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An enlarged largest subunit of Plasmodium falciparum
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ABSTRACT
We have isolated the gene encoding the largest subunit of RNA polymerase II from Plasmodium
falciparum. The RPH gene is expressed in the asexual erythrocytic stages of the parasite as a 9 kb
mRNA, and is present as a single copy gene located on chromosome 3. The P. falciparum RPII
subunit is the largest (2452 amino acids) eukaryotic RPH subunit, and it contains enlarged variable
regions that clearly separate and define five conserved regions of the eukaryotic RPII largest subunits.
A distinctive carboxyl-terminal domain contains a short highly conserved heptapeptide repeat domain
which is bounded on its 5' side by a highly diverged heptapeptide repeat domain, and is bounded
on its 3' side by a long carboxyl-terminal extension.

INTRODUCTION
Transcription in eukaryotes is directed by three classes of nuclear RNA polymerases (1).
The genes encoding the largest subunits of eukaryotic RNA polymerases I (RPI) (2), H
(RPII) (3-8), and III (RPIII) (3) have been isolated and are single copy genes with the
exception of Trypanasoma brucei RPII, which contains two alleles (7,8). RPII is a complex
enzyme consisting of multiple subunits, and is responsible for the transcription of protein
coding genes. DNA sequence analysis of the cloned largest RPII subunit from different
species (3-8) revealed nucleotide and amino acid homology with the largest subunit of
E. coli RNA polymerase (,B') (9), yeast RPI (2), and yeast RPHI (3). The largest subunit
of eukaryotic RPH (to be subsequently referred to as RPII subunit) contains a repeated
heptapeptide sequence in its carboxyl-terminal domain (CTD), which is repeated 52 times
in mouse (4), 42 times in Drosophila (6), 27 times in yeast (3), and is absent only in the
T. brucei RPII subunit (7,8). The CTD structure is specific for the RPII subunit and is
essential for cell viability (5,10). The CTD may function in initiation of transcription by
mediating phosphorylation and destabilization of histone and DNA interactions, thus
facilitating transcription through nucleosomes (3,4,11,12,13). Alternatively, the CTD may
function as a receptor for essential transcription factors, or to anchor the RNA polymerase
H to a structure within the nucleus (14).

Little is known about transcription in P. falciparum, or its regulation. RNA synthesis
in P. falciparum, during the 48 hour intraerythrocytic growth cycle in vitro (15), starts
within 6 hr after infection of red blood cells (RBC), rapidly rises during the early trophozoite
stage and peaks during the schizont stage (16). Many species of the parasite's proteins,
including most of the known parasite antigens, are synthesized in synchronously infected
cultures during the trophozoite and schizont stages [25 -42 hr after infection ofRBC] (16).
We are initiating a molecular approach to the study of transcription in P. falciparum

with this report of the isolation, sequence, and structure of the gene that encodes the RPH
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subunit of P. falciparum. This is the first characterization of a transcription factor for P.
falciparum. We describe the determination of the RPII gene copy number, its chromosomal
location, its expression during erythrocytic growth, and identify conserved regions of the
protein that are separated by novel enlarged variable regions.

MATERIALS AND METHODS
Cells, DNA, and vectors
P. falciparum strains FCR3 (17) and Honduras-l (18) were used in the present studies.
Parasites were grown in RPMI 1640 medium (15,18) prepared with HEPES buffer (pH
7.2), 0.2% sodium bicarbonate, 10% heat-inactivated human type A, Rh+ fresh frozen
plasma, penicillin (100 IU/ml), streptomycin (100 mg/ml), and gentamycin (20 mg/ml).
ax-Amanitin was purchased from Boehringer Mannheim Biochemicals. Honduras-l DNA
was isolated from asynchronous cultures of parasites by lysis in a GuITC solution (4 M
guanidium isothiocyanate, 5 mM sodium citrate (pH 7.0), 0.1 M (3-mercaptoethanol, and
0.5% Sarkosyl) and centrifugation to separate the RNA by pelleting. The DNA was collected
and was purified by banding in CsCl (19). The cloning vectors Xgtll, XZAP, and
pBluescript were obtained from Stratagene, Inc.
Oligonucleotides
Four oligonucleotide probes, A, B, C, and D were synthesized and used in hybridization
experiments. The sequence and location of the probes were as follows: probe A (a mixture
containing 16,384 35-mers) 5'-GGA(orT)C(orG)AATAA(orT)G(orC)AA(orT)GGA(or-
T)G(orC)AA(orT)GTA(or T)GGA(orT)G(orC)AATAA(orT)G(orC)AA(orT)GG (based on
the consensus heptapeptide repeat region); probe B (a 30-mer) 5'-ACCTCTATCATT-
AGCAA CTAAGTGTTCTTC (nucleotide 4860 to 4831); probe C (a 30-mer) 5'-TCC-
AAACAAAGCCGATGTATTAGAATCACC (nucleotide 5190 to 5161); and probe D (a
22 mer) 5'-TTCTACAGAATGATCACATGCT (nucleotide 462 to 441). The oligonucleo-
tides were treated in concentrated NH40H at 55°C for 5 hr, lyophylized, and purified
by NENSORBTM PREP (DuPont). The oligonucleotides were end-labeled according to
standard procedures (19).
Isolation of cDNA and genomic DNA clones
The cDNA library in Xgtl 1 was constructed from trophozoite and schizont stage Honduras-i
mRNA (20). Honduras-I genomic EcoRI and XbaI libraries were constructed in Xgtll
and XZAP as previously described (21). The DraI genomic DNA library was constructed
in pBluescript. Honduras-I genomic DNA was digested to completion with DraI,
electrophoresed on a 1.0% agarose gel, and DNA of 400 to 1000 bp was collected and
purified (22). The DraI digested size-fractionated DNA was blunt-end ligated into SmaI
digested pBluescript. End-labeled probe A was hybridized to replica filters of X phage
plaques in 6 x SSC at 42°C and washed in 1 x SSC at 45°C. All of the clones isolated,
C1, C3, and C8, gave very strong hybridization signals. A specific 169 bp DpnI restriction
fragment from the 5' part of cDNA clone, C8, was cut out of a 1.0% agarose gel and
oligo-labeled to a specific activity of 1 x 109 cpm/yg (23). Filters of cDNA phage plaques
were hybridized with the 169 bp DpnI probe in 6x SSC at 42°C and washed in 1 x SSC
at 60°C. All of the 14 cDNA clones isolated gave strong hybridization signals and were
overlapping cDNA clones. Probe B and C were end-labeled and used to screen filters of
genomic DNA containing phage plaques by hybridization in 6 x SSC at 42°C and washing
in 1 x SSC at 50°C. Probe D was end-labeled and used to screen filters containing colonies
from the Dral genomic DNA library by hybridization in 6 x SSC at 37°C and washing
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Figure 1. Restriction maps, cDNA, and genomic DNA clones of the P. falciparum RPII gene. Restriction sites
shown (A) are E = EcoRI, H = HindIU, S = Spel, X = XbaI, and D = DraI. Only two of the twenty DraI
sites are shown (*). Enlarged restriction map encompassing the RPII subunit gene (B). Restriction sites are the
same as in (A). Location of cDNA clones C1, C8, C13, and C30 (C). The dashed line on cDNA C30 indicates
a region of sequence non-colinearity with the RPII gene due to a double ligation. Location of genomic DNA
clones g15, XI, and Dl (D). Location of the RPII subunit open reading frame (E). The ATG start, and TAG
termination codons are shown. Domains of the RPII subunit (F). The five conserved regions, A, B, C, D, and
E, of the RPII subunit are indicated as solid blocks. The enlarged variable regions, A', B' C', and D', are indicated
as open blocks. The CTD is represented as three domains (see text), where the middle region (solid block) represents
the heptapeptide repeat domain.

in 1 x SSC at 45°C. All of the clones isolated with probes A, B, C, D, and the 169 bp
DpnI fragment were determined to be RPII gene clones by DNA sequence analysis.
DNA sequencing and computer analysis
The cDNA and genomic DNA clones were sequenced as previously described (24). Both
DNA strands were completely sequenced using the dideoxy chain termination method (25).
The complete DNA sequences were established using the DNA Inspector II programs
(Textco Inc., Lebanon, NH). Amino acid sequence comparisons with other RNA
polymerase subunits was done by a dot matrix analysis using the MacGene PlusTM
program. The prediction of secondary structure of the RPII subunits was performed using
the IBI-Pustell programs (International Biotechnologies Incorporated), and the MacGene
PlusTM programs.
Northern blot analysis
Total P. falciparum Honduras-I RNA was prepared as previously described (20) from
synchronized cultures of trophozoite and schizont stage parasites. Poly(A+) RNA was
purified from total RNA using an oligo d(T)-cellulose column (19). Total poly(A+) RNA
[mRNA] (4 jig per lane) was electrophoresed in a 1.2% agarose-formaldehyde gel, blotted
to Zetabind nylon membrane (CUNO, Inc), and hybridized to oligo-labeled cDNA Cl
as previously described (24,26). Washing was done in 0.1 x SSC at 65°C. cDNA C1
is specific for the RPII gene.
Pulsed field gradient (PFG) electrophoresis of chromosomes
PFG electrophoresis (27) was performed using a contour clamped homogeneous electric
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Figure 2. Genomic southern analysis of the P. falciparum RPJI gene. P. falciparum genomic DNA (5 ,ug per
lane) was digested with restriction enzymes Spel (a), XbaI (b and e), EcoRI (c), Bcll (d), XbaI/BclI (f), XbaI/HindJI
(g), XbaI/EcoRI (h), XbaI/ClaI (i), XbaI/BglII (j), XbaI/SpeI (k), and Dral (1). The digested DNA was
electrophoresed on a 1% agarose gel, blotted to nylon, and hybridized with probe A (A), a mixture of probe
B and C (B), or probe D (C). Each probe was hybridized in 6x SSC at 42°C, and was washed in I x SSC
at 45°C (probe A), 50°C (probe B and C), or 45'C (probe D). The sizes of the molecular weight markers are
indicated in kb.

field (CHEF) apparatus (28). Agarose blocks containing parasite chromosomes were inserted
into a low melting point agarose gel (0.6%) as described (29). Briefly, the electrophoresis
was done in 0.75 xTBE (67 mM Tris, 67 mM boric acid, and 1.5 mM EDTA, pH 8.0)
at 14WC for 48 hr using a 3 min pulse time, and an 8 V/cm field strength. Separated
chromosomes were transferred to a Zeta probe nylon membrane (BioRad), and hybridized
with the RPII gene specific probe, cDNA C1, in 6 x SSC at 42'C, and was washed in
lx SSCat650C.

RESULTS AND DISCUSSION
Cloning and sequencing of the P. falciparum RPII gene
A 35-base oligonucleotide mixture (probe A) was synthesized, based on the consensus
carboxyl-terminal heptapeptide repeat sequence of the eukaryotic RPII subunits, and used
to detect the P. falciparum RPII gene. A cDNA library was screened with probe A and
clones, Cl, C8 and C13 were isolated and sequenced. Cl, C8, and C13 cDNA inserts
were 800 bp, 1 kb and 820 bp, respectively (Fig. IC.), and contained overlapping DNA
sequences. Fourteen additional cDNA clones were selected with a 169 bp DpnI fragment
derived from the 5' region of cDNA C8. The largest cDNA clone isolated, C30, contained
a 3.5 kb cDNA insert (Fig. 1C.).
The difficulty of isolating large cDNA inserts compelled us to begin selecting clones

from genomic DNA libraries. This approach is reasonable in P. falciparum because
relatively few of the characterized protein coding genes contain introns. In addition, P.
falciparum introns are always short sequences (107 to 430 bp) that are easily identified
by their characteristic structure(s) (24). A unique 3.8 kb genomic EcoRI fragment hybridized
with probe A (Fig. 2A.). Six Xgtl 1 genomic EcoRI clones, including clone g15 (Fig. ID.),
were selected with probe A and contained the same 3.8 kb EcoRI insert. The DNA
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sequences of clone g15 and the cDNA clones were colinear (Fig. IC. and ID.).
Oligonucleotide probes B and C, derived from the 5' region of clone giS, hybridized with
a 12 kb genomic XbaI fragment (Fig. 2B.). Probe B and C selected a clone, Xl, from
a XbaI genomic DNA library. Clone X1 contained the 3', 5.3 kb, sequence of the original
12 kb fragment, and had deleted the 5', 6.7 kb (Fig. ID.) [Gene flanking sequences of
P. falciparum commonly delete in recombination deficient E. coli (21).]. Oligonucleotide
probe D, derived from the 5' region of clone Xl, identified a 580 bp genomic DraI fragment
(Fig. 2C.). Probe D selected clone Dl, which contained 580 bp (Fig. ID.), from a DraI
genomic DNA library.
The restriction maps of HindIl, EcoRI, Spel, and XbaI for the genomic DNA clones

spanning clones Dl, Xl, and glS are shown (see Fig. IA. and 1B.). The overlapping
genomic DNA clones (gIS, Xl, and DI) were sequenced and collectively represented 8631
bp (Fig. 3.) [The 5' 80 bp of clone Dl are not shown]. A large open reading frame (Fig.
IE.) begins with the ATG at bp 1 and ends at the TAG at bp 7357 (Fig. 3.), and the
deduced protein contains 2452 amino acids. The distribution ofA + T content was typical
for a P. falciparum coding region (30), as the 5' and 3' flanking sequences contained higher
A + T content [90% for the 5' flanking region (data not shown) and 83% for the 3' region]
than the region encoding the long open reading frame (72%). Introns were not considered
to be present in the long open reading frame based on the observations that all characterized
P. falciparum introns (i) have a minimum A + T content of 85%, (ii) have no intron-
length open reading frame, (iii) are between 107 to 430 bp long, and (iv) have a highly
conserved 5' and 3' junction sequence (24).
Amino acid sequence comparisons with other RNA polymerase subunits
Amino acid comparisons of the 2452 amino acid P. falciparum protein with various RNA
polymerase largest subunits from different species was done by a dot matrix analysis (Fig.
4.). Because the two RPII subunits of T. brucei, RPIIA and RPIIB, differ by only 4 amino
acid substitutions over 1765 amino acids (7), only the RPIIA subunit was compared. The
homology of the 2452 amino acid P. falciparum protein to the mouse, Drosophila, yeast,
and T. brucei RPII subunits was significantly higher than the homology to E. coli RNA
polymerase ((3' subunit), and the largest subunit of yeast RPI and RPmI. This observation,
along with the presence of the heptapeptide repeat in the CTD of the P. falciparum protein
(Fig. 3.), shows that the gene we characterized is a form of the P. falciparum RPH subunit.
The homologous sequences of the P. falciparum RPII subunit and the other RPU subunits
were partitioned into only 5 colinear regions (A through E), followed by the CTD. The
heptapeptide repeat is absent in both RPII genes of T. brucei (7,8). Each conserved region
(A through E) of the other RPII subunits was shifted to the carboxyl-terminus (right) when
compared with the P. falciparum RPH subunit. The shifts show that the P. falciparum
RPH subunit is the largest characterized RPU subunit, and that it contains an enlarged
variable region [regions A' to D' (Fig. IF. and Fig. 4.)] between each of the conserved
regions. The longest isolated cDNA clone, C30, included most of variable region D' (Fig.
IC), demonstrating that this variable region is expressed. The presence of the enlarged
variable regions helps to clearly define the conserved regions of the eukaryotic RPII subunits.
Previous comparisons indicated that the RPII subunits could be divided into 6, 7, or 8
conserved domains (6,7,31), depending on the specific criteria used for the interpretation
of those alignments.
The five conserved regions (A to E) consisted of 148, 416, 312, 239, and 195 amino

acids, respectively (Fig. 5.). The conserved regions (total of 1310 amino acids) of the
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AT(;ACGGTTGATTTGA ATATTCCATATTCAGCATGTGA ATTAA AGAGAGTAAA^ACGATTAGAGTTAGGTGTTTTGGATCCAGA AATA ATA AA AAAGATA AGTGTTTGTGA AATAGTA AAT t
1 T V D L N I P Y S A C E L K R V K R L E L G V L D P E I I K K I S V C E \ XN A

GTAG ATATATATA A AATGGTTTTCCAAGAGA AGGTGGATTAAATGATATACGTATGGGTACTATTGATTATAGGACCTTATGTGGTACATGTAATATGA ATGTAAAATATTGTCCTG(;T sW
V D I Y K D G F P R E G G L N D I R M G T I D Y R T L C G T C N N N V K Y C P G S6

CATTTTGGTC ATATA G AATTAGCGA AACCTATGTATC ATTATGGTTTTATGA ATGTAGTATTA AATGTTTTAAG ATGTGTATGTTATC ATTGTGGTAGA TTATTATGT A ATGTG AAC A(;r 360
1H F G H I E L A K P M Y Ii Y G F M N V V L N V L R C V C Y H C G R L L C N V N S 120

TCTA A AGTTAA ATATATTGAAAAGATTAAAGTAA ATAGTTTAAGATTACGAAAATTAGCTGAACTGTGTTTAGGAATAAGAGCATGTGATCATTCTGTAGAAGA AGA AGGATTA A ATATT 4S0
S K V K Y I E K I K V N S L R L R K L A E L C L G I R A C D 11 S V E E E G L N I 160

AACGA TA ATTCTTTAAATA ATTTTTATA ACA ATGATTTA AGTAATTTAAATATGA ATCA ACAAATGCTTTTAAATAAAAGTAATTATACGAACATATTTGAAATGGTTAGTAAAGAAGAT 600
N D N S L N N F Y N N D L S N L N M N Q Q M L L N K S N Y T N I F E M V S K E D 200

GTAG ATTGTGGA TGTGTTC A ACCA AAATATAGTAGAGA AGGACCA AATATGTATATTCA ATTTTTACATAGTAGTGA AGA AGATATTGATGAGAGTA AA AG AAA ATTA AGTGCTGA AG A A 720
V D C G C V Q P K Y S R E G P N M.Y I Q F L H S S E E D I D E S K R K L s A E E 240

GCA TTAGAAATATTAAA^G AAAATTAGA AAAGA AGAG ATGAGTATATTAGGATTTA ATTCTGATAGGTGTGTACCAGCTTCTTTAATATTAACATGTATACCTATACCTCCACCATGTGCG; 840
A L E I L K K I R K E E M S I L G F N S D R C V P A S L I L T C I P I P P P C N 28U

AGACCTTATGTTCA ATATGGA AATCA AAGAAGTGAAGATGATTTAACTTTAAAATTATTAGATATAGTAAAAACGA ATATACA ATTGAA AAGGCAAACGGATAGAGGAGCA AAATCACAT 960
R P Y V Q Y G N Q R S E D D L T L K L L D I V K T N I Q L K R Q T D R C A K S H 320

GTATTACAGGATTTATGTTCCTTATTACA ATTTCATATA ACTACCCTTTTTGATAATGATATTCCAGGTATGCCGATAGCA ACCACACGATCTAAGAAGCCTATA AAAGCTATA AGA ACA 1080
V L Q D L C S L L Q F H I T T L F D N D I P G M P I A T T R S K K P I K A I R T 360

AGATTAA AAGGTAAAGA AGGA AGACTAAGAGGTA ATTTGATGGGTAXAAAGAGTGGACTTTTCAGCAAGAACGGTTATTACAGGAGATCCAAATTTAA ATATTGATTATATAGGTGTTCCT 1200
R L K G K E G R L R G N L M G K R V D F S A R T V I T C D P N L N I D Y I G V P 400

AAATCGGTAGCTATGACATTAACATTTTGTGAGACAGTAACACCTTTAA ATTATGATAATTTAAAGA AGCTTGTAGAA AGGGGTCCATATGAATGGCCTGGAGCAAAATATATTATTAGA 1320
K S V A M T L T F C E T V T P L N Y D N L K K L V E R G P Y E W P G A K Y I I R 440

GATAATGGTACA AAATATGATTTAAGACATGTACGA AGAAATTCAGAGAAAGAATTAGAGTATGGATATAAAGTAG AAAGACATATGACCGATGAAGATTATATTTTATTTAACAGACAG 1440
D N G T K Y D L R H V R R N S E I E L E Y G Y K V E R H M T D E D Y I L F N R Q 480

CCTTCATTAC ATA ^AAATGAGT ATTATGGGTCA TA AGGCCA AAATATTACCTTATTCA ACATTTCGTTTA AATTTATCAGTCACTTCACCGTA TA ATGCTG ATTTTG ATGGAG ACGA AATG 1560
P S L H K t1 S I M G H K A K I L P Y S T F R L N L S V T S P Y N A D F D G D E M 520

A ACTTACATTTAGCTCAGTCACATGAA^ACA AGATCTG AGATTAA ACATTTA ATGATAGTACA AAGACA AATAGTTTCACCACA AGGTA ATAA ACCAGTTATGGGTATAGTACA^AG ATTCC 1680
N L H L N Q S H E T R S E I K H L M I V Q R Q I V S P Q G N K P V M G I V Q D S 560

TTATTAGCTATAAGA AAATTTACA AGA AGAG ATA ATTTCCTTACA AAAGA AGA AGTTATGTCCTTATTAATTTGGATTCCATATTGGA ATCATGTGATACCA ACACCAGCA ATAATAAAÂ ^1800
L L A I R K F T R R D N F L T K E E V M S L L I W I P Y W N H V I P T P A I I K 600

CCA AGCGCATTATGGACAGGTA AACAA ATTTTTTCGATGTTATTACAATTTGATG ATATGA ATATAGAAGATGATA AA AATGACACAGCCAATA ATA AGGTTGGGAGAGATGTTAATACA 19 20
P R A L W T G K Q I F S M L L Q F D D M N I E D D K N D T A N N K V G R D V N T 640

AATGTTA ACA AGGATAGTAGCA AA ATGA ATACTAGTGGTA ATTATTATTATGGTAATTCA ACTAATGATAATACTGATGATTATTTAGAAAAGGGA AATGCATATTCA AGA AGTGGA AAT 2040
N V N K D S S K N N T S G N Y Y Y G N S T N D N T D D Y L E K G N A Y S R- S G N 680

A ATCATCCTAATAGTCCTTTATCTATTGGGGATAATATAA^ ATGTAGGA AATGTACAGCAAAATGATATGAGCTCCCCCA ATAATAATAATAATAATAATAATAATAATAATAGTA ATAAT 2160
N H P N S P L S I G D N I N V G N V Q Q N D M S S P N N N N N N N N N N N S N N 720

AATAATA ATAATA ATATTGGTGGAGGTATTA ATTC ATTTA A ACGTTTTAATATGGTA AAAATA AATTTA ATGAGAGACTCTTCA ACATCATCTAAAG ATGATA ATCCATATTGTTCAATT 2 2N80
N N N N N I G G G I N S F K R F N M V K I N L M R D S S T S S K D D N P Y C S I 760

A ATGATGGTAAGGTTATA ATA AA AAATAACGA ATTATTA AGTGGTATCATATGTAAAAGA ACTGTTGGTTCTTCTAGTGGATCGTTA ATTCATGTTTTATGGCATGAAATGGGTCCAGAT 22400
N D G K V I I K N N E L L S G I I C K R T V G S S S G S L I H V L W H E M G P D 800

A AA ACGAAAGATTTTTTATCAGCTTTACAA AAAGTTACA AATAATTGGCTTGA ATATGTTGGTTTTACTGTG AGTTGTTCAGATATTATTGCA AGTA ATAAAGTATTAGGCA AGGTGCGA 2 52 0
K T K D F L S A L Q K V T N N W L E Y V G F T V S C S D I I A S N K V L G K V N 840

GA AATATTAGATAAATCTAAAAGTGA AGTGTCA AAACTTGTTGA AA AGGCACAGA AAGGGGAATTAGA ATGTCAGCCAGGAAA ATCATTATATG AATCTTTTGAAACTAGAGTTA ATA AT 2 640
E I L D K S K S E V S K L V E K A Q K G E L E C Q P G K S L Y E S F E T R V N N 880

GA ATTA AATTGTGCTAGAGA AATGGCTGGA AAAGTTGCATCTGAGAGTTTAGATGA AAGA AATA ATATTTTTAGTATGGTGGCTAGTGGGTCA AA AGGTTCTATTATTAATATATCCCAA 2 760
E L N C A R E M A G K V A S E S L D E R N N I F S N V A S G S K G S I I N I S Q 920

ATTATATCATGTGTAGGTCAACAGA ATGTTG A AGGA AAAAGA ATACCATTTGGTTTTAATCATAGATCTTTACCTCATTTTATTAA ATTTGATTATGGTCCTGAGAGTAGAGGATTTGTA 2880
I I S C V G Q Q N V E G K R I P F G F N H R S L P H F I K F D Y G P E S R G F V 960

TCA A ATTCTTATTTA AGTGGATTAACACCACAAGA AGTATTTTTCCATGCTATGGGAGGTAGAGAAGGTATTATTGATACTGCATGTAAAACATCTGA A ACAGGGTATATACA A AGAAGA 3000
S N S Y L S G L T P Q E V F F H A M G G R E G I I D T A C K T S E T G Y I Q R R 1000

TTA ATAAAAGCCATGGAAGATGTTATGGTACA ATATGATAGAACTGTAAGAAATTCATATGGAGATATTATTCAATTTTTGTATGGAGAAGATGGTATGGCAGGTGAATATATAGAAGAT 3120
L I K A M E D V M V Q Y D R T V R N S Y G D I I Q F L Y G E D G M A G E Y I E D 1040

CA A ATTATAGATTTA ATGAAATTAGATAATAAAGAGATTAATA AATTATATAAATATAATTTTGATGA AGAACCATTTGGA AAGGATTATTATATAGGTAATA AAA ATGATGGTAGTAGA 32440
Q I I D L M K L D N K E I N K L Y K Y N F D E E P F G K D Y Y I G N K N D G S R 1080

A ATACTACGTATATAGATTATAATA AGCA AAATATTTTAAATCAAGAATTTGAAGAATTATATAAATGTA AAAATTATTTATGTAAAGAAATATTCCCAGATGGAGATATAAGACAACAT 3360
N T T Y I D Y N K Q N I L N Q E F E E L Y K C K N Y L C K E I F P D G D I R Q H 1120

TTACCA ATTA ATATGA ATAGACTTATTGAATATGCAAAATCACAATTTCCATGTATACCATTTGTAAGTAATAATAATAGTACA AACAATAATAATAATAATAATAATAATAATAATATT 3480
L P I N M N R L I E Y A K S Q F P C I P F V S N N N S T N N N N N N N N N N N I 1160

AGTA ATAGTAGA AA ACTTATGGATAAGGGTAATTTATCGTCTACACATAATCATAAGGAAAATAAGAAAAGAAGA AAAAGAAGAAGGAGAAAAAATA AATTTGATA AATTTAAAAATGAA^ 3600
S N S R K L M D K G N L S S T H N H K E N K K R R K R R R R K N K F D K F K N E 1200

A ATA ATGAACTTATGTCTG AA ATTA^AAAAGGAGTATG AAAATA ATGATCTTA ATAATATGATGATA AGTAAAGGAGATCA ATCACCTTTTAA AGGTATGA ATGA ATTTCA TATGGGTGTT 3720
N N E L M S E I K K E Y E N N D L N N M M I S K G D Q S P F K G M N E F H M G V 1240

GCAGATA ATGACATGGGATCAGATTTAGGAAATAATAATAATTATAACA ATGATGATTTTGTTGATGATGATTATGTTGATGATGATGATTATGATGATGATGATTATGATGATGACGAT 3840
A D N D M G S D L G N N N N Y N N D D F V D D D Y V D D D D Y D D D D Y D D D D 1280

T ATG ATG ATG ATG ACCTTG ACGATGATGAGA ATTATTCAGATA ATATTA ATATAGGAGGA AATAGA AAATATTATGGA AATACCTTAA AA AATAATTATGATGA A AATTCCATGTTA AAT 3960
Y D D D D L D D D E N Y S D N I N I G G N R K Y Y G N T L K N N Y D E N S M L N 1320

CC A ATTGA TGTTGTACATAAAGTTAATA ATTTTTTAGAA AAATTAGTA ATTATTAAACA AATAA ATAGTA ATGATACTTTATCAGTTGAAGCACA AAATA ATGCTACTATTTTGTTAAAA 4080
P I D V V H K V N N F L E K L V I I K Q I N S N D T L S V E A Q N N A T I L L K 1360

GCACATTTAAGA ACTTATTTGA ATTCAAAACTTTTAACTCA AACTCATAAAGTTAGTGTTAAAGGATTAG ATTGGTTATTACA AGAAATAGAAAAAATATTTTATAAATCCTTATGTCAT 4200
A H L R T Y L N S K L L T Q T H K V S V K G L D W L L Q E I E K I F Y K S L C H 1400

CCAGG AG A ATGTGT AGGAGCCTTAGCTGCTCA ATCA ATTGGGGAGCCTGCAACTCAGATGACATTGAATACATTTCACTTTGCTGGTGTAGGTTCA AAAAATGTTAC ATTAGGTGTTCCA 4320
P G E C V G A L A A Q S I G E P A T Q M T L N T F H F A G V C S K N V T L G V P 1440
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AGATTA AAAGAATTAATAAATATAGTAAAAAATGTAAACACTCCATCAACAACA ATATATTTAGATGATATGGTTTCAAATGATCAACAA^AAAGCTAAAGAATATTTTAACAAAA^ATTAGA^A 444440
L K L I N I V N V K T P S T T I Y L D D N V S N D Q Q K K D L T K L E 1480

TATACTACATTGAAACAATTAACTTCACATGCACA AATTATTTATGATCCTA ATACAACAACAACTATTTTAGAGGA AGA
TAAATCATGGGTTAATGAATTTTATGAAATTCCCAGGATTGGAG45606

Y TT L K Q L TS H A Q I I Y D P N T T T T I L ED K S V N E F Y E F PD E 1520

GATGATACTCAATATTCATTAGGTGAAATGGCTATTAAGGAATACA ATTAACCAATATACATGTAA ATGA AAAAA AAATTAACTATGAAAAGAAAATTGTTTATATTATATATTCTGTCTTTTC 4680
8

D T Q Y S L G E W L R I Q L T N IH V N EIt KL T NK EI Y I I Y S F S15606
AGTGATGAATTAGATATTATATATACAGATGATA ACTCAGAAGATTTAGTTTTA AGAATTCGGGTGAAATATTTAAATGGTGA

ATATAATTTTATGAATTATGATGTTGTAGATAATGCT 4800

D E L D I I Y T D D N S E D L V L R I R V K Y L N G E Y N F M N Y D V D N 1600

AATGAACAAGTT GATGAACAAGA AGAAGATGAA GAACACTTA GTTGCTAATCATAGACGTAATTACCATGAAACAAAAAATAGTACTCATCCTCATCATGATTATA ATAACAATACTACA 49922
N E Q V D EQ E ED EE H L V A N D R GN Y D ET K N S T H P H H D Y N N

N
T T 1640

AATATATTTAAGTCCA AGGTAAAAA^ATAATATATCATCA GATATAAATAC AAAGAAT GAAGATAGTATTA GTATAAATAGTAGTAACAATGAAACAAGTAAAAAAATATTA ATTCATCACCC 5040
N

I F K S K V K N N I S S D IN T K N ED S I S I N S S N N E Q K N I N S S P 1680

GTTTCAAATTAATATGCATA^^ A^TAATAATAATAATAATAAATATA GTAGCAATATTA ATGATATTA AAGTGAAGAATATAAAAvAACATCAGATAGATGGAAATGATCTTAAGAGC CGGT5160
V S N 8 N D S S I D I K V K I KE D

G
N

G
L G 1720

GGCATTGATTCTAATACATTCGGTT TGTTGA^A A^ATATA^AAATGTAAC AAGAGTAATCGCG^TGATACAATAATAATCATCAATAATCGATGAGTGTAGGAGGAG GAGGAGGAAGACTTTTT52808
G D S N T S L F G N K S Q I ID N I T N N N ND N ND D D D

E E
e

E E I
D F 1760

TTGTTTGGTGACCATAATGTATCTCCA^ATACA^AAATACACA ATGAAAATA^ASCAG&AACAAACAAAAASSACTAATAATGA AAACAAAAACAAAA^ACA^AAGCGAAATAATAATGTATS4000
L F G

DH
NV S P K TK D G X NK N T N N KS N N N E N K N K K

s
G N
N

N
S

N
1800

AATAGTA ATACGTATG ATGATCGTG ATGTTGA TAATGA TAATGATCACG ATAATGAT GATAACAAGAGTGSA^ A TATCAAC AGAGGACAATGATGTCGCATTCATGAAAACA AGCACAS5S220
N

S T Y D DG DV D ND ND D D ND D NK S D I T I 9e D N
D V A F

N X
T S T 1840

A
A A A A T GCAGÂ A AG A A G ATT TA GA A CTAAGA A T AATCA TATTGAACATAAA AC^ AT T C T GAAGG Â TA^ CA GA A G ATmAC G T T T TAA AAAACTAATGGAACAATGTTTGTCCACATTA 5 6400

* N
EE D L IL I NK NH Ie N NI S I ID Te D TF L K

K L
N

e Q C L S T L 1880

AAAATTAAGACATCGTAATTGAAAATTA^ACTAAATAATATGAACCASCAGGAATCCASAAATAACATCGATTCCAGATAATCGGAAATTTGTTAGAATTCTCCATTGGGATTAGATACTCA TG57606
K L R

GIe NI T X V Y NR Ie s XI T YD S D NC KY VR S S
B

V L D
T

D G
1920

TCTAATTTA
A GAAAA^ATATTC CAT T T G T C AC CACA A TGTTTTA& A A A A A A AC AG T AC TA ATGA TAS& T GTAŜ GA A A TATTT GAG TAT TAG GATGAGSAAGC A GA A GAAG A

G CT TTA T TAAAS880

N L E NI FC A P Q V D F K K TV S ND I* EI f 9V L G
I

E
v R

I
A L L K 1960

GAATTAAGAACTGTAATATCATTTGATACTTCATATGTTAATTATCGACATTTATCA ATATTAT GTGATGTTATGACC A CAAAAGGTTATTTA ATGTCTATAACA ACACAT GGTATAAAT6000
E

L R T V I S F D S S Y VN YR H L S I L C D NT Q K GY LM S I T R H G I N 2000

AGAGTTGATAAA GGACCATTA ATTAAAT6TAGTTTTGAA AAACTCT TTGAAATATTATTA AAGCAGCCTGCATTT GCTCA GGTAGATA ATTTGAGA GGAATTACA AAA
ATATA^T TGTTA61200

R
D*

GP L I K C S F E ET V E I L L EA A F Q V D N L R
G
I T E N I

N
L 2040

GGTCAATTGTGTAAAAATAG GAACT GGTTCATTT GATATAATATA ATAATA ATCA AAAATTGA ATGAT GCAA^ATCA AAATTTA GAAACTATTCA AGATTTAACA AGTGCTGGGTTTAC AACA 62244
Q L C K I G T G S F D I I I D N Q K L N D-A N Q N L E T I Q D L T S A G F T T 2080

CCAGATAGTTTACATGTTATAACACCTGATGGTTTACAATCACCTGT GGCAATTAATACGATAA^ATTCTCCTTTACCATTTTCACCAACATATAATGCCTAATTTATTATCTCCTACACCA 6366
P D S L H I T P D GL Q S P V A I N T I NS P L P F S P T Y

N N L L S P T 2120

TATA GATA ATGTTA A TAATTTATTATCACCACA ATATA ATTT A C A AAATTAT G GAGATA ATCT A ATGTCCCCAACATCA A AAGATATA AATA ATTTA GATACATT A AAA^TTA G G T G G G
64880

P I D N L L S P Q Y N L Q N Y GD N V S P T S K D I N L D T L K L
G G

2160

AAA^TTTTCACCAACACAATCACCTAA ATCACCAACATCTGTTAT GCATTCACCATTCTCTCCTTTTGATCATCAAAACCAACAACCA GTAGATGCAACCAATTTATTATTTTCT CCGAA
A 6600

K F S P T Q S P S P T S V H S P F S P F D H Q NQ Q P V D A T L L F S P K 2200

A^ATAATATATTAT GAATTATA ATGTATTCTCACCTAAACCAAATATTAATAAT AATGTTATTCAATCACCTAATATATATTCTCCAAA^TCCTATGTTAGATATTTTTTCACCTAA^ACCT 67722
N N I V F S P K P I V I Q S P 0I Y S P N P L D IF S P K P 2240

CAAATTA ATCATAATATTTATTC ACCTTCATATTCACCAACATCACCT ACGTAT AATGCAAATA ATGCTTATTATTCACCAACCTCACCAA AAAATCA AAATGCATCAAT ATTGAATG AAT 68440
Q I

NH I S P S Y S P T S P T Y Ys P T S P I
N Q D Q N V 2280

TCCGCATATA ATGTTATGTCACCTGTTTATTCAGTAACATCACCAAAA^TATTCACCTACATCACCA AAATATTCACCTACATCACC AAAATAATTTCGCCCACATCACCAAAA ATATTCGCCC 6960

Q N# s P s T S P K Y S P T S P Y S P T S P Y S P T S P K Y S P 2320

ACATCACCA^ A AATATTC GCCC ACATCACCAA A AATATTC GCCCACATCACCAAAATATTC GCCCACATT^ C AC CAAAATATTCACCA^ACATCACCAGCT TGACA CAAA
ATATTGCCT TAGTCC AAA

^ T 7088 0
T S P Y S Pr s P s P T S P Y S P T S P K Y S P T S P V A Q N I S P N 2360

TATTCACCTTATTCA ATAACATCACC& A AATTTTCACCA ACATCTCCAG CATATTCGATAAGCTTCACCT GTGTAAC GACA AAAGCCCC GT GT AGTGAAT GCACATCAACCCT ATGTCACCT GCA7 720
Y S P Y S I T S P F S r T S P S I S S Y D S G

V V H Q P M S P 2400

T TAT ATTT ACA ATCACCT GT GCA GATA AAAC A AAATT GTAACA A G AT G T G ATA T GTTTC CGCA CCAT C AC AGCA^ C AT G T CGT GA AGCA A AAA^ATGAC GACCCATTTTCTCCA ATTCC CT 7 3202
Y I L Q S P V Q I K Q V Q D F S P I Q Q H V D A * D D P F S P P 2440

TACAACATAGACG AGGAC GAAATGAAGGA AAAT ATGT AGGA TGGAGTAGTTAA GCATA ATAAATAAAATTAT GTGCCA ATACACACACATATATATATATATATATATATATATATATA T 744

11 I D e D e e N1 N***
2452

TATATATATATATATATTTATATATATTTATTTATTTATTTATGTATATTTTTTTTATTATTCCCTCATTTTGTTAC CATTATTTCA^ATTCCAT ATTTTACTTTTTATC AA^TTTTA^TT 7 560

TTATTTTTTTTTTTTTTTTGT GTTGAAAATGTGTAATATACATATCAAATTTTAAACCTTTTGCCTGTCGCAATTCGAAGTTATAT
ATATATATATA^TATATATTATA^TATATATATAATATTT 7680

TTTTTT GCATA AA^A^A^AAAAAAAAAAAA AAATA ATATATACATATATAT GTCTTATTTT GCATTT GAACA AA AAAAATTAA AA AAAATT GTAA GTGTAATAAAA^ A AAAGTCCTTTAATTA 7800

A AAAA^TAAAAAAATA AAAAAATA AAAAATACATAAATATATAAATACAT AAATATATGAAGATATAAATATATATATATATATATATATATTATTCCATTTCA ATATATGGATA AACAAA 7920

ACATTTAACATATAAATGTGTTTGCTAAGCACATTTGTATGGTTT^AAAAAvAAAAAAAAATAGATAGATAGATATTTGCTTTATTCTAACA ATTTTCATTTTTTAAACATATAATTATAT 8040

AAACATAATTATCAAATAAATCAAATAAATCATATTGTGGTAAAATAATATTTAAGAAATCA TTCTTATCTCACTTATAACATTTTTGATATCGCTAGCTGATCGTTGATATATA TTAC 81 6n

CTTTAT ATAAACAATTCTTTTCCTTTATTAGATATG ACATATGCATTAATT ATTGACATGGGTGATATTTTATGTAACATATCCATTTTTA ATCTTTTTTTAATAGTACTACTTTCAT 8280

CTGTAGTTTCAATAACAATATATGCACTTTCATTTTTAATTTTATATTCTTTTA ATGTTATTAAAGTTTCTA A^AAAAAAGATCTACTAGAATAAATGATTTGATTTGTA TTAACATCTC 8400

TT AATACTTTC TATTT TA ATA ATTG TTCTAAC AG GTAAAAAA ASAGT SAGTAATGGCATGCTAG GTA AATTTTTT TGACCA TAA AAA ATATA TAACTTCAAAAT ATTCTTT TTCT CAAT A
8520

TAACTCCTAATTTTTTCTGTACAAGGAATTC
855 1

Figure 3. Nucleotide and predicted amino acid sequence of the P. falciparum RPII gene. The complete nucleotide

sequence of the coding and 3' flanking portion of the RPII[gene is shown. The ATG start codon begins at nucleotide

and the RPII gene open reading frame ends at nucleotide 7357. Notable features of the RPII gene nucleotide

and amino acid sequence are detailed in the text according to the nucleotide and amino acid numbering shown.

The RNA Pol II sequence has been deposited with the EMBL data library (accession number X16561).
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Figure 4. Amino acid comparison of the P. falciparum RPII subunit with other RNA polymerase subunits. The
complete amino acid sequence of the P. falciparum RPH subunit (2452 amino acids), represented by the horizontal
axis (top), was aligned with the amino acid sequence of other RNA polymerase largest subunits, represented
by the vertical axis (left). The subunits aligned to the P. falciparum RPII subunit were E. coli RNA polymerase
(3' subunit) (1407 amino acids), yeast RPI large subunit (1664 amino acids), yeast RPIII large subunit (1460
amino acids), yeast RPII subunit (1726 amino acids), Drosophila RPII subunit (1896 amino acids), mouse RPII
subunit (1932 amino acids), and T. brucei RPII subunit (RPIIA allele) (1765 amino acids). A dot was plotted
in the matrix if at least 9, or more, amino acid residues matched when windows of 15 amino acids were compared
between the two sequences. The five colinear and conserved regions of the RPII subunits are marked as regions,
A, B, C, D, and E. The unmarked vertical boxes at the CTD in some of the comparisons represents a region
of homology between the RPII subunits that contain the conserved heptapeptide repeat domain. The different
vertical sizes of the CTD homology box shows that the heptapeptide repeat domains are of different sizes.

P. falciparum RPII subunit shared 54% amino acid homology with mouse, 52% with
Drosophila, 49% with yeast, and 42% with T. brucei RPII subunits (Fig. 5.). The protozoan
P. falciparum RPII subunit thus showed more homology to higher eukaryotic forms than
to either the lower eukaryote yeast, or the protozoan T brucei. The same homology gradient
was previously observed for the parasite dihydrofolate reductase-thymidylate synthase
(DHFR-TS) gene (21).
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Notable sequences and structures in the conserved regions A to E
The DNA-dependent RNA polymerases require tightly bound Zn atoms, or a divalent metal
atom such as cobalt, for activity (32). An amino acid sequence thought to form a zinc
finger structure that can fold about a Zn atom was present in the largest yeast RPI, RPII,
and RPHI subunits as a consensus sequence Cys-X2-Cys-X9-His-X2-His (2). This sequence
was found in conserved region A of the P. falciparum RPII subunit (position 68 to 84),
and was conserved in the mouse (4) and Drosophila RPH subunits (6) (Fig. 5.). The last
histidine residue was, however, replaced with a tyrosine residue in the T. brucei RPII
subunit (7).
The sequence, Tyr-Asn-Ala-Asp-Phe-Asp-Gly-Asp-Glu-Met-Asn (position 511 to 521),

was found in conserved region B. This sequence motif is the longest conserved region
in all eukaryotic RPI, RPII, and RPII largest subunits (31).
A sequence motif predicted to form a helix-turn-helix structure is found in region B

(position 378 to 411) of the P. falciparum RPII subunit (Fig. 5.). This conserved structure
has been described in E. coli DNA polymerase I and T7 DNA polymerase (3), and is
probably involved in DNA binding.
A common amino acid loop, Gly-X4-Gly-Lys, is found in purine nucleotide binding,

or processing, proteins such as elongation factor Tu (EF-Tu) (33). Gly-X4-Gly forms a
relatively large loop in EF-Tu (14). A similar sequence motif, Gly-Asn-Leu-Met-Gly-Lys
(position 371 to 376), was found in region B of all the RPII subunits (Fig. 5.) and it may
also form a loop for purine nucleotide binding.
The DD-domain consists of two aspartate residues followed by at least five uncharged

residues (34). DD-domains are present in RNA-dependent RNA, and DNA polymerases.
A DD-domain is found in the ,B' subunit of E. coli RNA polymerase and in conserved
region B (starting at position 293) of the RPII subunits (Fig. 5.) (14). A second P. falciparum
DD-domain was found in the unique carboxyl-terminal extension (position 2433)
(Fig. 3.).
Notable sequences and structures in the variable regions A' to D'
The regions, A' to D', that separate the conserved regions have little overall amino acid
homology when compared to the corresponding regions of other RPII subunits, and we
refer to them as variable regions. The variable regions do, however, contain short sequences
that are conserved among species. Each of the P. falciparum variable regions were
significantly enlarged in comparison to the variable regions of other RPII subunits (Fig.
4.), and consisted of 43, 136, 278, and 284 amino acid residues, respectively (Fig. 3.
and Fig. 5.). The enlarged variable regions could contain unique regulatory domains
involved in the control of stage-specific, or species-specific, gene transcription during the
developmentally complex life cycle of the parasite.
The variable region C' contained 5 leucine repeats beginning at position 1093, with an

interruption of one aspartate (Fig. 3.), and this domain may form a leucine zipper (35,36,37).
This structure is thought to facilitate protein-protein interaction (35). Similar sequences
have been observed in the corresponding RPII subunit variable domain in Drosophila, yeast,
T. brucei, and the mouse RPII subunit.
A remarkable basic domain was found in region C' (position 1182 to 1193) that contained

11 basic amino acids out of 12 residues. The DNA binding domain of the
transcription/replication factor CTF/NF1 contains a high density of basic amino acids
thought to form an a-helical structure (38,39). The basic domain present in region C'
could form an a-helical structure that probably interacts with DNA in the transcriptional
complex.
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Figure 5. Amino acid alignments of the five conserved regions in the RPII subunits. The amino acid alignments
of the conserved regions, A, B, C, D, and E, is shown for P. falciparum (P.f.II), mouse (M.II), Drosophila
(D.m.11), Saccharomyces cerevisiae (S.c.II), and T. brucei (T.b. I) (allele RPIIA). Amino acids were boxed when
three out of five amino acids matched in the vertical column. The amino acid location is given in the left and
right column.

The composition of regions C' and D' was enriched in acidic amino acids (21 %). Four
extremely acidic domains were found in C' (position 1258 to 1290) and D' position 1602
to 1612, 1746 to 1759, and 1806 to 1820). The longest acidic domain, in region C',
contained a novel Tyr-Asp-Asp-Asp-Asp repeat sequence.
The variable regions C' and D' contained high overall charge densities with 54 acidic

and 42 basic residues in C' (out of 278 residues), and 64 acidic and 38 basic residues
in D' (out of 284 residues). Because charge clusters are apparently associated with functional
domains of many cellular transcription factors and regulatory proteins (40), we propose
that the enlarged variable domains C' and D' could provide specific and unique regulatory
functions to the P. falciparum RPII subunit.
The notable sequence, Asn-Lys-X-Asp, was found in both variable domains C' (position

1074 to 1077) and D' (position 1821 to 1824). This sequence motif is found in E. coli
EF-Tu, as well as in other elongation factors, and forms a loop for guanine base interaction
(33). This sequence motif is unique to the P. falciparum RPII subunit.
The variable regions in the P. falciparum RPII subunit were extremely asparagine rich

(24%) compared to the conserved regions (5%). Asparagine repeats were located in regions
B' (position 707 to 725), C' (position 1144 to 1159), and D' (position 1687 to 1694).
Two glutamine rich transcriptional activation domains in the transcription factor SpI (41),
unlike other charged activation domains (42,43), are largely devoid of charged residues
in their primary sequence. Amide moieties of the glutamine side chains may participate
in hydrogen bonding to the RNA polymerase, or another component of the transcriptional
complex (41). The asparagine repeats in the P. falciparum RPII subunit could be similarly
involved in an interaction with another component of the transcriptional complex via
hydrogen bonding.

1 Y S Ps - - -
2 Y S P T S P T Y N A N N A Y
3 Y S P T S P K N Q N D Q M N V N S Q
4 Y N V M S P V
5 Y S V T S P K
6 Y S P T S P K
7 Y S P T S P K
8 Y S P T S P K
9 Y S P T S P K

10 Y S P T S P K
11 Y S P T S P K
12 Y S P T S P K
13 Y S P T S P V A Q N I
14 A S PN Y S P -
15 Y S I T S P K
16 F S P T S P A
17 Y S I S S P V

( Followed by 68 amino acid residues)

Figure 6. The P. falciparum RPII subunit heptapeptide repeat domain. The P. falciparum heptapeptide repeat
domain is represented by 17 highly conserved repeats with the concensus sequence Tyr-Ser-Pro-Thr-Ser-Pro-
Lys. The repeat region corresponds to amino acids 2247 to 2384 (Fig. 3.).
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Remarkably, certain amino acid residues were not found in some of the variable regions.
Cysteine was not found in variable region A', B', and D', but it was found in each conserved
region, and in variable region C'. Tryptophan was absent from all of the variable regions,
but it was found in conserved region B, C, D, and E.
Structure of the carboxyl-terminal domain
A remarkable feature of the eukaryotic RPH subunits is the presence of a heptapeptide
repeat (consensus Tyr-Ser-Pro-Thr-Ser-Pro-Ser) in the CTD. The P. falciparum RPII
subunit contains a small cluster of 17 highly conserved heptapeptide repeats (position 2247
to 2384) (Fig. 6.). The amino acid at position 7 of the repeat unit in P. falciparum contained
a lysine rather than a serine, which is present in all other RPII subunits with the repeats.
This same replacement was found on the carboxyl-terminal side of the repeat element in
the mouse and hamster repeats (5), where the serine residue tended to be replaced by a
charged amino acid (particularly lysine).
The CTD of the P. falciparum RPH subunit contains 392 amino acids that extend from

the 3' side of conserved region E (position 2061) to the carboxyl-terminal amino acid

A
a b

B
a b

,,.3- ..

4-
3-
2-

Figure 7. Chromosome assignment of the P. falciparum RPII gene. Chromosomes 1, 2, 3, and 4 of P. falciparum
strains FCR3 (a) and Honduras-I (b) were separated by pulsed field gradient gel electrophoresis and stained with
ethidium bromide (A). The electrophoresis parameters used for this gel were intended to resolve chromosomes
1 to 4, only (28). The chromosomal DNA was transferred to nylon and hybridized with the RPII gene specific
probe, cDNA C1, in 6 x SSC at 42°C, and was washed in I x SSC at 65°C (B). The chromosome number
assignments are shown.
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4 .

Figure 8. Northern blot analysis of the RPII gene. Total trophozoite and schizont poly(A+) RNA (4 ,ug per
lane) was electrophoresed on a 1.2% agarose-formaldehyde gel, transferred to Zetabind nylon membrane, and
hybridized with the RPII gene specific probe, cDNA C1. Hybridization conditions were previously described
(25), and washing was done in 0.1 x SSC at 65°C. The sizes of the molecular weight markers are shown in
kb, The markers were the 0.24 to 9.5 kb RNA ladder (Bethesda Research Labs).

(position 2452) (Fig. IF. and Fig. 3.). The heptapeptide repeat domain is located in the
middle part of the CTD. The 186 amino acids between the 3' side of conserved region
E and the start of the heptapeptide repeat (position 2061 to 2246) represents another domain
of the CTD. This region contains 16 Ser-Pro dipeptides, while the amino-terminal 2060
amino acids only contained 5 Ser-Pro dipeptides. Because one heptapeptide repeat, Tyr-
Ser-Pro-Thr-Ser-Pro-Ser, contains two Ser-Pro dipeptides, the presence of Ser-Pro indicates
a relatedness to the heptapeptide repeat. Therefore, this 186 amino acid domain represents
a highly diverged heptapeptide repeat domain, and was probably once part of the
heptapeptide repeat, or is becoming part of it.
A 68 amino acid carboxyl-terminal extension follows the heptapeptide repeat. In other

RPII subunits that contain the heptapeptide repeat, the heptapeptide repeat is followed by
only 10 amino acids in mouse, 13 in Drosophila, and 10 in yeast. The 68 amino acid
carboxyl-terminal extension contains 4 Ser-Pro dipeptides indicating that the extension may
also be distantly related to the repeat.

Acidic amino acids, glutamic and aspartic acid, are enriched for in 5 of the last 9 carboxyl-
terminal amino acid residues (5 of 7 in mouse, 4 of 12 in Drosophila, 2 of 6 in yeast,
and 6 of 7 in T. brucei). Remarkably, the CTD contains no tryptophan, cysteine, or arginine
amino acid residues.
The abundant serine residues in the CTD were previously suggested to provide

phosphorylation sites used for regulating RPII activity (10). A protein kinase, CTD kinase,
that phosphorylates in vitro the CTD of the RPII subunit from mouse cells was recently
isolated (44). The CTD kinase phosphorylates one or more serine residues in the CTD
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heptapeptide repeat. The purification of CTD kinase now provides direct evidence that
the CTD of the RPII subunit may serve as a phosphorylation domain which modulates
RPII activity.
Chromosomal location and copy number of the RPII gene
Recently, we clearly separated and determined the sizes of 13 DNA bands, or chromosomes,
by pulsed field gradient gel (PFG) electrophoresis of P. falciparum strain FCR3 (29). cDNA
Cl, which is specific for the RPII gene, was hybridized to Southern blot of separated
chromosomes 1 to 4, and the RPII gene was located on chromosome 3, based on the number
assignment of FCR3 chromosomes, and on a Honduras-I chromosome that corresponded
in size to chromosome 3 of FCR3 (Fig. 7.).
Based on our more precise measurements of the size of the malaria chromosomes by

PFG electrophoresis, and an estimated total haploid genome content of 2.64 X 107 bp (29),
the copy number of the RPII gene in both Honduras-I and FCR3 was found to be one
copy per parasite (data not shown).
Expression of the RPII gene
Northern blot analysis of a mixture of trophozoite and schizont stage mRNA revealed a
single species of RPH mRNA of 9 kb by hybridization to the RPII gene specific probe,
cDNA C1 (Fig. 8.). Because of the single copy nature of the RPLI subunit gene we conclude
that the same RPII gene must be active throughout the life cycle of the parasite both in
man and mosquitoes.
We determined the sensitivity of parasite growth to ca-amanitin in vitro, and were unable

to detect a growth inhibitory effect of a-amanitin at concentrations as high as 20 Ag/ml.
Because RPII subunit a-amanitin sensitivity should be measured by an in vitro transcription
assay, which is not yet developed for this organism, we do not know if the RPII subunit
is in fact resistant, or if the cell is impermeable to the drug.
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