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An IMP dehydrogenase gene was isolated from Candida albicans on a ;2.9-kb XbaI genomic DNA fragment.
The putative Candida IMP dehydrogenase gene (IMH3) encodes a protein of 521 amino acids with extensive
sequence similarity to the IMP dehydrogenases of Saccharomyces cerevisiae and various other organisms. Like
the S. cerevisiae IMH3 sequence characterized in the genome sequencing project, the open reading frame of the
C. albicans IMH3 gene is interrupted by a small intron (248 bp) with typical exon-intron boundaries and a
consensus S. cerevisiae branchpoint sequence. IMP dehydrogenase mRNAs are detected in both the yeast and
hyphal forms of C. albicans as judged by Northern hybridization. Growth of wild-type (sensitive) C. albicans
cells is inhibited at 1 mg of mycophenolic acid (MPA), a specific inhibitor of IMP dehydrogenases, per ml,
whereas transformants hosting a plasmid with the IMH3 gene are resistant to MPA levels of up to at least 40
mg/ml. The resistance of cells to MPA is gene dosage dependent and suggests that IMH3 can be used as a
dominant selection marker in C. albicans.

IMP dehydrogenase (EC 1.1.1.205) is the key enzyme in the
de novo biosynthesis of GMP, catalyzing the NAD-dependent
oxidation of IMP to XMP. This conversion of IMP to XMP is
the rate-limiting step in the biosynthetic pathway of guanine
nucleotides, at least in mammals (26). While genes encoding
IMP dehydrogenases have been isolated from archaea (11),
protozoa (5, 54, 55), bacteria (2, 3, 16, 31, 36, 47, 49), plants
(12), invertebrates (46), and mammals (10, 13, 39, 50), the only
fungal sequences known are those encoding the putative IMP
dehydrogenase genes sequenced in the Saccharomyces cerevi-
siae genome project (14, 27, 28). The polymorphic fungus Can-
dida albicans is an opportunistic pathogen in immunocompro-
mised individuals, causing oral and vaginal candidiasis as well
as disseminated infections in neutropenic patients. Genetic
manipulations of this diploid microorganism have been ham-
pered by the apparent absence of a haploid phase and the
dependence of marker systems on the spontaneous occurrence
of auxotrophic mutants. Thus, the identification of the IMH3
gene in C. albicans suggested to us that mycophenolic acid
(MPA), a specific inhibitor of IMP dehydrogenases, might be
used to develop a dominant selectable marker system in Can-
dida. In several other organisms, it has been shown that am-
plification of an IMP dehydrogenase gene can confer MPA
resistance in a gene-dosage-dependent manner by overexpres-
sion of the enzyme (9, 20, 23, 25, 54). We report the cloning
and sequencing of a DNA fragment of C. albicans with a
coding region for a protein with high amino acid similarity and
identity to known IMP dehydrogenases. Transformation of C.

albicans by using a multicopy plasmid vector yielded transfor-
mants resistant to the specific IMP dehydrogenase inhibitor
MPA. Culturing of transformant cells in the presence of MPA
stabilized replicative plasmids, suggesting the feasibility of us-
ing IMH3 as a dominant selection marker for genetic studies in
C. albicans.

MATERIALS AND METHODS

Bacterial and yeast strains, plasmids, and growth conditions. Escherichia coli
DH5a was used for maintenance of plasmids, and E. coli XL1-Blue MRA (P2)
was used in screening the C. albicans genomic library. C. albicans SS is a clinical
isolate provided by Remo Morelli (San Francisco State University, San Fran-
cisco, Calif.), and strains 3153a (ATCC 28367) and WO-1 were generously
provided by David Soll (University of Iowa). The ura3 auxotrophic strain C.
albicans CaI4, obtained from William Fonzi (Department of Microbiology and
Immunology, Georgetown University Medicine Center, Washington, D.C.), was
used as the transformation host. The library of partially Sau3A-digested genomic
DNA of C. albicans SS was constructed in Lambda FixII (Stratagene, La Jolla,
Calif.). The yeast expression plasmid pRC2312 (7) was provided by Richard D.
Cannon (Department of Oral Biology and Oral Pathology, University of Otago,
Dunedin, New Zealand). Plasmid pTA (Invitrogen, San Diego, Calif.) was used
for cloning PCR products, and pBluescript SK (Stratagene) was used for sub-
cloning in E. coli and sequencing.
Bacteria were grown at 378C in Luria-Bertani medium. Yeast strains were

maintained by weekly passages on 1% yeast extract–2% Bacto Peptone–2%
glucose (YPD) plates at 258C. Medium for C. albicans CaI4 was supplemented
with 50 mg of uridine per ml to enhance growth. To analyze expression in yeast
and hyphal cells, C. albicans was grown in Lee medium (33) at the appropriate
temperatures and pHs for yeast (258C, pH 4.5) and hyphal (378C, pH 6.7) growth.
Selective medium for yeast transformants contained 6.7 g of yeast nitrogen base
(YNB) without amino acids (Difco Laboratories, Detroit, Mich.) per liter, 2%
glucose, and 0.77 g of complete supplement medium without uracil (CSM-URA;
Bio101, San Diego, Calif.) per liter. For exclusive selection with MPA, the
CSM-URA was supplemented with 100 mg of uridine per ml. MPA (Sigma
Chemical Co., St. Louis, Mo.) was added from a 20-mg/ml stock solution in pure
ethanol.
Isolation and subcloning of IMH3. Total RNA and poly(A)1 RNA were

isolated from C. albicans by standard procedures (42). Reverse transcription-
PCR (RT-PCR) was carried out with avian myleoblastosis virus reverse tran-
scriptase (Promega, Madison, Wis.) as described previously (41), using a set of
highly degenerate primers designed to clone putative Candida b1 integrin-like
sequences. RT-PCR products were cloned by using the TA Cloning Kit (Invitro-
gen). One of many RT-PCR fragments amplified by using these primers and then
sequenced revealed a high degree of sequence similarity with IMP dehydroge-
nases according to data bank searches with BLAST (1). By using the RT-PCR
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fragment of IMH3 as a probe, the entire coding region of the gene was isolated
from a library of partial Sau3A digests of genomic DNA from C. albicans SS
constructed in Lambda FixII (Stratagene). For subcloning and sequencing in E.
coli, the plasmid pBluescript (Stratagene) was used.
DNA sequencing and RNA mapping. The nucleotide sequence of a 2,908-bp

XbaI-fragment harboring IMH3 and its flanking regions was determined by the
dideoxy sequencing method with the Taq Cycle Sequencing Kit and a 370A
sequencer (Applied Biosystems, Inc., Foster City, Calif.) or the Sequenase Ver-
sion 2.0 protocol (U.S. Biochemical Corp., Cleveland, Ohio) with 59-[a-32P]
dATP. The 59 end of the IMH3 mRNA was mapped by primer extension analysis
with avian myleoblastosis virus reverse transcriptase and the oligonucleotide
59-GGGAGAAATGGGAATGGGTAGAAGG-39 as described previously (51).
Southern and Northern hybridizations. Southern and Northern blot hybrid-

izations were carried out by standard methods (42) with digoxigenin-labeled
(Genius System; Boehringer Mannheim, Indianapolis, Ind.) and 59-[a-
32P]dATP-labeled nucleic acid probes, respectively. For IMH3 expression anal-
ysis by Northern hybridization with the 2,908-bp XbaI-fragment, total RNA was
isolated from wild-type C. albicans cells grown in Lee medium (33) under the
respective conditions for yeast and hyphal forms (258C and pH 4.5 or 378C and
pH 6.7) with controls at 258C and pH 6.7 and at 378C and pH 4.5. IMH3 mRNA
levels in C. albicans CaI4 and plasmid transformants were detected in total RNA
isolated from cells grown to an optical density at 600 nm of 1 in synthetic broth
with 100 mg of uridine (CaI4) per ml, no uridine (Ura selection), or 100 mg of
uridine per ml and 10 mg of MPA per ml (MPA selection).
Construction of plasmid pGKIII. To construct plasmid pGKIII, the 2.9-kb

XbaI fragment containing the entire coding region of IMH3 and its 59 and 39
flanking regions was inserted into the HindIII site of plasmid pRC2312 (7),
following two-base fill-in reactions with the Klenow fragment of DNA polymer-
ase I (42). Like the parent plasmid pRC2312, the derivative plasmid pGKIII also
carried a URA3 gene and a LEU2 gene for selection in ura3 and leu2 cells,
respectively, and a C. albicans autonomously replicating sequence. For selection
and replication in E. coli, both plasmids contained an ampicillin resistance gene
(bla) and an origin of replication (ori).
Transformation of C. albicans by electroporation. C. albicans cells were trans-

formed by electroporation by using methods derived from an S. cerevisiae pro-
tocol (6). Briefly, C. albicans CaI4 cells were grown in 200 ml of YPD plus 50 mg
of uridine per ml at 308C to a density of approximately 108 cells/ml, as deter-
mined by turbidity. The cells were pelleted at 5,000 3 g and suspended in 40 ml
of water. To this were added 5 ml of 103 TE (100 mM Tris-HCl, 10 mM EDTA,
pH 8.0) and 5 ml of 103 lithium acetate (1 M lithium acetate, adjusted to pH 7.5
with dilute acetic acid), and the suspension was incubated in a rotory shaker at
150 rpm for 45 min at 308C. After addition of 1.25 ml of 1 M dithiothreitol, the
suspension was kept in the shaker for 15 min more. Following this incubation,
200 ml of water was added to wash the cells. Next, the cells were pelleted at
5,0003 g and washed once in 125 ml of ice-cold water. Finally, cells were washed
with 20 ml of ice-cold 1 M sorbitol and suspended in 250 ml of 1 M sorbitol. For
each electroporation experiment, 40 ml of electrocompetent cells was used. The
cells were transformed with 0.1 to 10 mg of plasmid DNA in a Bio-Rad Gene
Pulser (0.2-cm cuvette, 1.6 kV, 200 V, 25 mF) with a Bio-Rad Pulse Controller
included in the circuit and were subsequently plated on selective medium. Plates
were incubated at 308C for 3 to 8 days.
MPA susceptibility testing. A microtiter plate assay was used for quantitative

determination of the susceptibility of C. albicans strains and transformants to
MPA. This assay was a modified version of the method described by Sanglard et
al. (43). Briefly, six serial dilutions of MPA in synthetic broth were prepared, with
the concentrations ranging from 1.25 to 40 mg/ml. In one row of a 96-well
flat-bottom microtiter plate, 200 ml of synthetic broth (YNB without amino acids,
2% glucose, and the appropriate supplements) per well with no MPA was
pipetted, and in another row only 100 ml per well was pipetted. The latter was
used as a blank in the optical density measurements. To each of the remaining
six rows, 100 ml of a serial MPA dilution per well was transferred. An inoculum
was prepared by diluting an overnight culture of a C. albicans strain or transfor-
mant to a cell density of 1.5 3 104 cells per ml in synthetic broth. To each well
with 100 ml, an inoculum of 100 ml was added, yielding final MPA concentrations
of 0 to 40 mg/ml. Each strain was tested in duplicate. The plates were sealed with
Parafilm and incubated at 258C for 48 h. The optical densities were determined
by using a Bio-Rad model 450 microplate reader with a 570-nm filter.
Protein extracts and SDS-PAGE. For protein extracts, transformant C. albi-

cans cells were grown in synthetic broth with no uridine (Ura selection) or with
100 mg of uridine per ml and 10 mg of MPA per ml (MPA selection). For strain
CaI4, synthetic medium supplemented with 100 mg of uridine per ml was used.
Protein was isolated from cells grown in 10 ml of synthetic broth to an optical
density at 600 nm of 1 as described for S. cerevisiae (58). Protein extracts were
subjected to sodium dodecyl sulfate-polyacrylamide gel electrophoresis (SDS-
PAGE) followed by Coomassie brilliant blue R-250 staining by standard proto-
cols (42).
Nucleotide sequence accession number. The DNA sequence of IMH3 was

deposited in the GenBank database under accession number U85049.

RESULTS

Isolation of the IMH3 gene. We performed RT-PCR exper-
iments using C. albicans poly(A)1 RNA and a set of degener-
ate oligonucleotides complementary to mammalian and avian
b1 integrins. One of these oligonucleotides (59-TCNACRAA
NGANCCRAANCC-39) yielded a 160-bp DNA fragment with
an open reading frame (ORF) which displayed a high degree
of amino acid sequence similarity to known IMP dehydroge-
nases upon BLAST searches of GenBank sequences (1). The
entire coding region of the putative IMP dehydrogenase gene
was isolated by screening of a genomic library of C. albicans
with the cloned RT-PCR product as probe. Restriction frag-
ments giving positive signals were subcloned in pBluescript
(Stratagene), and one clone containing a 2,908-bp XbaI frag-
ment was further sequenced. Analysis of this sequence indi-
cated that it harbored the entire coding region of a putative
IMP dehydrogenase gene (IMH3) of C. albicans. Southern
analysis of genomic DNA cut with XbaI (data not shown)
revealed that while C. albicans CaI4 and WO-1 show one band,
strains 3153a and SS show two bands hybridizing with an
IMH3-specific probe, which may represent two gene loci or just
two alleles.
Sequence characteristics of the C. albicans IMH3 gene and

flanking regions. The clone containing the 2.9-kb XbaI frag-
ment was sequenced in its entirety. It encodes a 1.6-kb ORF
which is interrupted by a 248-bp intron starting at base 452 of
the nucleic acid sequence shown in Fig. 1. The intervening
sequence is delineated by a typical yeast 59 splice site (GTAT
GT) and 39 splice site (TAG) and contains a yeast branchpoint
consensus sequence (TACTAAC) (30) 22 nucleotides up-
stream of the 39 splice site. Assuming splicing of the intron at
these sites, the resulting ORF encodes a protein of 521 amino
acids with a calculated Mr of 56,239 and a relative isoelectric
point of 6.52. The gene was further analyzed by sequencing of
602 bp of the 59 flanking region and 492 bp of the 39 flanking
region. The assignment of the predicted translation start codon
at nucleic acid position 1 (Fig. 1) is supported by the 59 map-
ping of the IMH3 transcription unit and by the amino acid
alignment shown in Fig. 2. Primer extension analysis using an
oligonucleotide complementary to the 59 sequence (positions
243 to 219) proximal to the ATG revealed two transcription
start sites at nucleotides 2111 and 2107, respectively. The
major transcription start site is located at position 2111 about
110 bp upstream of the start codon; no other ATG codons are
found in this region. Neither are there any in-frame ATG
codons for more than 200 bases downstream of the ATG
codon at position 1. Furthermore, a sequence which is similar
to that used by S. cerevisiae for efficient translation initiation is
also found in close proximity to the putative translational start
of the C. albicans IMH3 gene (24). The promoter region of
IMH3 is very AT rich, like many intergenic regions in C. albi-
cans, making the identification of promoter elements tentative.
Notable sequence characteristics of the 59 flanking region are
a CT-rich tract immediately 59 of the transcription start site
and the relatively long distance between the first upstream
TATA box (192 nucleotides) and the start site. In S. cerevisiae,
TATA elements for transcription initiation are usually found
between 40 to 120 nucleotides from the start site (35). In the 39
flanking region, sequence elements like TATATA (at nucleo-
tide positions 1923 and 1968) and/or AATAAA (position
2271) might be involved in 39 end formation if nascent mRNA
polyadenylation in C. albicans resembles that in S. cerevisiae
(22).
Several sequence characteristics contribute to the identifi-

cation of the sequence described above as encoding IMP de-
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hydrogenase. Overall, there is a high degree of amino acid
sequence identity to IMP dehydrogenases from other organ-
isms (Fig. 2). Alignments of the deduced amino acid sequence
of the C. albicans enzyme were made with the sequences of
IMP dehydrogenases from 21 other organisms (in Fig. 2 only
six are shown), and the clustering relationships of the se-
quences were compared in a dendrogram (data not shown).
The C. albicans IMH3 protein compares favorably with all
three of the putative IMP dehydrogenases of S. cerevisiae (14,
27, 28) derived from sequences determined in the S. cerevisiae
genome project (ScIMH3p [Swiss protein accession number
P50094], 75.4%; ScIMH2p [P50095], 74.3%; and ScIMH1p
[P38697], 72.0%) and forms a cluster with these proteins when
compared to other nonfungal sequences. The DNA sequences
(not shown) of these IMP dehydrogenases also resemble that
of IMH3, at 74.1% (S. cerevisiae IMH3), 72.7% (S. cerevisiae
IMH2), and 70.1% (S. cerevisiae IMH1). The C. albicans gene
has been designated IMH3, not only because it has the highest
degree of DNA and protein sequence identity with the S.
cerevisiae IMH3 (14) but also because both genes are inter-
rupted by an intron, while the two other genes in S. cerevisiae
are intronless. The introns of both the C. albicans and S.
cerevisiae IMH3 genes (248 and 408 bp, respectively) interrupt
the gene-protein sequence at the same amino acid site (Fig. 1
and 2). The C. albicans IMH3 protein also displays a high
degree of amino acid identity to other eukaryotic (e.g., human
IMP dehydrogenase 2 [64.7%]), prokaryotic (e.g., E. coli
[41.1%]), and archaeal (e.g., Pyrococcus furiosus [33.9%]) IMP
dehydrogenases. The vertebrate (10, 39, 50) and invertebrate
(46) IMP dehydrogenases are more similar to one another
than to fungal, protozoan (5, 54, 55), plant (12), bacterial (2, 3,
16, 31, 36, 47, 49) and archaeal (11) IMP dehydrogenases. In
general, phylogenetic groupings seem to be well represented.
Analysis of the putative C. albicans IMP dehydrogenase

amino acid sequence with the MOTIFS program of the Ge-
netics Computer Group Sequence Analysis Software Package
(19) in the PROSITE Dictionary of Protein Sites and Patterns
(Amos Bairoch, University of Geneva, Geneva, Switzerland)
revealed an amino acid consensus pattern for IMP dehydro-
genase and GMP reductase: (L, I, V, M)(R, K)(L, I, V, M)G
(L, I, V, M)GXGS(L, I, V, M)CXT. The signature sequence
for IMP dehydrogenase (LRIGMGSGSICIT) is located at
amino acid positions 323 to 335 (Fig. 1) in the C. albicans
IMH3 product. The amino acid alignment showed that the
signature sequences of the IMP dehydrogenases of other or-
ganisms are similarly placed (Fig. 2).
Expression of IMH3.Northern hybridization with total RNA

isolated from cells grown under conditions favoring either
yeast or hyphal growth (see Materials and Methods) was used
to assess the levels of IMH3 mRNA during growth and mor-
phogenesis. Equivalent amounts of RNA obtained from yeast
forms grown in Lee medium at pH 4.5 and 258C were com-
pared with RNA obtained from hyphae grown in Lee medium
at pH 6.8 and 378C. RNA isolated from cells grown at pH 6.8
and 4.5 and at 25 and 378C, respectively, were included as
controls. All samples were hybridized with the 2.9-kb XbaI

FIG. 1. Nucleotide and predicted amino acid sequences of the C. albicans
IMH3 gene. The sequence of the single intron is in lowercase letters, and its 59
splice site (gtatgt), the branchpoint sequence (tactaac), and the 39 splice site (tag)
are in boldface. The amino acid sequence is shown with the IMP dehydrogenase
signature sequence (double underlined) and the TAA stop codon (asterisk). The
59 noncoding region includes TATA elements (underlined), the CT-rich se-
quence (dotted line), and the 25-mer oligonucleotide primer (underlined in
italics) used in primer extension to map the transcription start sites (arrows). In
the 39 flanking region, putative termination signals are underlined.
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DNA fragment containing the IMH3 coding region (Fig. 3),
and in each a transcript of approximately 1.8 kb was detected.
The size of this mRNA suggests a relatively short 39 untrans-
lated region, considering 1,563 bases of coding sequence and
110 bases of 59 untranslated region, and is consistent with the
removal of the 248-bp intron by RNA splicing. Hybridization
with actin mRNA was used as an internal control of mRNA
levels (for details, see reference 52). The relative signals ob-
tained from yeast and hyphal forms are essentially equivalent
(Fig. 3, first and last lanes), indicating that the levels of IMH3

mRNA do not differ markedly in yeast and hyphal forms. The
equivalence of IMH3 mRNA levels throughout morphogenesis
further supported the potential utility of employing IMH3 as a
dominant selectable marker in C. albicans.
Expression of IMH3 on a plasmid. MPA is synthesized by

Penicillium spp. (8). This compound specifically inhibits the
IMP dehydrogenases of several organisms, including C. albi-
cans, where growth inhibition occurs at relatively low concen-
trations of MPA (1 mg/ml) (18, 40). In a microdilution assay,
we found strain-specific differences in the sensitivity to MPA.

FIG. 2. Alignment of the deduced amino acid sequences of the C. albicans IMH3 gene (CaIMH3p) with the amino acid sequence of an IMP dehydrogenase of S.
cerevisiae (ScIMH3p; Swiss-Prot accession number P50094) (14), Homo sapiens (Human2; P12268) (39), L. donovani (Leido; P21620) (54), Arabidopsis thaliana (Arath;
P47996) (12), E. coli (Ecoli; P06981) (49), and P. furiosus (Pyrfu; P42851) (11). The predicted amino acid sequences were aligned by the PILEUP program of the
Wisconsin Package, version 8, using default parameters (19). The consensus sequence (Cons) created by the PRETTY program (19) shows the amino acid residues
conserved in all sequences. The IMP dehydrogenase signature pattern (see text) is in boldface in the sequences. The location of the last coded amino acid 59 of the
intron in C. albicans IMH3 and S. cerevisiae IMH3 is indicated by an asterisk.
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A concentration of 5 mg of MPA per ml yielded more than
90% growth inhibition in C. albicansWO-1 (white and opaque
forms were equally sensitive) (Fig. 4A) and CaI4 (Fig. 4B),
while strains SS and 3153a were somewhat more resistant (Fig.
4A), showing more than 90% inhibition at 10 mg of MPA per
ml. Coincidentally, strains 3153a and SS also differ from CaI4
and WO-1 in their banding patterns in Southern analysis (see
above).
In the majority of systems investigated, the levels of resis-

tance to MPA are elevated as the gene dosage of IMP dehy-
drogenase increases (9, 20, 23, 25, 54). To determine the effects
of increased gene dosage and/or overexpression of IMH3 on
the sensitivity of C. albicans to MPA, we constructed the plas-
mid pGKIII by inserting the entire IMH3 gene and flanking
sequences into the replicative plasmid pRC2312 (7) as de-
scribed in Materials and Methods.
C. albicans CaI4 (17) was transformed with the parent plas-

mid pRC2312 and with pGKIII. Transformants containing ei-
ther plasmid were selected by plating on Ura2 medium. Re-
sistance to MPA was subsequently tested by plating Ura1

transformants on medium containing MPA at concentrations
of from 0 to 10 mg/ml. Transformants containing the pGKIII
plasmid grew on medium containing up to 10 mg of MPA per
ml, the highest concentration tested, whereas cells transformed
with the parent plasmid pRC2312 remained sensitive to 1 mg of
MPA per ml. Further MPA susceptibility testing of replicative
transformants in a microtiter plate assay revealed that pGKIII
transformants still grow considerably at 40 mg of MPA per ml
(Fig. 4B), suggesting that resistance is probably due to over-
expression of IMH3. Overexpression was confirmed by North-
ern analysis and SDS-PAGE of whole-cell protein extracts of
pGKIII transformants (Fig. 5). IMH3 mRNA levels are highly
elevated in cells harboring pGKIII during Ura selection and
further increase during MPA selection. On the protein level, a
predominant band at approximately 56 kDa could be detected
in extracts of cells grown during MPA selection. The molecular
size of this protein correlates well with the calculated molec-
ular weight of the IMH3 gene product.
As originally reported by Cannon et al. for pRC2312 (7),

transformation with either pRC2312 or pGKIII resulted in
small, slow-growing colonies at a much higher frequency than
large, fast-growing colonies. Slow- and fast-growing pGKIII
transformants were further characterized by Southern hybrid-
ization with the cloned IMH3 gene as a probe. As reported
previously (7), small clones contained an autonomously repli-
cating plasmid, whereas genomic integration in multiple copies

resulted in the larger, fast-growing colonies. Ura1 pGKIII
transformants (large and small) were grown for 48 h in syn-
thetic medium containing 100 mg of uridine per ml with either
0 or 5 mg of MPA per ml. Undigested and HindIII-digested
total DNA isolated from each culture were compared by
Southern hybridization as shown in Fig. 6. Analysis of either
class of transformants showed that the plasmid is retained in
the presence of MPA, while in the absence of MPA selection
the autonomously replicating plasmid was lost; its integrated
form, however, remained stable.
Direct selection of transformants with MPA. The results of

the experiments described above suggested the use of IMH3 as
a dominant selection marker in transformation of C. albicans.
Consequently, equal amounts of the cell suspensions after elec-
troporation with pRC2312 or pGKIII were plated on MPA
selection medium and Ura selection medium. Transformation
efficiencies with Ura selection for both plasmids were in the
range of 1.03 102 to 5.03 102 CFU/mg of DNA, depending on
the electroporation parameters (see Materials and Methods)

FIG. 3. Expression of the IMH3 gene in yeast and hyphal forms of C. albi-
cans. Total RNA was prepared from cells grown in Lee medium (33) under
conditions favoring the yeast-to-hyphal transition as indicated by Y3H. At 258C
and pH 4.5, cells grow exclusively as yeast, whereas at 258C and pH 6.7, 378C and
pH 4.5, and 378C and pH 6.7, cells increasingly form germ tubes and hyphae. An
oligonucleotide specific to C. albicans actin was used to indicate mRNA levels
(52).

FIG. 4. Sensitivity of C. albicans wild-type cells and transformants to MPA.
(A) Susceptibility of the prototrophic C. albicans strains 3153a, SS, and WO-1
(O, opaque phenotype; W, white phenotype) to MPA in the microtiter plate
assay described in Materials and Methods. Assays were performed in duplicate
with strains 3153a (}), SS (F), and WO-1 opaque (E) and white (h) grown at
258C in synthetic medium containing 100 mg of uridine per ml and the indicated
MPA concentrations. The optical density at 570 nm (OD 570 nm) was deter-
mined after 48 h of growth at 258C, and the means were plotted against their
corresponding antibiotic concentrations. (B) Susceptibility of C. albicans CaI4
(■) and replicative transformants hosting pRC2312 (Ç) and pGKIII (3) to MPA
as determined with the microtiter plate assay.
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used. With MPA selection following electroporation with
pRC2312, no transformants could be selected above the back-
ground level of spontaneous MPA resistance (;1027). After
electroporation with pGKIII, however, transformants could be
selected on MPA-containing medium. The efficiency was low-
er, but initial plating with a relatively low MPA concentration
of 3.5 to 5 mg/ml and prolonged incubation periods (4 to 8
days) enabled us to reach transformation efficiencies of up to
75% of those with regular Ura selection. Following this selec-
tion, transformants were maintained on defined medium con-
taining 10 mg of MPA per ml. By standard methods, plasmids
from MPA-selected C. albicans transformants could be reiso-
lated and retransformed into E. coli. Using the CaI4 electro-
poration protocol, we were also able to introduce pGKIII into
the wild-type C. albicans strains SS and WO-1. The transfor-
mation efficiency, however, was lower than that with CaI4.

DISCUSSION

The C. albicans gene cloned in this study has been desig-
nated an IMP dehydrogenase based on its phylogenetic simi-
larity with other IMP dehydrogenases, the presence of well-
conserved sequence motifs within the gene, such as the IMP
dehydrogenase signature sequence, and the ability of the
2.9-kb DNA fragment to confer resistance to the specific IMP
dehydrogenase inhibitor MPA. Its further designation as the C.
albicans cognate of S. cerevisiae IMH3 (rather than IMH1 or
IMH2) is based not only on its similarity in amino acid and
DNA sequences but also on the presence and position of an
intervening sequence in its gene structure.
Few interrupted genes are known to exist in C. albicans.

They include the gene which encodes actin (ACT) (34), the
genes for b-tubulin (48), the calmodulin gene (44), and the
peptide transport gene PTR2 (4). The 248-bp intron found in
the C. albicans IMH3 gene has the hallmarks of S. cerevisiae
introns as characterized by Kalogeropoulos (30). In the intron-
containing genes in S. cerevisiae, there is usually only one,
relatively small (,550-bp), intron per gene, with a conserved 59
splice site (GTAYGT), a conserved 39 splice site (YAG), and
an almost invariant, and for correct splicing essential, branch-
point sequence (TACTAAC). The IMH3 intron in C. albicans
fulfills all of these criteria (Fig. 1), thereby indicating the close

phylogenetic relationship of these fungi and the functionality
of the intervening sequence.
Expression of the pGKIII plasmid and its maintenance in

the presence of MPA is consistent with presence of transcrip-
tion initiation regions within the cloned sequence. 59 of the
putative translation start site at the ATG in nucleic acid posi-
tion 1 (Fig. 1), there are several potential TATA-like elements
which may serve as promoters. The spacing between the closest
TATA box and the experimentally determined transcription
start site of IMH3 is longer than the 40 to 120 bp found in the
regulatory regions of most genes of the related yeast S. cerevi-
siae (35). However, nothing is known about spacing and other
sequence requirements for TATA boxes in C. albicans. An
interesting feature of the transcription initiation region of
IMH3 is the CT-rich stretch of nucleotides in immediate prox-
imity to the transcription start sites. A similar pyrimidine-rich
sequence was found by Mason et al. (37) in the initiation
region of the highly expressed enolase gene of C. albicans. CT
regions near start sites are indicative of strong promoters in S.
cerevisiae (15) and appear to increase fidelity of transcription
initiation in highly expressed genes (38). Our knowledge of the
signals for transcription termination and polyadenylation in C.
albicans is scarce, and S. cerevisiae again serves as a model
system. Formation of correct 39 ends of mRNAs in this yeast
depends on several sequence elements (22), some of which can
be found in the 39 flanking region of IMH3 (Fig. 1).
According to the expression analysis by Northern blot hy-

bridization of total RNA isolated from cells grown under con-
ditions favoring either the yeast or the hyphal form of C.
albicans, IMH3 is expressed in approximately equal levels in
both forms, as one would expect for a gene with a housekeep-
ing function. The extent to which IMP dehydrogenase may be

FIG. 6. Southern analysis of integrative and replicative pGKIII transfor-
mants probed with the IMH3 gene sequence. (Left) Southern hybridization of
uncut total DNA from C. albicans CaI4 as well as an integrative (integ.) and a
replicative (repl.) pGKIII transformant with and without MPA selection. Only
the replicative transformant grown under selective pressure by MPA reveals
hybridization to the topoisomeric (closed and nicked circular) forms of free
plasmid. The high-molecular-weight components are probably due to plasmid
multimers (32). (Right) HindIII digest of total DNA isolated from C. albicans
CaI4 and the integrative transformant with and without MPA selection. CaI4
shows only one band, whereas an additional band is visible in the hybridization
pattern of the transformants. Even without selective pressure, the transformed
IMH3 gene(s) remains stably integrated. The cells were grown in liquid synthetic
medium supplemented with 100 mg of uridine per ml to eliminate Ura selection
with the indicated concentrations of MPA (0 or 5 mg/ml). Size markers are in
kilobase pairs.

FIG. 5. Overexpression of the C. albicans IMH3 gene. The Northern analysis
shows IMH3 overexpression in pGKIII transformants of CaI4 during MPA se-
lection with 10 mg of mycophenolic acid per ml (lane 1) and Ura selection in
uridine-deficient medium (lane 2) compared to the low-level expression in the
auxotrophic strain CaI4 (lane 3). An actin-specific probe was used to indicate
mRNA levels (see Fig. 3). SDS-PAGE of whole-cell extracts further reveals that
MPA-selected pGKIII transformants produce very high levels of the 56-kDa
IMH3 protein. Total RNA and protein were isolated as described in Materials
and Methods. Numbers on the right refer to polypeptide molecular mass markers
(in kilodaltons).
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important for virulence and survival of C. albicans in the host
during commensal or noncommensal infection is unknown.
However, the availability of guanosine nucleotide precursors,
which could be used in the salvage pathway for nucleotide
biosynthesis bypassing the XMP oxidation by IMP dehydroge-
nase (18, 29), may not be optimal for growth in the various host
environments. For example, the purine level in blood is so low
that blood-borne pathogens depend on de novo purine synthe-
sis for survival (36). Strain-specific diversity in levels of suscep-
tibility to MPA (Fig. 4A) might be an indicator for differences
in expression or activity of this essential enzyme and might
have an influence on virulence characteristics in disseminated
infection.
Specific inhibitors of IMP dehydrogenase, e.g., MPA, have

been of therapeutic importance as drugs with antiviral and
antitumor activities (53) and have been discussed as potential
chemotherapeutic agents for protozoan infections (5). Resis-
tance to MPA in some kinetoplastid protozoans involves in-
teresting mechanisms of chromosomal and extrachromosomal
IMP dehydrogenase gene amplification (56, 57). The increase
in gene dosage renders kinetoplastids like Trypanosoma brucei
and Leishmania donovani resistant to elevated levels of MPA.
The sensitivity of C. albicans to a specific inhibitor of IMP
dehydrogenase like MPA (18, 21, 40) (Fig. 4A) not only shows
that the enzyme is essential but also suggests that this enzyme-
inhibitor system could be employed in molecular biological
experiments. C. albicans, as a diploid, anamorphic fungus with
no known teleomorph or haploid phase (45), is not readily
accessible to the powerful molecular genetic techniques rou-
tinely used with S. cerevisiae. Auxotrophic mutants are much
rarer and more tedious to generate in C. albicans than in S.
cerevisiae, so the development of dominant markers similar to
those used in bacterial or mammalian cells would be of great
advantage in adapting molecular genetic techniques to C. al-
bicans. We showed in our experiments that increasing the gene
dosage by introducing plasmids carrying the IMH3 coding re-
gion renders the recipient C. albicans cells resistant to elevated
concentrations of MPA due to overexpression of the drug
target enzyme (Fig. 5). The plasmids can clearly be stabilized
by selection with MPA (Fig. 6), and it is possible to use IMH3
as a dominant marker in spite of the weakened recovery of
transformants compared to that with the Ura selection in auxo-
trophic strains. The lowered transformation efficiency is prob-
ably caused by the fact that not all transformants are able to
establish the plasmid copy number necessary for sufficient
overexpression of IMH3 to confer MPA resistance. We are
currently working on improving the selection system with MPA
by generating mutagenized MPA-resistant isoforms of IMP
dehydrogenase that will allow selection independent of over-
expression.
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