actin-like ATPases [24]
and the ATP-grasp enzymes [25, 26]. All members of the
GHMP group contain three common structural/functional motifs (I, II and III), the second of which is the
most conserved with a typical sequence Pro-X-X-X-GlyLeu-X-Ser-Ser-Ala [22]. This region is involved in nucleotide binding.
Nearly 7 years following the identification of the GHMP
superfamily, the structure of one of its members, homoserine kinase from Methanococcus jannaschii, was
solved [27, 28]. This enzyme plays a key role in bacterial threonine biosynthesis by catalyzing the phosphorylation of L-homoserine to O-phospho-L-homoserine, as
indicated in scheme 3. A superposition of the a-carbons
for homoserine kinase and galactokinase from L. lactis is
shown in figure 2 a. These enzymes superimpose with a
root mean square deviation of 2.4 Å for 259 structurally
equivalent a-carbon positions. In sharp contrast to that
observed for the P. furiosus galactokinase, the bound nucleotide in homoserine kinase adopts a rare syn conformation [27, 28]. Interestingly, X-ray investigations of
ternary complexes of homoserine kinase with homoserine and non-hydrolysable ATP analogs have revealed the
lack of a catalytic base positioned near the d-hydroxyl
group of homoserine. Indeed, Asp 183 in the L. lactis
galactokinase is structurally equivalent to Asn 141 in homoserine kinase. The apparent absence of an active site
base has led to the proposal that the catalytic mechanism
of homoserine kinase proceeds through stabilization of
the transition state [28]. Specifically it has been postulated that the close positioning of the substrate and the gphosphate of the nucleotide within the active site results
in direct transfer of the proton from the d-OH group of
homoserine to a g-phosphoryl oxygen of ATP and attack
of the d-oxygen on the g-phosphorus as indicated in
scheme 4. The side chain hydroxyl group of Thr 183 has
been shown to interact with the b-phosphate of the nucleotide and thus may help to stabilize the transition
state. This type of direct proton transfer from substrate to
nucleotide is not unprecedented and has been proposed,
for example, in the hydrolysis reactions catalyzed by
transducin a [29], p21ras [30] and myosin subfragment1 [31]. The structure of 6-phosphofructo-2-kinase/fructose-2,6-bisphosphatase also suggests a catalytic mecha-
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Scheme 3. The reactions of GHMP kinase superfamily members.

nism involving stabilization of the transition state alone
[32].
Following the successful X-ray analysis of homoserine
kinase, the structures of mevalonate kinase from M. jannaschii and rat were reported [33, 34]. As indicated in
scheme 3, mevalonate kinase catalyzes the phosphorylation of the C-5 hydroxyl oxygen of mevalonate to yield
mevalonate 5-phosphate, a key intermediate in the
biosynthesis of isoprenoids and sterols. The structure of
the enzyme from rat was solved in the presence of ATP,
and in this particular example the adenine ring of the nucleotide is in the anti conformation. As observed in galactokinase, there is a conserved aspartate residue (Asp 204)
that may serve to abstract the proton from the C-5 hydroxyl group of mevalonate for its subsequent attack on
the g-phosphorus of ATP [35]. Additionally, there is a lysine residue, Lys 13, which is hypothesized to lower the
pKa of the substrate C-5 hydroxyl group. This residue corresponds to Arg 36 in the L. lactis galactokinase. The proposed catalytic mechanism for mevalonate kinase is
shown in scheme 4.

As is so often the case, following the initial reports on the
structures of homoserine kinase and mevalonate kinase, a
flurry of papers subsequently appeared in the literature
regarding the molecular architectures of other members
of the GHMP superfamily. Within the last 2 years, the
structures of phosphomevalonate kinase from Streptococcus pneumoniae, CDP-2-C-methyl-D-erythritol kinase from Thermus thermophilus and XOL-1 from
Caenorhabditis elegans have been described [36–38].
Phosphomevalonate kinase functions in isoprenoid
biosynthesis by promoting the transfer of the g-phosphoryl group of ATP to the phosphate oxygen of 5-phosphomevalonate to yield 5-pyrophosphomevalonate (scheme
3). Likewise, CDP-2-C-methyl-D-erythritol kinase is involved in isoprenoid biosynthesis in several pathogenic
microorganisms where it catalyzes the phosphorylation
of the 2-hydroxyl group of CDP-2-C-methyl-D-erythritol
(scheme 3). Both of these enzymes contain the conserved
Lys/Arg and Asp residues as found in mevalonate kinase
and galactokinase and, thus, it can be speculated that their
catalytic mechanisms operate in a similar manner.
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Figure 2. The GHMP superfamily. Galactokinase belongs to a family of proteins referred to as the GHMP superfamily. Shown in (a)
is a superposition of the a-carbon traces for galactokinase from L.
lactis (in black) and homoserine kinase from M. jannaschii (in red).
Members of this superfamily accommodate ATP in a completely
different manner from that observed for the P-loop enzymes. The Ploop found in the motor domain of D. discoideum myosin II is presented in (b), while the glycine-rich loop found in rat mevalonate kinase is displayed in (c). X-ray coordinates for homoserine kinase,
myosin II and mevalonate kinase were obtained from the Protein
Data Bank (1FWK, 1KVK and 1FMW, respectively).

Galactokinase

Especially intriguing is the report on the X-ray crystallographic analysis of XOL-1 from C. elegans [38]. While
the biological role of this protein is still largely uncharacterized, it is believed to function as a developmental regulator in the determination of sexual fate in the organism.
Despite remarkably low amino acid sequence identities of
between 9 and 10%, the fold of XOL-1 is similar to members of the GHMP superfamily. In XOL-1, however,
residues corresponding to Arg 36 and Asp 183 in the L.
lactis galactokinase are replaced with Thr 53 and Val 178,
respectively. XOL-1 apparently does not bind ATP, and it
has been suggested that the molecular scaffold of the
GHMP superfamily has evolved to execute a completely
new function [38].
A similar story has been noted within the short chain dehydrogenase/reductase (SDR) superfamily. Members belonging to this family typically catalyze oxidation-reduction reactions using NAD(P)+ as the cofactor, employ a
tyrosine residue as the catalytic base and function as dehydrogenases, dehydratases, isomerases or epimerases
[39, 40]. One of the first members of the SDR superfamily to be extensively studied by high-resolution X-ray
crystallographic analyses was UDP-galactose 4-epimerase from E. coli, which catalyzes the final step in the
Leloir pathway (scheme 1) [41]. Each subunit of the
dimeric enzyme folds into two domains: an N-terminal
motif that is involved in dinucleotide binding and a C-terminal region that is responsible for substrate positioning.
While it was assumed that the molecular scaffold employed by epimerase and other members of the SDR superfamily was ideally suited for catalysis only, subsequent amino acid sequence alignments suggested that this
may not be strictly true [42]. The high-resolution structural investigation of NmrA, a negative transcriptional
regulator in Aspergillus nidulans with no known catalytic

Scheme 4. Proposed catalytic mechanisms for homoserine kinase (upper) and mevalonate kinase (lower).
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activity, confirmed that the molecular architecture employed by members of the SDR superfamily is also suited
for regulatory functions [43]. While the catalytic tyrosine
is not conserved in NmrA, nevertheless the protein binds
NAD+, at least in the crystalline state. Another protein of
interest is human TIP30/CC3, a putative metastasis suppressor that promotes apoptosis and inhibits angiogenesis
[44–48]. TIP30 shows significant amino acid sequence
similarity to E. coli UDP-galactose 4-epimerase, and
modeling studies have suggested that the unique 20 amino acids at the N-terminus of the protein may be important for its interaction with cellular targets [49]. It is interesting that the scaffolds for two of the enzymes in the
Leloir pathway, galactokinase and UDP-galactose 4epimerase, provide three-dimensional platforms that are
suitable for regulatory functions as well. Furthermore,
galactose mutarotase, the first enzyme of the Leloir pathway (scheme 1), has a very similar overall molecular architecture to domain 5 of b-galactosidase [50, 51]. However, the role of domain 5 in b-galactosidase function is
unknown at the present time.
The manner in which members of the GHMP superfamily
accommodate ATP is distinctively different from that observed in the well-characterized P-loop proteins [23]. The
P-loop enzymes contain a characteristic signature sequence of Gly-X-X-X-X-Gly-Lys-Thr/Ser. Shown in figure 2b is the P-loop from the motor domain of Dictyostelium discoideum myosin II with bound MgATP [52].
For this motor domain, the P-loop begins at Gly 179 and
has an amino acid sequence of Gly-Glu-Ser-Gly-Ala-GlyLys-Thr. Backbone peptidic groups provide most of the
electrostatic interactions between the P-loop and the b- and
g-phosphoryl groups of ATP. The side chain functional
groups of Lys 185 and Thr 186 provide additional electrostatic or hydrogen bonding interactions. Note that the magnesium ion is coordinated by the b- and g-phosphoryl
groups of the nucleotide. Members of the GHMP superfamily contain a glycine-rich motif rather than the P-loop.
In rat mevalonate kinase, shown in figure 2c, this region
begins at Gly 140 with the amino acid sequence Gly-AlaGly-Leu-Gly-Ser-Ser-Ala-Ala. Again, most of the interactions between the b- and g-phosphates of the nucleotide
and the protein are provided by backbone peptidic groups
in the glycine-rich loop. The magnesium ion, like that observed for the myosin motor domain, is coordinated by the
b- and g-phosphoryl oxygens. As can be seen by comparing figures 2b and 2c, the conformations of the nucleotide
phosphate backbones are quite different. Note that in both
the P-loop kinases and the GHMP enzymes, the ribosyl hydroxyl groups are solvent exposed. This is in sharp contrast
to that observed for the ATP-grasp proteins where the 2and 3-hydroxyl groups are typically bridged by the carboxylate of a glutamate residue [26].
The fold of the GHMP superfamily provides an ideal milieu for the phosphorylation of small molecules. Within
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the superfamily, however, significant differences are now
being seen. In the case of homoserine kinase, the reaction
mechanism appears to proceed without the employment
of a catalytic base, while in enzymes such as mevalonate
kinase and phosphomevalonate kinase, a conserved base
has been postulated to function in catalysis. Whether base
catalysis is operative in galactokinase is still unclear,
however. While Asp 183 is located in an appropriate place
to function as a base, detailed kinetics studies on the yeast
enzyme suggest that the reaction mechanism proceeds
through transition state stabilization [16].

The regulation of galactose metabolism in yeast
The expression of the GAL genes of the baker’s yeast S.
cerevisiae has, for many years, been studied as a paradigm for eukaryotic transcriptional regulation. The GAL
genetic switch provides the transcriptional control of
genes whose products are required for the metabolism of
galactose (including the enzymes of the Leloir pathway)
[5]. For yeast cells grown without galactose, the GAL
genes are essentially inert. They are not expressed because a transcriptional activator (Gal4p) upon which they
depend is rendered inactive through its interaction with a
transcriptional repressor (Gal80p) [53]. The complex of
the activator and repressor remain bound to DNA upstream of the GAL genes, but the activator cannot recruit
RNA polymerase II to initiate transcription. This means
that the yeast cells will metabolize other sources of carbon, e.g., glucose, in preference to galactose even if a
mixture of glucose and galactose is available to the cell
[54]. If, however, the only source of carbon available to
the cell is galactose, then the GAL genes will become
transcriptionally active, both rapidly and to a high level,
and galactose is converted to glucose 1-phosphate (see
scheme 1) [55]. The presence of galactose within the cell
is not detected by either Gal4p or Gal80p, but by another
protein. This transcriptional inducer, Gal3p, interacts
with the transcriptional repressor, Gal80p, in a galactoseand ATP-dependent manner [56]. The net result of this interaction is that Gal4p becomes active and transcription
of the GAL genes proceeds. Gal3p requires both galactose and ATP to interact with Gal80p [57], but unlike a
galactokinase, which also uses galactose and ATP as substrates, it does not possess an enzymatic activity [58].
Rather, the protein appears to require galactose and ATP
so that it can adopt a conformation to allow it to interact
with Gal80p [56]. The genome of S. cerevisiae contains
two galactokinase-like genes. The first (encoding Gal1p)
is a well-characterized galactokinase enzyme [16, 59],
while the other gene encodes Gal3p. Gal1p and Gal3p are
highly similar, with the encoded proteins being ~70%
identical and ~90% similar. Other galactokinases, e.g.,
those from E. coli [60], human [D. J. Timson and R. J.
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Figure 3. Galatokinase enzymes and transcriptional regulation. The locations of the amino acid sequence elements common to galactokinase-like molecules are shown in (a). The positions of each of five amino acid sequence motifs (I–V) originally identified by [58] are indicated. Motifs I and V (which correspond to the structural motifs I and III in the GHMP superfamily) form part of the galactose binding
site, while motif III (defined as motif II in the GHMP superfamily) forms part of the ATP binding site. Sc, S. cerevisiae; Kl, K. lactis, Ll;
L. lactis; Hs, Homo sapiens; Ec, E. coli; Pf, P. furiosus. Two potential mechanisms for the activation of the GAL genetic switch are shown
in (b) and (c). In (b) the association of Gal3p with Gal80p results in an alteration of the interaction between Gal80p and Gal4p. Gal4p is
then able to recruit the transcriptional machinery (by a direct contact with Tra1p [68]) such that gene expression occurs. In (c), Gal80p shuttles between the nucleus, where it can interact with DNA-bound Gal4p, and the cytoplasm. In the presence of galactose and ATP, Gal80p
is retained in the cytoplasm through its association with Gal3p, thereby allowing Gal4p to activate transcription.

Reece, unpublished data], and pea [E. Taylor and R. J.
Reece, unpublished data] are able to substitute for the loss
of Gal1p in yeast cells, but are unable to overcome the
transcriptional defect in the GAL genes resulting from
the loss of Gal3p. In the absence of Gal3p, the induction
of the GAL genes occurs slowly, with full induction only

occurring 3–4 days after the addition of galactose to the
cultures rather than within 30 min for wild-type strains
[60]. The GAL3 defect can be overcome if Gal1p is produced at higher than wild-type levels. Yeast cells bearing
a GAL3 mutation and a GAL1 mutation are unable to induce the GAL genes at all. Combined, these data suggest
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that while Gal1p is primarily a galactokinase enzyme, it
can also function as a weak transcriptional inducer. This
conclusion has also been supported through a number of
in vitro experiments [53, 58]. Other yeasts, e.g., the milk
yeast Kluyveromyces lactis, contain a single galactokinase-like molecule that is both an efficient transcriptional
inducer (Gal3p-like function) and a galactokinase enzyme (Gal1p-like function) [61].
Gal3p shares all the hallmarks of a galactokinase enzyme, and the protein contains each of the five amino
acid sequence homology motifs that are common to
galactokinases (fig. 3a). Note that motifs I, III and V in
figure 3a correspond to the structural motifs I, II and III
identified in the GHMP superfamily. Despite the fact that
Gal3p contains all of these sequence motifs, it is unable
to turnover galactose. Strong evidence does, however, indicate that Gal1p and Gal3p have evolved from each
other. Gal3p appears to be a defective galactokinase because it contains a two amino acid deletion in homology
region III (fig. 3a). The reintroduction of these residues
(a serine and an alanine starting at position 164) imparts
the resulting protein with, albeit weak, galactokinase activity [58]. The equivalent residue to the serine in the P.
furiosus galactokinase structure interacts with the magnesium ion and the b-phosphate of the nucleotide [11].
An especially intriguing question concerns the manner in
which a galactokinase evolved to function as a transcriptional regulator. An inspection of the yeast galactokinaselike proteins that can act as transcriptional inducers
(Gal1p and Gal3p from S. cerevisiae and Gal1p from K.
lactis) show that they have a relatively large, and relatively well conserved, region between sequence homology motifs III and IV which is not found in bacterial or
mammalian galactokinases (fig. 3a). Although it is
tempting to speculate that this region of the protein is responsible for the interaction with Gal80p, and hence transcriptional induction, mutations in GAL3 that give rise to
a constitutive phenotype (that is, activation of transcription in the absence of galactose) are spread throughout its
length [62]. It is, however, clear that a monomeric form of
Gal3p interacts with Gal80p only in the presence of
galactose and ATP [63], but the precise nature of this interaction remains obscure. Some reports have suggested
that induction occurs through the association of a tripartite complex formed between Gal4p, Gal80p and Gal3p
[53]. Others have proposed that Gal80p dissociates from
Gal4p and interacts with Gal3p in the cytoplasm of yeast
cells [64], thereby freeing Gal4p from the inhibitory effects of Gal80p and allowing transcriptional activation to
occur [65]. In either model (figs 3b, c), the ability of
Gal3p to interact with Gal80p is essential for the transcriptional induction of the GAL genes. Biochemical and
genetic evidence have been used to support both potential
models for GAL gene activation. In favor of the nuclear
association of Gal4p, Gal3p and Gal80p are the observa-
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tions that Gal4p purified from yeast grown in the presence and absence of galactose is associated with Gal80p
[66], artificially constructed Gal80p molecules that contain an activation domain are able to regulate transcription in the presence and absence of galactose [67], and the
recent observation using Fluorescence Resonance Energy Transfer (FRET) analysis that Gal4p and Gal80p do
not dissociate from each other [68]. The dissociation
model (fig. 3 c) is supported by data indicating that Gal3p
is predominately cytoplasmic [64] and that the expression
of a myristoylated version of the protein (which will be
targeted to the cell plasma membrane) does not unduly
impair the induction of the GAL genes [65]. In addition,
chromatin immunoprecipitation experiments [65] and
pull-down assays [69] suggest that the Gal4p-Gal80p
complex is weakened when cells are grown in the presence of galactose.
As discussed here, the mechanism of action of Gal3p in
its role as a galactose sensor and transcriptional regulator
is not well understood at the molecular level. The changes
to the protein that are presumed to occur upon interaction
with its ligands (galactose and ATP) are not defined, and
the mechanism by which it controls the function of
Gal80p is supported by apparently contradictory data.
Clearly further experimentation is required. However, the
similarity between Gal3p and galactokinases should provide one means by which further analysis can be
achieved.

Directed evolution of galactokinases
Many of the clinically important medicines on today’s
market, such as erythromycin, vancomycin, novobiocin
and digitoxin, contain various D- or L-sugar substituents.
Without these appended sugar(s), the pharmacological
properties of such compounds are often either completely
lost or markedly decreased [70]. It has been estimated
that approximately half of the drug leads around the
world are derived directly from natural products, many of
which are glycosylated secondary metabolites [71]. In
that sugars often play major roles in the biological effectiveness of these compounds, there is an increasing effort
directed towards altering glycosylation patterns to produce new and potentially important therapeutics. One approach that has been championed within the last few
years is the so-called in vitro glycorandomization method
whereby chemically synthesized sugars are activated and
subsequently attached to natural products using promiscuous nucleotidyltransferases and glycosyltransferases
[71]. The starting materials for in vitro glycorandomization are sugar phosphates. While there are synthetic
routes available for the preparation of such compounds,
they are often tedious and time consuming. The renewed
interest in galactokinase as a biological catalyst has, in-
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deed, been sparked by the need to prepare modified sugar
phosphates in an expedient manner [72]. To this end, a recent directed-evolution approach using error-prone polymerase chain reation (PCR) with the E. coli galactokinase
gene has produced a site-directed mutant protein, Y371H,
which displays new kinase activity against D-galacturonic
acid, D-talose, L-altrose and L-glucose. On the basis of the
X-ray model for the L. lactis enzyme, it is believed that
Tyr 371 in the E. coli galactokinase is situated ~20 Å
from the active site. Most likely, this residue would have
never been targeted for investigation simply by a ‘rational’ redesign of the active site region. Undoubtedly, new
sugar kinases of alternate substrate specificity will be
produced in the near future as such direct-evolution approaches are utilized towards the development of the next
generation of drugs.

Diseases arising from galactokinase deficiencies
Approximately 20 mutations (including base substitutions, base deletions and larger deletions) have been described in human galactokinase which result in the disease type II galactosemia (MIM#230200). This disease,
the main symptom of which is early onset cataracts, is
less severe than either type I or type III galactosemia,
which are caused by defects in the galactose-1-phosphate
uridyltransferase or UDP-galactose 4-epimerase genes,
respectively [3, 73–75]. Deficiency in these genes can result in kidney, liver and brain damage in addition to
cataracts. Provided galactokinase deficiency is detected
early in life, the condition can be managed by restricting
patients to a galactose (and lactose) free diet [3].
The absence of functional galactokinase results in the
buildup of unmetabolized galactose in cells and in blood
plasma. This is a particular problem in the lens cells of the
eye where (in humans, but not in mice [76]) the enzyme
aldose reductase converts galactose to its corresponding
sugar alcohol galactitol (dulcitol). Although galactose
can be transported across the cell membrane, galactitol
cannot, and consequently it accumulates in the lens cells.
This leads to the osmotic uptake of water, swelling of the
cells, and eventual apoptosis and lysis [77–79]. The process is believed to be similar to that seen in some diabetic
patients where glucose accumulates in the lens and is reduced to its corresponding sugar alcohol, sorbitol, resulting in similar osmotic and lytic effects [80, 81].
The first disease-causing mutations in human galactokinase to be described were a point mutation in structural
motif I of the GHMP superfamily, V32M, and a nonsense
mutation at codon 80. In both cases, the patients were homozygous for the mutations, and their blood galactokinase activities were essentially zero [82]. Although the
V32M mutant protein could be expressed in E. coli, it was
not present in the soluble fraction following disruption of
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the bacterial cells. The most likely cause of this was a failure of the mutant protein to fold correctly [17, 83]. A
study of galactokinase-deficient individuals from several
Romani families in Bulgaria identified a second point
mutation, P28T [84]. The mutation in this population has
been dated to a single founder mutation ~750 years ago
[85]. It also occurs in Bosnian populations [86] and has
been detected in at least one Turkish patient [87]. Like
V32M, the mutant protein could be expressed in E. coli
but the protein could not be purified [17]. The positions
of these mutations, mapped onto the L. lactis enzyme
model, are indicated in figure 4.
Two additional point mutations have been described in or
near motif I of the GHMP superfamily, G36R and H44Y
[87]. The positions of these mutations are indicated in
figure 4. The patient with the G36R mutation was heterozygous for this and a frameshift mutation. Blood
galactokinase activity was zero, and expression of the
mutant protein in E. coli resulted in insoluble protein
[17]. H44Y was found in a patient with zero blood galactokinase activity who was heterozygous for this and another point mutation, G349S [87]. The G349S mutation
(fig. 4) was also detected in a Japanese patient who was
homozygous for the mutation and had a low (but nonzero) blood galactokinase activity [88]. Both these mutant proteins could be expressed in and purified from E.
coli. Kinetic analysis of the mutant proteins showed that
H44Y was defective in the turnover number (kcat), the Km
for a-D-galactose, and the specificity constant (kcat/Km)
for both galactose and MgATP [17]. This highly conserved residue forms part of the galactose binding site,
and the main chain carbonyl group is within hydrogen
bonding distance of O-6 of the sugar [10, 11]. Replacement of this residue with the bulkier tyrosine is likely to
disrupt the local structure and may well result in steric
hindrance in the active site, consequences of which would
be entirely consistent with the kinetic changes observed

Figure 4. Mutations giving rise to type II galactosemia. The positions of some of the known disease-causing mutations in human
galactokinase are mapped onto the L. lactis enzyme model on the
basis of amino acid sequence alignments.
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in this mutant protein. The importance of this histidine
residue in maintaining the structure of the active site has
been underlined by studies in which it was substituted
with an alanine or isoleucine; both substitutions resulted
in insoluble protein during expression in E. coli [21]. Regarding Gly 349, the kinetic consequences of this mutation are a reduction in the turnover number and in the
specificity constants for both substrates [17]. It is another
highly conserved residue which lies close to the active
site. The f,y angles adopted by glycine in this position
are incompatible with other amino acids, and hence mutation to a serine most likely causes alterations in the
backbone conformation, which affects the nearby active
site [10, 11]. Another point mutation, G346S, was detected in a patient who also had a 7-bp deletion in the
gene [87]. The mutant enzyme shows defects in turnover
number and in the specificity constant for galactose [17].
This residue is well conserved and is usually either a
glycine or an alanine. In both the L. lactis and P. furiosus
structures, the equivalent residue is an alanine (Ala 348 or
Ala 305, respectively). Although this residue does not directly contact the sugar, its main chain carbonyl lies
within hydrogen bonding distance to the conserved histidine (His 44 in the human enzyme), which itself is close
to the sugar [11].
Several point mutations outside the conserved GHMP superfamily motifs have been detected as well (fig. 4). One
individual was heterozygous for two such mutations –
R68C and A394P [89]. Enzymological analysis of the
R68C mutant showed that it was modestly impaired in all
the kinetic parameters apart from the specificity constant
for a-D-galactose. The equivalent residues in the two
known structures (Tyr 42 in P. furiosus and Arg 67 in L.
lactis) are located ~30 Å from the active site [10, 11].
This distance suggests that any effects on the kinetic parameters are due to structural changes which are propagated through the molecule. A384P was insoluble when
expressed in E. coli [17], and there is no clearly homologous residue in either known structure. Another mutation,
T288M, which was detected in a heterozygous patient
who had a frameshift in the other allele [89], gives rise to
insoluble protein during expression in E. coli [17]. Although there are equivalent residues in the L. lactis and P.
furiosus structures (Thr 290 and Val 248, respectively),
the lack of conservation of residue type among other
galactokinases makes it difficult to predict the structural
consequences of this mutation. R256W and T344M were
detected in a Japanese patient heterozygous for these mutations, and a T344M homozygote was also found [88].
Recently, an R239Q mutation was detected in a patient
heterozygous for this and the known disease-causing mutation V32M [83]. Biochemical studies on the E. coli expressed R239Q mutant enzyme showed it to have reduced
activity and thermal stability compared to wild type [83].
The mutation M1I (found in a patient homozygous for
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this mutation [87] and also in a heterozygote [90]) abolishes the start codon of the gene. Assuming that, in this
case, translation begins from the next available methionine residue, this would mean a protein beginning at Met
55 which would completely lack structural motif I of the
GHMP superfamily.
The mutation A198V (the so-called Osaka variant) was
first detected in three Japanese infants with mild galactokinase deficiency [90]. Although all three patients
were heterozygotes with other mutations, none developed cataracts in childhood. Population studies showed a
prevalence of 4.1 % in the Japanese population and
lower, but detectable incidences in Korean, Taiwanese
and Chinese populations. No incidence was detected in
black or white populations from the United States [90].
Individuals who have this mutation have a statistically
significantly higher chance of developing cataracts later
in life. Comparison of the enzymes isolated from erythrocytes of individuals who were homozygous for either
the A198V mutation or for the wild-type gene showed
unchanged Km values for both a-D-galactose and
MgATP. However the Vmax was reduced about fivefold
[90]. Given that Vmax is the product of the enzyme concentration and the turnover number, this reduction could
be caused by an effect on either (or both) of these parameters. Immunoblot analysis showed roughly 20 % of the
amount of galactokinase in erythrocytes from the A198V
homozygotes [90]. Furthermore, this mutant protein
could be expressed in and purified from E. coli in yields
comparable to the wild type, and its kinetic parameters
were not substantially different from the wild type either
[17]. The equivalent residue in the L. lactis enzyme, Ala
195, is ~ 17 Å from the active site [10]. Interestingly, the
equivalent residue in P. furiosus is a valine [11, 91]. The
biological consequences of the A198V mutation in human galactokinase are not clear, but these data suggest
that this mutation does not greatly affect either its solubility or enzymology. Obviously there are subtle effects
that cannot be accounted for on the basis of our current
knowledge regarding galactokinase structure and function. Additionally, although some residues (Val 32, Gly
36, His 44, Gly 346 and Gly 349) are well conserved between human galactokinase and the two bacterial enzymes for which structures are known, there are many
others (Pro 28, Arg 68, Ala 198, Thr 288 and Ala 384)
which are less well conserved. Thus, in order to understand the manner in which these disease-causing mutations affect the structure of galactokinase, it will be necessary to determine the three-dimensional structure of
the human enzyme. Such an analysis is presently under
way by this group.
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