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Abstract

Background: The ability of the human malarial parasite Plasmodium falciparum to invade, colonise and multiply
within diverse host environments, as well as to manifest its virulence within the human host, are activities tightly
linked to the temporal and spatial control of gene expression. Yet, despite the wealth of high throughput
transcriptomic data available for this organism there is very little information regarding the location of key
transcriptional landmarks or their associated cis-acting regulatory elements. Here we provide a systematic
exploration of the size and organisation of transcripts within intergenic regions to yield surrogate information
regarding transcriptional landmarks, and to also explore the spatial and temporal organisation of transcripts over
these poorly characterised genomic regions.

Results: Utilising the transcript data for a cohort of 105 genes we demonstrate that the untranscribed regions of
mRNA are large and apportioned predominantly to the 5′ end of the open reading frame. Given the relatively
compact size of the P. falciparum genome, we suggest that whilst transcriptional units are likely to spatially overlap,
temporal co-transcription of adjacent transcriptional units is actually limited. Critically, the size of intergenic regions
is directly dependent on the orientation of the two transcriptional units arrayed over them, an observation we
extend to an analysis of the complete sequences of twelve additional organisms that share moderately compact
genomes.

Conclusions: Our study provides a theoretical framework that extends our current understanding of the
transcriptional landscape across the P. falciparum genome. Demonstration of a consensus gene-spacing rule that is
shared between P. falciparum and ten other moderately compact genomes of apicomplexan parasites reveals the
potential for our findings to have a wider impact across a phylum that contains many organisms important to
human and veterinary health.
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Background
Plasmodium falciparum, the aetiological agent of the
most severe form of human malaria, imposes a signifi-
cant health and socioeconomic impact on those regions
of the world where this parasite is endemic [1]. This
malarial parasite has a lifecycle that alternates between a
human host and mosquito vector, requiring multiple
morphological and biological adaptations to successfully
invade, colonise and divide within diverse cellular
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environments. Progression of parasites through this
complex life cycle and the manifestation of virulence
within the human host are both tightly linked to the
temporal and spatial control of gene expression [2-9].
Over recent years we have garnered a greater appreci-
ation of the interplay between the molecular mecha-
nisms operating at the genetic and epigenetic levels
in regulating developmentally-linked gene expression
[4-6,8]. These insights have been provided by global ana-
lyses of the temporal programme of steady-state tran-
script accumulation [10-12], mRNA stability and RNA
polymerase II complex activity [13-16]. Yet despite these
advances, and with access to a fully-annotated genome
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[17], we know relatively little regarding the fundamental
organisation of the transcriptional unit in this important
pathogen. This bottleneck arises from the extreme AT
nucleotide bias in the intergenic regions (IGR). Here AT
content typically exceeds 80-90%, imposing significant
challenges for amplifying, cloning and sequencing of these
regions as well as the application of bioinformatics tools
(e.g. the unambiguous mapping of sequence reads from
massive parallel sequencing of cDNA). Thus, we under-
stand very little regarding the nature of the transcriptional
unit outside of the open reading frame (ORF).
Determining the coordinates of the transcriptional

start and stop sites is important. Sequences adjacent to
transcriptional start sites likely comprise the cis-acting
elements to which the regulatory and basal components
of the RNA polymerase II complex bind. Moreover,
these coordinates identify sequences in the 5′ and 3′ un-
translated regions (UTR) of the transcript. These UTR
similarly contain cis-acting sequences that direct transla-
tional efficiency, mRNA capping and stability. Knowing
the number and position of transcription start sites in P.
falciparum is potentially important as it may provide key
clues to the different molecular mechanisms employed
in the control of transcription. For example, is there a
generally relaxed transcriptional activation process that
relies on molecular mechanisms downstream to regulate
temporal patterns of steady-state transcript accumula-
tion? This model is certainly supported by recent reports
of a global programme of temporal mRNA stability dur-
ing intraerythrocytic development [14]. Or, does the
parasite utilise a single predominant transcription start
site that employs specific cis–trans interactions over a
Figure 1 Distribution of IGR size in P. falciparum. A) Schematic represe
transcriptional units over IGR types A, B and C, respectively. Block arrows re
dotted lines with the direction of transcription indicated using an arrowhe
filled dot. For simplicity, only non-overlapping transcriptional units are repr
of IGR types A, B and C. The box represents the 25-75% distribution, the en
between 2.5-97.5% of the entire range. Due to the distribution of data, out
are not shown. C) Box and whisker plots representing the distribution of th
chromosomal internal (grey shaded boxes) domains. For each pair of IGR t
distribution of data, outliers beyond the 2.5-97.5% of data represented by t
core promoter to drive temporal expression? This was
not previously a favoured model given the apparent pau-
city of specific transcription factors in the parasite’s gen-
ome [18-20], but it has recently regained support
following the identification and characterisation of an
expanded family of novel specific transcription factors
(ApiAP2) in apicomplexan parasites [21-26]. A combin-
ation of both models is likely at play – but resolving the
issue of where these key transcriptional coordinates are
located is essential.
Studies on the size and organization of IGR in fungal

species, which share a similarly compact genome as
P. falciparum, suggest that transcriptional and RNA pro-
cessing cis-acting regulatory sequences leave a “foot-
print” on the IGR [27,28]. IGR that contain divergent
transcripts, i.e. the flanking open reading frames (ORF)
are orientated in a head-to-head fashion (see Figure 1A),
are larger than those IGR with convergent transcrip-
tional units where the flanking ORF are organised tail-
to-tail. These studies indicate that gene spacing is not
random, but is instead organised to facilitate the spatial
arrangement of transcriptional units, and also that 5′
UTR are larger than 3′ UTR. A provisional analysis of
IGR spaces from the incomplete chromosome 3 of P.
falciparum indicates the same gene spacing patterning is
present [29]. However, to date, no studies have
addressed the spatial and temporal organisation of tran-
scripts over these IGR.
As indicated above, there is a critical lack of data

concerning the P. falciparum transcriptional unit outside
of the ORF. Expressed sequence tag (EST) data from 3′
rapid amplification of cDNA ends (3′ RACE) and RNA
nting the orientation of divergent, tandem and convergent
present the orientation of flanking ORF, transcripts are indicated as
ad. Where relevant, the 5′ end of a transcript is indicated with a solid
esented. B) Box and whisker plot representing the distribution of size
closed line the median, with the whiskers indicating the range of sizes
liers beyond the 2.5-97.5% of data represented by the range whiskers
e size of IGR types A, B and C in subtelomeric (clear boxes) and
ype, the differences are significant (ANOVA, *** p < 0.001). Due to the
he range whiskers are not shown.



Russell et al. BMC Genomics 2013, 14:267 Page 3 of 13
http://www.biomedcentral.com/1471-2164/14/267
ligase mediated RACE (RLM-RACE) provide some
coverage. For example, RLM-RACE provides transcrip-
tion start data for 1465 ORF (c. 27% of total) and is
available through the Full-Malaria database (http://
fullmal.hgc.jp) [30,31]. These data indicate that P. falci-
parum transcriptional start sites are generally located at
multiple loci, often spread over several hundred
basepairs, some 150-450 bp upstream of the ORF. In
addition to these genomic approaches, there are also a
number of single-gene studies that provide transcript
size data from Northern blots (see Additional file 1 and
Additional file 2). Whilst many of these studies do not
report the physical mapping of transcriptional start and
stop sites, they do generally indicate two features of the
P. falciparum transcript that seem at odds with the
available EST data. First, transcripts are typically much
larger than the ORF, suggesting a significant fraction of
a transcript is untranslated. Second, one or two major
transcripts are most often observed, which would sug-
gest either that only one or two major transcription start
sites exist, or that if many transcription start sites are
utilised then these are either very close together or else
only one or two give rise to a major stable transcript.
Assays of promoter structure that are complemented
with physical mapping of the transcription start site sug-
gest that transcripts initiate at one, or at two closely lo-
cated, transcription start sites and that these extend
between 400-1900 bp upstream of the ORF [5,32-37].
Despite what appears to be a disparity between the size
of UTR predicted from EST and Northern blot studies,
no systematic comparison of these data has been carried
out to date to explore this difference.
We describe here a study that explores the size and or-

ganisation of IGR in P. falciparum and correlates this
with UTR data available from Northern blots and EST
databases. Our findings suggest that P. falciparum tran-
scripts have a large UTR which appears preferentially
apportioned to the 5′ end of the ORF. As this would
suggest that significant amounts of the IGR that flank
Table 1 IGR size and distribution in P. falciparum

Region IGR Type n= Ratio of IGR
types1

All genome A 1479 1.00

B 2626 1.77

C 1483 1.00

Subtelomeric A 123 0.98

B 379 3.03

C 125 1.00

Internal A 1283 1.01

B 2118 1.66

C 1276 1.00
1 Type C IGR is always defined as 1.00. 2% change compared to data from IGR in all
ORF are included in transcripts, we explore how tran-
scriptional units are spatially and temporally organised
over these IGR. Further, by showing a similar IGR ar-
rangement in other apicomplexan parasites important
for human and animal health, we suggest that our find-
ings may impact more widely in understanding the
molecular control of transcription across this phylum.

Results
The size of IGR is related to the transcriptional activity
that occurs within that space
The sizes of all 5588 IGR in P. falciparum (clone 3D7)
were determined and categorised into one of three
groups (A, B or C) to reflect the nature of transcrip-
tional activity that occurs over them (Figure 1A). Group
A IGR contain two divergent transcripts, orientated to-
wards the flanking head-to-head ORF and thus contain
two promoters (two 5′ UTR). Group B IGR contain two
tandem arrayed transcripts over the head-to-tail flanking
ORF with one promoter (5′ UTR) and one terminator
(3′ UTR). The remaining type C IGR contain two con-
vergent transcripts over the flanking tail-to-tail ORF and
two terminators (two 3′ UTR). There are 1479, 2626
and 1483 of types A, B and C IGR, respectively, which
gives a relative ratio of 1:1.77:1 (Table 1), close to the
expected 1:2:1 ratio expected from the known
organization of P. falciparum genes into monocistronic
transcriptional units [5,38,39]. The sizes of IGR in the
three groups are significantly different (Figure 1B, p <
0.05) showing the relationship A > B > C (medians of
1938, 1385 and 677 bp, respectively) as a 2.9:2:1 ratio.
Thus, IGR size in P. falciparum clearly correlates with
the orientation of transcriptional units arrayed over
them with 5′ flanking IGR generally larger than 3′
flanking IGR.
P. falciparum chromosomes are typically divided into

subtelomeric and chromosome-internal domains; reflec-
ting their differing heterochromatic environment, multi-
gene family composition, sub-nuclear organization and
Median size (bp) % change2 Ratio of median
size1

1938 2.86

1385 2.05

677 1.00

2838 +46.4 1.84

2138 +54.4 1.38

1545 +128.2 1.00

1905 −1.1 2.95

1266 −8.6 1.96

646 −4.6 1.00

genome.

http://fullmal.hgc.jp
http://fullmal.hgc.jp
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length plasticity [3,9,40-45]. Whilst we know there is a
reduced gene density within subtelomeric regions,
whether this is reflected in differences in the size and
orientation of IGR is not known. We determined the 28
breakpoints between the subtelomeric/chromosome-in-
ternal regions for the 14 chromosomes of P. falciparum
(Additional file 3) based on the loss of synteny with the
related Plasmodium spp. P. knowlesi and P. vivax. 627
IGR (11.8% of total) were defined as falling within the
subtelomeric region. The ratio of types A, B and C IGR
in the subtelomeric region is approximately 1:3:1
(123:379:125) (Table 1), reflecting the known bias for
head-to-tail orientation of the numerous members of the
rifin multi-gene family present in this region [46].
Subtelomeric IGR, however, were all significantly larger
(p < 0.05) than those in the chromosome internal re-
gions (Figure 1C). This increase in size was not equitable
across the different classes of IGR (Table 1), resulting in
an alteration of the A:B:C IGR spacing ratio from ap-
proximately 3:2:1 to 1.8:1.4:1.
A preliminary analysis on the sizes of IGR from

chromosome 3 of P. falciparum reported that A > B > C
and that they show a relative 3:1.9:1 size ratio; close to
that reported here (2.9:2:1) for the entire genome [29].
This study also describes an analysis of the partial gen-
ome of the similarly AT-rich organism Dictyostelium
discoideum, and concluded that a 3:2:1 length ratio for
IGR types A, B and C appears to be broadly true across
moderately compact genomes (2.5-4.8 Kb/ORF). We ex-
tended this preliminary analysis to encompass the entire
genomes of D. discoideum, the yeast Saccharomyces
cerevisiae, and ten additional apicomplexan parasites
Table 2 Comparison of the size and organism of IGR from org

Organism IGR count Ratio of IGR
count2

M

% AT1 A B C A B C

Babesia bovis 58.2 1124 1990 1032 1.1 1.9 1.0

Crytosporidium hominis 68.3 328 631 404 0.8 1.6 1.0

Crytosporidium parvum 70 994 1666 972 1.0 1.7 1.0

Dictyostelium discoideum 77.6 3312 6571 3313 1.0 2.0 1.0

Neospora caninum 45.2 1694 1965 1695 1.0 1.2 1.0 3

Plasmodium falciparum 80.6 1405 2494 1409 1.0 1.8 1.0 1

Plasmodium knowlesi 62.5 1320 2225 1330 1.0 1.7 1.0 2

Plasmodium vivax 57.7 982 1668 944 1.0 1.8 1.0 1

Plasmodium yoelli 77.4 693 2679 1338 0.5 2.0 1.0 1

Saccharomyces cerevisiae 61.7 1424 2726 1498 1.0 1.8 1.0

Theileria annulata 67.5 869 1856 857 1.0 2.2 1.0

Toxoplasma gondii 47.7 1134 1878 1121 1.0 1.7 1.0 2

Theilera parva 65.9 886 2052 862 1.0 2.4 1.0
1AT content of the whole genome. 2 In all ratios, the value for type C IGR is taken a
determined using Dunn’s multiple comparison post-test.
(P. knowlesi, P. vivax, P. yoelii, Babseia bovis, Crypto-
sporidium hominis, C. parvum, Neospora caninum,
Toxoplasma gondii, Theileria annulata and T. parva
[47-55]) that exhibit a range of AT content and genome
density (Table 2) to determine whether this orientation-
specific effect on IGR length held true on wider investi-
gation.
All types of IGR show a range of median sizes across

the 13 organisms investigated (Figure 2A). For all organ-
isms where A> B > C, and all comparisons were signifi-
cant (Table 2), an apparent 3:2:1 relationship is
maintained in these moderately compact genomes (here
2.3-4.6 Kb/ORF) irrespective of the AT content of their
genomes. Interestingly, only the two coccidian parasites,
Toxoplasma gondii and Neospora caninum, do not share
this same relationship, where instead A = B > C, and
gene density is greatly reduced (9.1 and 8.5 Kb/ORF, re-
spectively). Whilst no apparent relationship exists be-
tween the median sizes of the different types of IGR and
the AT content (Figure 2B), there is, as expected, a
strong relationship (R2 between 0.86-0.93) with the gen-
ome density, i.e. more compact genomes have propor-
tionally smaller IGR (Figure 2C).

P. falciparum transcripts contain a long UTR that is
preferentially apportioned to the 5′ end of the ORF
To better understand the relationship between ORF and
transcript size in P. falciparum, we collected a cohort of
Northern blot data from 105 ORF. Of these, 62 were
gathered during a review of the published literature with
the remaining 43 from Northern blots carried out for
this and other studies in our laboratory (Additional file 1
anisms used in this study

edian size of IGR (bp) Ratio of median
size2

Significant difference3

A B C A B C AvB AvC BvC

543 352 175 3.1 2.0 1.0 Yes Yes Yes

640 494 203 3.2 2.4 1.0 Yes Yes Yes

634 460 175 3.6 2.6 1.0 Yes Yes Yes

825 602 241 3.4 2.5 1.0 Yes Yes Yes

603 3899 2172 1.7 1.8 1.0 No Yes Yes

938 1385 677 2.9 2.0 1.0 Yes Yes Yes

162 1592 736 2.9 2.2 1.0 Yes Yes Yes

956 1434 643 3.0 2.2 1.0 Yes Yes Yes

192 578 582 2.0 1.0 1.0 Yes Yes Yes

485 391 238 2.0 1.6 1.0 Yes Yes Yes

439 277 125 3.5 2.2 1.0 Yes Yes Yes

576 2437 1623 1.6 1.5 1.0 No Yes Yes

376 256 154 2.4 1.7 1.0 Yes Yes Yes

s 1. 3 ANOVA test with significant difference (p < 0.05) between different IGR



Figure 2 Distribution of IGR size in 12 additional organisms. A) Box and whisker plots representing the distribution of sizes of the different
IGR types in the indicated species. Due to the distribution of data, outliers beyond 2.5-97.5% of data are not shown. See Table 2 for details
relating to significance of intertype comparisons. B) and C) The median size of IGR types A, B and C for all 13 organisms plotted against the
mean genomic AT content (B) and mean gene density (C).
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and Additional file 2). The size of the predicted UTR
from these 105 transcripts revealed a diverse distribution
between 486 and 4125 bases (Figure 3A, median 1518,
interquartile range 1150–1844 bases). There was insuffi-
cient data to demonstrate a normal distribution,
although there is clearly an evolving pattern of mono-
modal distribution with 72% of all UTR sizes falling
between 800–1800 bases. Comparing UTR size against
the size of their respective ORF reveals no significant
correlation (Figure 3B, R2 = 0.04). Given the apparent re-
stricted distribution of the majority of UTR size, it was
not surprising to find a strong correlation between the
sizes of the ORF and the whole transcript (Figure 3C,
R2 = 0.88), with a slope close to one (1.07 ± 0.04) and a



Figure 3 UTR size and apportionment in P. falciparum. A) Distribution of UTR sizes predicted from cohort of Northern blot data for 105 genes
(bin size 250 bp). B) and C) Scatterplots comparing the size of ORF against the size of predicted UTR (B, R2 = 0.04) and the full length transcript
(C, R2 = 0.88) for this cohort of genes. D) Scatterplot comparing the UTR sizes predicted from Northern blots and EST database sources. Only
genes for which both 5′ and 3′ EST data was available are plotted (n = 44, R2 = 0.02). E) Box and whisker plot representing predicted
apportionment to the 5′ UTR. The two plots represent either an analysis of EST data alone (n = 44 genes, EST) or a triage of this dataset (tEST).
The tEST dataset (n = 19) represents only those 3′ EST that terminate with a consensus polyadenylation site.
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y-intercept of 1444 ± 99 bases (close to the median dis-
tribution of 1518 bases). Sorting of the Northern blot
data according to a range of criteria relating to its
source, the organisation of the ORF (number of exons
and orientation with respect to adjacent genes) and the
morphological stage in which the peak of steady-state
transcription occurs reveals no significant differences be-
tween the correlation, slope and y-intercept when com-
paring transcript against ORF size (Additional file 4).
Of these 105 genes, both 5′ and 3′ EST data are avail-

able for 44 (Additional file 5). The most distal 5′ and 3′
EST coordinates were secured and used together to
predict a maximal UTR size. The distribution of sizes of
these UTR was more restricted (range 80–952, median
512, interquartile range 351–630 bases) than those pre-
dicted from Northern blots. Notably, the sizes of the
UTR from EST data were always smaller (Figure 3D)
and the lack of correlation (R2 = 0.02) with UTR sizes
predicted from Northern blots suggests there is unlikely
to be a systematic basis to the discrepancy in size deter-
mined from the two techniques employed.
Comparison of the 5′ and 3′ EST UTR data revealed a

bias in apportionment to the 5′ UTR (Figure 3E, median
61.6, range 4.8-97.8%). However, given the discrepancy
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between the Northern blot and EST UTR data, some
caution must be applied to this provisional analysis. In
order to better refine UTR apportionment, we triaged
the 3′ EST sequence data (termed tEST) to identify
those that contained a consensus canonical polyadeny-
lation site motif that P. falciparum shares with other
eukaryotes [37,56-59]. Of the 44 3′ EST available, 19
were identified with the remainder generally appearing
to result from mis-priming of 3′ RACE from homopoly-
meric adenosine tracts commonly found in these AT-
rich IGR. Taking the size of these 3′ UTR (range 177 to
473 bases) as a proportion of the total UTR available
from Northern blots provides a more discreet set of ap-
portionment data (Figure 3E) with a median 5′ UTR ap-
portionment of 78.2% (range 70–86.1%).
Modelling spatial transcript organisation over IGR
Our data would suggest that transcripts extend further
into IGR than has currently been predicted from EST
and RNAseq studies. In order to explore the spatial ar-
rangement of transcripts in the IGR flanking each ORF,
in the absence of extensive mRNA coverage data, we de-
veloped a modelling approach. The aims of the model-
ling were to; (i) extend the evidence base for the
apparent preferential 5′ UTR apportionment and (ii) ex-
plore whether transcriptional units are discrete non-
overlapping entities or whether they likely overlap given
the apparent large size of UTR in the relatively compact
P. falciparum genome. The modelling was performed by
incrementally apportioning UTR (from 100% at the 5′ to
100% at the 3′) of varying size over the IGR available
around each ORF in the genome. For each ORF, length
of UTR and % apportionment, a binary pass/fail was
recorded – with the mean fail rate across all ORF plot-
ted against transcript apportionment. Two scenarios
were explored. The first, scenario A, considers the tran-
script organisation over an ORF independent of tran-
scripts organised over adjacent ORF (Figure 4A). Thus,
the UTR to be apportioned need only fit in the total IGR
surrounding the ORF in question, and the tested appor-
tionment is considered to fail only when the transcript
overlaps with an adjacent ORF. This model therefore as-
sumes that transcripts initiate and terminate solely
within IGR. This was regarded as the least constrained
scenario as it does not consider the nature of the adja-
cent transcriptional units. A second, more constrained,
scenario B (Figure 4B) explores the potential for more
than one transcript arrayed over an IGR; here a fail oc-
curs when the UTR apportioned over the ORF in ques-
tion overlaps with a similarly apportioned transcript
over either adjacent ORF. This model therefore tests the
assumption that transcripts arrayed over an IGR exist as
similarly-apportioned non-overlapping entities.
Modelling of both scenarios utilised a range of fixed
length UTR between 0.6 and 1.8 kb in 200 bp incre-
ments, reflecting the distribution of the majority of UTR
determined above. Modelling of scenario A essentially
describes a series of similarly shaped curves that show
the expected inverse relationship between minimum fail
rate (indicated by the lowest point on the curve) and
length of UTR (Figure 4C). For all UTR lengths investi-
gated, the best-fit was achieved when 70-80% of the
UTR is apportioned to the 5′ end, correlating well with
the triaged EST UTR data described above (70–86.1% at
5′ end). Similarly, using the more constrained scenario
B, for all UTR lengths investigated the best-fit is
achieved when the majority of UTR is apportioned to
the 5′ end, although here there is a slight increase to a
75-85% 5′ apportionment (Figure 4D). The key differ-
ence between the two scenarios is the significant in-
crease in fail rates obtained, irrespective of the length of
UTR modelled, when attempting to fit two non-
overlapping transcripts over the IGR space available.
Minimum fail rates that range between 10.2 and 47.8%
in scenario A increase dramatically to between 23.2 and
81.8% in scenario B (values represent minimum fail rates
for 600 and 1800 bases UTR). Our modelling suggests
that the assumption that transcripts are arrayed over an
IGR as non-overlapping entities is incorrect. Moreover,
the high fail rates in scenario A suggest that the second
assumption that transcriptional start and stop sites are
solely located within IGR may similarly not be true.
However, it is worth noting these are mean fail rates and
the data can be granulated accordingly to determine the
effects of different possible orientations of types of
flanking sequence around an ORF. As expected, ORF
with large amounts of flanking sequence (type A at 5′
and B at 3′) have lower fail rates, with the corresponding
opposite effect where less flanking sequence (type B at
5′ and C at 3′) is available (data not shown). Whilst the
potential for smaller transcripts apportioned over ORF
with smaller IGR spaces around them is possible –
examination of the UTR size for the different orienta-
tions of the 105 genes in the Northern blot cohort
data revealed no significant difference on this basis
(Additional file 4).

Temporal organisation of transcription over IGR during
the intraerythrocytic development cycle
Our modelling suggests that there is likely a significant
programme of transcriptional overlap within IGR. The
premise that two transcripts are necessarily synthesised
simultaneously over both template strands of an IGR,
however, may not generally occur given the extensive
programme of stage-specific transcription that occurs
during the parasite’s progression through its complex life
cycle [10,60,61]. We therefore explored the potential for



Figure 4 Modelling of the spatial arrangement of UTR over IGR space in P. falciparum. Schematics representing the two scenarios explored
in this analysis are shown. In A) the UTR (double-headed arrows) apportioned over the central blue ORF (block arrow), need only fit in the total
IGR space available on either side of this ORF. The apportionment is considered to fail only when the apportioned UTR overlaps with either
adjacent ORF (eg. 10:90% transcript apportionment). In B) Scenario B is shown. Here the UTR for the blue ORF needs to fit into the IGR space
available on either side of the ORF without overlapping with a similarly apportioned UTR over either flanking ORF (green and red block arrows).
Examples of different apportionments of UTR are indicated to represent pass and fail. C) and D) Plots of the mean fail rate for the apportioned UTR
(represented here as % apportioned to 5′ UTR) for all genes, using the indicated sizes of fixed length UTR, for Scenario A (C) and Scenario B (D).
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co-spatial and co-temporal transcription over the IGR
that flank the 3835 ORF that are transcribed during the
intraerythrocytic development cycle (IDC). Comprehen-
sive stage-specific transcriptomic datasets are available
and provide an opportunity to define peak transcript
accumulation to defined temporal windows of the 46-48
hr IDC [10-12,62,63]. We adopted the organisation
of these 3835 ORF into four clusters described by
Jurgelenaite and colleagues [62]. Each cluster represents
a group of temporally co-transcribed genes, with peaks
of steady state transcript levels in the following morpho-
logically distinguishable intraerythrocytic developmental
stages (i) early ring, (ii) late ring and early trophozoite,
(iii) trophozoite and schizont, and (iv) schizont only
stages. Of the total of 5588 IGR, only 568 (10.2%) shared
transcripts from both flanking ORF within the same
window of peak temporal transcription during the IDC.
Specifically, these were; 202 type A (13.7% of total type
A), 237 type B (9%) and 129 type C (8.7%), with type A
IGR appearing slightly overrepresented in this analysis.
Comparison of the median sizes of these co-transcribed
IGR still show that the A > B > C relationship holds true
(Figure 5, median sizes of 1539, 1428 and 705 bp, re-
spectively). However, whilst the sizes of types B and C
cotranscribed IGRs are not significantly different from
those in the whole genome, those of cotranscribed type
A IGR are significantly smaller (Figure 5). We note that
whilst a total of 10.2% of spatially overlapping transcripts
in P. falciparum is similar to that determined in S.
cerevisiae and other eukaryotes, this value is probably an
overestimate given the relatively broad windows of time
used to define co-temporal transcription (8-12 hrs) in
this analysis.

Discussion
This study set out to address a fundamental gap in our
understanding of the P. falciparum transcriptional unit
outside of the ORF. Specifically, we examined the size



Figure 5 Analysis of temporal co-transcription on IGR size in P.
falciparum. Clear boxes represent the distribution of sizes for all of
the indicated IGR type, with the grey shaded boxes representing the
distribution of IGR sizes over which two transcripts occur within the
same temporal window during intraerythrocytic development. For
each IGR type, the result of an ANOVA test is shown (ns, not
significant, ** p < 0.01 in Dunn’s multiple comparison post-test). Due
to the distribution of data, outliers beyond the 2.5-97.5% of data
represented by the range whiskers are not shown.
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and apportionment of the UTR as well as the spatial and
temporal organization of the transcriptional units within
the IGR that flank these ORF. In terms of the size and
apportionment of UTR, our data would indicate; (i) that
UTR are long, typically some 800–1800 bases, (ii) that
the size of the UTR is independent of the size of the
coding sequence and (iii) that 70-80% of the UTR is
preferentially apportioned 5′ of the ORF. This would in-
dicate that transcriptional start and stop sites lay be-
tween 600-1350 bp and 200-450 bp either side of the
ORF. Apart from lengthening our current understanding
of the extent of the transcriptional landscape in P. falcip-
arum, these more distal transcriptional coordinates have
implications for our search and validation of regulatory
cis-acting regions. In silico searches for sequence motifs
enriched in the flanking regions of functionally related
and/or cotranscribed genes typically use 1kbp of flanking
sequence [64,65]. Whilst this would seem suitable for
searching downstream of an ORF, it is perhaps not suffi-
cient to identify all potential 5′ positioned regulatory
elements. That said, a ScanACE analysis of at least 2kbp
of flanking sequence has provided an extensive catalogue
of putative ApiAP2 transcription factor binding sites
[22]. Testing of these putative sites will require func-
tional analyses of promoter activity. Our data regarding
the extent of UTR coverage, as well as the significant
chance of transcript overlap, provides insights that may
help guide selection of sites more likely to be trans-acting
factor binding sites to be tested in these studies.
Of note was the discrepancy between the sizes of UTR
predicted from Northern blot and EST data; with those
predicted from EST data invariably being shorter. This
discrepancy is unlikely to result from a selection bias in
the cohort of 105 genes used in this study as the mean
size of all 5′ UTR from the EST data for these genes
(305 ± 182 bp) is very similar to that published for 1465
genes for which 5′ EST data is available (303 ± 155 bp)
[31]. More likely, bias introduced into the EST data by;
(i) reduced processivity of reverse transcriptase over AT
rich sequences, (ii) partial RNAseH activity in early gen-
eration enzymes and (iii) the use of oligo(dT) for first
strand cDNA synthesis in some EST datasets, are all at
play. Northern blot data are similarly prone to system-
atic error as often these are “guestimates” based on the
use of a limited set of size standards during electrophor-
etic size fractionation. We also recognise the limitations
arising from analysis of 105 genes by Northern blot ana-
lysis (c. 2% of all genes). This study does, however, repre-
sent the most complete meta-analysis of Northern blot
data in P. falciparum to date.
Assuming a range of UTR between 800 and 1800

bases would indicate that 40-90% of all IGR space in the
relatively compact genome of P. falciparum is included
in at least one transcript. Since it would appear likely
that there is significant transcriptional unit overlap, the
actual extent of this transcriptional landscape over the
genome would be reduced, although our data would
suggest it is still considerably more than previously pre-
dicted from the available RNAseq and EST coverage.
Why these UTR are so large in P. falciparum is intri-
guing. The size of the UTR, in part, would require that
it is long enough to contain the cis-regulatory elements
necessary for RNA metabolism. Whilst we know rela-
tively little about these, the high level of selective con-
straint throughout intergenic regions in P. falciparum
provides evidence of an evolutionary “footprint” for
these non-coding elements [66,67]. Selective constraint
is slightly, although not significantly, higher in proximal
intergenic regions [66], i.e. regions more likely encoded
in the UTR. In itself, however, the presence of these cis-
regulatory elements doesn’t provide an explanation for
the length of the UTR. The extreme AT bias of these
IGR, however, may provide some explanation for this
phenomenon. Like P. falciparum, transcripts in D.
discoidium have long UTR with a median length of
724 bp for the 14124 5′ UTR sequences deposited in
Dictybase. Both organisms share a highly biased AT-rich
genome, effectively resulting in a binary nucleotide code
within the IGR. This reduction in information content
may necessarily lead to an expansion of sequences
necessary to encode/utilise regulatory information,
although this is perhaps an oversimplified interpretation
of the observation. Critically, the genomes of both
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organisms show evidence of extensive overrepresenta-
tion of homopolymeric poly(dA).poly(dT) tracks [68,69],
and these tracts are more highly overrepresented within
the IGR (own unpublished data). Thus, a requirement to
maintain non-coding cis-regulatory elements embedded
within flexible poly(dA).(dT) tracts that are prone to ex-
pansion could account for the increased length of UTR
in P. falciparum. This proposal would suggest that some
regions within the UTR are less essential than others -
an observation borne out by our own (Hasenkamp S,
Russell K, Ullah I, Horrocks P: Functional analysis of the
5′ untranslated region of the phosphoglutamase 2 tran-
script in Plasmodium falciparum, in press) and other stud-
ies that have determined the effect on reporter gene
expression following deletion of UTR sequences [70-73].
Deletions of several hundred bases of the proximal 5′UTR
appear to have a minimal effect on the absolute and tem-
poral expression of the reporter gene, suggesting some
plasticity in the size of the P. falciparum transcript.
Our analysis of IGR organisation in P. falciparum

would indicate; (i) that the observed 1:1.8:1 relationship
for IGR types A, B and C, respectively, is close to
the predicted 1:2:1 ratio expected of independently-
organised monocistronic transcriptional units and (ii)
that IGR size directly correlates with the nature of the
transcriptional activity that occur over them with a ratio
of 2.86:2.05:1. Szafranski et al., using partial genome se-
quence from S. cerevisiae, D. discoidium, A. thaliana
and P. falciparum, reported a provisional investigation
of features of AT-rich organisms that may assist in gen-
ome annotation [29]. In doing so, they predicted that
relatively compact genomes would share a 3:2:1 gene
spacing rule for IGR types A, B and C. Their study
couldn’t correlate this 3:2:1 rule to AT content due to
the limited diversity of organisms investigated. Here we
have extended this analysis of IGR to encompass the en-
tire genomes of 13 organisms, exhibiting a range of AT
content and genome density, albeit with a focus on other
apicomplexan parasites. In this larger study, we confirm
that IGR size does not correlate with AT content,
whereas we do find, perhaps not unexpectedly, that IGR
size does correlate with the overall genome density, with
a close linear relationship (R2 between 0.84-0.98) for
genome densities between 2.3-4.6 Kb/ORF. This correl-
ation, although weaker does extend out to the 9.1 Kb/
ORF gene density found in T. gondii, although here the
3:2:1 gene spacing rule apparently collapses to an ap-
proximate 1.5:1.5:1 ratio. A novel finding in this study,
however, was the differing spatial arrangement of IGR
size within different chromosomal compartments in
P. falciparum, where IGR lengths, irrespective of their
type, are longer in subtelomeric regions. Multigene fam-
ilies that encode proteins likely to mediate interactions
with the host environment are preferentially located in
this compartment and are best exemplified by the var
family that encodes the P. falciparum erythrocyte mem-
brane protein (PfEMP1) [9,41,46]. PfEMP1 are exposed
on the surface of infected erythrocytes where they medi-
ate adhesion to host cell surface ligands and, through
clonal variation of the PfEMP1 expressed, help to estab-
lish a chronic infection in the face of a human immune
response mounted against infected erythrocytes. We
would speculate that this immune response may act a
balancing selection pressure to that operating in the
chromosomal internal compartment to reduce gene
density through reduction in IGR size [74]. Repetitive se-
quence elements within the longer IGR in subtelomeric
regions may assist in the organisation of chromosome
ends at the nuclear periphery, a necessary factor in the
epigenetic regulation of clonal expression, or may pro-
mote recombination to drive the generation of antigenic
diversity in these multigene families.

Conclusions
Taken together, our data provides a theoretical frame-
work for the spatial and temporal organisation of tran-
scripts over the IGR, data that are not available from
current microarray, EST and RNAseq analyses. With the
potential for the next generation of directional RNAseq
data to extend cDNA coverage into the IGR, we propose
here a series of testable hypotheses that result from our
theoretical framework. Specifically, we would predict; (i)
UTR are typically between 800 and 1800 bp in size, (ii)
70-80% of UTR are preferentially organised to the 5’ of
the transcript, (iii) 40-90% of the IGR sequences are
transcribed, resulting in 70-80% of the entire genome
organised within a transcript, (iv) that whilst UTR do
not temporally overlap, a significant proportion will
spatially overlap and (v) that a small number (up to 200)
of bidirectional promoters exist. In addition, our findings
suggest that how we think about the transcriptional
landscape across the P. falciparum genome should be
revised to a view that is more dynamic in terms of direc-
tion, timing and extent of coverage of transcription over
the genomic template. These insights should impact on
how we design studies to define and characterise functional
elements that govern processes such as developmentally-
linked gene expression and monoallelic expression of
virulence-linked multigene families. Finally, since we show
the organisation of IGR in related apicomplexans appears
to follow the same spatial rules, aspects of this work
may translate more widely across this group of parasites
important to human and veterinary health.

Methods
Cohort of Northern blot data
Transcript sizes for 43 genes were available as unpub-
lished data from our laboratory. These were generated
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using the same general method as previously described
[75]. Northern blots of total cellular RNA were prepared
and hybridized at 50°C with 500-800 bp DNA fragments
obtained from PCR over single introns of genes of inter-
est, labelled with alpha-32P-dATP using Megaprime
(GE Healthcare/Amersham Bioscience), and exposed for
8-48 hrs and the image processed using a Cyclone sto-
rage phosphor screen apparatus controlled using
OptiQuant software (Packard). The remaining 62 tran-
script sizes were determined from a review of the pub-
lished literature. Criteria for inclusion in this study were;
(i) the manuscript had to specifically state the size of the
transcript or (ii) show a figure of the transcript with size
markers to enable an estimate to be made and (iii) not
be a member of a multigene family (often cannot reliably
allocate transcript to specific ORF).

Capture of IGR size and orientation
General feature format (GFF) files were obtained for
each of the organisms (where available, strain/isolate/
clone indicated) investigated. These were obtained from;
Genbank (B. bovis Texas T2Bo, T. parva Mugugu, T.
annulata Ankara clone C9), CryptoDB 4.0 (C. hominis
Tu502, C. parvum Iowa), DictyBase (D. discoideum),
ToxoDB 5.1 (N. caninum Liverpool, T. gondii ME49),
PlasmoDB 5.5 (P. falciparum 3D7, P. knowlesi H strain,
P. vivax Salvador I, P. yoelii 17XNL) and Saccharomyces
Genome DB (S. cerevisiae). Using the start/end coordi-
nates and strand orientation fields, the size of each IGR
and the orientation of the flanking ORF were deter-
mined with the latter used to categorise these IGR into
three types (A-C) as described in the results section of
the manuscript. Analysis of the distribution of the size of
these types of IGR was by a Kruskal–Wallis one-way
analysis of variance (ANOVA) with a Dunn’s multiple
comparison post-test (GraphPad Prism v5.01, USA).

Correlation of IGR size with microarray datasets
Jurgelenaite et al. reports an analysis of the IDC transcrip-
tion profiles of 3835 ORF, producing 5 clusters of genes
that exhibit either a shared temporal peak of transcription
(4 clusters) or share an apparent constitutive pattern of
transcription throughout the IDC [62]. The 2491 ORF
listed within the 4 temporal windows of transcription were
parsed against the lists of pairs of genes that flank each
IGR. Those IGR for which both genes share the same
temporal window of transcription were secured and
categorised into types A-C and the distribution of the size
of these IGR analysed as described above.

Modelling apportionment of the UTR
Using the GFF annotation file for P. falciparum 3D7 the
start/stop coordinates for each ORF and both upstream
and downstream flanking genes were determined. From
these data the size of each flanking IGR was calculated. A
length of UTR (fixed increments of 200 bp for whole gen-
ome or actual size of UTR for cohort of 105 genes used
here) was sequentially apportioned in 1% increments from
100% at the 5′ of the ORF to 100% at the 3′. Overlap of
the UTR with flanking ORF (Scenario A) or with a simi-
larly apportioned UTR allocated to both flanking ORF
(Scenario B) was recorded as a failed apportionment. A set
of Perl language scripts were developed to automate these
tasks and are available at http://sites.google.com/site/
emesbioinformatics/group-software.

Additional files

Additional file 1: Cohort of 105 ORF from P. falciparum for which
Northern blot data was collated.

Additional file 2: Reference list for Additional file 2.

Additional file 3: Breakpoints used to define chromosomal
compartments in P. falciparum.

Additional file 4: Extended regression analysis of cohort of
Northern blot data.

Additional file 5: Comparison of Northern blot and EST data.

Competing interests
The authors declare they have no competing interests.

Authors’ contributions
KR carried out the Northern blot studies, analysed the IGR and modelling
data and drafted the initial manuscript. SH carried out the Northern blot
studies and analysed UTR apportionment data. RE designed and wrote the
algorithms used in the study and assisted in analysing the modelling data.
PH designed the study, helped design the modelling algorithms, analysed
the data and coordinated the production of the final manuscript. All authors
have read and approved the final manuscript.

Acknowledgements
We would like to thank the many colleagues who have contributed to this
project, but in particular; Adam Reid, Arnab Pain and Eleanor Wong. We
would also like to thank Catherine Merrick who provided extensive feedback
during the preparation of the manuscript. This work was supported through a
Biotechnology & Biological Sciences Research Council (BBSRC, BB/H002405/1)
New Investigator Award to PH and BBSRC PhD award to KR.

Author details
1Institute for Science and Technology in Medicine, Keele University, Huxley
Building, Staffordshire ST5 5BG, United Kingdom. 2School of Veterinary
Medicine and Science, University of Nottingham, Sutton Bonington,
Leicestershire LE12 5RD, United Kingdom.

Received: 29 November 2012 Accepted: 6 April 2013
Published: 19 April 2013

References
1. World Malaria Report 2011. http://www.who.int/malaria/

world_malaria_report_2011.
2. Chookajorn T, Dzikowski R, Frank M, Li F, Jiwani AZ, Hartl DL, Deitsch KW:

Epigenetic memory at malaria virulence genes. Proc Natl Acad Sci U S A
2007, 104:899–902.

3. Cui L, Miao J: Chromatin-mediated epigenetic regulation in the malaria
parasite Plasmodium falciparum. Eukaryot Cell 2010, 9:1138–1149.

4. Deitsch K, Duraisingh M, Dzikowski R, Gunasekera A, Khan S, Le Roch K,
Llinas M, Mair G, McGovern V, Roos D, et al: Mechanisms of gene
regulation in Plasmodium. Am J Trop Med Hyg 2007, 77:201–208.

5. Horrocks P, Wong E, Russell K, Emes RD: Control of gene expression in
Plasmodium falciparum - ten years on. Mol Biochem Parasitol 2009, 164:9–25.

http://sites.google.com/site/emesbioinformatics/group-software
http://sites.google.com/site/emesbioinformatics/group-software
http://www.biomedcentral.com/content/supplementary/1471-2164-14-267-S1.xlsx
http://www.biomedcentral.com/content/supplementary/1471-2164-14-267-S2.docx
http://www.biomedcentral.com/content/supplementary/1471-2164-14-267-S3.docx
http://www.biomedcentral.com/content/supplementary/1471-2164-14-267-S4.pptx
http://www.biomedcentral.com/content/supplementary/1471-2164-14-267-S5.xls
http://www.who.int/malaria/world_malaria_report_2011
http://www.who.int/malaria/world_malaria_report_2011


Russell et al. BMC Genomics 2013, 14:267 Page 12 of 13
http://www.biomedcentral.com/1471-2164/14/267
6. Hughes KR, Philip N, Starnes GL, Taylor S, Waters AP: From cradle to grave:
RNA biology in malaria parasites. RNA 2010, 1:287–303.

7. Liu Z, Miao J, Cui L: Gametocytogenesis in malaria parasite: commitment,
development and regulation. Future Microbiol 2011, 6:1351–1369.

8. Llinas M, Deitsch KW, Voss TS: Plasmodium gene regulation: far more to
factor in. Trends Parasitol 2008, 24:551–556.

9. Scherf A, Lopez-Rubio JJ, Riviere L: Antigenic variation in Plasmodium
falciparum. Ann Rev Microbiol 2008, 62:445–470.

10. Bozdech Z, Llinas M, Pulliam BL, Wong ED, Zhu J, DeRisi JL: The
transcriptome of the intraerythrocytic developmental cycle of
Plasmodium falciparum. PLoS Biol 2003, 1(1):e5.

11. Le Roch KG, Zhou YY, Blair PL, Grainger M, Moch JK, Haynes JD, De la Vega
P, Holder AA, Batalov S, Carucci DJ, et al: Discovery of gene function by
expression profiling of the malaria parasite life cycle. Science 2003,
301:1503–1508.

12. Llinas M, Bozdech Z, Wong ED, Adai AT, DeRisi JL: Comparative whole
genome transcriptome analysis of three Plasmodium falciparum strains.
Nucl Acid Res 2006, 34:1166–1173.

13. Gopalakrishnan AM, Nyindodo LA, Ross Fergus M, Lopez-Estrano C:
Plasmodium falciparum: preinitiation complex occupancy of active and
inactive promoters during erythrocytic stage. Exp Parasitol 2009, 121:46–54.

14. Shock JL, Fischer KF, DeRisi JL:Whole-genome analysis of mRNA decay in
Plasmodium falciparum reveals a global lengthening of mRNA half-life
during the intra-erythrocytic development cycle. Genome Biol 2007, 8:R134.

15. Sims JS, Militello KT, Sims PA, Patel VP, Kasper JM, Wirth DF: Stage-specific
regulation of transcriptional activity in Plasmodium falciparum during
the intraerythrocytic developmental cycle. Am J Trop Med Hyg 2007,
77:290–290.

16. Sims JS, Militello KT, Sims PA, Patel VP, Kasper JM, Wirth DF: Patterns of
gene-specific and total transcriptional activity during the Plasmodium
falciparum intraerythrocytic developmental cycle. Eukaryot Cell 2009,
8:327–338.

17. Gardner MJ, Hall N, Fung E, White O, Berriman M, Hyman RW, Carlton JM,
Pain A, Nelson KE, Bowman S, et al: Genome sequence of the human
malaria parasite Plasmodium falciparum. Nature 2002, 419:498–511.

18. Coulson RMR, Hall N, Ouzounis CA: Comparative genomics of
transcriptional control in the human malaria parasite Plasmodium
falciparum. Genome Res 2004, 14:1548–1554.

19. Iyer LM, Anantharaman V, Wolf MY, Aravind L: Comparative genomics of
transcription factors and chromatin proteins in parasitic protists and
other eukaryotes. Int J Parasitol 2008, 38:1–31.

20. Templeton TJ, Iyer LM, Anantharaman V, Enomoto S, Abrahante JE,
Subramanian GM, Hoffman SL, Abrahamsen MS, Aravind L: Comparative
analysis of apicomplexa and genomic diversity in eukaryotes.
Genome Res 2004, 14:1686–1695.

21. Balaji S, Babu MM, Iyer LM, Aravind L: Discovery of the principal specific
transcription factors of apicomplexa and their implication for the
evolution of the AP2-integrase DNA binding domains. Nucl Acids Res
2005, 33:3994–4006.

22. Campbell TL, De Silva EK, Olszewski KL, Elemento O, Llinas M: Identification
and genome-wide prediction of DNA binding specificities for the ApiAP2
family of regulators from the malaria parasite. PLoS Pathog 2010, 6:e1001165.

23. Flueck C, Bartfai R, Niederwieser I, Witmer K, Alako BT, Moes S, Bozdech Z,
Jenoe P, Stunnenberg HG, Voss TS: A major role for the Plasmodium
falciparum ApiAP2 protein PfSIP2 in chromosome end biology.
PLoS Pathog 2010, 6:e1000784.

24. Lindner SE, De Silva EK, Keck JL, Llinas M: Structural determinants of DNA
binding by a P. falciparum ApiAP2 transcriptional regulator. J Mol Biol
2010, 395:558–567.

25. Painter HJ, Campbell TL, Llinas M: The Apicomplexan AP2 family: integral
factors regulating Plasmodium development. Mol Biochem Parasitol 2011,
176:1–7.

26. Yuda M, Iwanaga S, Shigenobu S, Kato T, Kaneko I: Transcription factor
AP2-Sp and its target genes in malarial sporozoites. Mol Microbiol 2010,
75:854–863.

27. Hermsen R, ten Wolde PR, Teichmann S: Chance and necessity in
chromosomal gene distributions. TIG 2008, 24:216–219.

28. Ho MR, Tsai KW, Lin WC: A unified framework of overlapping genes: towards
the origination and endogenic regulation. Genomics 2012, 100:231–239.

29. Szafranski K, Lehmann R, Parra G, Guigo R, Glockner G: Gene organization
features in A/T-rich organisms. J Mol Evol 2005, 60:90–98.
30. Watanabe J, Sasaki M, Suzuki Y, Sugano S: Analysis of transcriptomes of
human malaria parasite Plasmodium falciparum using full-length
enriched library: identification of novel genes and diverse transcription
start sites of messenger RNAs. Gene 2002, 291:105–113.

31. Watanabe J, Suzuki Y, Sasaki M, Sugano S: Full-malaria 2004: an enlarged
database for comparative studies of full-length cDNAs of malaria
parasites. Nucl Acids Res 2004, 32:334–338.

32. Dechering KJ, Kaan AM, Mbacham W, Wirth DF, Eling W, Konings RNH,
Stunnenberg HG: Isolation and functional characterization of two distinct
sexual stage-specific promoters of the human malaria parasite
Plasmodium falciparum. Mol Cell Biol 1999, 19:967–978.

33. Horrocks P, Jackson M, Cheesman S, White JH, Kilbey BJ: Stage specific
expression of proliferating cell nuclear antigen and DNA polymerase delta
from Plasmodium falciparum. Mol Biochem Parasitol 1996, 79:177–182.

34. Horrocks P, Lanzer M: Mutational analysis identifies a five base pair
cis-acting sequence essential for GBP130 promoter activity in
Plasmodium falciparum. Mol Biochem Parasitol 1999, 99:77–87.

35. Osta M, Gannoun-Zaki L, Bonnefoy S, Roy C, Vial HJ: A 24 bp cis-acting
element essential for the transcriptional activity of Plasmodium
falciparum CDP-diacylglycerol synthase gene promoter. Mol Biochem
Parasitol 2002, 121:87–98.

36. Sunil S, Chauhan V, Malhotra P: Distinct and stage specific nuclear factors
regulate the expression of falcipains, Plasmodium falciparum Cysteine
Proteases. BMC Mol Biol 2008, 9:47.

37. Wong EH, Hasenkamp S, Horrocks P: Analysis of the molecular
mechanisms governing the stage-specific expression of a prototypical
housekeeping gene during intraerythrocytic development of P.
falciparum. J Mol Biol 2011, 408:205–221.

38. Horrocks P, Dechering K, Lanzer M: Control of gene expression in
Plasmodium falciparum. Mol Biochem Parasitol 1998, 95:171–181.

39. Lanzer M, de Bruin D, Ravetch JV: Transcription mapping of a 100 kb locus
of Plasmodium falciparum identifies an intergenic region in which
transcription terminates and reinitiates. EMBO J 1992, 11:1949–1955.

40. Hernandez-Rivas R, Perez-Toledo K, Herrera Solorio AM, Delgadillo DM,
Vargas M: Telomeric heterochromatin in Plasmodium falciparum. J Bomed
Biotech 2010, 2010:290501.

41. Kyes SA, Kraemer SM, Smith JD: Antigenic variation in Plasmodium
falciparum: gene organization and regulation of the var multigene
family. Eukaryot Cell 2007, 6(9):1511–1520.

42. Merrick CJ, Duraisingh MT: Heterochromatin-mediated control of
virulence gene expression. Mol Microbiol 2006, 62:612–620.

43. Ralph SA, Scheidig-Benatar C, Scherf A: Antigenic variation in Plasmodium
falciparum is associated with movement of var loci between subnuclear
locations. Proc Natl Acad Sci U S A 2005, 102:5414–5419.

44. Ralph SA, Scherf A: The epigenetic control of antigenic variation in
Plasmodium falciparum. Curr Opin Microbiol 2005, 8:434–440.

45. Templeton TJ: The varieties of gene amplification, diversification and
hypervariability in the human malaria parasite, Plasmodium falciparum.
Mol Biochem Parasitol 2009, 166:109–116.

46. Kyes S, Horrocks P, Newbold C: Antigenic variation at the infected red cell
surface in malaria. Ann Rev Microbiol 2001, 55:673–707.

47. Abrahamsen MS, Templeton TJ, Enomoto S, Abrahante JE, Zhu G, Lancto
CA, Deng M, Liu C, Widmer G, Tzipori S, et al: Complete genome sequence
of the apicomplexan Cryptosporidium parvum. Science 2004, 304:441–445.

48. Brayton KA, Lau AO, Herndon DR, Hannick L, Kappmeyer LS, Berens SJ,
Bidwell SL, Brown WC, Crabtree J, Fadrosh D, et al: Genome sequence of
Babesia bovis and comparative analysis of apicomplexan hemoprotozoa.
PLoS Pathog 2007, 3:1401–1413.

49. Carlton JM, Adams JH, Silva JC, Bidwell SL, Lorenzi H, Caler E, Crabtree J, Angiuoli
SV, Merino EF, Amedeo P, et al: Comparative genomics of the neglected
human malaria parasite Plasmodium vivax. Nature 2008, 455:757–763.

50. Carlton JM, Angiuoli SV, Suh BB, Kooij TW, Pertea M, Silva JC, Ermolaeva MD,
Allen JE, Selengut JD, Koo HL, et al: Genome sequence and comparative
analysis of the model rodent malaria parasite Plasmodium yoelii yoelii.
Nature 2002, 419:512–519.

51. Gardner MJ, Bishop R, Shah T, de Villiers EP, Carlton JM, Hall N, Ren Q, Paulsen
IT, Pain A, Berriman M, et al: Genome sequence of Theileria parva, a bovine
pathogen that transforms lymphocytes. Science 2005, 309:134–137.

52. Pain A, Bohme U, Berry AE, Mungall K, Finn RD, Jackson AP, Mourier T,
Mistry J, Pasini EM, Aslett MA, et al: The genome of the simian and human
malaria parasite Plasmodium knowlesi. Nature 2008, 455:799–803.



Russell et al. BMC Genomics 2013, 14:267 Page 13 of 13
http://www.biomedcentral.com/1471-2164/14/267
53. Pain A, Renauld H, Berriman M, Murphy L, Yeats CA, Weir W, Kerhornou A,
Aslett M, Bishop R, Bouchier C, et al: Genome of the host-cell transforming
parasite Theileria annulata compared with T. parva. Science 2005,
309:131–133.

54. Reid AJ, Vermont SJ, Cotton JA, Harris D, Hill-Cawthorne GA,
Konen-Waisman S, Latham SM, Mourier T, Norton R, Quail MA, et al:
Comparative genomics of the apicomplexan parasites Toxoplasma gondii
and Neospora caninum: Coccidia differing in host range and
transmission strategy. PLoS Pathog 2012, 8:e1002567.

55. Xu P, Widmer G, Wang Y, Ozaki LS, Alves JM, Serrano MG, Puiu D, Manque
P, Akiyoshi D, Mackey AJ, et al: The genome of Cryptosporidium hominis.
Nature 2004, 431:1107–1112.

56. Cann H, Brown SV, Oguariri RM, Golightly LM: 3′ UTR signals necessary for
expression of the Plasmodium gallinaceum ookinete protein, Pgs28,
share similarities with those of yeast and plants. Mol Biochem Parasitol
2004, 137:239–245.

57. Golightly LM, Mbacham W, Daily J, Wirth DF: 3′ UTR elements enhance
expression of Pgs28, an ookinete protein of Plasmodium gallinaceum.
Mol Biochem Parasitol 2000, 105:61–70.

58. Levitt A: RNA processing in malarial parasites. Parasitol Today 1993,
9:465–468.

59. Ruvolo V, Altszuler R, Levitt A: The transcript encoding the
circumsporozoite antigen of Plasmodium berghei utilizes heterogeneous
polyadenylation sites. Mol Biochem Parasitol 1993, 57:137–150.

60. Le Roch KG, Johnson JR, Florens L, Zhou Y, Santrosyan A, Grainger M, Yan
SF, Williamson KC, Holder AA, Carucci DJ, et al: Global analysis of transcript
and protein levels across the Plasmodium falciparum life cycle.
Genome Res 2004, 14:2308–2318.

61. Llinas M, Bozdech Z, Wong ED, Adai AT, DeRisi JL: Comparative whole
genome transcriptome analysis of three Plasmodium falciparum strains.
Nucleic Acids Res 2006, 34:1166–1173.

62. Jurgelenaite R, Dijkstra TM, Kocken CH, Heskes T: Gene regulation in the
intraerythrocytic cycle of Plasmodium falciparum. Bioinformatics 2009,
25:1484–1491.

63. Otto TD, Wilinski D, Assefa S, Keane TM, Sarry LR, Bohme U, Lemieux J,
Barrell B, Pain A, Berriman M, et al: New insights into the blood-stage
transcriptome of Plasmodium falciparum using RNA-Seq. Mol Microbiol
2010, 76:12–24.

64. Elemento O, Slonim N, Tavazoie S: A universal framework for regulatory
element discovery across all genomes and data types. Mol Cell 2007,
28:337–350.

65. Gunasekera AM, Myrick A, Militello KT, Sims JS, Dong CK, Gierahn T, Le Roch
K, Winzeler E, Wirth DF: Regulatory motifs uncovered among gene
expression clusters in Plasmodium falciparum. Mol Biochem Parasitol 2007,
153:19–30.

66. Neafsey DE, Hartl DL, Berriman M: Evolution of noncoding and silent
coding sites in the Plasmodium falciparum and Plasmodium reichenowi
genomes. Mol Biol Evol 2005, 22:1621–1626.

67. Nygaard S, Braunstein A, Malsen G, Van Dongen S, Gardner PP, Krogh A,
Otto TD, Pain A, Berriman M, McAuliffe J, et al: Long- and short-term
selective forces on malaria parasite genomes. PLoS Genet 2010,
6:e1001099.

68. Dechering KJ, Cuelenaere K, Konings RN, Leunissen JA: Distinct
frequency-distributions of homopolymeric DNA tracts in different
genomes. Nucl Acids Res 1998, 26:4056–4062.

69. Zhou Y, Bizzaro JW, Marx KA: Homopolymer tract length dependent
enrichments in functional regions of 27 eukaryotes and their novel
dependence on the organism DNA (G + C)% composition. BMC Genomics
2004, 5:95.

70. Horrocks P, Kilbey BJ: Physical and functional mapping of the
transcriptional start sites of Plasmodium falciparum proliferating cell
nuclear antigen. Mol Biochem Parasitol 1996, 82:207–215.

71. Militello KT, Dodge M, Bethke L, Wirth DF: Identification of regulatory
elements in the Plasmodium falciparum genome. Mol Biochem Parasitol
2004, 134:75–88.

72. Porter ME: Positive and negative effects of deletions and mutations
within the 5′ flanking sequences of Plasmodium falciparum DNA
polymerase delta. Mol Biochem Parasitol 2002, 122:9–19.

73. Brancucci NM, Witmer K, Schmid CD, Flueck C, Voss TS: Identification of a
cis-acting DNA-protein interaction implicated in singular var gene choice
in Plasmodium falciparum. Cell Microbiol 2012, 14:1836–1848.
74. Cavalier-Smith T: Economy, speed and size matter: evolutionary forces
driving nuclear genome miniaturization and expansion. Ann Botany 2005,
95:147–175.

75. Kyes S, Pinches R, Newbold C: A simple RNA analysis method shows var
and rif multigene family expression patterns in Plasmodium falciparum.
Mol Biochem Parasitol 2000, 105:311–315.

doi:10.1186/1471-2164-14-267
Cite this article as: Russell et al.: Analysis of the spatial and temporal
arrangement of transcripts over intergenic regions in the human
malarial parasite Plasmodium falciparum. BMC Genomics 2013 14:267.
Submit your next manuscript to BioMed Central
and take full advantage of: 

• Convenient online submission

• Thorough peer review

• No space constraints or color figure charges

• Immediate publication on acceptance

• Inclusion in PubMed, CAS, Scopus and Google Scholar

• Research which is freely available for redistribution

Submit your manuscript at 
www.biomedcentral.com/submit


	Abstract
	Background
	Results
	Conclusions

	Background
	Results
	The size of IGR is related to the transcriptional activity that occurs within that space
	P. falciparum transcripts contain a long UTR that is preferentially apportioned to the 5′ end of the ORF
	Modelling spatial transcript organisation over IGR
	Temporal organisation of transcription over IGR during the intraerythrocytic development cycle

	Discussion
	Conclusions
	Methods
	Cohort of Northern blot data
	Capture of IGR size and orientation
	Correlation of IGR size with microarray datasets
	Modelling apportionment of the UTR

	Additional files
	Competing interests
	Authors’ contributions
	Acknowledgements
	Author details
	References

