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ABSTRACT. Dinoflagellates have among the largest nuclear genomes known, but we know little about their contents or organisation.
Given the interest in dinoflagellate ecology, cell biology, and evolutionary biology, there are many reasons to thoroughly investigate the
contents of dinoflagellate genomes, but because of their large size the only thorough samples to date have relied on expressed sequence tag
surveys to analyse cDNAs. To complement this, there are some studies of the physical properties of dinoflagellate chromosomes, but no
direct survey of the nature of the sequences contained within them. To start to build a picture of the contents of these genomes, we have
sequenced over 230,000 bp from the nuclear genome of Heterocapsa triquetra, which has been estimated to be 18–23 billion base pairs in
total. The survey includes one putative gene with two relict spliced leaders, one putative pseudogene, and a small number of low-
complexity repeats, transposons, and other putative selfish elements, all of which account for about 5% of the survey. Another 5% of the
survey was long, complex repeats, some highly represented. By far the greatest fraction of the survey (89.5%) is made up of non-repeated
sequence with no similarity to any other known sequence.
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THERE is nearly a million-fold difference in size between the
largest and smallest known eukaryotic nuclear genomes

(Cavalier-Smith 2005). The human genome, which is often re-
garded as very large, is actually nearer to the mid-point of the
spectrum of genome size: the smallest are a fraction of the size of
many bacterial genomes whereas the largest are hundreds of times
the size of the human genome. Various reasons have been
suggested to explain why genome size varies so greatly between
species. Early ideas focused on the lack of correlation between the
inferred ‘‘complexity’’ of an organism and its genome size, the
so-called ‘‘C-value paradox.’’ It is now clear that genome size
does not correlate with our interpretation of cellular complexity,
and other possible correlations have been suggested instead,
including effective population size and cell size (Cavalier-Smith
2005; Gregory and Witt 2008; Kapraun 2005; Lynch and Conery
2003; Vinogradov 2004). These correlations appear to best hold
either for subsets of the species examined or in species with
moderate genome sizes, but there are always exceptions and the
organisms with extremely large and small genomes appear to defy
any correlations. The extremely small genomes have attracted far
greater attention, in particular the so-called hyper-compacted
genomes of microsporidian parasites and nucleomorphs (Keeling
and Slamovits 2005). While these genomes are particularly inter-
esting due to the unusual pressures under which they operate, they
are also better studied simply because it is considerably easier to
use sequencing to examine the properties of a small genome than a
large one. Nevertheless, extremely large genomes also present
interesting problems regarding how they came to be the way they
are and how they cope with any functional stresses that relate to
their large size. Unfortunately, however, very little is known about
the largest nuclear genomes, and no sequence survey is available
for any examples at present.

One group with particularly interesting large genomes is the
dinoflagellates. Not only are dinoflagellate nuclear genomes
among the largest known, they also possess a number of unique
organizational features that are likely related to this expansive-
ness. The dinoflagellate nucleus, called the dinokaryon, lacks
histones and instead contains a DNA-binding protein, perhaps
related to a DNA-binding protein in bacteria (Kasinsky et al.
2001; Rizzo 1991, 2003). The chromosomes are condensed
throughout the cell cycle and are segregated through an unusual
mechanism of closed mitosis with an extranuclear spindle that

does not pass through the nuclear envelope (Triemer and Fritz
1984). Gene expression seems to occur on loops of DNA that
emerge from the central core of the chromosome, composed of
nested arches of transcriptionally inactive DNA (Costas and
Goyanes 2005; Sigee 1983). The physical properties of the
genome of one species, Crypthecodinium cohnii have been ex-
amined using hydroxylapatite binding, digestion with S1 nuclease
and restriction enzymes, renaturation kinetics, and electron mi-
croscopy (Allen et al. 1975; Hinnebusch et al. 1980; Moreau et al.
1998). The overall picture from these studies is that about half the
genome is made up of repeated sequences, at least one species of
which is present in high copy numbers. The DNA is also rich in 5-
hydroxymethyluracil (Herzog, Soyer, and Daney de Marcillac
1982; Rae 1976), another indication that much of the genome
may be structural in nature. Overall, the dinokaryon is so abnor-
mal that it was once considered a possible missing link between
prokaryotes and eukaryotes (Allen et al. 1975; Dodge 1966;
Raikov 1995), but the abundant phylogenetic evidence placing
dinoflagellates within the alveolates (Keeling et al. 2005) now
shows it is in fact a highly derived feature of dinoflagellates (Fast
et al. 2002; Saldarriaga et al. 2003).

Genome-wide analyses have now been carried out on both the
mitochondria and plastids from several dinoflagellates (Barbrook
et al. 2001; Jackson et al. 2007; Nash et al. 2007; Slamovits et al.
2007; Zhang, Green, and Cavalier-Smith 1999), but all large-scale
examinations of the nuclear genome have to date been limited to
the genes encoded there due to the intractability of a whole
genome sequence or survey. Expressed sequence tag (EST)
projects have been carried out in several dinoflagellates (Bachvar-
off et al. 2004; Hackett et al. 2004; Nosenko and Bhattacharya
2007; Patron et al. 2005; Patron, Waller, and Keeling 2006),
providing a great deal of information about the evolution of
individual genes and classes of genes, but by design do not
address the nature of most of the genome. Accordingly, between
our understanding of the physical properties of these genomes and
the sequences of their genes lies a large gap in our knowledge
about the overall nature of dinoflagellate genome sequences.

Here, we describe a low-redundancy genome sequence survey
(GSS) from Heterocapsa triquetra, one of the better-studied
dinoflagellates at the molecular level (Jackson et al. 2007; Patron
et al. 2005; Waller, Patron, and Keeling 2006; Zhang et al. 1999;
Zhang, Green, and Cavalier-Smith, 2000). This survey is by no
means intended to provide deep coverage of the genome, but
rather to provide a random sample of the nature of the sequences
encoded there, and what we might anticipate from a large-scale
sequencing project. As expected, we find few genes, but several
gene fragments. There is also ample evidence of transposons and
other selfish elements as well as low complexity sequence and
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micro-repeats, but again none of these forms a large portion of the
sequence. Instead, the majority of the sequence is apparently
random, non-repetitive sequence.

MATERIALS AND METHODS

Strain and culture conditions. Heterocapsa triquetra strain
CCMP449 was acquired from the Culture Collection of Marine
Plankton (West Boothbay Harbor, ME) and grown axenically in f/
2–Si medium at 18 1C with a 16/8-h light/dark cycle. Cultures
(250ml) were grown to high density and used to inoculate 4-L
cultures, which were subcultured every 10–20 days after checking
for purity by light microscopy. Cells were harvested from succes-
sive 4-L cultures by centrifugation and disrupted by grinding
under liquid nitrogen. DNA was purified using the DNeasy Plant
DNA isolation kit (Qiagen, Mississauga, ON).

Library construction and sequencing. The individual DNA
isolates with the highest concentrations and purity according to
spectrophotometer readings were pooled for a total of 25 mg of
total DNA. Total DNA was sheared by nebulization using the pCR
4-Blunt TOPO Shotgun Cloning kit (Invitrogen, Carlsbas, CA) for
40 s at 69 kPa. Sheared DNA was separated on a 1% agarose gel,
and fragments ranging from 1 to 4 kbp were purified, concen-
trated, and cloned using the Invitrogen pCR4 according to the
manufacturer’s directions. Fragments were dephosphorylated be-
fore cloning to select against the insertion of two fragments into a
single clone (because two dephosphorylated inserts cannot be
joined to one another by the topoisomerase). This procedure does
not rule out the possibility that sequence fragments may have
sustained deletions or rearrangements after cloning. Similarly,
there is no way to detect a bias in the cloning (e.g. favouring or
disfavouring gene sequences over non-coding sequences), but
there is no evidence from the overall composition of the survey
for such a bias. The entire ligation was used to transform
Escherichia coli in 10 individual transformations, resulting in
approximately 2,200 insert-containing CFUs. Five-hundred and
fifty colonies were screened by PCR for insert size, resulting in
281 clones with insert size 41 kbp. Clones with inserts up to
1.3 kbp were sequenced in one direction, while those with larger
inserts (35 clones) were sequenced in both directions, and where
needed, completed by primer walking.

Sequence analysis. Sequences were trimmed for low quality
manually and sequences derived from a single clone were as-
sembled using Sequencher 4.2 (GeneCodes, Ann Arbor, MI).
Sequences derived from different clones were not assembled
because the genomic coverage of the survey was so low that we
expect identical sequences to be due to genomic repeats rather
than overlapping coverage. The one exception to this was two
clones that were identical in sequence and sharing the same ends,
which are most likely identical clones, so one of these was
discarded from subsequent analysis (only one case of this was
found).

Sequences were compared with public databases using
BLASTN and BLASTX, including dbEST, which holds the
H. triquetra EST survey. All putative open reading frames (ORFs)
with any similarity to genes in public databases were examined
manually to identify potential start and end points and to deter-
mine the likely phylogenetic origin of the gene. Sequences
repeated within the survey were identified from BLASTN, and
tandem and micro-repeats were also identified using RepeatMas-
ker 3.0 (Smit, Hubley, and Green 2004). Transposons were
identified and classified using RepeatMasker, and other poten-
tially transposon/viral-derived protein-coding genes were identi-
fied using BLASTX. The GC/AT content of all individual
sequences was determined using GeeCee (http://mobyle.pasteur.
fr/cgi-bin/MobylePortal/portal.py?form=geecee). To compare this

with coding sequences, a random sample consisting of the same
number of sequences from the H. triquetra EST survey (Patron
et al. 2005) was selected and analysed in the same way.

RESULTS

Sequence complexity and overall characteristics of the
Heterocapsa triquetra genome. Screening 550 colonies for insert
size revealed 281 with inserts apparently 41 kbp. Those esti-
mated to be o1.3 kbp were sequenced from one end while those
larger were completely sequenced by primer walking, in total
yielding 233,046 bp of sequence on 216 fragments. The genome
size of H. triquetra has been estimated using flow cytometry to be
between 18.6 and 23.6 billion base pairs (LaJeunesse et al. 2005;
Veldhuis, Cucci, and Sieracki 1997); so our sample represents
only a fraction of a percent of the whole genome. Below, we
summarise the tendencies of this sample, and stress that caution
must be used in interpreting such a small fraction of the genome.
Moreover, although we observed no evidence that cloning was
biased in favour of certain fractions of the genome over others
(e.g. coding vs. non-coding, or heavily modified vs. unmodified),
we cannot exclude the possibility that the survey is skewed due to
a cloning bias. Such a bias must at least be relatively slight,
because our findings do not diverge much from what was expected
based on physical measurements of other dinoflagellate genomes.

The average GC content over the entire sample is 54.18%, as
opposed to 61.75% estimated from 1,816,929 bp of EST data
(excluding poly-A tails). Calculating GC% for each individual
clone and comparing these with an equivalent number of randomly
chosen cDNAs from the H. triquetra EST survey (Patron et al.
2005) shows the range of GC% of the genomic DNA is not only
lower but also much broader than that of the cDNAs, ranging from
25% to 72% as opposed to the 35% to 74% for cDNAs (Fig. 1).

The complexity of the genome of C. cohnii has been analysed
by several methods, which showed that about 50% of the genome
is made up of repeated sequence, some very highly repeated
(Allen et al. 1975; Hinnebusch et al. 1980; Moreau et al. 1998).
We analysed the GSS by several means to identify repeats and
determine the complexity of the sequence sample. All sequences
were analysed by RepeatMasker to identify known families of
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Fig. 1. Distribution of GC bias between individual fragments of the
genome sequence survey (GSS) and an equivalent number of randomly
chosen cDNAs from Heterocapsa triquetra. The GSS sequences (black)
have a lower average GC content than do cDNAs (grey), and also a wider
distribution. EST, expressed sequence tag.
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repeated elements (transposons and viruses), and also micro-
repeats and low-complexity sequence (high AT or GC regions).
Fourteen clones contained blocks of simple repeats, 2–5 bp in
length, and an additional 13 clones contained tracts of low-
complexity sequence, together making up 0.7% of the survey
(Fig. 2).

The abundance of complex repeats was also assessed by
comparing the survey sequences with one another using
BLASTN. This revealed 26 classes of repeats scattered over many
clones in sometimes complex patterns. Figure 3A shows the most
pervasive cluster of repeated sequence in the survey. Here, each of
11 clones share regions of similarity of varying sizes with at least
one other, but often flanked by unique regions. Other clusters of
sequences sharing smaller regions of similarity were also found
(e.g. Fig. 3B), as well as many cases of two clones sharing an
otherwise unique region. None of these encoded long ORFs show
any detectable similarity to known sequence. Altogether such
regions make up 5.1% of the survey (Fig. 2).

The remainder of the non-coding, non-repeated, high-complex-
ity sequence makes up an astonishing proportion of the survey. At
209,343 bp, 89.8% of the sequence is apparently simply sequence
with no distinguishing features (Fig. 2). This appears to be what
makes up the bulk of our sample. Some of this sequence is in all
likelihood repeated elsewhere in the genome that has not been
surveyed, but the majority of it likely does not make up high-copy
repeats.

Coding content of genomic DNA. Comparing all genomic
DNA clones to public databases using BLASTN and BLASTX
revealed 24 clones with credible hits to known sequences (Table
1). Of these, all but two sequences matched transposable elements
or fragments of genes associated with selfish elements, such as
transposons or viruses. These include a number of reverse tran-
scriptases, DNA modification enzymes (methyltransferases and a
methylase), and viral structural proteins and polyproteins. Analy-
sis by RepeatMasker identified many of the same transposon-
related sequences, and Table 1 includes data from both analyses
with transposons classified according to the RepeatMasker iden-
tification. The presence of three DNA methylation enzymes is
interesting given the unusual and widespread methylation of DNA
in dinoflagellate genomes (Rae 1976). However, none of the
enzymes identified here is of a class that performs the type of
methylation common in dinoflagellate DNA. Rather, all these
enzymes are most closely related to homologues from bacteria,
phage, or eukaryotic viruses.

Only two clones contained sequence that could be recognised
as dinoflagellate ‘‘genes.’’ One 2,656-bp clone encodes a frag-
ment of a formate/nitrite transporter, several copies of which were
identified in the H. triquetra EST survey (Patron et al. 2005), and
also found in Prorocentrum minimum (GenBank Accession
ABI14400). The genomic copy is not complete: the 50-end is
truncated at the end of the clone and the 30-end is absent from the
remaining sequence (Fig. 3C). As the remaining sequence is
extensive and there is no sign of a splice junction, we conclude
this is a pseudogene fragment (although we must note that
dinoflagellate introns sometimes use non-canonical splice junc-
tions). Interestingly, the region immediately downstream of the
transporter fragment is highly structured compared with most of
the survey. The region contains four copies of a direct, imperfect
199-bp repeat (Fig. 3C, D). A truncated copy of this same series of
direct repeats is also found in another clone that lacks a recogniz-
able ORF. Repeat units are more similar to units in the corre-
sponding position in the other series of repeats than they are to
repeats within their own series (Fig. 3D), and the region of
similarity between the two clones extends past the last repeat,
altogether suggesting the entire tandem repeat duplicated more
recently than did the individual units.

The second clone with a recognizable gene is a 1,814-bp
fragment that encodes a tandemly duplicated, spliced leader
(SL) of H. triquetra. It has recently been shown that nuclear-
encoded mRNAs in a wide diversity of dinoflagellates are trans-
spliced to a universally conserved 22-bp fragment at their 50-end
(Lidie and van Dolah 2007; Zhang et al. 2007). The genes for the
SL have been identified in Karlodinium micrum, Pfiesteria pisci-
cida, and P. minimum, where they have been shown to appear
singly or in clusters in the genome (Lidie and van Dolah 2007;
Zhang et al. 2007). The 22-bp exon fragment is followed by a GT
splice junction and an intronic fragment including a recognizable
spliceosome-binding sequence, all of which is capable of forming
a complex secondary structure. It has also been shown that many
dinoflagellate cDNAs encode tandem duplicates of this leader,
where the downstream copies are truncated and degenerate.
mRNAs with these relict leaders are transcribed from genes that
derived from processed cDNAs that were re-integrated into the
genome following the addition of the SL, and they occur in a wide
variety of dinoflagellates, including H. triquetra (Slamovits and
Keeling 2008). The SL in the H. triquetra genomic clone appears
66-bp upstream of a 546-bp ORF with no similarity to any other
known gene, but has been concluded to be an expressed gene due
to the presence and nature of the relict SL (Slamovits and Keeling
2008). This is not likely to be a gene for the SL itself because it
lacks the GT splice junction that must follow the 22 bp of the SL
sequence and because the relict SL is itself a tandem duplicate,

Gene 546 (0.2%)

Transposon 9,222 (4.0%)

Complex repeats 12,156 (5.2%)

Micro-repeats & 
    low complexity 1,623 (0.7%)

Pseudogene 156
 (0.1%)

Sequence with no distinguishing 
features 209,343 (89.8%)

Fig. 2. Breakdown of the genome sequence survey data by sequence
type. Only 0.2% (546 bp) of the survey is putative gene sequence, while
0.1% (156 bp) is pseudogene, 0.7% (1,623 bp) is low-complexity sequence
or micro-repeats, 5.2% (12,156 bp) is complex repeats, 4.0% (9,222 bp) is
selfish elements (transposon- and virus-derived sequence), and 89.8%
(209,343 bp) is complex, non-repeated, non-coding sequence, referred to
as sequence with no distinguishing features.
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suggesting there are three SL sequences on the mRNA for this
gene. Overall, therefore, we conclude this ORF is a legitimate
gene.

Interestingly, the SL-encoding region is also flanked by struc-
tured DNA. Immediately upstream of the SL gene is a 120-bp
region of relatively high AT content, which is made up of many
short repeats, and might perhaps represent a transcriptional con-
trol sequence. Further upstream is a 45-bp region that is also found
on several other clones, each of which also has other short regions
in common with still other clones (Fig. 3B).

DISCUSSION

At 18–23 billion base pairs, it is one of the larger genomes
recorded to date, but the sequences from the survey suggests that
by far most of the DNA is not classifiable—it is not repeated
sequence, selfish elements, pseudogenes, or any other kind of
sequence that we can recognizably label. Physical analyses of the
C. cohnii genome (Allen et al. 1975; Hinnebusch et al. 1980;
Moreau et al. 1998) suggest a much higher proportion of repeated
sequences than we found (about 50% and about 10%), but given
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235-2 ------------------------------------------------------------
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235-4 ---------------------------------TCCGGAAACCAGCTCCGAAAGCTGATG

169-1 CAACAAGATCCCTCCGCAAAGGGGATGCCTGCCCCAAAGTGCAGAGGACCCCGCAAAGAG
169-2 CAACAAGATCCCTCCGCAAAGGAGATGCCTGCCCCAAAGTGCAGAGGACCCCGCAAAGAG
169-3 GAGGTATAA-CCTGCGCAGGGCAGATGCCTGCCC-AAAGCGCAGAGGACCCCGCAAAGTG
169-4 GAGGTATA--CCTGCACAGGGCAGATGCCTGCCC-AAAGCGCAGAGGACCCCGCAAAGAG
235-2 --------------------GGAGATGC-TGCCC-AAGGC----AGGGACCCGCAAAC--
235-3 GAGGTATA---CTGCACAGGGCAGATGCCTGCCC-AAAGCGCTGAGGACCCCGCAAAC-G
235-4 GAGGTTAA--CCTGCACAGGGCAGATGCCTGCCC-AAAGCGCAGAGGACCCCGCAAAC-G

169-1 GGTACCCGAGGTCTGCCTCCCTGATGCATTGCGCTCGGGAGGTCCTCGTGGTGGCATGTC
169-2 GGTACCCGAGGTCTGCCTCCCTGATGCATTGCGCTCGGGAGGTCCTCGTGGTGGCATGTC
169-3 GGTACCCGAGGTCTGCCTCCCTGATGCATTGCGCTCGGGAGGTCCTCGTGGTGGCATGTC
169-4 GGTACCCGAGGTCTGCCTCCCTGATGCATTGCGCTCGGGAGGTCCTCGTGGTGGCATGTC
235-2 GGTACCCGAGTTTT-CCTCCCTGATGCATTGCGCTCGGGAGGTC-TTGTGGTGGCATGTC
235-3 GGTACCCGAGGTCTGCTTCC-TGATGCATTGCGCTCGGGAGGTCCTCGTGGTGGCATGTC
235-4 GGTACCCGAGGTCTGCCTCCCTGATGCATTGCGCTCGGGAGGTCCTCGTGGTGGCATGCC

169-1 CAGCGCA-AGCTGGCGACTCCAA-CCTCCCTGATGCACCGCGCTCGGGAGGGG--
169-2 CAGCGAATAGCTGGCGACTCCAA-CCTCCCTGATGCATCGCGCTCGGGAGGGGGG
169-3 CAGCGAATAGCTGGCGACTCCAA-CCTCCCTGATGCATCGCGCTCGGGAGGGGGG
169-4 CAGCTCGAAGCTGGCGGCTCCAAGCCTCCCTGATGCACTGCGCACGGGAGGGGGG
235-2 CAGCTCAAAGCTG-CGACTCCAA-CTTCCTTGATGCATCGCG-TCGGGAGGGGGT
235-3 CAGCA-AAAGCTGGCGACTCCAA-CCTCCCTGATGCATCGCGCTCGGGAGGGGGG
235-4 CAGCT-AAAGCTGGCGGCTCCAAGCCTCCCTGATGCACTGGGCACGGGAGGGGGG

Fig. 3. Examples of repeated sequences in the Heterocapsa triquetra genome. (A) A complex distribution of repeated sequences involving 11
individual fragments. Fragments are indicated by lines and numbers, and regions of shared sequence similarity with other fragments are indicated by grey
shading between the lines. (B) A smaller region of highly conserved sequence is also shared between the fragment encoding the spliced leader (SL) and
several fragments with no detectable similarity to anything else or one another. One of these also shares a region with an additional clone. (C) The region
downstream of the formate/nitrite transporter fragment is highly structured, with four tandem repeats, three of which are also found on another clone. The
sequences of repeats (D) are more similar to the corresponding repeat on the other clone than they are to their neighbour repeats, suggesting the tandem
repeat was duplicated as a whole.

533MCEWAN ET AL.—DINOFLAGELLATE GENOME SEQUENCE SURVEY



our small sample size it is likely that many of the unique
sequences we sampled are likely repeated somewhere else in the
genome. Indeed, a low-redundancy survey of a genome with a
large proportion of low-copy repeats would yield a high propor-
tion of apparently unique sequence, which may be the case here.
Even so, the survey shows at least some sequences must be
present in large numbers throughout the genome, as we sampled
some long, complex repeats numerous times. Roughly the same
proportion of the survey (about 4%) is made up of several
sequences with similarity to known transposons or viruses, which
is a relatively small proportion of the genome, but extrapolated to
the whole genome still accounts for a large number of selfish
elements.

The survey yielded a single putative gene and one pseudogene.
This suggests a very low gene density, which is not surprising for
such a large genome, but how many genes would one expect to
find in such a sample? In the completely sequenced genome of the
diatom Thalassiosira pseudonanna, 11,000 protein-coding genes
were annotated. If H. triquetra, also an alga with a red secondary
plastid, encoded roughly the same number of genes, then we
would predict a gene density in the neighbourhood of one gene per
2,000,000 bp or about 10 times the size of our sample. The fact
that one (recognizable) gene was sampled is therefore unexpected,
but not terribly surprising. It is less surprising still when one
considers that many genes may be present in multiple copies.
Indeed, the many EST surveys that have been carried out on
dinoflagellates (Bachvaroff et al. 2004; Hackett et al. 2004;
Nosenko and Bhattacharya 2007; Patron et al. 2005, 2006) have
all shown many genes to be present in multiple distinct copies.
Other analyses of gene copy number of specific genes have found
a great deal of variability, but some very highly repeated genes
(Le et al. 1997; Zhang, Hou, and Lin, 2006). We speculate that
this is not due to extended functionality of the proteins and is not
part of the cause of the large genome size, but is rather a
consequence of the genome size: the large size of the genome
allows genes to exist in multiple copies with no ill effect. One
possible mechanism for the massive duplication of many genes
has also been recently described. Dinoflagellate genomes appear

to be taking up processed cDNAs at a high frequency, and because
this process is duplicative, it provides an obvious route for the
expansion of copy number for many genes (Slamovits and Keel-
ing 2008).

While the characteristics of the genome of H. triquetra sug-
gested by this survey are interesting and consistent with what little
is known about the genomes of dinoflagellates, we should stress
once more in closing that the small fraction of the genome
sampled here makes it difficult to draw firm quantitative conclu-
sions about the content of the genome. Moreover, this sample
provides little insight into the overall structure of the genome at
the sequence level. For example, we do not know if genes or other
recognizable sequence elements are clustered or evenly spread, if
there is some periodicity to the organisation of sequences on the
genome, or if there are zones of differing characteristics. These
features require larger fragments, or perhaps whole chromosomes
to be sequenced.
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