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Abstract
Background: Tandem duplication, in the context of molecular biology, occurs as a result of mutational events in
which an original segment of DNA is converted into a sequence of individual copies. More formally, a repetition or
tandem repeat in a string of letters consists of exact concatenations of identical factors of the string. Biologists are
interested in approximate tandem repeats and not necessarily only in exact tandem repeats. A weighted sequence is a
string in which a set of letters may occur at each position with respective probabilities of occurrence. It naturally arises
in many biological contexts and provides a method to realise the approximation among distinct adjacent occurrences
of the same DNA segment.
Results: Crochemore’s repetitions algorithm, also referred to as Crochemore’s partitioning algorithm, was introduced
in 1981, and was the first optimal O (n log n)-time algorithm to compute all repetitions in a string of length n. In this
article, we present a novel variant of Crochemore’s partitioningalgorithm
for weighted sequences, which requires

optimal O (n log n) time, thus improving on the best known O n2 -time algorithm (Zhang et al., 2013) for computing
all repetitions in a weighted sequence of length n.
Keywords: Tandem repeats, Weighted sequences, IUPAC notation

Background
A fundamental structural characteristic of a string of letters is its periodicity. Closely related to periodicity is the
notion of repetition. Repetitions in strings are highly periodic factors, that is, two or more adjacent identical factors.
For instance, the string TATA is a repetition in the string
CTATAGT. Clearly a string may contain a quadratic number of repetitions. In 1981, it was shown by Crochemore
that there could be O(n log n) maximal repetitions in
a string of length n and an O(n log n)-time, thus optimal, algorithm was presented [1]. In 1999, Kolpakov and
Kucherov presented an O(n)-time algorithm to compute
the most compact representation of all repetitions known
as runs [2].
Tandem duplication, in the context of molecular
biology, occurs as a result of mutational events in which
an original segment of DNA is converted into a sequence
of individual copies. It usually results from replication
slippage or from certain recombination events, such
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as unequal crossing-over or unequal sister chromatide
exchange [3]. In this context, the result of a tandem duplication event is termed a tandem repeat. It appears in both
eukaryotic [4] and prokaryotic [5] genomes.
Through time, individual copies within a tandem repeat
may change by additional, uncoordinated, mutations, and
so only approximate tandem copies may be present. The
major bottleneck in identifying biologically relevant tandem repeats in genomic sequences is a certain variation
threshold that must be admitted between the copies of
the repeated segment. In other words, biologists are interested in approximate tandem repeats and not necessarily
only in exact tandem repeats. A plethora of algorithms
and tools for the identification of tandem repeats measuring this approximation have already been released (for
instance, see [6-8]).
The simplest and perhaps most widely-used notion for
measuring this approximation is the notion of Hamming
distance [9]. Another way of measuring this approximation is using a probabilistic model of biological sequences.
Single nucleotide polymorphisms, as well as errors introduced by wet-lab sequencing platforms during the process
of DNA sequencing, can occur in some positions of a
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DNA sequence. In some cases, these uncertainties can
be accurately modelled as a don’t care letter. However, in
other cases they can be more subtly expressed, and, at
each position of the sequence, a probability of occurrence
can be assigned to each letter of the nucleotide alphabet; this process gives rise to a weighted sequence. For
instance, consider a IUPAC-encoded [10] DNA sequence,
where the ambiguity letter M occurs at some position of
the sequence, representing either base A or base C. This
gives rise to a weighted DNA sequence, where at the corresponding position of the sequence, we can assign to A
and C an occurrence probability of 0.5.
A great deal of research has been conducted for computing various types of regularities in weighted sequences (for
instance, see [11-15]). The efficiency of the proposed algorithms relies on the assumption of a given constant, the
cumulative weight threshold, defined as the minimal probability of occurrence of factors in the weighted sequence.
 
Recently, the authors of [16] proposed an O n2 -time
algorithm for computing all tandem repeats in a weighted
sequence of length n.
Our contribution

In this article, we present the first optimal algorithm for
computing all tandem repeats in a weighted sequence. We
improve on the time complexity of the best-known algorithm for computing all tandem repeats
  in a weighted
sequence of length n from time O n2 to an optimal
O(n log n). A preliminary version of this work appeared
in [17].
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that |y| ≥ |x| and x = y i . . j . We say that x occurs at the
starting position i in y.
A weighted string x on an alphabet  is a finite sequence
of n sets. Every
 for
 all 0 ≤ i < n, is a set of
 x[i],
ordered pairs sj , πi sj , where sj ∈  and πi sj is
the probability
of having letter sj at position i. Formally,


 
  
x[i] = sj , πi sj |sj  = s for j  = , and j πi sj = 1 .
A letter sj occurs at position i of a weighted string x if
and only if the occurrence probability of letter sj at position i, πi (sj ), is greater than 0. A string u of length m
is a factor of a weighted string if and only if it occurs
at starting position
with cumulative occurrence proba i 
u
j
> 0. Given a cumulative weight
π
bility m−1
i+j
j=0
threshold 1/z ∈ (0, 1], we say that factor u is valid, or
equivalently that factor u has a valid occurrence,
   if it
u j ≥ 1/z.
π
occurs at starting position i and m−1
i+j
j=0
For clarity of presentation, in the rest of this article, a
set of ordered pairs in a weighted string is denoted by
[(s0 , πi (s0 )) , . . . , (sσ −1 , πi (sσ −1 ))].
Example 1. Let the following weighted string x and the
cumulative weight threshold 1/z = 1/4.

TGTCAT is not a factor of x; TATCCT is a factor of x starting
at position 3; and TATCAT is a valid factor of x starting at
position 3 with cumulative occurrence probability 0.3.

Preliminaries
In order to provide an overview of our results and algorithms, we begin with a few definitions, generally following [18].
An alphabet  is a finite non-empty set of size σ , whose
elements are called letters. A string on an alphabet 
is a finite, possibly empty, sequence of elements of .
The zero-letter sequence is called the empty string, and is
denoted by ε. The length of a string x is defined as the
length of the sequence associated with the string x, and is
denoted by |x|. We denote by x[i], for all 0 ≤ i < |x|, the
letter at index i of x. Each index i, for all 0 ≤ i < |x|, is a
position in x when x  = ε. It follows that the i-th letter of x
is the letter at position i in x.
The concatenation of two strings x and y is the string of
the letters of x followed by the letters of y. It is denoted
by xy. A string x is a factor of a string y if there exist two
strings u and v, such that y = uxv. Consider the strings
x, y, u, and v, such that y = uxv. If u = ε, then x is a prefix
of y. If v = ε, then x is a suffix of y. Let x be a non-empty
string and y be a string. We say that there exists an occurrence of x in y, or, more simply, that x occurs in y, when
x is a factor of y. Let x and y be two strings on , such

For every string x and every natural number n, we define
the n-th power of the string x, denoted by xn , by x0 = ε
and xk = xk−1 x, for all 1 ≤ k ≤ n. A string is said to
be primitive if it cannot be written as ve , where e ≥ 2. A
repetition in x is a non-trivial power of a primitive string
occurring in x.
Formally, a repetition ue , e ≥ 2,  in x is defined

as a triple (i, p, e) such that: u = x i . . i + p − 1 =

x i + p . . i + 2p − 1 = . . . = x i + (e − 1)p . . i + ep − 1 ;
ue+1 does not occur at position i; and u is primitive. A repe
etition

is maximal if i − p < 0 or u does not occur at
x i − p . The integers p and e are called the period and the
exponent of the repetition, respectively. In other words, a
repetition is a primitively-rooted integer power ue which
is not followed by another occurrence of u; and a maximal
repetition is a primitively-rooted integer power ue which
is not followed or preceded by another occurrence of u. If
e = 2 the repetition is called square.
A repetition v = ue , e ≥ 2, in a weighted string
x is defined
 as a quadruple (i, p, b, e) such that u =
v 0 . . p − 1 = v p . . 2p − 1 = . . . = v[ (e − 1)
p . . ep − 1], where v is a factor of length ep of x occurring
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at position i, and each occurrence of u in v is a valid factor
of x; ue+1 does not occur at position i; u is primitive; and b
is a set of ordered
pairs ( j, a), where 0 ≤ j < p and a ∈ ,

denoting u j = a. A repetition

is maximal if i − p < 0
or ue does not occur at x i − p . The need for set b in
uniquely defining a repetition can be seen in Example 2.
Example 2. Let x = aab[(a, 0.5)(b, 0.5)][(a, 0.5)(b, 0.5)]
bab and 1/z = 1/2. Then (1, 3 {(2, a)}, 2) is a repetition
in x, such that u = aba and v = abaaba.
In this article, we are mainly concerned with the following problem.
Problem 1. Given a weighted string x of length n and a
cumulative weight threshold 1/z ∈ (0, 1], find all repetitions in x.

Algorithm
In the following discussion, we assume that each position
contains at least one letter with occurrence probability
greater than or equal to 1/z. If this is not the case, the
weighted string can be split around these positions, and
each resulting weighted string can be processed separately
according to the algorithm with no time penalty.
The first stage of the algorithm is to perform a simple
filtering on the weighted string to filter out all those letters that are below the threshold. This is required as if the
alphabet is not constant, we may have many letters with
low occurrence probability that are not of interest. We
simply read the entire string and keep only those letters
with occurrence probability greater than or equal to 1/z;
these are at most z for each position, so still constant. We
are thus left with a string of size O(n), and the entire stage
takes time O(σ n). For clarity of presentation, in the rest of
this article, we assume that the string resulting from this
filtering step is the input weighted string x.
After this filtering stage, we perform a colouring stage
on x, similar to the one before the construction of the
weighted suffix tree [12], which assigns a colour to every
position in x according to the following scheme:
• mark position i black (B), if none of the possible
letters at position i has occurrence probability greater
than 1 − 1/z.
• mark position i grey (G), if one of the possible letters
at position i has occurrence probability greater than
1 − 1/z.
• mark position i white (W), if one of the possible
letters at position i has occurrence probability of
occurrence 1.
It should be noted that the colouring stage only applies
when z ≥ 2; should it be less than 2, then all positions are

Page 3 of 8

either grey or white. An example of the colouring stage
can be seen in Table 1. Intuitively, black positions are the
only positions where multiple letters may be chosen for
any valid factor that includes the black position. Due to
this, black positions are also called branching positions.
After the colouring stage, we perform a generation
stage, similar to the one performed during the construction of the weighted suffix tree, where a set of factors of x
is generated; we refer to this set as extended factors. The
intuition behind extended factors is to generate a set of
strings such that all the valid factors of the weighted string
occur in at least one extended factor. The generation of
extended factors is performed once from each black position. We scan x from left to right and for the currently
considered black position, we create a list of possible
extended factors starting from this position. We generate
a factor starting with each letter at the black position and
one empty string. These will then be extended to create
the extended factors starting from that black position. For
each extended factor, the cumulative occurrence probability is maintained during its generation, and when it breaks
the threshold we stop extending it. This probability is
updated by considering the actual occurrence probability
for letters at black positions, but letters at grey positions
are treated as letters at white positions (only one possible
choice). Extending these factors is performed by continuing to scan x and appending to the currently considered
factors the same single letter if the position is white or
grey and by creating new factors at black positions. At a
black position, we copy each current extended factor and
append one letter from the black position to each copy.
We stop extending an extended factor when we reach a
black position which causes it to violate the threshold. The
procedure outlined above is similar to the generation step
in [12], however, here, we generalise the procedure to any
finite alphabet, by noting that the branching factor for any
finite alphabet can be no more than 1/(1/z) + 1 = z + 1
for the first branching and z for the rest; as no more than z
letters can have an occurrence probability greater than or
equal to 1/z.
Example 3. Let x = aab[(a, 0.5)(b, 0.5)][(a, 0.5)(b, 0.5)]
bab and 1/z = 1/2. The colouring corresponding to x
is WWWBBWWW. We scan x from left to right and extend
Table 1 Colouring of x for 1/z = 1/2
Position

0

1

2

3

4

5

6

7

8

9

10

x

A

(A, 0.1)

T

T

(A, 0.5)

T

C

(A, 0.6)

T

T

T

W

W

W

(C, 0.8)

(C, 0.5)

(C, 0.2)

(G, 0.1)

(G, 0.0)

(G, 0.0)

(T, 0.0)
Colour

W

G

(T, 0.0)
W

W

B

(T, 0.2)
W

W

G
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until the first black position. At this point we have factor
aab and at the black position we branch and get aaba
and aabb. Extending these any further will violate the
threshold so we stop. The extended factors generated from
position 0 of x are as follows: aaba and aabb. We continue with factors a, b, and ε at the black position 3. We
then reach the black position 4 and for factors a and b this
violates the threshold so we stop. However, the empty string
can be extended, so we split it into two strings, as we are at
a black position, and continue extending it. The extended
factors generated from the black position 3 are as follows: a,
b, abab, and bbab. We continue with factors a, b, and ε at
the black position 4. The extended factors generated from
the black position 4 are as follows: abab, bbab, and bab.
We recall an important lemma on how many black positions may be contained within any valid (or extended)
factor of a weighted string. We also give a slightly modified
proof for any finite alphabet.
Lemma 1 ([12]). Given a weighted string x and a cumulative weight threshold 1/z ∈ (0, 1], any valid factor of x
z
black positions.
contains at most log z/ log z−1
Proof. Consider a valid factor u of x containing  black
positions and no grey positions. Any letter at a black
position has occurrence probability at most 1 − 1/z. The
cumulative occurrence probability of u with  black positions is no more than (1 − 1/z) , and it must be the case
that (1 − 1/z) ≥ 1/z since u is valid; by rearranging and
taking logarithms we obtain the claimed result.
Note that, additionally, Lemma 1 holds exactly for
extended factors as they are factors which are treated
as only containing black and white positions. From the
generation of extended factors we get the following.
Lemma 2 ([12]). Given a weighted string x and a cumulative weight threshold 1/z ∈ (0, 1], any valid factor of x
occurs in at least one extended factor.
To achieve the main result of the article, we first solve
a related sub-problem on the computation of valid repetitions. Additionally, we define the notion of an extended
repetition in the process. An extended repetition in x is a
repetition occurring in an extended factor of x. A valid
repetition in x is a repetition ue such that the cumulative
occurrence probability of ue is at least 1/z. We are now in
a position to define the following subproblem.
Problem 2. Given a weighted string x of length n and
a cumulative weight threshold 1/z ∈ (0, 1], find all valid
repetitions in x.
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Intuitively, the difference between Problems 1 and 2 is
that in Problem 1 we want to find repetitions ue such that
each u occurs with cumulative occurrence probability at
least 1/z; whereas in Problem 2 we want to find repetitions
ue such that the entire factor ue occurs with cumulative
occurrence probability at least 1/z.
Lemma 3. Given a weighted string x and a cumulative
weight threshold 1/z ∈ (0, 1], any valid repetition in x
occurs in at least one extended factor.
Proof. By Lemma 2, any valid factor of x occurs in
at least one extended factor. By the definition of valid
repetitions, any valid repetition is a valid factor.
For each generated extended factor, we run
Crochemore’s partitioning algorithm for maximal repetitions; the output is all maximal extended repetitions
in x. After computing all maximal extended repetitions,
we cannot simply report all of these as valid repetitions.
All valid factors must occur in an extended factor but
extended factors may contain factors which are not
valid. This is a consequence of treating grey positions
as white during the generation of extended factors [12].
Since not all maximal extended repetitions are valid
repetitions, we must therefore break up these maximal extended repetitions into valid repetitions to solve
Problem 2.
In order to break up the maximal extended repetitions,
we must compute some additional information. To determine how long any valid repetition should be, we must
know, for each position i in an extended factor, the length
of the longest valid factor starting at position i. The computation is based on the observation that the longest factor with cumulative occurrence probability greater than or
equal to 1/z for the position i + 1 has length greater than
or equal to that of position i. To compute this we maintain
an additional cumulative weight threshold π  . This additional threshold is reused so that we can easily compute
the longest valid factor for some position i + 1 from position i. We store the computed lengths in an array LF of
integers.
We start with the first position in an extended factor and compute the longest factor within the threshold
by multiplying together the occurrence probability of the
letters we encounter and storing this in π  . If multiplying the probability of some letter at position j > 0
causes π  < 1/z, we set LF[0] := j − 1. To proceed, we remove by division the occurrence probability
of the first letter from π  . If π  < 1/z, then we set
LF[1] := j − 1; otherwise, we continue as before multiplying the occurrence probability of letters at positions
j + 1, j + 2, and so on, until the threshold is once again
violated. In general, for string x and some position i, we
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|u|−1
set LF[i] := max |u| : j=0 πi+j u j ≥ 1/z , where
non-empty factor u occurs at starting position i of x.
Example 4. Let x = [(a, 0.6)(c, 0.4)]bab[(a, 0.6)(d, 0.4)]
bab and 1/z = 1/2. The colouring corresponding to x is
GWWWGWWW. The only extended factor generated by this
weighted string is abababab. Starting at position 0, we set
π  := 0.6, that is, the probability that a occurs at position
0. We then consider the cumulative occurrence probability
of factors ab, aba, and abab, the probability of whose is
also 0.6. Now we consider the next letter at position 4 and
set π  := 0.36 < 1/2. We set LF[0] := 4, and remove the
occurrence probability of the first letter from the cumulative occurrence probability by setting π  := 0.36/0.6 = 0.6.
Now we continue as before and consider the following
factors (which now start from position 1) baba, babab,
bababa, and bababab. We reach the end of the string
without breaking the threshold, and so we set LF[1] := 7,
LF[2] := 6, LF[3] := 5, and so on until LF[n − 1] := 1.
For each extended factor this takes time and space proportional to its length. The sum of lengths of the extended
factors is linear in n by Lemma 5. We give an alternative
proof to the one given in [12] for any finite alphabet, both
for completeness and as we improve the bounds on the
constants slightly. For this alternative proof, we first need
to show the following lemma.
Lemma 4. Given a weighted string x and a cumulative weight threshold 1/z ∈ (0, 1], any valid factor of x
occurs in at most z (2 + 1) extended factors of x, where
z
.
 = log z/ log z−1
Proof. By the definition of extended factors, each black
position initially generates z+1 extended factors; z including the current black position and one that does not. At
each subsequent black position, each extended factor may
branch at most z times, and this occurs no more than 
times. From this we get that a black position generates no
more than z + z extended factors; z from those that
initially include the current black position and another z
from the one that does not.
Now consider some position i in the weighted string
x. Position i can only be in extended factors generated
by black positions to the left of it or at position i itself;
and we know that an extended factor can contain at most
 black positions. Position i can only be contained in
extended factors generated from the  + 1 black positions to the left. For the first  to the left, it can be
contained in any extended factor but for the  + 1th black
position to the left, it can only be contained in those
extended factors which do not include the  + 1th black
position.
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By Lemma 2, all valid factors occur in extended factors and no valid factor can occur in strictly more
extended factors than its respective single-letter valid factors. Therefore it is sufficient to determine, for some
position i, the maximum number of occurrences of its
single-letter valid factors in extended factors. From the
abve analysis, we can see that each position can be in at
most z + z = z (2 + 1) extended factors.
We are now ready to establish the sum of lengths of
extended factors.
Lemma 5 ([12]). Given a weighted string x of length n
and a cumulative weight threshold 1/z ∈ (0, 1], the sum of
lengths of the extended factors of x is O(n).
Proof. Following the proof of Lemma 4, we see that each
position is in no more than z (2 + 1) extended factors. To
establish the sum of lengths of extended factors it is sufficient to count how many extended factors each position is
in; therefore the sum of lengths of all extended factors is
no more than z (2 + 1)n = O(n).
The next step is to determine the set b for each
maximal extended repetition. This can be done in constant time per maximal extended repetition. We compute an array NB of integers of size n, such that for
each position i in x, NB [i] stores the index of the leftmost black position j > i; this can be done in linear time in n. For each maximal extended repetition
ue , we check all black positions in the first occurrence
of u. By Lemma 1, there can only be a constant number of black positions in u; finding the black positions
using NB takes time proportional to their number. It is
now a simple case of recording the position and the letter present in the extended factor; this takes constant
time per maximal extended repetition, so time proportional to the number of maximal extended repetitions in
total.
Given all the maximal extended repetitions, we can now
begin to break them up into valid repetitions. To achieve
this, we can check the length of the longest valid factor starting at position i of the extended factor, and then
determine the longest valid repetition starting from i. We
can continue checking the maximal extended repetition in
this manner reporting the length as we go. Note that in the
worst case, for each maximal extended repetition ue , we
may check the starting position of each occurrence of u.
As we show later (Lemma 7), this can be done efficiently.
We now establish the maximal number of extended repetitions in x. Note that the work done by the algorithm
so far is no more than the maximal number of extended
repetitions.
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Lemma 6. Given a weighted string x of length n and a
cumulative weight threshold 1/z ∈ (0, 1], there could be
O(n log n) extended repetitions in x.
Proof. Consider the string x partitioned into q nonoverlapping segments Ni , 1 ≤ i ≤ q, each of which
z
black positions. Each
contains  = log z/ log z−1
segment starts with the first black position of the segment
and ends immediately before what would otherwise be the
 + 1th black position of the segment. For some segment
Ni , each black position may generate 2z extended factors.
By the definition of extended factors, each extended factor may contain no more than  black positions; so none
of the extended factors can extend past the next segment
Ni+1 . Each of these extended factors may contribute to
the number of extended repetitions. There may be no
more than 2z extended factors from any Ni , and each is
of length no more than |Ni |+|Ni+1 |; so each extended fac-
tor may contribute O (|Ni | + |Ni+1 |) log(|Ni | + |Ni+1 |)
extended repetitions.
  Each segment may contribute no
2z (|Ni | + |Ni+1 |) log(|N
=
O
more
than
i | + |Ni+1 |)


extended repeO (|Ni | + |Ni+1 |) log(|Ni | + |Ni+1 |)
titions. Summing the extended repetitions that each
segment may contribute, we achieve our claim that the
number of extended repetitions is O(n log n).
As previously mentioned, whilst breaking some maximal extended repetition ue into valid repetitions, we may
need to check up to e positions. The maximum number
of checks required will be the sum of the exponents of all
maximal extended repetitions returned by Crochemore’s
partitioning algorithm. Now we establish the maximal
sum of the exponents of maximal extended repetitions in
a weighted string.
Lemma 7. Given a weighted string x of length n and a
cumulative weight threshold 1/z ∈ (0, 1], the sum of exponents of maximal extended repetitions in x is O(n log n).
Proof. Any primitive repetition ue can also be seen as
a sequence of overlapping primitive squares (as shown
in Example 6). We know that the maximal number of
occurrences of primitive squares is O(n log n) [19]; clearly
the sum of the exponents of primitive squares is also
O(n log n). By the definition of maximal extended repetitions each square is only in one maximal extended
repetition. Therefore the sum of exponents of maximal extended repetitions is less than or equal to the
sum of exponents of primitive squares. This is also
O(n log n).
Note that an analogous version of Lemma 6 holds for
valid repetitions. We are now in a position to state our first
result.
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Theorem 1. Problem 2 can be solved in optimal time
O(n log n).
Proof. Consider the string x partitioned into q nonoverlapping segments Ni , 1 ≤ i ≤ q, each of which
z
black positions. The
contains  = log z/ log z−1
proof can follow, almost identically, that of Lemma 6
but instead of considering extended repetitions, we consider
 the time contributed by each segment; this too is
O (|Ni | + |Ni+1 |) log(|Ni | + |Ni+1 |) per segment.
At this point, we have solved the subproblem which
forms the basis for our solution. Intuitively, the subproblem finds repetitions v = ue , where factor v occurs with
cumulative occurrence probability greater than or equal
to 1/z. The idea behind our solution to Problem 1 is based
on the observation that a repetition of exponent e ≥ 3
is composed of overlapping occurrences of smaller repetitions. We intend to compute smaller repetitions and, from
this, derive larger ones. Part of the process of computing
valid repetitions was to break up maximal extended repetitions below the threshold into smaller valid repetitions.
To determine the repetitions specified in Problem 1, we
reverse this process and compose longer repetitions from
small valid repetitions.
In order to solve Problem 1, we start by solving
Problem 2 for threshold k = 1/z2 . The number of valid
repetitions reported for k can be shown to be O(n log n)
by the same argument as for Lemma 6; and the number of black positions in a valid factor is only a constant
amount higher than for the original threshold by a similar argument to the proof of Lemma 1. We pick k = 1/z2
as we wish to guarantee that we will at least find squares
such that each half may have cumulative occurrence probability greater than or equal to 1/z. We may also find
repetitions with a higher exponent and repetitions which
have a cumulative occurrence probability less than 1/z,
but we will explain how to filter these out using the same
techniques as for Problem 2.
We alter the solution to Problem 2 to simplify the
solution to Problem 1. Instead of breaking up maximal extended repetitions into valid repetitions, we break
them into all their valid overlapping squares. There are
no more than O(n log n) valid squares [19]. This can be
shown by an almost identical argument as Lemma 6.
To split maximal extended repetitions into their valid
overlapping squares, we process them one by one and
create a new square for each overlapping square in
the maximal extended repetition. We only need to perform this on maximal extended repetitions of exponent e ≥ 3, and this will take time proportional
to the sum of the exponents which, by Lemma 7, is
O(n log n).
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To perform the filtering step, we must check if both
halves of the square are above the threshold 1/z. To
check each half, we compute, for each position i in an
extended factor, the length of the longest valid factor
starting at position i. During the generation of extended
factors for the threshold k, we at the same time determine
the longest factor with cumulative occurrence probability greater than or equal to 1/z by computing an array
LF which stores the analogous information. Filtering the
squares in time proportional to their number can be done
by checking that the length stored in the array is greater
than or equal to the period of the square.
After the filtering step, we have a set of quadruples
(i, p, b, e) representing all primitive squares such that each
half of a square has cumulative occurrence probability at
least 1/z. Now, for every position i in x, we declare
 an

fi (j) ,
such
that
the
linked
list
A
array Ai of linked lists,
i



fi : [1, n/2] → 0, O logφ n , stores all the squares
which occur at position i with period j ∈ [1, n/2]. We
now wish to establish the size of Ai and the size of the
linked lists stored at any Ai fi (j) .
Lemma 8. Ai is of size O logφ n , where φ =
√


1 + 5 /2, and the size of any linked list Ai fi (j) is
O(1).

Proof. There is a constant number of valid factors starting from position i, and it is well known that a string can
contain no more than logφ n prefixes that are squares [19].
By Lemma 4, position i is only in O(1) extended factors.
The suffixes starting from i in each extended factor contain no more than logφ n prefixes that are squares; this
achieves the first part of our claim. For the second part,
it is enough to note that each suffix of an extended factor
starting from i, which there is O(1) of, can only contain
one square of a given period.
We can now construct the repetitions specified in
Problem 1. For each position i, we iterate through the
linked
lists

 of array Ai . We iterate through each linked list
Ai fi (p) , where p is the considered period.
 We process
each square element (i, p, b, e) ∈ Ai fi (p) to extend the
corresponding square as much as possible, by checking for
an occurrence of the square at position i + p. For a linear string, it is simple to determine this. For each pair of
overlapping squares, the second half of the first square is
the first half of the second square; so it suffices to check
whether there exists a square at position i + p with the
same period.
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of y with (0, 2, 2) and check if there is a square of period
2 starting at position 2. A matching square exists so we
extend the repetition and check position 4. There is no
square at position 4 so we report the repetition (0, 2, 3).
For weighted strings the approach is very similar, with
the addition of a few, constant-time, checks. We must
check, for each pair of overlapping squares, if the black
positions from the first square match with the black positions from the second square. There is a constant number
of black positions so this takes constant time. Each time
we find such overlapping squares, we extend our repetition and delete the square at position i + p from the
corresponding list. As soon as we find a position where we
cannot extend the repetition we stop. We continue doing
this until we have found all repetitions.
Example 6. Let x = aab [(a, 0.5)(b, 0.5)] [(a, 0.5)
(b, 0.5)] ab and 1/z = 1/4. We would like to report repetition v = ababab, defined by (1, 2 {∅}, 3). For i = 1, we
iterate through the linked lists of
 array
 A1 . For p = 2, we
iterate through the linked list A1 f1 (2) . We find the square
abab, defined by (1, 2 {∅}, 3). We check for an occurrence
of the same square at position
 i +p = 1 + 2 = 3, and find
(3, 2, {(0, a), (1, b)}, 2) in A3 f3 (2) . We have to check if the
black positions from the first square match with the black
positions from the second square. They do, so we extend
our square to repetition ababab, defined by (1, 2 {∅}, 3),
and
 delete
 the square at position i + p = 3 from the list
A3 f3 (2) .
Each time we iterate through a linked list, a square may
be added to the repetition we are extending; this takes
constant time per list by Lemma 8. After each square is
added to the repetition, it is deleted so is not considered again. There are O(n log n) squares in the array and
from the above description we can see that each square
is considered a constant number of times. It is clear that
we construct no more repetitions than there are primitive squares, so the number of constructed repetitions is
also O(n log n). These repetitions will be maximal, and to
report repetitions specified in Problem 1, we may check
the start of each occurrence in the repetition and report
them. This takes no more than the sum of exponents
which is O(n log n). We can now state the main result of
this article.
Theorem 2. Problem 1 can be solved in optimal time
O(n log n).

Conclusions
Example 5. Consider y = ababab that contains the following primitive squares: (0, 2, 2), (1, 2, 2), and (2, 2, 2); we
wish to find the repetition (0, 2, 3). We start at position 0

In this article, we presented an optimal algorithm for
computing all tandem repeats in weighted sequences.
We improved on the time complexity of the best-known

Barton et al. Algorithms for Molecular Biology 2014, 9:21
http://www.almob.org/content/9/1/21

algorithm for computing
  all tandem repeats in weighted
sequences from O n2 to an optimal O(n log n), and
showed that Crochemore’s partitioning scheme can be
used efficiently in weighted sequences.
A most obvious drawback of the proposed algorithm
is the hidden constant due to the generation of extended
factors. This constant appears throughout the work. The
high constant factor in the other operations is due to
them being performed on extended factors—not due to an
inherently large constant in the operation itself. It should
also be noted that the existing algorithms for the computation of repetitions in weighted strings also suffer from
this problem. All the algorithms make the assumption that
the cumulative weight threshold is constant and generate the valid factors in one way or another, pruning out
those that violate the threshold to avoid a combinatorial
explosion. This exponential dependency is explicitly mentioned in [20], where an exponential constant is derived,
and also in [16]. The difference between our approach and
that
 of
 [16] is that we also improve the complexity from
O n2 to the optimal O(n log n).
For future work, we intend on devising an algorithm to
compute a most compact representation of all maximal
repetitions in weighted strings similar to the one for regular strings [2]. It seems as though the techniques we have
developed here are not directly applicable to this computation. Perhaps new methods will need to be developed to
achieve a linear-time computation.
Competing interests
The authors declare that they have no competing interests.

Page 8 of 8

6.

7.

8.

9.

10.

11.

12.

13.

14.

15.

16.
17.
18.

Authors’ contributions
CB, CSI, and SPP devised the algorithms. CB and SPP wrote the manuscript.
The final version of the manuscript is approved by all authors.
Acknowledgements
The publication costs for this article were funded by the Open Access funding
scheme of King’s College London. CB is supported by an EPSRC grant
(Doctoral Training Grant #EP/J500252/1).
Author details
1 King’s College London, London, UK. 2 University of Western Australia, Crawley,
Australia. 3 Curtin University, Bentley, Australia.
Received: 31 March 2014 Accepted: 11 July 2014
Published: 16 August 2014
References
1. Crochemore M: An optimal algorithm for computing the repetitions
in a word. Inf Process Lett 1981, 12(5):244–250. [http://dblp.uni-trier.de/
db/journals/ipl/ipl12.html#Crochemore81]
2. Kolpakov R, Kucherov G: Finding maximal repetitions in a word in
linear time. In Symposium on Foundations of Computer Science.
Washington, DC, USA: IEEE Computer Society; 1999:596–604.
3. Brown TA: Genomes. London, UK: BIOS Scientific Publishers; 1999.
4. Mitas M: Trinucleotide repeats associated with human disease.
Nucleic Acids Res 1997, 25(12):2245–2253. [http://nar.oxfordjournals.org/
content/25/12/2245.abstract]
5. van Belkum A, Scherer S, van Alphen L, Verbrugh H: Short-sequence
DNA repeats in prokaryotic genomes. Microbiol Mol Biol Rev 1998,
62(2):275–293.

19.

20.

Benson G: Tandem repeats finder: a program to analyze DNA
sequences. Nucleic Acids Res 1999, 27(2):573–580. [http://nar.
oxfordjournals.org/content/27/2/573.abstract]
Kolpakov R, Bana G, Kucherov G: mreps: efficient and flexible detection
of tandem repeats in DNA. Nucleic Acids Res 2003, 31(13):3672–3678.
[http://nar.oxfordjournals.org/content/31/13/3672.abstract]
Boeva V, Regnier M, Papatsenko D, Makeev V: Short fuzzy tandem
repeats in genomic sequences, identification, and possible role in
regulation of gene expression. Bioinformatics 2006, 22(6):676–684.
[http://bioinformatics.oxfordjournals.org/content/22/6/676.abstract]
Kolpakov R, Kucherov G: Finding approximate repetitions under
Hamming distance. Theor Comput Sci 2003, 303:135–156. [http://www.
sciencedirect.com/science/article/pii/S0304397502004486]. [Logic and
Complexity in Computer Science]
Nomenclature committee of the international union of biochemistry
(NC-IUB): Nomenclature for incompletely specified bases in nucleic
acid sequences. Recommendations 1984. Eur J Biochem 1985, 150:1–5.
[http://www.biomedsearch.com/nih/Nomenclature-CommitteeInternational-Union-Biochemistry/2410266.html]
Iliopoulos CS, Perdikuri K, Theodoridis E, Tsakalidis A, Tsichlas K: Motif
extraction from weighted sequences. In Proc. 11th Symposium on String
Processing and Information Retrieval (SPIRE), Volume 3246 of LNCS. Berlin,
Heidelberg: Springer; 2004:286–297.
Iliopoulos CS, Makris C, Panagis Y, Perdikuri K, Theodoridis E, Tsakalidis A:
The weighted suffix tree: an efficient data structure for handling
molecular weighted sequences and its applications. Fundam Inf 2006,
71(2,3):259–277. [http://dl.acm.org/citation.cfm?id=1227505.1227512]
Iliopoulos CS, Mouchard L, Perdikuri K, Tsakalidis AK: Computing the
repetitions in a biological weighted sequence. J Automata Lang
Combinatorics 2005, 10(5/6):687–696.
Christodoulakis M, Iliopoulos CS, Mouchard L, Perdikuri K, Tsakalidis AK,
Tsichlas K: Computation of repetitions and regularities of biologically
weighted sequences. J Comput Biol 2006, 13(6):1214–1231.
Zhang H, Guo Q, Fan J, Iliopoulos CS: Loose and strict repeats in
weighted sequences of proteins. Protein Pept Lett 2010,
17(9):1136–1142.
Zhang H, Guo Q, Iliopoulos CS: Locating tandem repeats in weighted
sequences in proteins. BMC Bioinformatics 2013, 14(S-8):S2.
Barton C, Pissis SP: Optimal computation of all repetitions in a
weighted string. In ICABD: CEUR-WS.org; 2014:9–15.
Crochemore M, Hancart C, Lecroq T: Algorithms on Strings. New York, NY,
USA: Cambridge University Press; 2007.
Crochemore M, Ilie L, Rytter W: Repetitions in strings: algorithms and
combinatorics. Theor Comput Sci 2009, 410(50):5227–5235.
[Mathematical Foundations of Computer Science (MFCS 2007)].
Christodoulakis M, Iliopoulos CS, Mouchard L, Perdikuri K, Tsakalidis A,
Tsichlas K: Computation of repetitions and regularities of biological
weighted sequences. J Comput Biol 2006, 13(6):1214–1231.

doi:10.1186/s13015-014-0021-5
Cite this article as: Barton et al.: Optimal computation of all tandem
repeats in a weighted sequence. Algorithms for Molecular Biology 2014 9:21.

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

