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The importance of lowering serum cholesterol levels
for the prevention of cardiovascular disease has been
well documented. Because mevalonate pyrophosphate
decarboxylase is a unique enzyme in the cholesterol
biosynthetic pathway it is a potential therapeutic target
for the treatment of hypercholesterolemia and other dis-
eases. For this reason we cloned and expressed the
cDNA for the human enzyme. We also cloned and ex-
pressed the yeast homolog using the human enzyme’s
similarity to a previously unidentified and incomplete
genomic sequence. Northern blot analysis revealed a
transcript of approximately 2 kilobases in a variety of
human tissues. The recombinant human enzyme is a
homodimer of 43-kDa subunits with a specific activity of
2.4 units/mg. Computer searches for similarity with
known sequences showed that mevalonate pyrophos-
phate decarboxylase has little similarity to other
proteins.

The mevalonate pyrophosphate decarboxylase (MPD)* en-
zyme of the cholesterol/ergosterol biosynthetic pathway con-
verts the 6-carbon compound mevalonate pyrophosphate
(MevPP) into isopentenyl pyrophosphate, the 5-carbon isoprene
building block of a large family of biomolecules. Besides decar-
boxylation, this unusual enzyme dehydrates its substrate while
hydrolyzing ATP. MPD, which performs the first committed
step in the biosynthesis of isoprenes, has been purified from
several animal and plant sources, but a comprehensive exam-
ination of the enzyme or its mechanism is lacking (1, 2).

The prodrug, 6-fluoromevalonate, has been shown to lower
cholesterol biosynthesis (3, 4), block protein prenylation (5, 6),
and inhibit the proliferation of various transformed cells (7, 8).

* The costs of publication of this article were defrayed in part by the
payment of page charges. This article must therefore be hereby marked
“advertisement” in accordance with 18 U.S.C. Section 1734 solely to
indicate this fact.

The nucleotide sequence(s) reported in this paper has been submitted
to the GenBank™/EMBL Data Bank with accession number(s) U49260
and U49261.
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1 The abbreviations used are: MPD, mevalonate pyrophosphate de-
carboxylase; MEVPP, mevalonate pyrophosphate; bp, base pair(s); kbp,
kilobase pair(s); ORF, open reading frame; PCR, polymerase chain
reaction; BisTris, 2-[bis(2-hydroxyethyl)amino]-2-(hydroxymethyl)-pro-
pane-1,3-diol; GSP, gene-specific primer; EST, expression sequence tag;
RACE, rapid amplification of cDNA ends.
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Upon pyrophosphorylation with endogenous cellular enzymes
this compound becomes a potent competitive inhibitor of MPD
(3, 4). For these reasons MPD appears to be a potential phar-
maceutical target for the treatment of hypercholesterolemia
and unwanted cellular proliferation. In order to better study
this enzyme we cloned and expressed the cDNA for MPD from
human liver and, by sequence similarity, from yeast.

EXPERIMENTAL PROCEDURES

Isolation of Partial cDNA Clones—Purified rat liver MPD (9) was
digested with trypsin, and the resulting peptides were isolated and
sequenced (Harvard MicroChem). Using the amino acid sequences of
the termini from one of these peptides we designed polymerase chain
reaction (PCR) primers and amplified the corresponding cDNA frag-
ment from a rat liver cDNA A library (Stratagene 936513). This PCR
reaction yielded a DNA fragment that when sequenced corresponded to
the amino acid sequence of the peptide that was used as the template.
A *2P-labeled oligonucleotide encoding the unique DNA sequence be-
tween the PCR primers was then used to probe the same rat liver cDNA
library. Three positive clones were isolated and sequenced. These clones
were identical to each other, were incomplete because they only encoded
the last half of the open reading frame (ORF), and contained a large
3’-untranslated region.?

A DNA fragment from the incomplete rat liver cDNA clone described
above was then used to probe what was advertised as a human liver A
cDNA library (Stratagene 937220). We isolated and sequenced 11 pos-
itive clones. The largest clone was designated 18-1, and it encoded an
estimated 90% of the ORF. This estimate was based on a molecular
mass of 45 kDa for the rat protein (9) and on the absence of a methio-
nine start codon.? Subsequent to our demonstration of MPD activity
with human liver cDNA derived from another source (see below), we
were informed by Stratagene that the advertised human liver cDNA
library was actually made from a non-human tissue (possibly Chinese
hamster ovary cells). This accident did not alter our final results be-
cause we had used human liver RNA to isolate the full-length cDNA
sequence shown in Fig. 1 (see below).

5'- and 3'-RACE Experiments—5’-RACE experiments were per-
formed on two independent sources of human liver RNA. Identical
results were obtained with both preparations.

Primers for the 5'-RACE experiments were GSP1 (gene-specific
primer 1, GGCCACATGCACCTTATAGC) and GSP2 (CTGTGAAGTC-
CTTGCTAATGG) and were purchased from Biosynthesis Inc. A 5'-
RACE kit (18374-025) was purchased from Life Technologies, Inc.
Total RNA was isolated from a 1-g sample of frozen human liver using
a Life Technologies, Inc. total RNA isolation kit. A sample of human
liver mMRNA was also purchased from Clontech. Forty cycles of standard
PCR conditions (94 °C for 1 min, 50 °C for 1 min, and 72 °C for 2 min)
were used to produce a 230-base pair (bp) band, which was subcloned
into pCRII (Invitrogen) and transformed into Escherichia coli. Several
independent subclones from the two different RNA sources were iso-
lated and sequenced.

Primers for the 5'-RACE experiments were designed with the DNA
sequence of the 18-1 clone (see above). At that time we did not know
that 18-1 was derived from a non-human tissue. In spite of the coding
differences due to the nonhuman sequence of the primers,® we obtained
a 5’-end for the human liver MPD cDNA (nucleotides 1-170 of Fig. 1).

Using a unique DNA sequence obtained from the 5’-RACE experi-
ments and a sample of human liver total RNA, we performed a 3’-RACE
experiment and isolated the 3’-end of the cDNA (nucleotides 151-1812
of Fig. 1). The primers used for the 3'-RACE experiment were GSP1
(TGGTTCTGCCCATCAACTC) and GSP2 (ACTCTGCACCAGGACC-
AGTT). A 3’-RACE kit was purchased from Life Technologies, Inc. Total
RNA prepared in the 5'-RACE experiment was utilized. PCR conditions
were altered using the PCR Optimizer kit (Invitrogen). Conditions

2 M. Toth and L. Huwyler, unpublished observations.

2 In the 5'-RACE experiment primer GSP1 had 4 mismatches out of
20 bases while GSP2 had 3 mismatches out of 21 bases when compared
with Fig. 1.

7895

100z ‘/ aung uo Aq 610°0g['mmm woly papeojumoq


http://www.jbc.org

The Journal of Biological Chemistry

jbe

7896 Human and Yeast Mevalonate Pyrophosphate Decarboxylase

tgggaccATG GCCTCGGAGA AGCCGCTGGC GGCAGTCACT TGTACAGCGC CGGTCAACAT CGCGGTCATC AAGTACTGGG GCAAGCGCGA TGAAGAGCTG 100
Met AlaSexGluL ysProLeuAl aAlaValThr CysThrAlaP roValAsnIl eAlaVallle LysTyrTrpG lyLysArgAs pGluGluLeu

GTTCTGCCCA TCAACTCCTC CCTGAGCGTC ACTCTGCACC AGGACCAGTT AAAAACCACC ACAACAGCCG TCATCAGCAA GGACTTCACC GAGGACCGGA 200
ValLeuProl leAsnSerSe rLeuSerVal ThrLeuHisG lnAspGlnLe uLysThxThr ThrThrAlaV allleSerLy sAspPheThr GluAspArgI

TTTGGCTGAA TGGCCGGGAG GAGGATGTGG GGCAGCCGAG GCTGCAGGCC TGCCTGCGGG AGATCCGCTG CCTGGCCCGG AAGCGGAGGA ACTCACGGGA 300
leTrpLeuAs nGlyArgGlu GluAspValG lyGInProAr gLeuGlnAla CysLeuArgG lulleArgCy sLeuAlaArg LysArgArgA snSerArgAs

TGGGGACCCG CTGCCCTCCA GCCTCAGCTG CAAGGTGCAC GTGGCATCGG TGAACAACTT CCCCACGGCT GCGGGCCTGG CCTCCTCAGC GGCGGGCTAT 400
pPGlyAspPro LeuProSerS erLeuSerCy sLysValHis ValAlaSerV alAsnAsnPh eProThrAla AlaGlyLeuA laSerSerAl aAlaGlyTyr

GCCTGCCTAG CCTACACCCT GGCCCGTGTC TACGGCGTGG AGAGTGACCT CTCAGAAGTG GCTCGCCGGG GCTCAGGCAG CGCCTGCCGG AGCCTGTATG 500
AlaCysLeuA laTyrThrLe uAlaArgVal TyrGlyValG luSerAsplLe uSerGluVal AlaArgArgG lySerGlySe rAlaCysArg SerlLeuTyrG

GGGGCTTTGT GGAGTGGCAG ATGGGAGAGC AGGCCGACGG GAAGGACAGC ATCGCTCGGC AAGTGGCCCC CGAGTCACAC TGGCCTGAAC TCCGCGTGCT 600
1yGlyPheVa 1GluTrpGln MetGlyGluG InAlaAspGl yLysAspSer IleAlaArgG InValAlaPr oGluSerHis TrpProGluL euArgValle

CATCCTTGTG GTGAGCGCTG AGAAGAAGCT GACAGGCAGT ACCGTGGGCA TGCGGGCCAG TGTGGAGACC AGCCCCCTGC TTCGGTTCCG GGCCGAGTCC 700
uIleLeuVal ValSerAlaG luLysLysLe uThrGlySer ThrValGlyM etArgAlaSe rValGluThr SerProleul. euArgPheAr gAlaGluSer

GTGGTGCCCG CGCGCATGGC GGAGATGGCC CGCTGCATCC GGGAGCGAGA CTTCCCCAGC TTCGCCCAGC TGACCATGAA GGACAGCAAC CAGTTCCACG 800
ValValProA laArgMetAl aGluMetAla ArgCysIleA rgGluArgAs pPheProSer PheAlaGlnL euThrMetLy sAspSerAsn GlnPheHisA

CCACCTGCCT CGACACCTTC CCGCCCATCT CTTACCTCAA TGCCATCTCC TGGCGCATCA TCCACCTGGT GCACCGCTTC AACGCCCACC ACGGGGACAC 900
laThrCysLe uAspThrPhe ProProlleS erTyrLeuAs nAlaIleSer TrpArgllel leHisLeuVa lHisArgPhe AsnAlaHisH isGlyAspTh

CAAGGTGGCG TACACCTTTG ACGCGGGCCC CAATGCCGTG ATCTTCACCC TGGACGACAC TGTGGCTGAG TTTGTGGCTG CTGTGTGGCA CGGCTTTCCC 1000
rLysValAla TyrThrPheA spAlaGlyPr oAsnAlavVal IlePheThrlL euRAspAspTh rValAlaGlu PheValAlaA laValTrpHi sGlyPhePro

CCAGGCTCGA ATGGAGACAC GTTTCTGAAG GGGCTGCAGSG TGAGGCCGGC CCCTCTCTCA GCTGAGCTTC AGGCTGCGCT GGCCATGGAG CCGACCCCCG 1100
ProGlySerA snGlyAspTh rPheleulys GlyLeuGlnV alArgProAl aProLeuSer AlaGluLeuG lnAlaAlaLe uAlaMetGlu ProThrProG

GTGGGGTCAA ATACATCATT GTCACTCAGG TGGGGCCAGG GCCTCAAATC CTGGATGACC CCTGCGCCCA CCTCCTGGGT CCTGACGGCC TGCCGAAGCC 1200
lyGlyvalLy sTyrIlelle ValThrGlnV alGlyProGl yProGlnIle LeuAspAspP roCysAlaHi sLeuLeuGly ProAspGlyL euProLysPr

AGCTGCCtga gcctegeegg agectagggag cggatgtggt gggetggecg gactcoetggg 1300
oAlaAla.

acatgtgggt ggt atgggeayg cagtgeaggy gt gtececgeey 1400
agtgcttcag ctgcectaag ctgcaccage getttgecaa ga t € t. 1500
tttectcacce cagctetgge tatgcoccagt tetctgagaa cag tyg g cgt gg aaggggtcac tgtgctggga 1600

geagectect tgggcoctcag gaaaccacca agtgectegg atggtggety cecacggege ttetgetgag acectgecce cggcccaggt gtetoggagg 1700

gtggetgece acggectggg tgtggetgga atggtggcag gagtgggcac cagtgeggee ccggtggcca tggggaataa accagcattyg ctgccaaaaa 1800

aaaaaaaaaa aa

1812

Fic. 1. Nucleotide sequence of human liver mevalonate pyrophosphate decarboxylase cDNA and its deduced amino acid se-

quence. ORF region is shown in capital letters.

were: 30 mm Tris-HCI, pH 9.0, 7.5 mm (NH,)SO,, 1.3 mm MgCl,, 10%
Me,SO; 30 cycles of 94 °C for 1 min, 42 °C for 1 min, and 72 °C for 2 min.
A 1.7-kbp band was isolated and subcloned, and several transformants
were sequenced.

Full-length ¢cDNA Amplification, Subcloning, and Mutagenesis of
Human MPD—The primers for the full-length amplification of MPD
cDNA were 5 primer (GACCATGGCCTCGGAGAAG) and 3’ primer
(CAGCAATGCTGGTTTATTC). We used the first strand synthesis ma-
terial derived from a sample of human liver total RNA and the ampli-
fication conditions of the 3'-RACE experiment. A DNA fragment of 1.8
kbp was produced and subcloned into pCRII for sequencing.

The PCR primers used to modify the 1.8-kbp full-length cDNA frag-
ment for subcloning into the expression vectors were 5’-BamNde
(ACGGGATCCATATGGCCTCGGAG) and the 3’ primer of the full-
length amplification. We used the 1.8-kbp DNA fragment from the
full-length amplification and 20 standard PCR cycles. The resulting
amplified DNA was first subcloned into pCRII and then into pET-14b
(Novagen) using Ndel and Xhol or into pVL1392 (Invitrogen) using
EcoRlI.

The original subclone from the full-length PCR reaction contained
five mutations compared with the consensus sequence of Fig. 1. Three
of these mutations were coding changes (A**T gave Thr*® — Ser, G5*“C
gave Glu®® — Asp, and T*!®3A gave Cys®*®*¢ — Ser) and two were
noncoding (T®*'G gave AGT to AGG at Ser?'®, and a'*®°g in the
3'-noncoding region). We used the Sculptor in vitro mutagenesis kit
(Amersham Corp.) and three mutagenic oligonucleotides (at one time)
to change the coding sequence of the original full-length subclone to the
consensus sequence shown in Fig. 1. The activity of human MPD shown
in Table I comes from this corrected subclone.

Growth, Extract Preparation, and Enzyme Activity Determination of
Recombinant MPD—Strain BL21(DE3) was transformed with the
PET14b (Novagen) construct for E. coli expression and induced with 0.4

mwm isopropyl thiol-B-galactoside for 3 h. High Five cells (Invitrogen)
were transfected with the pVL1392-derived subclone to give a high titer
lysate. For baculovirus/insect cell expression, High Five cells were then
infected with the high titer lysate and harvested after 72 h of growth.

Cell pellets from both expression systems were sonicated in homog-
enization buffer (20 mm Tris/HCI, pH 7.5, at 20 °C, 15 mm EDTA, 15 mm
EGTA, 100 um leupeptin, 0.75 mg/liter aprotinin, 0.1 mm phenylmeth-
anesulfonyl fluoride) and assayed for enzyme activity and protein con-
centration. Activity was measured as the conversion of labeled MevPP
into isopentenyl pyrophosphate as adapted from Cardemil and
Jabalquinto (10). The assay solution contained 50 mm BisTris/HCI, pH
7.0, at 20 °C, 1 mm dithiothreitol, 10 mm MgCl,, 5 mm ATP, and 3.8 um
[3-**C]mevalonate pyrophosphate (DuPont NEN, 54 mCi/mmol). As-
says were conducted at 37 °C for 1 h. To stop the reaction and to convert
the substrates/products, 2 mg of alkaline phosphatase (Sigma P-3877)
dissolved in 25 ul of 1 m Tris was introduced, and the sample was
incubated for 30 more min. Two ml of Econofluor-2 (DuPont NEN) were
then added, and the sample was capped, shaken, and counted on a
scintillation counter. Because of the organic nature of the scintillation
fluid, the dephosphorylated product (isopentenyl) is solubilized and
counted whereas the dephosphorylated substrate (mevalonic acid) is
not. A “no enzyme” sample was used to determine the background.
Protein concentrations were determined using the dye-binding method
(Bio-Rad).

Library Screening and Subcloning of Yeast MPD—A yeast cDNA
library (Clontech YL1007b) was amplified and its DNA isolated using a
A DNA isolation kit (Promega). Using standard PCR conditions, the
primers TTACACAGCATCCGTTACCG and GGAATCATGACCATCT-
TCAGC, and the isolated library DNA, we amplified a 530-bp fragment
of the unidentified ORF next to COQ2 (11). This DNA fragment was
used to probe the same library with the ECL system of random primer
labeling and detection (Amersham Corp.). Three overlapping positive
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Fic. 2. Northern blot of various human tissues probed with
human MPD cDNA. Size standards are along the left margin. See text
for details.

TaBLE |
Activity of recombinant mevalonate pyrophosphate decarboxylase in
crude extracts
Expression systems used and enzymatic activity measured are as
described under “Experimental Procedures.”

System Strain Activity?

E. coli Vector alone <0.093
Human MPD 52
Yeast MPD 1700

No virus 37
Human MPD 1800

2 Expressed as nanomoles of product/mg of extract protein.

Baculovirus (High Five cells)

clones were identified. We modified one clone by PCR to introduce an
ATG start codon and to allow subcloning into the same E. coli expres-
sion system as the human liver enzyme. The DNA sequence of the yeast
clone expressing MPD activity has been submitted to the public data
bank. Its deduced peptide sequence is displayed in Fig. 3.

Purification and Analysis of Recombinant Human MPD—250 ml of
High Five cells (Invitrogen) were infected with the high titer lysate
containing human MPD for 72 h and harvested by centrifugation. The
cell pellet was sonicated, and enzyme activity was assayed as described
above. The sonicate was centrifuged at 12,000 X g for 10 min at 4 °C,
and a 40-70% ammonium sulfate fractionation of the supernatant was
made. The precipitate from the ammonium sulfate fraction was resus-
pended in 50 mm potassium phosphate, pH 7.5, 1.3 m ammonium sulfate
and applied to a 10-ml column of phenyl-Sepharose Fast Flow (Phar-
macia Biotech Inc.) in the same buffer at 20 °C. A 2 X 50-ml linear
gradient from 1.3 to 0 m ammonium sulfate over 4 h was used to elute
activity. Active fractions were pooled, concentrated using a Centri-
con-30 concentrator (Amicon), and stored in assay buffer with 50%
glycerol. We used a 10% SDS-polyacrylamide gel to estimate the purity
of the sample. Gel filtration chromatography was performed at 20 °C
using a Superdex 200 HR 10/30 column (Pharmacia) in 20 mm Tris/HCI,
pH 8.0, 150 mm NaCl and a flow rate of 1 ml/min. Protein standards for
size exclusion chromatography were purchased from Bio-Rad.

Northern Blot Analysis—A Northern blot of various human tissues,
each lane containing 2 pug of MRNA, was purchased from Clontech
(7760-1) and probed with a 32P-labeled DNA fragment (Amersham
Corp., Mega-prime kit RPN 1606) from the human MPD sequence
(800-bp Pstl fragment, bp 246-1038 of Fig. 1). Exposure time was 3 days
at —80 °C with an intensifying screen.

RESULTS AND DISCUSSION

The cDNA for human liver MPD was identified by using
DNA sequence information originally obtained from a partial
cDNA A clone of rat liver MPD (see “Experimental Procedures”)
and from RACE experiments. We used the sequence informa-
tion obtained in 5’- and 3’-RACE experiments to amplify a
1.8-kbp full-length cDNA directly from a sample of human liver
total RNA. We sequenced three independent clones from two
different full-length PCR reactions and obtained a consensus.
Fig. 1 shows this consensus cDNA sequence with a represent-

50
46

Human EKPLAAV T(] A
Yeast ----VYTA

Huran
Yeast

Human SLS E ‘u" PT AAGLASSAAG H"i' ——- 147
Yeast S JH1 ‘:HI PT AAGLASSAAG E ALIVSA. LPOS' 144
Human F GSG SACRS!
Yeast ISR |~ SG SACRS]
Human LILVVSAEKK T 247
Yeast VVIDIKK 244

100
94

197
194

Human 297
Yeast 294
Human [T AYTFDAG vw H PGSN G 345
Yeast wl AYTFDAG PNAY 344
Human RPAPLSAELQ HGPOILDD PCAHLLGP! 394
Yeast FNHQFESSNF --SLID; 392

Human KIPAR 400
Yeast -- 396

Fic. 3. Comparison between the deduced human liver and
yeast MPD protein sequences. Identical regions are boxed.

ative poly(A) tail attached at the 3’-end. Large stretches of
sequence identity with several expression sequence tag clones
(EST) further substantiated the MPD cDNA sequence (see
below). Inspection of Fig. 1 suggests that transcription starts at
the methionine codon at bp 8 within a Kozak box sequence and
continues for 400 amino acids producing a 43-kDa protein. A
large 3’-untranslated region is also evident.

Fig. 2 shows a Northern blot of various human tissues probed
with the human MPD cDNA sequence. A transcript of approx-
imately 2 kilobases in size was observed for liver, skeletal
muscle, heart, brain, placenta, lung, kidney, and pancreatic
tissues.

Because the clones from the full-length amplification had
coding mutations compared with Fig. 1, one clone was modified
and mutated so as to encode the consensus ORF (see “Experi-
mental Procedures”). The resulting DNA fragment was sub-
cloned into E. coli and baculovirus expression vectors. Shown
in Table | are the MPD activity levels of extracts made from
cells with these expression systems. In the E. coli system the
cells containing human liver MPD c¢cDNA showed substantial
enzyme activity whereas the control cells had no detectable
activity. Because E. coli does not inherently possess MPD ac-
tivity (12) its presence indicates that we have cloned and ex-
pressed the human enzyme. The baculovirus/insect cell system
showed a >50-fold increase in activity compared with the back-
ground level of uninfected cells.

To find if there was any similarity between MPD and any
reported sequence we searched the publicly available data
banks with the BLASTN, BLASTP, BLASTX, and TBLASTN
programs (13). Only two classes of similarity emerged. One
class included over 20 EST clones while the other class was an
unidentified and incomplete ORF adjacent to the COQ2 gene of
Saccharomyces cerevisiae (11). From the level of similarity it
appeared that the unidentified ORF was the yeast MPD gene.
Based on the desirability of obtaining the yeast homolog of
MPD, we decided to clone and to express this sequence. Con-
sequently, we screened a yeast cDNA library with the uniden-
tified ORF and obtained three overlapping clones. We sub-
cloned the yeast cDNA sequence into the same E. coli
expression system that was used for the human enzyme and
found MPD activity as shown in Table I. In this expression
system the yeast MPD clone yielded more enzyme activity in
the crude extract than the human clone. The reason for this
difference may be related to the presence of insoluble MPD
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protein only with the human clone.?

Fig. 3 compares the predicted peptide sequences for both
MPD enzymes, and it shows a 45% level of identity between the
two homologs. Because the neighboring COQ2 gene encodes
para-hydroxybenzoate:polyprenyltransferase, it appears that
this region of the yeast genome is involved with isoprene
metabolism.

Significant DNA sequence identity to human liver MPD was
also found with 20 EST clones derived from human tissues such
as brain, spleen, and liver. We obtained and sequenced? one of
the EST clones (ATCC 85596) that was derived from human
fetal brain tissue and found it to be nearly identical to Fig. 1.
Besides liver, brain tissue is another rich source of cholesterol
biosynthesis. Apparently the human MPD cDNAs from infant
brain and adult liver are identical.

We also found similarities with EST clones derived from
Arabidopsis thaliana, Oryza sativa, and Caenorhabditis el-
egans. Though only partial sequence information is available,
these EST clones would appear to be partial MPD cDNA se-
guences from those organisms.

We performed a scan for pattern recognition elements in the
human MPD protein sequence using the PROSITE program
from the EMBL-Heidelberg (14). No patterns were observed
out of the 1011 tested. Combining the results of the BLAST and
PROSITE searches, it appears that MPD is unique with little
similarity to other protein sequences or to other non-MPD
cDNA sequences.

We purified human MPD from the baculovirus/insect cell
expression system to 50% purity as judged by SDS-polyacryl-
amide gel electrophoresis. We measured a specific activity of
2.4 units/mg and determined the apparent K, values for
MEVPP and ATP to be 2 and 600 um, respectively. Further
analysis using gel filtration chromatography revealed that the
inclusion of 1 mm dithiothreitol was necessary to retain enzyme
activity during elution. Omission of this reducing agent caused
a loss of activity and a reduction in apparent molecular mass of
the protein from 100 to 50 kDa. We interpret this to mean that

active recombinant human MPD is a homodimer of 43-kDa
subunits. These parameters are similar to those reported for
MPD isolated from chicken liver (10), pig liver (15), and rat
liver (9).

In summary, we have cloned and expressed the cDNAs for
human liver and yeast MPD. Because of the relevance of MPD
to cholesterol metabolism, studies are under way to observe if
inhibitors of this enzyme will alter serum lipid levels. Because
the prodrug 6-fluoromevalonate inhibits MPD activity after it
becomes pyrophosphorylated and subsequently blocks the pro-
liferation of Ras-transformed cells (7, 8), we also consider this
enzyme to be a target for diseases such as cancer and resteno-
sis. The production of recombinant MPD may allow a more
complete picture of the mechanism and the structure of this
remarkable enzyme. Furthermore, the cloning of yeast MPD
should extend our understanding of sterol biosynthesis in this
well studied eukaryote.
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