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Molecular cloning and sequence analysis of the Plasmodium
falciparum dihydrofolate reductase-thymidylate synthase gene
(genomic DNA cloning/gene structure/ homolog&/ evolution/malaria parasite)

Davip J. Bzik, Wu-Bo L1, TosHiHIRO HORII*, AND JOSEPH INSELBURG'

Department of Microbiology, Dartmouth Medical School, Hanover, NH 03756

Communicated by Walter H. Stockmayer, August 17, 1987 (received for review July 17, 1987)

ABSTRACT Genomic DNA clones that coded for the
bifunctional dihydrofolate reductase (DHFR) and thymidylate
synthase (TS) (DHFR-TS) activities from a pyrimethamine-
sensitive strain of Plasmodium falciparum were isolated and
sequenced. The deduced DHFR-TS protem contained 608
amino acids (71,682 Da). The coding region for DHFR-TS
contained no intervening sequences and had a high A+T
content (75%). The DHFR domain, in the amino-terminal
portion of the protein, was joined by a 94-amino acid junction
sequence to the TS domain in the carboxyl-terminal portion of
the protein. The TS domain was more conserved than the
DHFR domain and both P. falciparum domains were more
homologous to eukaryotic than to prokaryotic forms of the
enzymes. Predicted secondary structures of the DHFR and TS
domains were nearly identical to the structures identified in
other DHFR and TS enzymes.

The effective treatment of Plasmodium falciparum malaria
with the antifolate pyrimethamine, a specific inhibitor of
dihydrofolate reductase (DHFR; 5,6,7,8-tetrahydrofolate:
NADP* oxidoreductase, EC 1.5.1.3) (1), is being compro-
mised by pyrimethamine-resistant (Pyr") parasites. Pyr"
strains usually contain normal levels of a mutant DHFR with
a reduced affinity for the drug (2-7). The DHFR and
thymidylate synthase (TS; 5,10-methylenetetrahydrofolate:
dUMP C-methyltransferase, EC 2.1.1.45) activities in proto-
zoa often reside on a bifunctional homodimeric polypeptide
(DHFR-TS) (8, 9). DHFR-TS catalyzes the sole biosynthetic
pathway of dTMP and is essential both for DNA synthesis
and for maintaining levels of tetrahydrofolate in P. falcipa-
rum (10).

We describe here the cloning and sequencing of genomic
DNA that encodes the DHFR-TS enzyme of the pyrimeth-
amine-sensitive P. falciparum strain FCR3. We compare the
primary and secondary structures of the DHFR-TS with
known DHFR and TS enzymes. We also consider the
opportunities the cloned gene may provide for further study. ¥

MATERIALS AND METHODS

Parasite DNA. P. falciparum strain FCR3 (7) was the
source of parasite DNA. Genomic DNA was purified from in
vitro cultured trophozoite and schizont stage parasites (7).

Oligonucleotides. A 29-base oligonucleotide mixture 5’
d[GG(A or T)(G or C)T(A or T)CC(A or T)TTTAATAT(A or
T)GC(A or T)(A or T)(G or C)A or T)TATGC] 3’, was
synthesized. The oligonucleotides corresponded to a TS
consensus sequence, Gly-(Val or Leu)-Pro-Phe-Asn-Ile-Ala-
Ser-Tyr-Ala (11). Radioactively end-labeled oligonucleotides
(12) hybridized with a 3.5-kilobase (kb) EcoRI fragment on
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Southern blots (13) of restriction enzyme-digested P. falci-
parum DNA (data not shown).

Construction and Screening of Genomic DNA Libraries.
Genomic DNA libraries were constructed in Agtll (14) as an
EcoRl library and in AZAP (Stratagene Cloning Systems, San
Diego, CA) as an Xba I library. Bacteriophage were grown in
Escherichia coli strains Y1088 (15) or XL-1 blue (Stratagene).
Recombinant phage DN A was transferred to nitrocellulose as
described (12). Genomic DNA fragments were labeled by the
oligo-labeling method (16). Hybridization conditions were as
described (7). Southern blotting was performed using Zeta
probe membranes (Bio-Rad) (17).

Subcloning and DNA Sequencing. EcoRI fragments from
Agtll recombinants were subcloned into plasmid pUC18 (18).
AZAP recombinants were made into plasmid recombinants
by automatic excision (Stratagene). DNA fragments were
sequenced using dideoxynucleotide technology (19). Briefly,
DNA fragments were purified (20), self-ligated, and sonicated
(21). The ends of 0.3- to 0.7-kb DNA fragments were
enzymatically repaired (blunted) and cloned into Sma I-
digested, alkaline phosphatase-treated M13mp8 (22). The
DHFR-TS sequence reported here was determined from over
40 kb of randomly derived sequence data. Every base palr in
the DHFR-TS coding region was sequenced =10 times
(average), and both DNA strands were completely se-
quenced. DNA sequences were reconstructed using the DNA
Inspector II programs (23) (a gift of Textco, West Lebanon,
NH). The BIONET computer resource for molecular biology
(IntelliGenetics, Palo Alto, CA) was used to manipulate DNA
sequences and to predict protein secondary structure (24).

RESULTS

Genomic DNA Cloning. Four Agtll recombinant phage
were isolated from the P. falciparum genomic EcoRlI library
that was screened with the oligonucleotide probe. These
phage each contained a single 3.5-kb EcoRI fragment of P,
falciparum DNA. One of them, Agt11-TS4a, was sequenced
(see below). A sequence beginning at the 5’ left end of that
EcoRlI fragment encoded 138 amino acids that corresponded
to sequences in other TS genes (Fig. 1 c and d) (11). The TS4a
clone, a 267-base-pair EcoRI/Dra 1 fragment contained
within the TS4a clone, the clones DHFR X7, DHFR E1, and
DHFR ES (see below) were used to establish the restriction
map of genomic DNA (Fig. 1 a and b) in Southern blotting
experiments (data not shown). We were unable to isolate the
entire DHFR-TS gene on a single 16-kb Bc/ I DNA fragment

Abbreviations: TS, thymidylate synthase; DHFR, dihydrofolate
reductase; Pyr", pyrimethamine resistant.
*Present address: Department of Biology, Faculty of Science, Osaka
Umvers:ty, Toyonaka, Osaka 564, Japan.
To whom reprint requests should be addressed.
1The sequence reported in this paper is being deposited in the
EMBL/GenBank data base (Bolt, Beranek, and Newman Labora-
tories, Cambridge, MA, and Eur. Mol. Biol. Lab., Heidelberg)
(accession no. J03028).
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FiG. 1. The restriction map and genomic DNA clones of the DHFR-TS gene. (a) Restriction sites shown are A, BamHI; C, Bcl 1; B, Bgl
II; E, EcoRl; H, HindIlI; K, Kpn I; P, Pst I; L, Sal 1; S, Spe I; T, Sst I; X, Xba 1. The Dra I site (D) was determined by DNA sequencing.
(b) Enlarged restriction map encompassing DHFR-TS. (c¢) The large open reading frame encoding the DHFR-TS is indicated. The site that
corresponds to the binding site for the oligonucleotides is indicated. (d) Genomic DNA clones used in the determination of the DHFR-TS
nucleotide sequence. Solid portions indicate P. falciparum DNA, and open portions indicate deletions of P. falciparum DNA (see text).

(Fig. 1a) because of the instability of those clones in several TS clones from cDNA libraries prepared from tropho-

genetic backgrounds; we were also unable to isolate DHFR- zoite/schizont stage mRNA.

1 10 20
ATATATATATTTATTTATTTATTTATATATTTATATTTTCTCCTTTTTATGATGGAACAAGTC TGCGACGTTTTCGATATTTATGCCATATGTGCATGTTGTAAGGTTGAAAGCAAAAAT
MetMetGluGlnValCysAspValPheAsplleTyrAlalleCysAlaCysCysLysValGluSerLysAsn
30 40 50 60
GAGGGGAAAAAAAATGAGGTTTTTAATAACTACACATTTAGAGGTC TAGGAAATAAAGGAGTATTACCATGGAAATGTAATTCCCTAGATATGAAATATTTTTGTGCAGTTACAACATAT
GluGlyLysLysAsnGluVal PheAsnAsnTyrThr PheArgGlyLeuGlyAsnLysGlyVal LeuProTrpLysCysAsnSerLeuAspMetLysTyrPheCysAl aval Thr Thr Tyr
70 80 90 100
GTGAATGAATCAAAATATGAAAAATTGAAATATAAGAGATGTAAATATTTAAACAAAGAAACTGTGGATAATGTAAATGATATGCCTAATTCTAAAAAATTACAAAATGTTGTAGTTATG
ValAsnGluSerLysTyrGluLysLeuLysTyrLysArgCysLysTyrLeuAsnLysGluThrValAspAsnValAsnAspMetProAsnSerLysLysLeuGlnAsnValValvalMet
110 120 130 140
GGAAGAACAAACTGGGAAAGCATTCCAAAAAAATTTAAACCTTTAAGCAATAGGATAAATGTTATAT TGTC TAGAACCTTAAAAAAAGAAGATTTTGATGAAGATGTTTATATCATTAAC
GlyArgThrAsnTrpGluSerIleProLysLysPheLysProLeuSerAsnArgIleAsnVallIleLeuSerArgThrLeuLysLysGluAspPheAspGluAspValTyrIlelIleAsn
16 170 180

150
AAAGTTGAAGATCTAATAGTTTTACTTGGGAAATTAAATTACTATAAATGTTTTATTATAGGAGGTTCCGTTGTTTATCAAGAATTTTTAGAAAAGAAATTAATAAAAAAAATATATTTT
LysValGluAspLeulleValLeuLeuGlyLysLeuAsnTyrTyrLysCysPhelleIleGlyGlyServValval TyrGlnGluPheLeuGluLysLysLeulleLysLysIleTyrPhe

200 210 220
ACTAGAATAAATAGTACATATGAATGTGATGTATTTTTTCCAGAAATAAATGAAAATGAGTATCAAATTATTTCTGTTAGCGATGTATATAC TAGTAACAATACAACATTGGATTTTATC
ThrArgIleAsnSer Thr TyrGluCysAspVal PhePheProGlulIleAsnGluAsnGluTyrGlnlIlelleServValSerAspVal TyrThrSerAsnAsnThr ThrLeuAspPhelle

230 240 260
ATTTATAAGAAAACGAATAATAAAATGTTAAATGAACAAAATTGTATAAAAGGAGAAGAAAAAAATAATGATATGCCTTTAAAGAATGATGACAAAGATACATGTCATATGAAAAAATTA
IleTyrLysLysThrAsnAsnLysMetLeuAsnGluGlnAsnCysIleLysGlyGluGluLysAsnAsnAspMetProLeuLysAsnAspAspLysAspThrCysHisMetLysLysLeu

270 280 290 300
ACAGAATTTTACAAAAATGTAGACAAATATAAAATTAATTATGAAAATGATGATGATGATGAAGAAGAAGATGATTTTGTTTATTTTAATTTTAATAAAGAAAAAGAAGAGAAAAATAAA
ThrGluPheTyrLysAsnValAspLysTyrLysIleAsnTyrGluAsnAspAspAspAspGluGluGluAspAspPheVal Tyr PheAsnPheAsnLysGluLysGluGluLysAsnLys

310 320 330 340

AATTCTATACATCCAAATGATTTTCAAATATATAATAGCTTGAAATATAAATATCATCCTGAATACCAATATTTAAATATTATTTATGATATTATGATGAATGGAAATAAACAAAGTGAT
AsnSerIleHisProAsnAspPheGlnlleTyrAsnSerLeuLysTyrLysTyrHisProGluTyrGlnTyrLeuAsnIlelIleTyrAsplleMetMetAsnGlyAsnLysGlnSerAsp
360 370

350 380
CGAACGGGAGTAGGTGTTTTAAGTAAATTCGGATATATTATGAAATTTGATTTAAGTCAATATTTCCCATTATTAACTACGAAGAAATTATTTTTAAGAGGAATTATTGAAGAATTGCTT
ArgTh:GlyValGlyValLeuSexLysPheGlyTyrIleMetLysPheAspLeuSerGlnTerheProLedEeuThrThrLysLysLeuPheLeuArgGlylleIleGluGluLeaLeu

90 400 410 420

TGGTTTATTAGAGGAGAAACAAATGGTAATACGTTGTTAAATAAGAATGTAAGGATATGGGAAGCTAATGGTACTAGGGAATTTTTAGATAATAGAAAATTATTTCATAGAGAAGTTAAC

TrpPhelIleArgGlyGluThrAsnGlyAsnThrLeuLeuAsnLysAsnValArgIleTrpGluAlaAsnGlyThrArgGluPheLeuAspAsnArgLysLeuPheHisArgGluValAsn
430 440 460

GATTTAGGACCTATTTATGGT TTTCAATGGAGACATTTCGGTGCTGAATATACAAATATGTATGATAATTATGAAAATAAAGGAGTGGATCAATTAAAAAATATAATAAATTTAATTAAA

AspLeuGlyProIleTyrGlyPheGlnTrpArgHisPheGlyAlaGluTyrThrAsnMet TyrAspAsnTyrGluAsnLysGlyValAspGlnLeuLysAsnIleIleAsnLeullelLys
470 480 490 500

AATGATCCTACAAGTAGAAGAATTCTTTTGTGTGCATGGAATGTAAAAGATC TTGACCAAATGGCATTACCTCCTTGTCATATTTTATGTCAGTTTTATGTTTTCGATGGGAAATTATCA

AsnAspProThtSerArgArgIleLeuLeuCysAlaTrpAanalLysAspLeuAspGlnMetAlaLeuProPrdgzgﬂisIleLeuCysGlnPheTeralPheAspGlyLysLeuSer
520 540

510
TGTATTATGTATCAAAGATCATGTGATTTAGGGC TAGGAGTACCTTTTAATATTGCTTCTTATTCTATTTTTACTCATATGATTGCACAAGTCTGTAATTTGCAACCTGCGCAGTTCATA
CysIleMetTyrGlnArgSerCysAspLeuGlyLeuGlyValProPheAsnIleAl aSerTyrSerIlePheThrHisMetIleAl aGlnValCysAsnLeuGlnProAlaGlnPhelle

550 570 580
CACGTTTTAGGAAATGCACATGTTTATAATAATCACATTGATAGTTTAAAAATTCAACTTAACAGAATACCCTATCCATTCCCAACACTTAAATTAAATCCAGATATTAAAAATATTGAA
HisValLeuGlyAsnAlaHisValTyrAsnAsnHisIleAspSerLeuLysIleGlnLeuAsnArgIleProTyrProPheProThrLeuLysLeuAsnProAsplleLysAsnlleGlu

590 600

GATTTTACAATTTCGGATTTTACAATACAAAATTATGTTCATCATGAAAAAATTTCAATGGATATGGCTGCTTAATATTGAAATTAAAAAAATATATGAACAAATGATGACAAAATTACC
AspPheThrIleSerAspPheThrIleGlnAsnTyrValHisHisGluLysIleSerMetAspMetAlaAl a***

TGAACGGTTAAGAATTTTTTTTTTTCTTTTTTGTATACACATAAATATATATAATGTAAAATATATATATATATATATTAAGACTATATGGCTATTTTTTTTTTTTTTTTTTTTTTTTAC

CTGAACATGAAATAATAAATATTTAATATTTACAAAATGTACAGATTATTTATTGTTGTGTATATATAATAGTAAGATATTCTAATTTTTGAAATAATAATTTTTTATTATATTAATTAT

120

240

360

600

720

840

960

1080

1200

1320

1440

1560

1680

1800

1920

2040

2160

FiG. 2. The DNA sequence encoding the P. falciparum DHFR-TS. The predicted amino acid sequence of DHFR-TS is shown below the
codons. The nucleotide sequence shown includes 48 bases of 5’ noncoding DNA and 285 bases of 3’ noncoding DNA. The first amino acid
residue, Met, is specified by nucleotide numbers 50-52. Nucleotides are numbered in the right column and amino acids are numbered above
the codon and amino acid residue. Boxed amino acid residues 369-383 correspond to the proposed folypolyglutamate binding site (see text) and
the boxed Cys amino acid residue 490 corresponds to the probable nucleophilic catalyst in the conversion of dUMP to dTMP (see text). The

underlined nucleotides correspond to the hybridization site of the oligonucleotides.
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We therefore screened a P. falciparum Xba 1 library to
isolate the genomic 4.9-kb Xba I fragment (Fig. 1 u and b). A
clone (DHFR X7; Fig. 1d) that contained a 2.1-kb Xba 1
fragment was isolated, and the DHFR X7 fragment was
sequenced (see below). It contained an additional DHFR-TS
coding sequence and a 2.8-kb deletion (Fig. 1d). To clone the
5’ portion of the coding sequence of the gene, we screened the
Agtll EcoRlI library with the 1.0-kb Bgl! II fragment from the
DHFR X7 clone so as to isolate a recombinant that contained
a 5.4-kb genomic EcoRI fragment (Fig. 1 a and b). Two phage
that were isolated and purified, designated DHFR E1 and
DHFR ES5 (Fig. 1d), respectively, had 1.8-kb and 2.4-kb

Proc. Natl. Acad. Sci. USA 84 (1987)

insertions. They had deletions of 3.6 kb and 3.0 kb, which
were, respectively, between (TTTA), repeat sequences and
(AT), repeat sequences. Difficulties in cloning other P.

. falciparum genes may be related to the presence of similar
repeat sequences. All the cloned fragments containing DHFR-
TS coding sequences are shown (Fig. 1d).

DNA Sequence Analysis and Sequence Properties. We se-
quenced the following DNA fragments (Fig. 1): the 3.5-kb
EcoRI fragment of Agtll TS4a; the 5’ 1.0-kb Xba 1/Bgl 11
fragment of DHFR X7; the 5’ 0.8-kb EcoRI/Bgl 11 fragment
of DHFR E1; and the 5’ 1.4-kb EcoRI/Bgl 1I fragment of
DHFR E5. The DNA sequence of the DHFR-TS gene is

Dihydrofolate Reductase

10 20 30 0 50 60 70 90
PF ...cceev...MMEQVCD.....VFDIYAI CKVESKNEGKKNEVFNNYTFRG KGV CNSLDMK A YVNESKYEKLKYKRCKYLNKETVDNVNDMPN
LM MSRAAARFKIPMPETKADFAFPSLRAFSI DMQH.ceceeeccececeeesC GES I|PW|. RVPEDMT N ecescecesssscscscacsses LLRNKKPP
H ceseccsssscssssecssess s MVGSLNCI SONM. . cceeeeeceeessss GIIGKNGD! PLRNEFR RI ccecsescsctcscscscsscssssssessTSS
EC tetervveececcccacceceeesMISLI AVDReeeeeococcccocsssV EN . NLPADLA R ceecsescscaccscs
LC tetececcsccccccccncocessssTAFL ecessesscssl DGH . HLPDDLH cecscccseccsscne
T4 ceeeeeeseccccoscccssssee e MIKLY SPTKe+....TVDGFNELAF.G G.. RVKKDLQ eecececsssssscesssssenscctsanann
100 110 120 130 140 150 160 170 180
PF  SKKLQNVVV TNWESI PKKFK NVILS.....RTLKKEDFDED«u+sse0s . VYIINKVEDLIVLLGKLNYY....KCFII VVYQEFL...EKKLIKKIYF
LM TEKKRNAV KTW PVKF R PIYK NIVLSSKATVEELLAPLPEGQRAAAAQDVVVVNGGLAEALRLLARPLYCSSIETAYCV! QVYADAMLSPCIEKLQEVYL
H VEGKQNLVIMGKKTWFISI PEKNR PJUKGRINLVLS. .+ . « . RELKEPPQG. v s s+« . AHFLSRSLDDALKLTEQPELANKVDMVW IV SVYKEAM. . . NHPGHLKLFV
EC ....NKPVI HTWHSIG. . . RPLP NIILS.....SQP.GTDDR.. «« VTWVKSVDEAIAACGDVP. ...« EIMVI RVYEQFL.....PKAQKLYL
LC ....GKIM RTY P..KRPLP NVVLT.....HQEDYQAQG.. +«AVVVHDVAAVFAYAKQHLDQ.....ELVIA QIFTAFK.....DDVDTLLV
T4 ....GTIMI KTFQSLP. . . TL{{P HIVVC.e.ss o DL.ARDYPeceeeeeess VTIKDGDLAHFYITWEQYI oo oo oo o TYI EIQVSSP...NAPFETMLDQ
190 00 210 220 230 240 250 260 270 280
PF  TRINSTYECDV.FFPEINENEYQIISV.....SDVYTSNN...TTLDFIIYKKTNNKMLNEQNCIKGEEKNNDMPLKNDDKDTCHMKKLTEFYKNVDKYKINYENDDDDE
LM TRIYATAPACTRFFPFPPENAATAWDLASSQGRRKSEAEGLE. .o FEI.CKYVPRN . ceoeeosoosccsosascnsssssccsssccscsacnnnccncsocssss

H TRIMQDFESDT.FFPEIDLEKYKLLPEYPGVLSDVQEEKG. . . IKYKFEVYEKND

EC THIDAEVEGDT.HFPDYEPDDWESVFS......EFHDADAQNSHSYCFEILERR
LC TRLAGSFEGDT.KMIPLNWDDFTKVSS......RTVEDTN.PALTHTYEVWQKKA
T4 NSKVSVIGGPA.LLYAALPYADEVVVS......RIVKRHR...VNSTVQLDASFLDDISKREMVETHWYKIDEVTTLTESVYK

Thymidylate Synthase

290 300 310 320 330 340 350 360
PF EEDDFVYFNFNKEKEEKNKNSIHPNDFQIYNSLKYKYHPEY NIIYDIMM KQSeeeeoonnne VGVLSKFGYIMKFDLSQY.
LM tecicecececccccscscocscsosssssssesess HEER ELIDRIMK VKE..oeeo VGTISLFGAQMRFSLRDNR
H MPVAGSELPRRPLPPAAQERDAEPRPPHGEL GQIQHILR RKDeveoovons TGTLSVFGMQARYSLRDE.
M MLVVGSEL.....QSDAQQLSAEA. PRHGEL RQVEHILR KKEeeoeoooos TGTLSVFGMQARYSLRDE.
HVS MSTHTEEQHGEHQY|JLSQVQHILN FKNevooooooo TGTLSIFGTQSRFSLENE.
vzv MGDLSCWTKVPGFTLTGEL KQVDDILR RKReeoeeeses oORIIGIGTLSLFGMQARYNLRNE,
EC MK ELMQKVLD QKN.oooen ab TGTLSIFGHQMRFNLQDG.
LC MLEQ DLAKKVLD FKPeeooooo RHTGT YSIFGHQMRFDLSKG.
T4 MK DLIKDIFE ETD..........-;H TGTIALFGSKLRWDLTKG. I
¢3T MTQFDK SIIKDIINNGISDEEFDVRTKWDSDQNPAHTLSVMSKQMRFDNSE. .
390 400 410 420 4

PF IRGET.NGN NKN.......VR ANGTREFLDNRKLFHREV.1eeeeeeeeeooecceceocsssseosscasnnncseaND E RHFGAEYTNMYDNY
LM LRGET.SAQ DKD.ooooooIH GNGSREFLDSRGLTENKE. e eceeeeescoscccoscccsoncssscccssseeeMD s RHFGADYKGFEANY
H IKGST.NAK SKGeeeeeso VK ANGSRDFLDSLGFSTREE....... q RHFGAEYRDMESDY
M IKGST.NAK ANGSRDFLDSLGFSARQE.cceeees : RHFGAEYKDMDSDY
HVS IRGST.DSK ANGSRSFLDKLGFYDRDE:ccceeecsscccccccsccccccscososonacceseGD I RHFGAEYKGVGRDY
viv IRGST.DSK AKD.eoooeoIH IYGSSKFLNRNGFHKRHT ¢ eeteeeeececccccccscsssccccccccnccccssGD : RHFGAEYKDCQSNY
EC LQOGDT.NIA ENNeeeooooVT EWADEN. ceoecsooccasssooocccsscsscscsocscsssssassasssssseaGD g RAWPTP.ececoses
LC LHGDT.NIR QHR.......NH EWAFEKWVKSDEYHGPDMTDFGHRSQKDPEFAAVYHEEMAKFDDRVLHDDAFAAKYGD : RAWHTS.eeeeeee
T4 LSGST.NVN LIQHDSLIQGKT ENYENQAKDLGYHS.ceeeeutoooceossccsccccosccsacsassasssssssesGE : RDFGeceonooons
O3T |MIWQLKSNDVT KMG..eoeeoVH QWKQEDe s e eeeeeccoccscvscscccccsccnsscne [JJLGKKNRS s e ¢ e e o o L

450 460 500 540 550
PF ENKG KNIINLI D..G CIMYQ v' VCNLQPAQFIHVﬂaN
LM DGEG IKLIVET TDTS CMLYQ P*' ATGLRPGELVHTL
H SGQG LQRVIDTI, N..S QLYQ tv' ITGLKPGDF IHTLIPAHI
M SGQG QKVIDT N..GHLSCQLYQ! tv' ITGLQPGDFVHTL{GDAHI
HVS KGEG KQLIDT D..G CQLYQJ ‘fv' VTNLVPGEF IHT I[GDAHI
VZV LQQGIPDQLQTVIDT N..G CQVYQH tg' VTGLKTGDLIHT 1L
EC DGRHIDQITTVLNQ D..G CQLYQN FIL GLIP QCDLEVGDFVWT T
LC KGDTI GDVIEQ D..G LOLYQH ti' ECGLEVGEFIHTF
T4 ...G IIEVIDR N..G LOWYQ FILGLP MCNLIPGDLIFSG 1
$3T NGEK DYLLHQ KQ..G LEVR2 P VTGYELGEYIFNI$

560 570 590 600

PF IDSLKIQL ;IPYPFP TIQ HHEKISMDI
LM VDALKAQL:S PHAFP EVI PHPAIKME
H LEPLKIQLOREPRPFP QIE PHPT IKMEMAV
M IEPLKIQLQREPRPFPHUKI LRKVETIDDF e seeoeseeseeKV QIE PHPTIKMEMAV
HVS IDALKMQL PRPFPTIYRFARNVSCIDDFeetceeeeesss. KADODIILE PHPIIKMHMAV
VZV IDALKVQLARSPKPFPCOUKIIRNVTDINDF eveseeoeesess KW QLD PHPPLKMEMAL
EC  MDQTHLQLSREPRPLPKUIIKRKPESIFDYuesaeeeesesoRF EIE PHPGIKAPVAI
LC LDQIKEQLSRTPRPAPTIOLNPDKHDIFDF.eeseesssess DMKOIKLL PYPAIKAPVAV
T4 VEQCKEILHE‘PKELC VISGLPYKFRYLSTKEQLKYVLKLRP VLN SHPPIKGKMAV
$3T IDNLKIQMHREQFEAP INPEVKDFYNF.oeeeeeoees o TV KLI HGDKLLFE

FiG.3. Comparison of the primary structure of P. falciparum DHFR-TS with enzymes from other sources. The enzymes were DHFR (amino
acids 1-228), junctional sequence (amino acids 229-322), and TS (amino acids 323-608). EC, Escherichia coli (27, 28); HVS, Herpesvirus saimiri
(29); H, Homo sapiens (human) (30-32); LC, Lactobacillus casei (33, 34); LM, Leishmania major (35); M, mouse (36); T4, phage T4 (37, 38);
¢3T, phage ¢3T (39); PF, P. falciparum; VZV, varicella zoster virus (40). The sequence of the Leishmania tropica DHFR-TS (11) is nearly
identical to the L. major sequence and was not used in the alignment. Boxes show locations of invariant amino acids. Amino acids are identified
by the single-letter code.
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shown (Fig. 2). The sequence begins in the (AT), ladder in the
5' noncoding region of the gene. The location to which the
oligonucleotides hybridized is underlined. A single long open
reading frame began at the AUG codon at nucleotide 49 and
ended at the UAA stop codon at nucleotides 1873-1875. No
intervening sequences were identified. The assigned reading
frame was based on homology of the predicted amino acid
sequence to other known DHFR-TS gene sequences (see
below). The primary DHFR-TS protein contained 608 amino
acids and had a calculated molecular mass of 71,682 Da,
which corresponded with the measured mass of 70 kDa (7)
and was higher than the 63 kDa previously reported (9).

The coding sequence for the DHFR-TS gene resembled all
known P. falciparum coding regions (25) in that (i) it had a
lower A+T content (75%) than the flanking sequences [94%
(5') and 87% (3')]1; (ii) the mRNA sense strand had a higher
A (41%) than T (34%) content; (iii) the A+T content of the
first three coding positions increased in that order (65%, 76%,
and 84%); (iv) the S value (26), 16.3, a measure of codon
preference, was nearly identical to the average value of 16.2
for P. falciparum coding regions (25).

Protein Homology. The alignment of the protein sequence
of P. falciparum DHFR-TS was based on the locations of
invariant amino acids and the structural equivalence of the
proteins in those enzymes from other organisms (Fig. 3).
While all invariant amino acids of DHFR and TS are indicated
(Fig.3), the many conservative amino acid changes were not
indicated. The P. falciparum protein contained three struc-
tural domains: an amino-terminal DHFR domain (=27 kDa),
a junctional domain (=11 kDa), and a carboxyl-terminal TS
domain (=34 kDa).

DHFR Homology. We defined the DHFR domain to include
amino acids 1-228 based on both amino acid homology and
predictions of secondary structure of the DHFR enzymes
(see below). The P. falciparum DHFR domain had little
amino acid homology to other forms of DHFR in amino acids
1-10 and 201-228, while amino acids 11-200 had significant
homology except for several amino acid insertions (Fig. 3).

Eleven amino acids were invariant between all forms and
35 other amino acids were conserved between four or more
of the different forms of DHFR (Fig. 3). Many of these
conserved amino acids are thought to participate in substrate
binding (41). The P. falciparum DHFR domain was most
homologous to the two eukaryotic [‘‘vertebrate’’ (11, 41)]
forms of DHFR, sharing 61 amino acids with the human
DHFR and 56 amino acids with L. major (Table 1). Eukary-
otic DHFR could be distinguished from prokaryotic (and
prokaryotic viral) DHFR by amino acid insertions that form
loops connecting elements of secondary structure (11, 41).
On the basis of insertions and amino acid homology, the P.
falciparum enzyme resembled the eukaryotic form of DHFR
(Fig. 3; Table 1).

Secondary structures in other DHFRs were also conserved
in the P. falciparum enzyme (41). The conserved eight
prominent B-strands (designated BA-BH) found in all forms
of DHFR except L. tropica (11) were predictable in the P.

Table 1. Numbers of amino acids shared by different DHFRs

PF LM H EC LC T4
PF 228 56 61 47 38 24
LM 226* 59 48 40 24
H 186 47 42 29
EC 159 43 34
LC 162 32
T4 193

The alignments used to calculate shared amino acids are shown in
Fig. 3. Organisms (and abbreviations) used for comparison are shown
in Fig. 3.

*Includes DHFR and junctional amino acids.
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falciparum DHFR domain (amino acids 1-228). The B-
strands BA-BF, involved in substrate binding, were identified
in the first 188 amino acids. The four a-helices found in other
forms of DHFR were predictable in P. falciparum. The
eukaryotic-specific aE’ helix, however, was not predictable
in the P. falciparum DHFR.

TS Homology. We defined the TS domain to include amino
acids 323-608 based on amino acid homology and secondary
structure of other TS enzymes (see below). The P. falci-
parum TS domain was very homologous to eukaryotic forms
of the TS enzyme based on amino acid homology (Fig. 3;
Table 2). The two protozoan enzymes shared fewer amino
acids with each other than either enzyme did with the human
TS (Table 2). While the two protozoan enzymes shared 153
amino acids, these were encoded by 75% A+T-rich DNA in
P. falciparum compared with 38% A+T-rich DNA for L.
major (35).

Fifty-one invariant amino acids occurred between the 10
characterized forms of TS. At 137 locations, seven or more
amino acids out of 10 were identical. Between the 10 forms
of TS, there was =~68% amino acid homology if amino acid
insertions were disregarded. Many of the amino acid changes
were conservative and revealed a remarkable overall chem-
ical homology. Conservation of structural elements through-
out the TS domain was therefore implied.

Eight sites of amino acid insertions in all TS occurred
outside of predicted structural elements and represented
loops in domains that probably do not influence the core
structure (42). The amino acid insertions in the P. falciparum
enzyme were identical in size in all eukaryotic forms except
for L. major. The P. falciparum enzyme was most homolo-
gous to the eukaryotic enzymes based on both amino acid
homology and insertions (Fig. 3; Table 2).

The P. falciparum TS domain contained essentially all of
the elements found in the three-dimensional structure of the
L. casei TS enzyme (42). The five B-strands (Bi-Bv), which
formed the dimer interface in the L. casei TS, were present
and 10 of the 11 a-helices were predicted. The corresponding
a-C helix in P. falciparum was not predicted and had a weak
a-helical nature due to the presence of several Asn and Gly
residues (amino acids 392, 393, 394, 398, and 400).

Amino acids 370-372 were invariant and formed part of the
sequence identified as binding folate cofactors (Fig. 3) (43).
The Lys (amino acid 372) and Lys or Arg (amino acid 373) are
thought to play a role in binding folypolyglutamate (42, 43).
The three-dimensional structure of TS from L. caseiled to the
assignment of amino acids that form the active site and the
elements of structure thought to be important in the activities
of the enzyme (42). The Cys at amino acid 490 (Fig. 3) is the
probable binding site for FAUMP and dUMP (27, 37, 42, 44)
and has been proposed as the essential nucleophilic catalyst

Table 2. Numbers of amino acids shared by different TSs
PF LM H M HVS VZV EC LC T4 3T
PF  286* 153 161 161 160 142 115 127 114 102

LM 289* 174 174 172 161 124 133 116 97
H 313 279 207 204 141 139 128 104
M 307 205 205 142 139 126 105
HVS 294 192 130 148 113 107
vzv 301 124 138 120 101
EC 264 156 126 95
LC 316 122 104
T4 286 90
3T 279

The alignments used to calculate shared amino acids are shown in
Fig. 3. Organisms (and abbreviations) used for comparison are shown
in Fig. 3.

*Based on the TS domain starting at P. falciparum amino acid 323 in
Fig. 3.
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in conversion of dUMP to dTMP (11, 42). That Cys is
embedded within a highly conserved sequence Met-Ala-(Leu
or Val)-Leu-(Pro or Ala or Thr)-Pro-Cys-(His or Val).

Junctional Sequence. We defined amino acids 229-322 as a
junctional sequence joining the DHFR and TS domains. They
had essentially no homology to DHFR or TS enzymes of
other organisms (Fig. 3). The A+T content of this sequence
(81%) is higher than the DHFR domain (75%) and TS domain
(73%). This sequence contained 41 charged amino acids and
33 hydrophilic amino acids. A secondary structure analysis
predicted a random coil structure for most of this sequence.
The junctional sequence resembled that of L. major with
respect to having many charged and hydrophilic amino acids
and random coil structure, although the L. major junction (37
amino acids) was smaller (35).

DISCUSSION

The successful cloning and sequence analysis of the P.
falciparum DHFR-TS gene now permits a careful examina-
tion of pyrimethamine resistance. One Pyr" mutant (5, 7) had
a gene duplitation of DHFR-TS sequence and a dispropor-
ti(,mate over'p'{oduction of the DHFR-TS protein (7). Study of
tHat gene may provide insight into regulation of the enzyme’s
synthesi$. A known mutant DHFR [FCR3-D8 (5, 7)] that
confers a high level of parasite drug resistance could be used
as a selectable genetic marker for establishing a parasite gene
transformation system. Such a system would be invaluable to
further analyze other forms of drug resistance and to study
parasite antigens that play a role in inducing natural parasite
immunity.
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