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Abstract
Background: Two problems complicate the study of selection in viral genomes: Firstly, the
presence of genes in overlapping reading frames implies that selection in one reading frame can bias
our estimates of neutral mutation rates in another reading frame. Secondly, the high mutation rates
we are likely to encounter complicate the inference of a reliable alignment of genomes. To address
these issues, we develop a model that explicitly models selection in overlapping reading frames. We
then integrate this model into a statistical alignment framework, enabling us to estimate selection
while explicitly dealing with the uncertainty of individual alignments. We show that in this way we
obtain un-biased selection parameters for different genomic regions of interest, and can improve
in accuracy compared to using a fixed alignment.
Results: We run a series of simulation studies to gauge how well we do in selection estimation,
especially in comparison to the use of a fixed alignment. We show that the standard practice of
using a ClustalW alignment can lead to considerable biases and that estimation accuracy increases
substantially when explicitly integrating over the uncertainty in inferred alignments. We even
manage to compete favourably for general evolutionary distances with an alignment produced by
GenAl. We subsequently run our method on HIV2 and Hepatitis B sequences.
Conclusion: We propose that marginalizing over all alignments, as opposed to using a fixed one,
should be considered in any parametric inference from divergent sequence data for which the
alignments are not known with certainty. Moreover, we discover in HIV2 that double coding
regions appear to be under less stringent selection than single coding ones. Additionally, there
appears to be evidence for differential selection, where one overlapping reading frame is under
positive and the other under negative selection.

Background
In the past few years we have witnessed an explosion in
the viral genomic data available. GenBank alone holds
over 80,000 close to complete viral genomes, and numbers are rising fast. For example, since the submission of
the first SARS genome in May 2003, over 140 more have

been published. With this genomic data at hand we hope
to finally be able to tackle our understanding of viruses.
Mechanisms of selection, that is to say the rate f at which
a mutation resulting in a change in amino acid is
accepted, and evolution on viruses are still strongly
debated, and a methodology which is trimmed towards
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answering these questions is required. A step towards this
is our attempt to develop a method which can deal with
the vast amount of viral data, as well as the complexity of
viral genomes and their high divergence and subsequent
unreliability of alignment.
Several papers [1,4,5,7,13-16,18] have been dedicated
towards the study of selection on viral genomes, in particular focusing attention on the evolutionary behaviour of
overlapping reading frames. These are a feature common
to viruses, where due to the three periodicity of the genetic
code, up to three genes may be encoded simultaneously.
The constraints placed on a nucleotide involved in such a
multiple coding region will naturally have an effect on its
mutational pattern, and as a result the concept of selection
is complicated further. Another complication is the uncertainty of alignments when dealing with genomes of reasonable evolutionary distance. Recent papers have shown
that parameter estimation can be greatly biased by the use
of a fixed alignment [10].
It is often thought that overlapping regions tend to be
more constrained in their evolution than single coding
ones, since a mutation may cause a non-synonymous substitution in up to three genes simultaneously. Some methods rely on these assumptions for the de novo detection of
overlapping genes [19,22].
Various researchers have attempted to measure selection
acting on overlapping reading frames, by investigating the
Ka/Ks ratio within these regions for seperate reading frames
[4,7,14-16]. Comparing non-synonymous to synonymous substitution rates only makes sense when the synonymous substitutions are unconstrained. In the case of
coding for multiple genes, however, a synonymous substitution in one gene may well be non-synonymous in the
other and thus constrained. This biases the analysis
towards an under-estimation of the 'true' synonymous
substitution rate and thus can lead to the false inference of
positive selection.
An attempt to resolve this problem has been made, for
example by focusing on synonymous substitutions in one
reading frame which indeed are unconstrained in the
other [18]. Hein & Støvlbæk [5] developed an evolutionary model particular to multiple coding regions, and used
this for a study of selection on these. de Groot et al. [1]
used this model of varying selection to comparatively
annotate two viral genomes with evolved gene structure.
McCauley et al. [13] incorporated a slightly extended version into their multiple sequence annotation method,
which additionally provides a selection annotation of the
genome. However, their method looks at selection on an
individual nucleotide level, and does not make assumptions about the modelling of selection on specific regions.
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Our method presented here looks at selection on genomic
segments as opposed to nucleotides, and thus in overlapping coding regions can discern selection for different
reading frames. We may therefore attempt to draw conclusions about the nature of not only selection but also the
interaction of selection on two different genes. Also, to
study the imprint of evolution on viral genomes, it is necessary for the samples to have a reasonably high level of
divergence. A benchmark herefore in our experience
would be an evolutionary distance a + 2b of at least 0.4.
Since more divergent genomes are harder to align, this
brings uncertainty about the alignment into the inference.
We decide to circumvent this problem by considering the
set of all possible alignments – and their corresponding
likelihood under our model – , as opposed to a fixed 'optimal' alignment. This method has previously been used for
similar purposes, to minimize variability in parameter
estimation due to uncertain alignments [10,12].
We work with a simple indel model, together with our
evolutionary model, to generate a pairwise statistical
alignment. For two sequences x and y, a set of seed parameters then gives us the probability pij of each ith position xi
being aligned with each jth position yj. We subsequently
work with expected observations as opposed to actual
ones. We iteratively calculate the alignment probabilities
and the maximum likelihood estimates of evolutionary
parameters, until we reach a given level of convergence.
We also extend our methodology to a multiple pairwise
method.
The work presented in this paper thus improves on both
the above methods [1,13] by our ability to pry apart selection for two genes on overlapping segments and us not
having to rely on a fixed alignment anymore.
We run a simulation study to gauge the improvement
made by considering all possible alignments as opposed
to a single fixed one. Even though viruses containing a
large number of multiple coding sites might be expected
to be easy to align, our simulation results suggest that this
is not necessarily the case. The improvement in parameter
estimation made by getting rid of uncertainty in alignments appears to be non-negligible, even for viruses with
overlapping reading frames.
We run our method on a set of 5 HIV2 sequences, as well
as a set of 3 Hepatitis B genomes. These are good candidates for analysis of overlapping reading frames, with
11% of the HIV2 genome being double coding and an
average overlapping segment being of length 171 nucleotides. Hepatitis B is even more compact with 49% of the
genome being double coding and an average overlapping
segment length of 532 nucleotides. We subsequently
investigate various questions relating to overlapping read-

Page 2 of 13
(page number not for citation purposes)

BMC Bioinformatics 2008, 9:304

ing frames and the selectional mechanism underlying
these.

Results
Simulation
We test our method on simulated data, to see whether
summing over all alignments does actually improve
results notably. All the results in this section, unless stated
otherwise, are obtained using the 'worst-case-scenario' of
only two sequences.

By taking a 600 nucleotide sequence chunk out of a double coding region of the Hepatitis B NC00397 sequence,
we construct a long double coding region, flanked by 300
nucleotides on either side of background sequence. We let
this evolve according to the TKF91 model [21] into a
descendent sequence, where the Match-Match state emits
a descendant according to the Hein & Støvlbæk [5] model
with specified evolutionary parameters. We use a gap
opening probability of 0.02 and a gap extension probability of 0.4 – these being values similar to the ones encountered in the real sequences we wish to analyse. We also
only allow gaps of length 3 within coding regions, so as
not to cause a frame shift in coding. We fix all selection
parameters to 0.5 and test a variety of evolutionary distances, with transition rate a ranging from 0.2 to 0.7 and
transversion rate b = a/2.
We annotate using our statistical alignment method
described above, as well as performing parameter optimization on a fixed alignment produced by both GenAl [6]
and ClustalW[20]. As we can see from Figure 1, ClustalW
gives consistently rather bad results, since it is not
designed to deal with overlapping coding regions. Our
method achieves better results than GenAl on sequences
of evolutionary distance less than 0.8, but cannot quite
compete with GenAl on sequences further apart. Here our
estimation error is shown as the fraction between the average absolute deviation of our estimated parameters to the
true parameter value and the true value itself.
The statistical alignment method performs, when applied
to evolutionary distances we are realistically going to
encounter, within 10% of the true value. Similar results
hold for a number of other tested scenarios, including
cases where one reading frame is under much stronger
selection than the other and both are under positive or
both under strong negative selection.
We wish to find out what effect the length of a double coding region has on our estimation accuracy. Letting the
length of the double coding region in our above simulation vary from 600 down to 25, with transition and transversion rate 0.4 and 0.2 respectively, we obtain Figure 2.
As to be expected, the shorter the region, the worse our
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prediction results, since our data set decreases. However,
above a length of 50 nucleotides we start picking up selection within a distance of ± 0.15, and above 200 nucleotides we are within the ± 0.1 mark. This is reassuring,
since as mentioned above the average double coding
region in HIV2 and Hepatitis B is 171 and 532 respectively.
We test the confidence levels of our predictions, trying to
create as 'realistic' simulated data as possible. In the light
of our real data analysis, we take the Hepatitis B genome
NC00397 and split it into 7 different regions, a new one
starting whenever there is a change in gene structure. We
evolve the sequence according to our indel model with
varying transition and transversion rate of a = 0.2 – 0.8
and b = a/2 respectively, and fixed selection strength of 0.5
for each of the different regions. Depending on the evolutionary distance and closely related to our results in Figure
1, we achieve an accuracy of approximately 70 – 94% with
both the statistical alignment method as well as the fixed
alignment method using GenAl, versus 20 – 72% for the
fixed alignment method using ClustalW. In contrast using
the true alignment gives us an accuracy of 78 – 96%. Here
our estimate is counted as correct if the true value lies
within the error bars around the estimated value. This is
naturally highly dependent on the width of our error bars,
which in some cases are indeed large, simply due to lack
of data. However, the error bars for the parameter estimates of both the fixed and the summed alignment are
close to identical, and thus the measure is valid if only for
the sake of direct comparison.
One of the reasons for the comparatively low performance
on ClustalW alignments might be that those alignments
often do not conserve the reading frame. As we wish to
make as fair a comparison as possible, we therefore additionally manually adjust alignments to be more 'reasonable' by adjusting gap placement to conserve the reading
frame. This does indeed result in considerable inprovement, thus demonstrating the volatility of results when
dependent on one particular alignment. However, even
when improving the fixed ClustalW alignment, the resulting accuracy after manual adjustment still falls short of
that achieved by the statistical alignment method, reaching only 40 – 70%.
Finally, we compare our results on the last setup using
simulated descendants of the Hepatitis B genome in a
pairwise versus a multiple sequence scenario. When adding up to four sequences, we observe the error bars getting
notably tighter and simultaneously our estimation error
decreasing by about 0.01 per added sequence. This
implies, as desired, a more precise estimation of selection
factors for multiple sequences.
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Figure 1 Results: Varying Evolutionary Distance
Simulation
Simulation Results: Varying Evolutionary Distance. Simulation results between two sequences for a double coding
region of length 600 of varying evolutionary distance. The figure plots the average estimation error of the statistical method
and the fixed alignment method using both ClustalW and GenAl, versus the evolutionary distance between the two sequences.
The estimation error is measured as the fraction of the average absolute deviation to the true parameter value and the true
value itself. The evolutionary distance is measured as a + 2b, where a and b are transition and transversion rates respectively.

Hepatitis B
We run our method on the Hepatitis B strand NC003977
and 'descendants' Woodchuck Hepatitis B strand J02442
and Ground Squirrel Hepatitis K02715, with sequences
and gene structure downloaded from GenBank. As seed
parameters we have all values set to 0.5 and wait between
iterations for a difference in our loglikelihood of <1. Our
method takes ~40 seconds to reach convergence and
results are shown in Figure 3.

To see how a region acts when viewed as a whole, we also
calculate the average selection acting on double coding
regions, by weighting the expected counts for each mutation by the appropriate selection coefficient – in the case
of a single non-synonymous change in gene A or B by the
factor fA and fB respectively, and in the case of two nonsynonymous changes by the joint factor fAB. Table 1 shows
the values obtained for the different regions, both single
and double coding. We can see that when viewed like this,
the double coding regions are on average under 0.41

selection, and thus not greatly different to the single coding ones at an average of 0.39.
Due to more than 1500 sites in the Hepatitis B genome
being multiple coding, we may reasonably test whether
the simpler multiplicative model is an equally good fit to
the full one used above. Setting fAB = fA·fB we may perform
a likelihood ratio test between the full and the restricted
model, where selection acting on two different genes
simultaneously gets multiplied up. With -2log Λ = 18 for
3 added parameters, the full model fits the date significantly better than the restricted multiplicative one (P =
0.0004).
HIV2
We apply our method to the HIV2 genomes J04542 with
reasonably diverged 'descendants' U27200, M15390,
DQ00835 and M30502, by splitting the genome into different regions whenever there is a change in gene structure. Setting all our initial parameters to 0.5, as above, we
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Figure 2 Results: Varying Gene Length
Simulation
Simulation Results: Varying Gene Length. Simulation results between two sequences for a double coding region of varying length nested in a single coding region of length 800. The figure plots the average estimation error of the statistical method,
versus the gene length of the double coding region. The estimation error is measured as the fraction of the average absolute
deviation to the true parameter value and the true value itself.

obtain a selection annotation for the different regions.
The results of our parameter estimates are given in Figure
4.
As we can see, there is a marked difference between the
estimated selection strengths underlying the different
regions, with selection ranging from 0.21 – 1.50. Our
results seem to suggest that genes encoded by double-coding regions often show contrasting modes of evolution,
where one gene is highly conserved, whereas the other is
less so. For example, in the second gene from the left, the
pol gene, we see the middle section being under rather
stringent selection of 0.24, whereas the two flanking
regions are under less negative selection of 0.93 and 0.78.
The respective overlapping sections in the other reading
frames are under selection of 0.31 and 0.64. Similarly
with the latter section of the following vif gene, we can see
a dramatic increase in positive selection acting on the
overlapping region, which rises to 1.50 against a selection

of 0.23 in the other reading frame. Naturally all these estimates are made on relatively small regions, and thus have
relatively large error bars, but tendencies towards a distinction between fast and slow evolving overlaps are
nonetheless demonstrated. On the other hand, the selection on the overlap between the fifth and sixth gene in line
– the vpr and the tat gene – is close to equal in both reading frames, thus indicating that the otherwise observed
high and low selection values are not mere inevitable artefacts of our model. We return to this in the discussion.
One of the most remarkable observations is that within
each reading frame, selection on single coding regions
appears to be more constrained than in double coding
ones. As before, we calculate the selection acting on each
region as a whole, as shown in Table 2 and see that on
average the single coding regions are under selection of
strength 0.39 whereas the double coding regions seem to
be under less stringent selection of an average of 0.64. This

Page 5 of 13
(page number not for citation purposes)

BMC Bioinformatics 2008, 9:304

http://www.biomedcentral.com/1471-2105/9/304

Figure 3 B Annotation
Hepatitis
Hepatitis B Annotation. The estimated parameters for the seven different genomic regions of the Hepatitis B virus
NC003977 based on the Woodchuck Hepatitis genome J02442 and the Ground Squirrel Hepatitis genome K02715. Here the
darker shades refer to the selection acting on one gene only, and the lighter shades are the selection factors for non-synonymous substitutions in both genes. The error in the parameter estimates (one standard deviation) is given in brackets, in units of
10-2. The x-axis delineates the position on the genome.

is in line with the results shown by de Oliveira et al. [2]
and more recently by McCauley et al. [13], but somewhat
contrary to general belief [19,22]. Clearly within the HIV2
genome there is much less data than with Hepatitis B, so
it is harder to assign a true significance to these figures.
However, our results do appear to suggest less stringent
selection on overlapping regions than on single coding
Table 1: The average selection acting on the Hepatitis B
genome.

Region

Genes

Type

Selection

1
2
3
4
5
6
7

C
C,P
P
P,S
P
P,X
X

Single
Double
Single
Double
Single
Double
Single

0.26
0.31
0.38
0.40
0.39
0.46
0.47

The average selection acting on each of the seven regions of the
Hepatitis B genome, measured by weighing each expected mutation
by its appropriate selection coefficient. Selection on double coding
regions appears to tend to be more lenient

ones, thus maybe indicating the overlapping regions to be
a relatively young feature in the virus.

Discussion
We have introduced a novel method for estimation of
selection strengths that explicitly incorporates uncertainty
in estimated alignments. By integrating a statistical alignment procedure into our parameter estimation, we do not
rely on a fixed alignment input. Instead, we calculate the
expected number of observations, and are thus weighting
our parameter estimates by the probability of each possible alignment. We naturally can not compete with knowing the true alignment, something which sufficient and
extremely time consuming manual work can get close to.
We do however offer a fast, automatic and efficient alternative to the use of a fixed alignment, which provides a
quick and easy way for producing selection factors for different regions in a viral genome. We outperform alignments given by ClustalW consistently. We even beat
GenAl for sequences of evolutionary distance below 0.8
and only do slightly worse for ones further apart. It is
however additionally worth noting that the sequences we
have and generally will be dealing with, will generally
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Figure
HIV2
Annotation
4
HIV2 Annotation. The estimated parameters for the seven different genomic regions of the HIV2 J04542 genome based on
the HIV2 genomes U27200, M30502, DQ307022 and M15390. Here the darker shades refer to the selection acting on one
gene only, and the lighter shades are the selection factors for non-synonymous substitutions in both genes. The error in the
parameter estimates (one standard deviation) is given in brackets, in units of 10-2. The x-axis delineates the position on the
genome (not to scale).

have an evolutionary distance of 0.4 – 0.9. We are therefore encouraged to see that our method is competetive
Table 2: The average selection acting on the HIV2 genome.

Region

Genes

Type

Selection

1
2
3
4
5
6
7
8
9
10
11
12
13
14

gag
gag, pol
pol
pol, vif
vif
vif, vpx
vpx
vpr
vpr, tat
tat
tat, rev
env
env, nef
nef

Single
Double
Single
Double
Single
Double
Single
Single
Double
Single
Double
Single
Double
Single

0.21
0.51
0.24
0.54
0.36
0.63
0.28
0.60
0.44
0.45
0.70
0.45
0.99
0.57

The average selection acting on each of the seven regions of the HIV2
genome, measured by weighing each expected mutation by its
appropriate selection coefficient. Selection on double coding regions
appears to tend to be more lenient

compared to the slightly more refined GenAl and hope
that this is amplified once also extended to include protein alignment. More importantly our method is statistical, which means it can be more readily incorporated into
a maximum likelihood estimation framework, whereas
GenAl works on a count-basis.
We test our method in a number of different simulation
studies against the use of a fixed alignment, which we
obtain using ClustalW. We show that on average our statistical approach has up to 30% higher absolute sensitivity, and that both evolutionary distance and the length of
a double coding region have a lesser effect on our results
than when using a fixed alignment.
Our study focuses on trying to understand the selection
mechanism underlying overlapping reading frames. On
the Hepatitis B genome, which boasts over 1500 multiple
coding sites, we investigate several questions such as the
selection a mutation is under, when it causes a non-synonymous mutation in two genes simultaneously. That is
to say, if gene A and gene B are under selection fA and fB
respectively, will a mutation affecting both necessarily be
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under selection fA·fB? A likelihood ratio test between the
restricted multiplicative and the full model suggests this is
not the case.
We also investigate the strength of selection on double
coding regions, with different genomes indicating different results. In Hepatitis B we notice selection on double
coding regions not being significantly different to that acting on single coding regions. In HIV2 however, surprisingly, single coding regions appear to be on average under
up to two-thirds as stringent selection as double coding
regions, supporting the findings of de Oliveira et al. [2],
McCauley et al. [13], but not of Spiropoulou & Nichol
[19], Walewski et al. [22].
Another feature which is particular to our method, is that
we may seperate selection acting on the different reading
frames in an overlapping region. We find especially in
HIV2 a certain division of selection occurring, similar to
that observed in Potato Leafroll Virus [4] and in Microviridae [16]. Essentially, it appears as though in an overlapping region one gene can take over the fastly evolving
function, whilst the other behaves more conserved. Since
this is not something we observed in our simulation studies, it seems to be no artefact of our model.
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manages to circumvent this problem by using a statistical
approach, and thus we account for the uncertainty inherent in the alignment by considering all, rather than picking a single "best" alignment. The improvement we
observe by doing this, makes us suggest that our approach
of marginalizing over alignments may benefit other
sequence-based inferential methods, such as for example
methods for identifying conserved binding motifs.
One drawback to our method is the fact that for each
descendent sequence we model transition and transversion rates as constant along the genome. This is a gross
simplification, and something that should be dealt with
in future work. As mentioned above, we would also like to
superimpose protein alignment on our existent statistical
alignment method, in accordance with the idea behind
[6]. Another point is our fixing a partition prior to analysis. It would be even more interesting to be able to incorporate a hidden Markov model approach, in which
breakpoints between regions would be chosen organically
from the data. We could then truly start questioning
which parts of the genome behave in different ways, as
opposed to being restricted to the 'trial and error'
approach that is the essence of our method now.

Methods
One possible evolutionary scenario that could explain this
observation is the following: when an overlapping region
is 'created'for example by the elongation of one of the
genes involved, then it is likely to initially be under nonnegative selection. Since the organism survived both with
and without the overlap, it might be expected to be able
to evolve without detrimental effects. A thus possible
behaviour would be for the newly coding region to be
encouraged to evolve quickly, whilst the other gene
remains under negative selection as before. The estimated
selection strengths may subsequently help deduce which
overlaps are the 'newer' regions – for example our study
suggests that the pol gene extended itself both onto the gag
and the vif gene. The effect would essentially be similar to
that noted on selection occurring on duplicated genes,
where the duplicated gene reaches fixation in the population due to initially being under positive selection [24].
Up till now, other methods dealing with related issues
have made use of the concept of Ka/Ks ratio, which however creates problems when applied to overlapping reading frames [4,7,14-16]. For this reason McCauley et al.
[13] decided on a different HMM based approach and
estimated selection as acting on a single nucleotide basis,
but at the cost of not being able to pry apart selection acting on different reading frames. Most importantly however, all of the above methods use a fixed alignment and
are thus prone to a great variability in their estimated
parameters, dependent on the alignment. Our method

Outline
We describe the type of problem we are confronted with
according to a specific example, shown in Figure 5. Due to
the 3-periodicity of the genetic code, there are three global
reading frames in which a sequence may code in the forward direction, henceforth referred to as GRF1, GRF2 and
GRF3. In viruses these reading frames tend to encode
simultaneously for up to three different overlapping genes
on each strand, resulting in multiple coding regions. We
will be looking at single stranded RNA viruses, which predominantly code in the forward reading direction only.
Amendments to our model would have to be made to
include reverse reading frame encoded genes.

We are given two sequences S1 and S2, descended from a
common ancestor, together with the gene structure G of S1
– in the case of Figure 5 this is a genome with two genes
which overlap. Say these genes code in GRFs 1 and 2
respectively. Let us first assume we already have an alignment between our two sequences, and we wish to understand the way selection works on different regions of the
genome. An initial question to ask would be, whether single and double coding regions behave in the same way.
We thus, as shown, partition the genome into five segments, making a split wherever a gene starts or stops.
These five segments we then assign to be of one of three
region-types: non-, single- and double coding. When considering the effect a mutation of the indicated nucleotide
C in the overlapping region of S1 might have, we must
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Figure 5 Annotation
Sequence
Sequence Annotation. An example of our input data and annotation. We see here the 'ancestral' sequence S1, whose genes
structure G is given by coding regions in two reading frames GRF1 and GRF2. We apply a partition P to the sequence, where a
breakpoint occurs whenever there is a change in gene structure. We annotate this partition with R = 3 different types of region
for non-, single and double-coding respectively. Finally we have the descendent sequence S2.
consider its coding role in both reading frames. In GRF1 it
is in the third position of the codon AGC and in GRF2 in
the second position of the codon GCT. In the genetic code
the codon AGx codes for serine or argenine, depending on
whether x is a purine or a pyrimidine, respectively. On the
other hand GxT codes for four different amino acids,
depending on the nature of x. Therefore a transition in the
nucleotide C will have no effect on the amino acid
encoded by GRF1, whereas a transversion will. In GRF2
on the other hand, both will result in a non-synonymous
substitution. Additionally, the selection strengths acting
on either gene might be different, due to one of them
evolving faster than the other.
Since we wish to analyse selection happening over a reasonable evolutionary distance, our aim is to be able to
draw conclusions without relying on a prior alignment.
Instead of estimating evolutionary parameters using
observed substitution counts froma fixed alignment, we
will therefore use an alignment model to generate expected
substitution counts and from these use a maximum likeli-

hood method to estimate all evolutionary parameters. In
this manner we may sum over the uncertainty of the alignment – an uncertainty that will be high for distantly
related viruses. Since our alignment model includes a substitution model, we iteratively switch between both it and
our ML-procedure. Figure 6 depicts the basic outline of
our program.
Substitution model
To be able to calculate the probability of a certain alignment between S1 and S2, we need to devise a model for the
evolution of a sequence. We will be working with a simple
3-state HMM indel model, using a more complex nucleotide substitution model, given by an emission matrix E,
for the emission probabilities. We wish to investigate
region-specific selectional behaviour along the genome of
S1. We may thus apply a partition P to our sequence S1,
given by a sequence of partition points {p0, p1, ..., p|P|},
where clearly p0 = 0 and p|P| = |S1|. Because we are interested in certain global features, we may wish to group particular partition segments together into regions of a
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FigureSetup
Model
6
Model Setup. A graphic representation of our method. As input, we give the 'ancestral' sequence S1, its gene structure G, our
desired partition P and our region annotation R of the partition segments. We also input the 'descendent' sequence S2, as well
as our seed parameters for ( f1r , f 2r , f 3r ) R , a, and b. From this we may generate both our seed emission matrix E and the typeannotation-array t = [t1, t2, t3] belonging to each locus along the sequence S1. These then get input into our alignment procedure, which subsequently over the sum of all possible alignments, calculates the expected counts C of a certain substitution of
a certain type in a certain region. This information gets transferred to our maximum-likelihood (ML) method, which generates
our new parameter values, maximizing the expected observations C. The resulting emission matrix E gets fed back into our
alignment procedure, and the loop continues until a change in parameters is below some given threshold.

particular type. Say we have R regions, then each partition
segment [pk, pk+1] with (0 ≤ k < |P|) gets assigned to a certain 'region-type' r, with (r ≤ R), where regions of the same
type are assumed to evolve in a similar way.
As stated above, since we are interested in investigating
the evolutionary behaviour of viruses in particular, we
wish to work with a substitution model, which specifically
accounts for the presence of multiple coding regions. For
our evolutionary model E we use a model very similar to
the one in de Groot et al. [1]. For the convenience of those

not familiar with our earlier work, we include a description of it in the following. Most amino acids are encoded
by several different codons, meaning that a mutation may
often result in no change in amino acid. Regarding a certain nucleotide in a codon, depending on its context, we
may generally divide it into the following degeneracy
classes, where a substitution would result in
• four times the same amino acid.
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• two different amino acids, depending on whether a transition or transversion has occurred.
• four different amino acids, regardless of the type of substitution.
We shorthand these as being of type 4, 2 and 1 respectively. A few sites are not classifiable into one of the above
three classes – ATx codes for three isoleucines and one
methionine and CGG and GGG are synonymous
although one results from the other by a transversion.
Treating, for example, ATG as a type 1 site and ATA, ATC
and ATT as type 4 sites, means however, that the approximations made by us are most likely to be minor.
We model the evolution of our sequences according to the
Hein & Støvlbæk [5] model. When looking at a nucleotide
in the ancestral sequence, for each reading frame we
assign a certain state-dependent 'degeneracy-type' t to it,
depending on its context. This will, in a coding region in
a particular reading frame, be either of degeneracy 1, 2 or
4 and for non-coding will always be designated as 0. Since
we are considering overlapping reading frames, we thus
obtain for each nucleotide in the ancestral sequence a certain state-dependent 'degeneracy-type-array' t = [t1, t2, t3]
– an array consisting of the degeneracy annotation of a
nucleotide for each of the three reading frames. In our
example in Figure 5 we can see an overlap between two
genes, say genes A and B. This results in an annotation of
[2, 1, 0] for our nucleotide C in the overlap, meaning that
we have a degeneracy annotation of 2 and 1 with respect
to gene A and B respectively.
Using this degeneracy annotation we incorporate the concept of selection factors into our framework: transitions
and transversions occur according to the Kimura [8]
model, and non-synonymous substitutions get accepted
by a selection factor specified in the following.
Consider a nucleotide x in a region of type r in S1 with
degeneracy-type array t. Then our factors will be given by
Fr [t1, t2, t3]ts and Fr [t1, t2, t3]tv, for a transition and a
transversion respectively. Within each region, we assign a
selection factor to each gene within it, that is to say if gene
A and gene B overlap in region r, we have selection factors

http://www.biomedcentral.com/1471-2105/9/304

a non-synonymous substitution only in the amino acid in
region 2 in gene B. A transversion however would be mul2
tiplied by the selection factor F2 [2, 1, 0]tv = f AB
because it

would cause a non-synonymous substitution in both gene
A and gene B. If we were to assume independence between
genes, the probability of a mutation causing a non-synonymous change in both genes would be given by fAB = fA·fB.
The probabilities of observing at a site of degeneracy [t1,
t2, t3] in region r an identity, transition and transversion
after time τ are given by exp Qr(t)τ where Qr(t) is the
appropriate instantaneous Kimura rate matrix:

( )

Pidr a , b = 1 / 4 ⋅ (1 + exp(−4b) + 2 exp(−2(a + b)))
(1)

( )

Ptsr a , b = 1 / 4 ⋅ (1 + exp(−4b) − 2 exp(−2(a + b)))
(2)

( )

Ptvr a , b = 1 / 2 ⋅ (1 + exp(−4b))

(3)

a = a ⋅ F r [t1, t 2, t 3]ts

(4)

b = b ⋅ F r [t1, t 2, t 3]tv

(5)

where

with F determined as explained above. We thus are able to
construct an emission matrix E, where E(r, t1, t2, t3, x, y)
is the probability of in region r, nucleotide x of type [t1, t2,
t3] mutating into nucleotide y.
We would like to note that even though our alignment
model does assume independence of sites, we model a
local dependency in our evolutionary model by conditioning our emission probabilities on the nucleotide context in the ancestral sequence. An undoubtable
improvement would be to model the dependency as continuous throughout the evolutionary process [17]. However, as noted by the authors themselves, the elaborate
MCMC method developed in order to do this makes it a
computationally intractable option.

f Ar and f Br for mutations that result in a non-synonymous substitution in region r respectively in gene A and B
only. In the case of a mutation causing a non-synonymous
substitution in both genes, we would let it have selection
r
factor f AB
. With our nucleotide of type [2, 1, 0], this

would mean that a transition would be multiplied by the
selection factor F2 [2, 1, 0]ts = f B2 , since it would result in

Alignment model
To compute the probability of an alignment we use a simple indel model with Match, Insert and Delete states. We
have as alignment parameters a gap-opening, a gap-extension and a transition probability from any state to the end
state. All other state transition probabilities may be
derived from these. The Insert and Delete states emit a
nucleotide from a uniform distribution, aligned to a gap.
Page 11 of 13
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In the Match state nucleotide pairs are emitted according
to our above model.
We wish to eliminate the bias in parameter estimation created by the use of a fixed alignment. For this, we work
with a probabilistic alignment, which instead of producing
an 'optimal' alignment, handles the set of all possible
alignments and their likelihood. It computes posterior
probabilities for each state at every nucleotide position.
We thus are considering all possible sequence alignments
and weighing them appropriately (see [23]), according to
our indel model. This method has been previously used
and described in further detail in [9,10]. Note, that when
referring to the insertion and deletion states, the related
posteriors are added together so that we obtain the posterior probability of a certain nucleotide not being aligned,
as opposed to belonging to a particular gap.
During the alignment procedure, our alignment parameters are estimated in a few iterations of the Baum-Welch
algorithm [3]. The implementation of the algorithm,
including banding to cut computational demands, was
generated automatically by the HMM compiler program
HMMoC [11].
Full model
As shown in Figure 6, we initially have as an input all the
sequence and genome structure data, as well as a set of
seed parameters. We subsequently use our alignment
model to generate the posterior probabilities of every
nucleotide position being in each state. This is done by
using the forward and backward algorithms applied to
our alignment indel model, as is standard HMM procedure. From these posteriors we may calculate, for each
degeneracy in each region, the expected number of times
an identity, transition and transversion is used. For a site
r
r
of degeneracy t = [t1, t2, t3] in region r, let this be x id
,t , x ts ,t

and x tvr ,t respectively. Since Pidr ,t , Ptsr ,t and Ptvr ,t were the
probabilities for a site of degeneracy t in region r of an
identity, transition or transversion occurring (see equations 1, 2, 3), we may rewrite the emission term of the log
likelihood log L as follows:

of the likelihood function, possible because of the simple
substitution model used. If we had opted for a more complicated model, we would need optimization methods
that did not rely on derivatives and would subsequently
be slower, though the estimation would still be possible.
Once the change in log-likelihood between two iterations
has fallen below some given threshold, we take the likelihood to have converged. We then generate a new emission matrix E to be fed back into our alignment procedure
in order to generate new posterior probabilities.
Once the likelihood function has converged below some
set threshold, we output the final set of estimated selection parameters. We may also, if desired, construct an
alignment, either using the Viterbi path or posterior
decoding.
Extension to Multiple Sequences
We would like to be able to apply our method to multiple
sequences, thus extrapolating more information where
possible. We could of course devise a multiple alignment
indel model, and develop a new likelihood function from
which to maximize over all tree branches simultaneously.
This however would be of computational much higher
demand, runtime increasing exponentially with the addition of each new sequence. Instead, we therefore opt to
work with a multiple pairwise alignment under the
assumption of a star shaped tree, with the reference
sequence as the root in the star topology. This implies
viewing the evolution of the pairwise sequences as independent, which is an approximation which we wish to
address in future work. This merely requires per additional sequence an extra transition and transversion
parameter, since selection is acting on the gene in the
ancestor and we assume this to be constant over all
branches. The modification to our program is thus trivial,
with only a linear increase in runtime.

As an input we have, for lack of better terminology, the
ancestral sequence A and its N descendants D1, ..., DN,
together with the seed parameters for the selection factors
(f1, f2, f3)R on each region R as well as n transition and
transversion parameters (a, b)n respectively.

(6)

We then build a set of N pairwise alignments between the
ancestor A and its N descendants. Each one of these
obtains a likelihood function log L as given in equation 6.
Now we create a new likelihood function log L* which is

For this function of the 3R + 2 emission parameters

n ,r
the sum of the N log likelihoods. If x id
,t is the number of

log L =

∑∑
t

r
x id
,t

log

Pidr ,t

+

x tsr ,t

log

Ptsr ,t

+

x tvr ,t

log

Ptvr ,t

r

( f1r , f 2r , f 3r ) R , a and b we now find the maximum likelihood estimates using the Newton-Raphson iteration
method. We may do this by taking the explicit derivatives

expected identities of type t in region r between the ancestral sequence A and its nth descendant, then our assumption of independence implies that
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15.

log L∗ =

∑∑∑
n

t

n ,r
x id
,t

log

Pidn,,tr

+

x tsn,,rt

log

Ptsn,,tr

+

x tvn,,rt

log

Ptnv ,,tr

r

(7)
is the full likelihood of observing all N sequences under
our model. Note here, that the probabilities P are dependent on the sequence-dependent transition and transversion rates (a, b)n and the selection factors (f1, f2, f3)R which
in turn are not dependent on n, since we are assuming
selection to occur on the gene in the ancestral sequence.
Maximizing this new log likelihood function, we proceed
as above and estimate a new set of selection factors and a
set of sequence specific transition and transversion rates,
from which we may generate a new set of pairwise statistical alignments.

Acknowledgements
We gratefully acknowledge funding from the Biological and Biotechnological Research Council.

16.
17.

18.
19.
20.

21.
22.
23.
24.

References
1.
2.

3.
4.

5.
6.
7.
8.
9.

10.
11.
12.
13.
14.

de Groot S, Mailund T, Hein J: Comparative Annotation of Viral
Genomes with Non-Conserved Gene Structure. Bioinformatics
2007, 23(9):1080-1089.
de Oliveira T, Salemi M, Gordon M, Vandamme A-M, van Rensburg
EJ, Engelbrecht S, Coovadia HM, Cassol S: Mapping Sites of Positive Selection and Amino Acid Diversification in the HIV
Genome. Genetics 2004, 167:1047-1058.
Durbin R, Eddy S, Krogh A, Mitchison G: Biological Sequence
Analysis. Cambridge University Press; 1998.
Guyader S, Ducray DG: Sequence analysis of Potato leafroll
virus isolates reveals genetic stability, major evolutionary
events and differential selection pressure between overlapping reading frame products. Journal of General Virology 2002,
83:1799-1807.
Hein J, Støvlbæk J: A maximum-likelihood approach to analyzing nonoverlapping and overlapping reading frame. Journal of
Molecular Evolution 1995, 40(2):181-189.
Hein J, Støvlbæk J: Combined DNA and Protein Alignment.
Methods in Enzymology 1996, 266:402-418.
Hughes AL, Hughes MAK: Patterns of nucleotide difference in
overlapping and non-overlapping reading frames of papillomavirus genomes. Virus Research 2005, 113:81-88.
Kimura M: A simple method for estimating evolutionary rates
of base substitutions through comparative studies of nucleotide sequences. Journal of Molecular Evolution 1980, 16:111-120.
Lunter GA, Drummond AJ, Miklós I, Hein J: Statistical Alignment:
Recent Progress, New Applications, and Challenges: Statistical methods in Molecular Evolution. Springer Verlag's Series in
Statistics in Health and Medicine 2004.
Lunter GA: Probabilistic whole-genome alignments reveal
high indel rates in the human and mouse genomes. Bioinformatics 2007, 23(13):i289-i296.
Lunter GA: HMMoC – a compiler for hidden Markov models.
Bioinformatics 2007, 23(18):2485-2487.
Metzler D, Fleissner R, Wakolbinger A, von Haeseler A: Assessing
Variability by Joint Sampling of Alignments and Mutation
Rates. Journal of Molecular Evolution 2001, 53(1):660-669.
McCauley S, de Groot S, Mailund T, Hein J: Annotation of Selection Strengths in Viral Genomes. Bioinformatics 2007. Advance
Access
Mizokami M, Orito E, Ohba K, Ikeo K, Lau JY, Gojobori T: Constrained evolution with respect to gene overlap of Hepatitis
B Virus. J Mol Evol 1997, 44(Suppl 1):S83-90.

25.
26.

Osiowy C, Giles E, Tanaka Y, Mizokami M, Minuk GY: Molecular
Evolution of Hepatitis B Virus over 25 Years. Journal of Virology
2006, 80(21):10307-10314.
Pavesi A: Origin and evolution of overlapping genes in the
family. Microviridae, Journal of General Virology 2006, 87:1013-1017.
Pedersen AM, Jensen JL: A dependent-rates model and an
MCMC-based methodology for the maximum-likelihood
analysis of sequences with overlapping reading frames. Mol
Biol Evol 2001, 18(5):763-776.
Rogozin I, Spiridinov AN, Sorokin AV, Wolf YI, Jordan IK, Tatusov RL,
Koonin EV: Purifying and directional selection in overlapping
prokaryotic genes. Trends in Genetics 2002, 18(5):228-232.
Spiropoulou CF, Nichol ST: A small highly basic protein is
encoded in overlapping reading frame within the P gene of
vesicular stomatitis virus. Journal of Virology 1993, 67:3103-3110.
Thompson JD, Higgins DG, Gibson TJ: ClustalW: improving the
sensitivity of progressive multiple sequence alignment
through sequence weighting, position-specific gap penalties
and weight matrix choice.
Nucleic Acids Research 1994,
22(22):4673-4680.
Thorne JL, Kishino H, Felsenstein J: An evolutionary model for
maximum likelihood alignment of DNA sequences. Journal of
Molecular Evolution 1991, 33:114-124.
Walewski JL, Keller TR, Stump DD, Branch AD: Evidence for a new
hepatitis C virus antigen encoded in an overlapping reading
frame. RNA 2001, 7(5):710-721.
Zuker M: Suboptimal sequence alignment in molecular biology. Alignment with error analysis. Journal of Molecular Biology
1991, 221:403-420.
Zhang J: The infancy of duplicate genes. Heredity 2004,
92:479-480.
All data used is publicly released on the GenBank database
[http://www.ncbi.nlm.nih.gov/]
ClustalW Software [http://www.ebi.ac.uk/clustalw/]

Publish with Bio Med Central and every
scientist can read your work free of charge
"BioMed Central will be the most significant development for
disseminating the results of biomedical researc h in our lifetime."
Sir Paul Nurse, Cancer Research UK

Your research papers will be:
available free of charge to the entire biomedical community
peer reviewed and published immediately upon acceptance
cited in PubMed and archived on PubMed Central
yours — you keep the copyright

BioMedcentral

Submit your manuscript here:
http://www.biomedcentral.com/info/publishing_adv.asp

Page 13 of 13
(page number not for citation purposes)

