
J· Biosci·, Vol· 20, Number 5, December 1995, pp 613-627· © Printed in India· 

 
 
 
 

Analysis of CAG/CTG triplet repeats in the human
genome: Implication in transcription factor gene
regulation
 
 

RASHNA BHANDARI and SAMIR Κ BRAHMACHARI* 
Molecular Biophysics Unit, Indian Institute of Science, Bangalore 560 012, India 

MS received 15 September 1995; revised 14 November 1995 

Abstract. Instability and polymorphism at several CAG/CTG trinucleotide repeat loci 
have been associated with human genetic disorders. In an attempt to identify novel 
sites that may be possible loci for expansion of CAG/CTG repeats, we searched all 
human sequences in the EMBL nucleotide sequence database for (CAG)5 and (CTG)5 
repeats. We have identified 121 human DNA sequences of known and unknown 
functions that contain stretches of five or more CAG or CTG repeats. Many repeat 
stretches were interrupted by variant triplets, a significant number of which differ 
from the repeat triplet only by a single base, suggesting that these evolved from the 
parent triplet by point mutations. A large number of human transcription factor genes 
were found to contain CAG repeats within their coding sequences. Analysis of the 
EMBL transcription factors database showed that many transcription factor genes of 
other eukaryotes, including genes involved in Drosophila embryo development, possess 
these repeats. Interestingly, CAG repeats are absent from prokaryotic transcription 
factors. Different sequence entries for the human TATA box binding protein showed 
a polymorphism in the length of the CAG repeat in this gene, suggesting that loci 
other than those already known to be associated with genetic diseases may be possible 
sites for repeat instability related disorders. On the basis of our findings in this 
database analysis, we propose a role for CAG repeats as cis-acting regulatory elements 
involved in fine-tuning gene expression. 
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1. Introduction 
 
Trinucleotide repeat regions in the genome have recently been shown to be unstable 
and polymorphic. The expansion of trinucleotide repeats in humans has been 
associated with several human genetic diseases (Sutherland and Richards 1995). In 
the Fragile X syndrome, there is expansion of a CGG repeat in the 5'UTR of the 
FMR–1 gene (Kremer et al 1991). Myotonic dystrophy (DM) is associated with 
the expansion of a CTG repeat in the 5'UTR of the myotonin kinase gene 
(Mahadevan et al 1992; Fu et al 1992). Six neurodegenerative disorders—Huntington's 
disease (HD; Huntington's Disease Collaborative Research Group 1995), spinal and 
bulbar muscular atrophy (SBMA; La Spada et al 1991), spinocerebellar ataxia 
type 1 (SCA-1; Orr et al 1995), dentatorubral pallidoluysian atrophy (DRPLA; 
Koide et al 1994), Haw river syndrome (Burke et al 1994), and Machado-Joseph 
disease (MJD; Kawaguchi et al 1994)—are caused by an amplified CAG repeat 
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within the coding sequence of the gene, resulting in an increase in the length of
a polyglutamine tract in the corresponding protein. Despite a variation in the location
of the repeat within the coding region, all these inherited diseases share the
characteristics of increased severity with increasing repeat length. The age of onset
of disease decreases in subsequent generations, thus exhibiting genetic anticipation
(Richards and Sutherland 1992). 

With the discovery that trinucleotide repeat expansions are involved in genetic
diseases, attempts have been made to identify other repeat regions that may be
possible sites for similar expansions. The screening of cDNA libraries has revealed
that CAG and CGG repeats are found in close proximity to several gene loci
(Riggins el al 1992; Li et al 1993). By computer aided sequence analysis of
approximately 10 Mb human DNA sequence in GenBank, Han et al (1994) have
studied the frequency distribution of all the 64 possible trimers. They found that
the disease associated trimers, GGC and CAG are over-represented in the genome.
They also identified 51 human genes that contain (GGC) 4 repeats. A search carried
out by Stallings (1994) on approximately 16 Mb GenBank human DNA sequences
for all 10 possible microsatellie motifs with a perfect string of eight or more
trinucleotides, showed that CAG is the most abundant triplet repeat unit in the
human genome. 

There are, to date, no composite data available on the location of CAG repeats
in the human genome, except for the loci known to be associated with genetic
diseases· It is possible that there are other regions in the genome containing long
stretches of CAG/CTG repeats that show length polymorphism. The identification
and analysis of genes associated with such regions may provide a clue to understanding
the functional significance of these repetitive DNA sequences in the genome and
perhaps also of the genetic diseases associated with them. In an attempt to identify
other sites in the human genome that may be possible loci for expansion of
CAG/CTG repeats, we carried out a search on the EMBL nucleotide sequence
database. All human sequences in the EMBL database (Release 41, Dec. 1994)
were screened for the presence of a stretch of at least 5 tandem repeats of CAG
or CTG· We observed that a large number of human transcription factor genes
contain (CAG), >5 repeats in their coding regions. Analysis of the transcription factors
of other organisms listed in the EMBL transcription factors database showed that
this repeat is present in many eukaryotic transcription factor genes, but is absent
from the genes encoding prokaryotic transcription factors. Based on our analysis,
we have examined the potential role of CAG/CTG repeats as cis-acting regulatory
elements that quantitatively modulate gene expression. 
 

2. Materials and methods 
 
In order to identify human sequences containing CAG or CTG repeats, the FASTA
program was used to search all primate sequences in the EMBL nucleotide sequence
database (Release 41, Dec. 1994) for the strings. (CAG)5 and (CTG)5. Since the 
FASTA program searches for a string only once in a sequence, the sequences
containing a (CAG)5 or (CTG)5 repeat were put through the GCG Find program
(Devereux et al 1984) to search for (CAG)5 strings elsewhere in the same sequence.

The annotation of each sequence containing a (CAG)>5 or (CTG)>5 repeat was
then examined to determine whether the repeat occurred in the 5' untranslated
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region (5'UTR), coding DNA sequence (CDS), 3'UTR, or in an intron. If a repeat
was present in the coding sequence, the amino acid coded for by the triplet repeat
was determined by a simple calculation using the start position of the coding
sequence given in the feature table of the EMBL sequence entry. The location of
the repeat region could not be determined for unannotated sequences and sequences 
for which the entire CDS was not defined. 

The sequence in the vicinity of each stretch of five repeats was then examined.
In several sequences we found clusters of CAG/CTG triplets around the tandem
(CTG/CTG)≥5 repeat. CAG/CTG triplets in this region, that were separated by not
more than 12 nucleotides, were included in the repeat stretch shown in table 1.
The ends of the repeat were defined by the presence of at least two tandem
CAG/CTG triplets that were separated from the nearest CAG/CTG by not more
than 12 nucleotides. In most cases the CAG/CTG triplets were interrupted by
multiples of three nucleotides. The sequences of variant triplets (T) that interrupted
the perfect repeats were noted and the frequency of occurrence of each interrupting
triplet was determined. 

A large number of human transcription factor genes were found to contain
(CAG)>5 stretches. To examine the transcription factors of other organisms, the
EMBL transcription factors database was searched for (CAG)5 stretches using the
GCG Find program. All non human transcription factors containing at least five
tandem CAG/CTG repeats were examined for repeat and non-repeat triplets in that
region, as above.
 
 
3 .  Results  
 
3.1  Distribution of CAG repeats in human DNA sequences 
 
We have screened approximately 54 Mb DNA from 52549 primate sequence entries
in the EMBL nucleotide sequence database and have identified 121 unique sequences
in the human genome that contain (CAG/CTG)≥5 repeats. The observed number of
repeats is significantly higher than expected [P<< 0·01, based on Poisson distribution,
with mean number of (CAG/CTG)5 repeats per sequence = 10-6]. Table 1 lists the
human sequences that contain five or more tandem repeats of CAG/CTG. The
subscript denotes the length of CAG(R) and CTG(R') repeats found in these
sequences. For those sequence entries in which the CDS is defined, we have
determined the location of the repeat with respect to the coding sequence. The
repeat CAG codes for G1n, Ser, or Ala in the three reading frames. Similarly, the
repeat CTG codes for Leu, Cys, or Ala. In 22 of the 57 sequences in which the
reading frame of CAG repeats present within the coding region could be determined,
the repeat CAG codes for a stretch of Gin residues. In ten cases, the reading frame
is AGC, coding for Ser, and in five, GCA, encoding Ala. The CTG repeat codes
for Leu in all cases. 

From among the 48 (CAG)≥5 repeats in human sequences for which the location
with respect to the transcribed region could be determined, it was found that none
were located within an intron. However three (CTG)≥5 repeats (i.e., CAG on the
opposite strand) out of 44 were found within introns. In other words, CAG may
be excluded from introns of human genes in a strand specific manner, with no
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Table 1.   Human sequence entries in the EMBL database that contain (CAG/CTG) ≥5 repeats. 
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Table 1. (Contd) 
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Table 1. (Contd) 

 

R, CAG triplet; R', CTG triplet; T, any triplet; N, single nucleotide· 
aThe amino acid coded for by the (CAG/CTG)≥5 repeat is given· The reading frame of neighbouring 
CAG/CTG triplets may not be the same· 
bDifferent sequence entries for androgen receptor have number of repeats ranging from 15 to 20. 
cTwo repeats found within the same sequence are close enough to be located within the same nucleosome· 
*Human transcription factor genes· 
†Different entries for the same sequence, which differ in the number of triplet repeats· 
?, Author given protein sequence is in conflict with the conceptual translation· 
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CAG repeats being seen in the sense strand. A similar result was obtained by 
Stallings (1994) from a search on the GenBank DNA database, wherein it was 
found that none of the 15 (CAG) >8 repeats found in mouse, human or rat sequences 
was located within intronic sequences. It has been suggested that the exclusion of 
CAG from introns is possibly because of its similarity to the 3' consensus splice 
site, CAGG (Stallings 1994). 

In 43 sequences we found a stretch of interrupted CAG or CTG repeats. Long 
stretches of interrupted repeats were seen in the Alu RNA binding protein, the 
human homologue of Drosophila brm, the signal recognition particle subunit 14, 
the transcription factor N-Oct, the human TATA-binding protein, and in apolipoprotein 
B-100. A striking feature was that interruptions by multiples of three nucleotides 
were significantly higher than expected (χ2 =113·9 for interruptions of CAG and 
χ2 = 46·4 for CTG; P << 0·001). In most cases, the interruptions were by triplets, 
such that the reading frame of successive perfect repeats was maintained. Non-triplet 
interruptions were seen only in eight sequences. The number of intervening nucleotides 
(Ν) and triplets (T) within each repeat sequence is shown in table 1. 

Table 2 lists the interrupting triplets (T) that were in frame with the (CAG/CTG) > 5 
repeats, and the number of times each interrupting triplet occurred. By simple 
statistical analysis it can be seen that if the interrupting triplets had arisen randomly, 
then only 9/63 (i.e., 14%) of them would differ from CAG or CTG by one base. 
However, we see that 88% of the interrupting triplets differ from the flanking CAG 
 
 
Table 2.  Frequency distribution of triplets interrupting (CAG/CTG) repeats. 
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triplets by one base change, and in the case of CTG repeats, 51 % of the variant 
triplets differ by a single base. Since these values are significantly higher than 
expected, the null hypothesis of "random origin" can be rejected. (Expected 
frequencies are computed using binomial distribution, X2

 = 384 ·2 for CAG 
interruptions and X2

 = 62·8 for CTG interrupting triplets; P << 0·001). The indication 
is that the interrupting triplets are very likely to have arisen by point mutations 
in an ancestral CAG or CTG repeat sequence. We also observe that single base 
transitions, i.e., A↔G or C↔T, are more frequent than transversions. Transitions 
were approximately three-fold more common than transversions in the case of CAG 
and approximately two-fold for CTG. It has been seen that transitions are two 
times more likely than transversional mutations (Kimura 1983). The high frequency 
of CAG to CAA mutations may be due to the synonymous nature of this substitution. 
 
3.2  Several transcription factor genes contain CAG repeats 
 
A large number of human transcription factors were found to contain CAG repeats 
in their coding sequences. To look for transcription factors in other organisms that 
contain CAG repeats, sequences listed in the EMBL transcription factors database 
were searched for strings of (CAG)5. Out of 563 transcription factor gene entries 
from 86 different species analysed, 48 transcription factors from 12 species were 
found to contain (CAG)≥5 repeats (tables 1 and 3). A number of Drosophila genes 
involved in embryo development, such as dorsal, knirps, deformed and hunchback, 
possess long CAG stretches in their coding regions. In most cases, CAG repeats 
are present in the sense strand of transcription factors. Only in human transcription 
factors AP2 and AREB6 are CTG stretches found in the coding strand. Most 
transcription factors monitored contain CAG repeats in the reading frame that codes 
for glutamine, but some also contain serine and alanine stretches coded for by this 
repeat. An interesting observation was that although CAG repeats were present in 
the transcription factors of lower and higher eukaryotes, none of the prokaryotic 
transcription factor genes contained CAG repeats. 
 
3.3 Length polymorphism in human TATA binding protein 
 
Human TATA binding protein has a stretch of CAG repeats similar in length to loci 
such DRPLA, MJD, and SCA-1 that show dynamic mutations leading to repeat 
expansion. It is therefore quite possible that the repeat stretch at the TFIID locus may 
similarly undergo dynamic mutation. Figure 1 shows the alignment of the repeat region 
of the MJD la and SCA-1 loci with the different sequence entries for human TBP 
that are derived from different sources, viz., HeLa cells, Namalwa cells, and human 
hypothalamus. It can be seen that hTBP contains three CAG repeats that are interrupted 
by the variant triplet CAA, which also codes for glutamine. Similar variations on the 
CAG motif are also seen in the MJD la locus. The 5' end of the CAG repeat in this 
locus contains two variant sequences, CAA and AGG, at three positions. The positions 
at which the variant CAA triplets occur is conserved in all the sequence entries of 
hTBP, except at two positions in the TBP cloned from human hypothalamus. 

It is interesting to note that there is a polymorphism in the length of the repeats 
in TBP derived from different sources. The number of repeats in the 3' CAG 
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Table 3.  Non-human transcription factor genes containing (CAG/CTG)   ≥5 repeats. 

 

stretch is 18 in TBP from HeLa cells and 14 in TBP from Namalwa cells (figure 1). 
The polymorphism could reflect an instability at this locus in the general population. 
Analysis of TBP from 48 unrelated individuals has shown that the PCR products 
encompassing the CAG repeat region of this gene are polymorphic in length 
(Polymeropoulos et al 1991). Perhaps a narrow range of length variation is allowed 
in the TBP gene, but expansion beyond a certain number could be deleterious. 



CAG/CTG triplet repeats in the genome 623

 

 
Figure 1. The CAG repeat region of hTBP derived from HeLa cells (HSTFIID), Namalwa 
cells (HSTFIIDX), and human hypothalamus (HSTFIIDAA), is compared with the CAG 
repeat of the MJDla and SCA-1 loci. Gaps have been introduced to align the sequences. 
The three CAG repeat stretches in hTBP are boxed. 

 
 
4.  Discussion 
 
We have identified 121 human DNA sequences that contain a stretch of five or 
more CAG or CTG repeats. This list encompasses a variety of different proteins 
from different tissues, with diverse functions. Apart from the five loci known to 
be associated with triplet repeat expansion related diseases, i.e., androgen receptor, 
DRPLA, SCA-1, HD and myotonin kinase, we found 15 loci that have 10 or more 
tandem CAG/CTG repeats. Of these, 7 are random DNA sequences identified by 
screening of cDNA libraries (Li et al 1995;-Armour et al 1994; Phillips et al 
1995). Other than these, several genes of known function, namely, AF-9, achaete-scute 
homologous protein, human estrogen receptor, myocyte- specific enhancer factor, 
human homologue of Drosophila brm, and human TATA-box binding protein, 
contain stretches of (CAG/CTG)≥10. There are also some sequences that contain 
long stretches of interrupted CAG repeats, which are usually in frame; that is, the 
repeats are interrupted, in most cases, by triplets. 
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Earlier studies have suggested that interruption of a repeat stretch serves to

stabilize the repeat region. It has been shown that for the SCA-1 locus, 98% of
normal alleles show interruption of the CAG repeat by CAT triplets, while disease
alleles consist of pure CAG repeats (Chung et al 1993). Also, in the case of the
FRAXA locus, the CGG repeat is interrupted, at least in normal alleles, by one
or two AGG triplets. The DNA sequence in the region containing AGG has been
shown to be relatively invariant. Most of the variation at the FRAXA locus occurs
at the 3' end, where the longest tracts of uninterrupted CGG are found (Kunst and
Warren 1994). In the case of MJD, the CAG repeats contain two variations on
the CAG motif at three positions, towards the 5' end of the repeat. CAG expansions
in patients are seen to occur on the 3' side of the variant sequences (Kawaguchi
et al 1994). From figure 1 it can be seen that human TBP has three CAG repeat
stretches that are bordered by CAA triplets. It is possible that the presence of
CAA triplets prevents expansion of the (CAG)3 repeat located at the 5' end and
the (CAG)9 stretch in the centre of the repeat region. However, a polymorphism
is evident in the long stretch of CAG triplets at the 3' end. The absence of
intervening CAA triplets within this stretch may allow variation in repeat length
by expansion or contraction during DNA replication. From these observations one
can speculate that intervening triplets may serve to stabilize repeat region DNA
and preclude expansion of the microsatellite. 

Our observation is in agreement with the strand slippage model for expansion
of repetitive DNA sequences (Streisinger el al 1966). It has been suggested that
the loss and gain of repeat units occurs because of errors resulting from strand
slippage during DNA replication, which remain uncorrected as a result of defective
post replication heteroduplex repair (Strand et al 1993). In this picture, if a stretch
of CAG repeats is interrupted by other triplets, slippage and looping out of this
region would not be allowed, since this would result in extensive mismatch in the
loop region and instability of the loop (Kang et al 1995). Therefore, expansion
would be allowed only at long uninterrupted CAG repeats. It is also observed that
the intervening triplets differ from the parent triplet repeat usually by a single base
change. A simple explanation for this would be that these interrupting triplets arose
during the course of evolution by mutation of the ancestral CAG/CTG triplet,
perhaps during incorrect repair following strand slippage, and that these mutants
were selected for because they stabilized the length of the repeat region. 

Many genes encoding transcription factors have been found to contain long 
CAG/CTG repeats. It is known that the transcriptional activation domains of many 
transcription factors contain polyglutamine tracts, and that the length of these tracts 
may modulate transcription factor activity (Gerber et al 1994). It is postulated that 
these amino acid tracts serve as interfaces for intermolecular protein-protein 
interactions during transcription activation (Hoffmann et al 1990; Stott et al 1995). 
However, our finding that the CAG repeat motif occurs in all three reading frames 
in transcription factors, implies that stretches of polyserine, and polyalanine are 
also encoded by this repeat. Therefore in addition to the involvement of CAG 
encoded polyamino acid tracts in protein-protein interactions, the CAG repeat motif
may also play a regulatory role at the DNA level. 

It has been hypothesised that tandem repeats may modulate gene expression by 
variation in their copy numbers (Trifonov 1989; Tripathi and Brahmachari 1991). 
We have observed that CAG repeats are found only in the transcription factors of
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eukaryotes, whose DNA is organized into nucleosomes, and are not found in 
prokaryotic transcription factors. This suggests that CAG repeats may play a role 
in histone-DNA interactions. Wang et al (1994) have shown that long CTG repeats 
may act as strong nucleosome positioning signals. It has been shown that expansion 
of a CTG repeat alters the DNAase I hypersensitivity of the repeat region, perhaps 
due to a change in nucleosome positioning (Otten and Tapscott 1995). These 
findings suggest that CAG repeats may serve as nucleosome phasing signals, thereby 
determining promoter accessibility, and thus regulating transcription of the gene. It 
is possible that length polymorphism of the repeat is able to affect gene expression 
by changes in nucleosome affinity. Certain genes such as transcription factors 
require finely regulated levels of expression. Down regulation of transcription may 
be achieved by increased binding to histones due to the presence of CAG repeats 
in these genes, and this may be reversed by histone phosphorylation. 

 

Neurodegenerative disorders that are caused by expansion of CAG repeats within
the coding region involve a loss of function, which in some cases has been
correlated with decreased mRNA levels (Fu et al 1993). Experimental work carried
out in our laboratory has shown that the presence of CTG repeats within a reporter
gene results in a decrease in the level of gene expression in Escherichia coli and
yeast, along with a decrease in mRNA level (Brahmachari et al 1995). Duplex
DNA fragments containing the CTG repeat were seen to exhibit enhanced
electrophoretic mobility with increase in repeat length, suggesting that adoption of
a compact structure could be responsible for decreased gene expression in vivo.
Spectroscopic and gel electrophoretic studies carried out in our laboratory on single
stranded CAG and CTG repeat sequences show that these oligonucleotides adopt
a compact structure. Mitas et al (1995) have shown that a single stranded
oligonucleotide containing 15 CTG repeats forms a hairpin structure. In addition,
a number of RNA binding proteins, some of which recognize hairpin structures,
have been identified in eukaryotic systems (Chen and Frankel 1994). Richards et
al (1993) have shown the existence of a protein that specifically binds CGG repeats.
It is quite possible that there may be a similar CAG repeat binding protein
Formation of secondary structure at the DNA and/or mRNA level, and interaction
with specific binding proteins may regulate the efficiency of transcription and/or
translation of genes containing CAG/CTG repeats. 

 

In the light of our findings in this database search, and experimental evidence, 
we hypothesise that apart from the involvement of CAG encoded poly amino acid 
tracts in protein function, the CAG repeat motifs also play a critical role as 
cis-acting regulatory elements at the DNA and the mRNA level. Increased histone 
binding of CAG containing regions may serve to autoregulate the expression of 
genes in which they are present. We find that long CAG/CTG repeats occur at 
many loci, such as the estrogen receptor, myocyte specific enhancer factor, AF-9, 
TATA binding protein, and in many sequences of unknown function. In addition, 
polymorphism is observed at the TBP locus. This suggests that in addition to the 
loci known to be associated with disease, CAG repeats may show polymorphism 
at many other loci. Slight variations in repeat length at these regions may lead to 
quantitative differences in the level of expression of these genes, which in turn 
may be manifested as subtle or overt differences in phenotype. It is possible that
the loci at which we have now shown the existence of triplet repeats may be
associated with repeat length expansion related diseases that are as yet unidentified.
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