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Abstract

Background: The periodical occurrence of dinucleotides with a period of 10.4 bases now is undeniably a hallmark
of nucleosome positioning. Whereas many eukaryotic genomes contain visible and even strong signals for periodic
distribution of dinucleotides, the human genome is rather featureless in this respect. The exact sequence features
in the human genome that govern the nucleosome positioning remain largely unknown.

Results: When analyzing the human genome sequence with the positional autocorrelation method, we found that
only the dinucleotide CG shows the 10.4 base periodicity, which is indicative of the presence of nucleosomes.
There is a high occurrence of CG dinucleotides that are either 31 (10.4 × 3) or 62 (10.4 × 6) base pairs apart from
one another - a sequence bias known to be characteristic of Alu-sequences. In a similar analysis with repetitive
sequences removed, peaks of repeating CG motifs can be seen at positions 10, 21 and 31, the nearest integers of
multiples of 10.4.

Conclusions: Although the CG dinucleotides are dominant, other elements of the standard nucleosome
positioning pattern are present in the human genome as well.
The positional autocorrelation analysis of the human genome demonstrates that the CG dinucleotide is, indeed, one
visible element of the human nucleosome positioning pattern, which appears both in Alu sequences and in sequences
without repeats. The dominant role that CG dinucleotides play in organizing human chromatin is to indicate the
involvement of human nucleosomes in tuning the regulation of gene expression and chromatin structure, which is very
likely due to cytosine-methylation/-demethylation in CG dinucleotides contained in the human nucleosomes. This is
further confirmed by the positions of CG-periodical nucleosomes on Alu sequences. Alu repeats appear as monomers,
dimers and trimers, harboring two to six nucleosomes in a run. Considering the exceptional role CG dinucleotides play
in the nucleosome positioning, we hypothesize that Alu-nucleosomes, especially, those that form tightly positioned
runs, could serve as “anchors” in organizing the chromatin in human cells.

Background
The periodical distribution of various dinucleotides
along eukaryotic DNA sequences with a period of 10-11
bases is commonly considered as the manifestation of a
nucleosome positioning signal present in the sequences
[1-8]. The period, the more accurate value of which is
10.4 bases [9-12], corresponds to the helical repeat of
DNA in the nucleosome. The positioning signal in
human nucleosomes is rather weak and lacks the peri-
odical AA and TT dinucleotides [13], while in yeast and
nematodes the periodical nucleosome signals are

dominated by AA and TT dinucleotides [5,6]. However,
RR and YY dinucleotides, GG and CC in particular,
have been shown to contribute to the human nucleo-
some positioning signal [13,14]. Whole-genome calcula-
tions for 13 diverse eukaryotes [8] confirmed the
exceptional lack of visible dinucleotide periodicities in
the human genome, where only CG showed a signal.
Nucleosomes on Alu sequences, which are known to
contain strongly periodical CG dinucleotides, are appar-
ently representatives of a special class.

Methods
The full human genome sequence (build hg18) was cop-
ied from the UCSC genome server http://www.genome.
ucsc.edu. The sequence had been assembled by the

* Correspondence: bettecken@mpipsykl.mpg.de
1CAGT-Center for Applied Genotyping, Max Planck Institute of Psychiatry,
Kraepelinstr. 2-10, D-80804 Munich, Germany
Full list of author information is available at the end of the article

Bettecken et al. BMC Genomics 2011, 12:273
http://www.biomedcentral.com/1471-2164/12/273

© 2011 Bettecken et al; licensee BioMed Central Ltd. This is an Open Access article distributed under the terms of the Creative
Commons Attribution License (http://creativecommons.org/licenses/by/2.0), which permits unrestricted use, distribution, and
reproduction in any medium, provided the original work is properly cited.

http://www.genome.ucsc.edu
http://www.genome.ucsc.edu
mailto:bettecken@mpipsykl.mpg.de
http://creativecommons.org/licenses/by/2.0


International Human Genome Project sequencing cen-
ters (March 2006). For filtering out repeats, the
sequence data available under the label “masked” (hg18,
file ChromFaMasked.zip, genome.ucsc.edu) was used.
All programs employed to calculate the DNA compo-

sition and derivation of the distance diagrams (autocor-
relations) are either Perl scripts or C++ programs, both
original. The auto-correlation was calculated as follows.
For a dinucleotide MN at a given position, all distances
to other MN dinucleotides downstream were counted
and restricted to the size of the window. This was
applied to all dinucleotide occurrences in the sequence.
Essentially, the procedure scores all distances and
reveals those which are preferred. The routine was dis-
rupted when filtered repeat sequences or the end of a
chromosome occurred within the window size limit. In
order to avoid the end effect of the short-range dis-
tances in the positional correlation analysis, the last
dinucleotides within the window size region at the
sequence ends were excluded.
For the mapping of Alu sequences, the human Alu-Sx

subfamily consensus sequence [15] was matched with
the full human genome, using the software BLAST
(release 2.2.21, taken from ftp://ftp.ncbi.nlm.nih.gov/
blast/executables/) with standard (default) searching
parameters. When starting positions of the matches
were less than 250 bases apart, only the upstream copies
were selected.

Results and Discussion
CG-periodicities in the human whole-genome sequence
The whole-genome distance analysis of the human gen-
ome sequence reveals an obvious 10.4 base periodicity
for the dinucleotide CG only, but not for any of the
other dinucleotides. The autocorrelation functions for
AA and CG are shown in Figure 1. CG dinucleotides do
show distinct peaks of high relative amplitudes at dis-
tances 31 (10.4 × 3) and 62 (10.4 × 6), characteristic for
Alu sequences [16]. The other peaks in the CG histo-
gram are typically 8 bases apart, and correspond to the
hidden 8 base periodicity of the Alu sequences (ibid.).
In contrast, AA dinucleotides display no periodicity
(Figure 1).
When Alu repeats as well as all other repeating

sequences are removed from the genome, using the
“masked” version of the human genome (see Methods),
the high and sharp CG-peaks at positions 31 and 62
bases disappear. Instead, the broad peaks at positions
10, 21 and 31 (Figure 2) appear, at positions that are the
nearest integers to multiples of 10.4 bases (e.g., 10.4,
20.8, 31.2). No other dinucleotide periodicities in the
human genome sequence are detected this way,
confirming the earlier result [8]. The CG-containing
Alu-sequences and periodical CG dinucleotides in the

non-repetitive bulk of human DNA seem to be the only
signatures of nucleosome positioning in the human gen-
ome (Figures 1 and 2), which can be revealed by the
positional autocorrelation analysis. A more advanced
and powerful method of extraction of the nucleosome
positioning pattern is the Shannon N-gram extension
[17], recently introduced to chromatin studies [18]. It
allowed derivation of both dominant (TAAAAATT

Figure 1 AA and CG dinucleotides in the human genome .
Positional autocorrelation of AA and CG dinucleotides in the
complete human genome. The normalized histograms of
occurrences of the dinucleotide pairs at distances 2-80 bases from
one another are shown. The histograms are smoothed by running
average of 3 positions. Level 1.0 corresponds to average scores of
the respective raw histograms (3.29 × 107 for AA and 6.38 × 105 for
CG). Two peaks on the CG curve (arrowheads, at positions 31 and
62) correspond to 10.4 × 3 base distances between CG
dinucleotides in Alu sequences (see text). Vertical grid lines indicate
the 10.4 base nucleosome DNA period.

Figure 2 AA and CG dinucleotides in the human genome
(repeats masked). Positional autocorrelation of AA and CG
dinucleotides in the human genome with repeating sequences
masked. The plots are derived and treated as in Figure 1. The levels
1.0 correspond to normalized averages of the scores, within the
interval 0-80 bases (1.13 × 107 for AA and 2.75 × 105 for CG). Three
10.4 × n maxima (at positions 10, 21 and 31) are indicated by
arrows.
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TTTA) and CG-containing (CGGAAATTTCCG)
nucleosome positioning patterns for the human genome.
The latter one is identical to the pattern for C. elegans
nucleosomes [7] and apparently, represents those CG-
containing human nucleosomes which cause the unusual
CG-periodicity in the non-repetitive regions of human
DNA. Other elements of the above CG-containing pat-
tern may appear periodical when the nucleosome DNA
sequences are analyzed rather than whole genome
sequences (work in progress).

A possible chromatin organizing role of Alu sequences
A model chromatin built from weak nucleosomes would
very likely be unstable, having a loose structure and
allowing for nucleosome sliding to alternative positions.
One possible arrangement to avoid such instabilities
would be the introduction of a certain number of strong
uniquely positioned “anchoring” nucleosomes. These
would serve as chromatin organizers, thus limiting the
freedom of sliding of the other nucleosomes in between.
Such a hypothetical arrangement has been previously
described as the “parking lot model” [19].
The role of such hypothetical “anchors” in human

chromatin may be played by the nucleosomes positioned
on the Alu-sequences. The Alu-sequences contain the
CG dinucleotides 31-32 bases apart, that is, at multiples
of the nucleosome DNA period [16]. As periodical posi-
tioning of CG dinucleotides is an important component
of the nucleosome positioning pattern [7], the Alu-
sequences could be very well suited for nucleosome for-
mation. Such nucleosomes are, indeed, observed experi-
mentally [20,21]. Moreover, it has been demonstrated
recently that the Alu-sequences have influence on the
positioning of neighboring nucleosomes [22]. Size-wise,
every Alu-sequence may harbor two nucleosomes. How-
ever, the Alu-sequences often appear also as tandem
dimers and even trimers. In Figure 3, the histogram of
distances between the Alu-repeats is shown. Two peaks
are observed, at positions ~310 and ~620, corresponding
to Alu-dimers and trimers, respectively. The tandem
dimers (trimers) of Alu-sequences would contain four
(six) nucleosomes each. Such “frozen” combinations of
two, four or more tandem nucleosomes, additionally sta-
bilized by their periodical arrangement, could presum-
ably act as those hypothetical anchors. According to our
calculations, the human genome contains a total of 1.16
million of such hypothetical Alu-anchors, of which
1,020,000 are singular repeats, 116,000 are dimers and
18,000 are trimers. This corresponds to an average
spacer between the Alu sequences or Alu sequence clus-
ters of about 2300 base pairs (tail to head), space
enough to accommodate 10-15 nucleosomes. At this
point, we would like to propose that repeat sequences in
general may well have such a chromatin organizing

function. The (19)n and (35)n tandem repeats of C. ele-
gans [23], which contain the standard nucleosome posi-
tioning pattern AAATTTCCGG would be sites of
formation of strong nucleosomes if our hypothesis
holds. Tandemly repeating a-satellite sequences of pri-
mates carrying nucleosomes [24] and mouse 234-base
satellite nucleosomes [25] could serve as two more
examples of potential chromatin anchors.

The dual role of CG dinucleotides
It was not until recently that evidence emerged on the
role CG dinucleotides may have in nucleosome position-
ing. Their appearance in Alu-sequences at distances of
multiples of 10.4 bases (31 or 32 bases) was the first
indication of their phasing function [16]. Next, the ana-
lysis of the nucleosome DNA sequences of C. elegans
showed that CG dinucleotides do have an unusually
high positional preference within the 10-matrix of DNA
bendability [7]. Finally, a spectacular 10.4 base periodi-
city of CG in the genome of A. mellifera, the honey bee,
was discovered [8]. It turned out that the CG dinucleo-
tide is, actually, among the strongest periodical elements
(after AA and TT) in eukaryotic genomes.
The second obvious role of the CG dinucleotide is its

potential to undergo C-methylation/-demethylation in
many eukaryotic organisms. This modification is known
to crucially impact gene expression and is leading to
epigenetic phenomena [26,27]. It is known also, that the
DNA methyltransferases preferentially target nucleo-
somes [28,29], so that the methylated CpGs are distribu-
ted with the period ~10 bases along the nucleosome
DNA [29]. Nucleosomes containing CG dinucleotides in
key positions for the nucleosome stability - in the minor
grooves at the interface DNA/histones [7,30] - could be
called epigenetic nucleosomes [16]. The C-methylation

Figure 3 Distances between Alu-repeats in the human genome.
Histogram presentation of distances between Alu-repeats (head to
head).
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in CG dinucleotides may tune the stability of the
nucleosomes in promoter regions [27], and modulate
the stability of the proposed anchor nucleosomes, e. g.,
Alu-nucleosomes, containing many CG dinucleotides. In
[31] it is demonstrated for the first time that CpG
methylation renders compactness to nucleosomes, with
DNA bound more tightly to the histone octamers.

Are the weak nucleosomes phased?
The poor manifestation of dinucleotide periodicities in
the human genome, namely CG only, suggests that the
majority of human nucleosomes are rather weak. This
means that there is only weak pressure by the nucleo-
some positioning signal. As experiment [32] and calcula-
tions (Gabdank et al., unpublished data) show, even in
the highly periodical genome of C. elegans, the majority
of the nucleosomes are as weak as the “nucleosomes”
mapped on random sequences. The mouse genome in
which no dinucleotide periodicity is emerging with auto-
correlation calculations [8], is especially interesting in
this respect. This is a nightmare case for signal hunters,
although there definitely must be a certain sequence spe-
cificity for chromatin organization. After all, the DNA in
the mouse genome is packed into nucleosomes as well,
and the mouse chromatin is not known to be any differ-
ent from typical mammalian chromatin. It would be
incorrect though, to conclude that weak nucleosomes are
randomly distributed along the sequences. Let us con-
sider a hypothetical natural sequence in which the posi-
tioning signal is not introduced. In that sense, the
sequence would be “random”. But the histone octamers
would still bind to those segments of the sequence that
do have some resemblance to the standard positioning
pattern. They will form weak nucleosomes at specific
positions along the sequence. The non-randomness of
nucleosome positioning in natural genomes is evidenced
by the existence of the “nucleosome repeat lengths” [33],
from 160 to 240 bases, depending on the species.

Conclusions
For detection of the periodical repetition of the DNA
bendability pattern, whole-genome sequences with very
weak or invisible periodicities are not suitable. The peri-
odical signal extraction will probably succeed when it is
applied instead to the comprehensive nucleosome DNA
database sequences (work in progress). Due to the affi-
nity of histone octamers to the segments with highest
bendability, the sequences of the databases will contain
the signal. For its extraction, the signal regeneration
procedure can be used as described in [7]. This study
and others [18,34] show that, no matter how weak the
nucleosome positioning signal is, it can be traced and
even characterized by one or another signal processing
technique. It also shows that due to apparently species-

specific sequence preferences, various different compo-
nents of the general nucleosome positioning pattern can
be used by different organisms. The preferential use of
CG dinucleotides in human chromatin is the illustration.
At the same time, since the physics of nucleosome posi-
tioning should be the same everywhere, the same uni-
versal pattern [35] should be used by all species. This
does not exclude though, that there can be species-spe-
cific biases towards this or other selections of dinucleo-
tides predominantly used for positioning of nucleosomes
[8]. Finally, with the identification of nucleosome posi-
tioning CG and other dinucleotides, it seems very nat-
ural to extend these considerations to the variable sites
in the eukaryotic and (especially) the human genome.
Single nucleotide polymorphisms (SNPs), SNP haplo-
types, repetitive sequences, whether stable or subject to
expansion or contraction, appear in a new light, as
respective nucleosomes involved may vary in strength
and/or position.

Acknowledgements
We appreciate the help of H. Goldbrunner and F. Hochmann with setting up
the Linux genome server. We greatly appreciate discussions with and advice
of G. Bernardi. We are also grateful to the anonymous reviewers for their
thoughtful comments and suggestions towards improvement of the
manuscript. The work has been supported by grant 222/09 of Israel Science
Foundation and by a fellowship of SoMoPro (Southern Moravian Program,
Czech Republic) with financial contribution of the European Union within
the 7th framework program (FP/20007-2013, grant agreement No. 229603).

Author details
1CAGT-Center for Applied Genotyping, Max Planck Institute of Psychiatry,
Kraepelinstr. 2-10, D-80804 Munich, Germany. 2Genome Diversity Center,
Institute of Evolution, University of Haifa, Mount Carmel, Haifa 31905, Israel.
3Division of Functional Genomics and Proteomics, Faculty of Science,
Masaryk University, Kotlarska 2, Brno CZ-61137, Czech Republic.

Authors’ contributions
TB initiated the work, authored code, did part of the calculations and
analyses and edited the manuscript. ZMF authored code, did part of the
calculations and analyses and helped to draft the manuscript. ENT conceived
the study, did part of the analyses, and drafted the manuscript. All authors
read and approved the manuscript.

Received: 28 May 2010 Accepted: 31 May 2011 Published: 31 May 2011

References
1. Trifonov EN, Sussman JL: The pitch of chromatin DNA is reflected in its

nucleotide sequence. Proceedings of the National Academy of Sciences USA
1980, 77:3816-3820.

2. Mengeritsky G, Trifonov EN: Nucleotide sequence-directed mapping of
the nucleosomes. Nucleic Acids Research 1983, 11:3833-3851.

3. Satchwell SC, Drew HR, Travers AA: Sequence periodicities in chicken
nucleosome core DNA. Journal of Molecular Biology 1986, 191:659-675.

4. Ioshikhes I, Bolshoy A, Derenshteyn K, Borodovsky M, Trifonov EN:
Nucleosome DNA sequence pattern revealed by multiple alignment of
experimentally mapped sequences. Journal of Molecular Biology 1996,
262:129-139.

5. Cohanim AB, Kashi Y, Trifonov EN: Yeast nucleosome DNA pattern:
deconvolution from genome sequences of S. cerevisiae. Journal of
Biomolecular Structure and Dynamics 2005, 22:687-694.

6. Johnson SM, Tan FJ, McCullough HL, Riordan DP, Fire AZ: Flexibility and
constraint in the nucleosome core landscape of Caenorhabditis elegans
chromatin. Genome Research 2006, 16:1505-1516.

Bettecken et al. BMC Genomics 2011, 12:273
http://www.biomedcentral.com/1471-2164/12/273

Page 4 of 5

http://www.ncbi.nlm.nih.gov/pubmed/6856466?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/6856466?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/3806678?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/3806678?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/8831784?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/8831784?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15842173?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15842173?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17038564?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17038564?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17038564?dopt=Abstract


7. Gabdank I, Barash D, Trifonov EN: Nucleosome DNA bendability matrix (C.
elegans). Journal of Biomolecular Structure and Dynamics 2009, 26:403-412.

8. Bettecken T, Trifonov EN: Repertoires of the nucleosome-positioning
dinucleotides. PLoS ONE 2009, 4:e7654.

9. Trifonov EN, Bettecken T: Noninteger pitch and nuclease sensitivity of
chromatin DNA. Biochemistry 1979, 18:454-456.

10. Prunell A, Kornberg R, Lutter L, Klug A, Levitt M, Crick F: Periodicity of
deoxyribonuclease-I digestion of chromatin. Science 1979, 204:855-858.

11. Ulanovsky LE, Trifonov EN: Superhelicity of nucleosomal DNA changes its
double-helical repeat. Cell Biophysics 1983, 5:281-283.

12. Cohanim AB, Kashi Y, Trifonov EN: Three sequence rules for chromatin.
Journal of Biomolecular Structure and Dynamics 2006, 23:559-66.

13. Kato M, Onishi Y, Wada-Kiyama Y, Abe T, Ikemura T, Kogan S, Bolshoy A,
Trifonov EN, Kiyama R: Dinucleosome DNA of human K562 cells:
experimental and computational characterizations. Journal of Molecular
Biology 2003, 332:111-125.

14. Kogan SB, Kato M, Kiyama R, Trifonov EN: Sequence structure of human
nucleosome DNA. Journal of Biomolecular Structure and Dynamics 2006,
24:43-48.

15. Jurka J, Milosavljevic A: Reconstruction and analysis of human Alu genes.
Journal of Molecular Evolution 1991, 32:105-21.

16. Salih F, Salih B, Kogan S, Trifonov EN: Epigenetic nucleosomes: Alu
sequences and CG as nucleosome positioning element. Journal of
Biomolecular Structure and Dynamics 2008, 26:9-16.

17. Shannon CE: A mathematical theory of communication. The Bell System
Technical Journal 1948, 27:379-423.

18. Rapoport A, Frenkel ZM, Trifonov EN: Nucleosome positioning pattern
derived from oligonucleotide compositions of genomic sequences.
Journal of Biomolecular Structure and Dynamics 2011, 28:567-574.

19. Kiyama R, Trifonov EN: What positiones nucleosomes? - A model. FEBS
Letters 2002, 523:7-11.

20. Englander EW, Wolffe AP, Howard BH: Nucleosome interactions with a
human Alu element. Transcriptional repression and effects of template
methylation. Journal of Biological Chemistry 1993, 268:19565-19573.

21. Englander EW, Howard BH: Nucleosome positioning by human Alu
elements in chromatin. Journal of Biological Chemistry 1995,
270:10091-10096.

22. Tanaka Y, Yamashita R, Suzuki Y, Nakai K: Effects of Alu elements on global
nucleosome positioning in the human genome. BMC Genomics 2010,
11:309-318.

23. Benson G: Tandem cyclic alignment. Lecture Notes in Computational
Sciences 2001, 2089:118-130.

24. Zhang XY, Fittler F, Hörz W: Eight different highly specific nucleosome
phases on alpha-satellite DNA in the African green monkey. Nucleic Acids
Research 1983, 11:4287-306.

25. Linxweiler W, Hörz W: Reconstitution of mononucleosomes:
characterization of distinct particles that differ in the position of the
histone core. Nucleic Acids Research 1984, 12:9395-413.

26. Bernstein EB, Meissner A, Lander ES: The mammalian epigenome. Cell
2007, 128:669-681.

27. Pennings S, Allan J, Davey CS: DNA methylation, nucleosome formation
and positioning. Briefings in Functional Genomics and Proteomics 2005,
3:351-361.

28. Jeong S, Liang G, Sharma S, Lin JC, Choi SH, Han H, Yoo CB, Egger G,
Yang AS, Jones PA: Selective Anchoring of DNA Methyltransferases 3A
and 3B to Nucleosomes Containing Methylated DNA. Molecular and
Cellular Biology 2009, 29:5366-5376.

29. Chodavarapu RK, Feng S, Bernatavichute YV, Chen P-Y, Stroud H, Yu Y,
Hetzel JA, Kuo F, Kim J, Cokus SJ, Casero D, Bernal M, Huijser P, Clark AT,
Krämer U, Merchant SS, Zhang X, Jacobsen SE, Pellegrini M: Relationship
between nucleosome positioning and DNA methylation. Nature (London)
2010, 466:388-92.

30. Gabdank I, Barash D, Trifonov EN: Single-base resolution nucleosome
mapping on DNA sequences. Journal of Biomolecular Structure and
Dynamics 2010, 28:107-121.

31. Choy JS, Wei S, Lee JY, Tan S, Chu S, Lee TH: DNA Methylation Increases
Nucleosome Compaction and Rigidity. Journal of the American Chemical
Society 2010, 132:1782-1783.

32. Valouev A, Ichikawa J, Tonthat T, Stuart J, Ranade S, Peckham H, Zeng K,
Malek JA, Costa G, McKernan K, Sidow A, Fire A, Johnson SM: A high-
resolution, nucleosome position map of C. elegans reveals a lack of

universal sequence-dictated positioning. Genome Research 2008,
18:1051-63.

33. Kornberg RD: Structure of chromatin. Annual Reviews of Biochemistry 1977,
46:931-954.

34. Frenkel ZM, Bettecken T, Trifonov EN: Nucleosome DNA sequence
structure of isochores. BMC Genomics 2011 12:203.

35. Trifonov EN: Base pair stacking in nucleosome DNA and bendability
sequence pattern. Journal of Theoretical Biology 2010, 263:337-339.

doi:10.1186/1471-2164-12-273
Cite this article as: Bettecken et al.: Human nucleosomes: special role of
CG dinucleotides and Alu-nucleosomes. BMC Genomics 2011 12:273.

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

Bettecken et al. BMC Genomics 2011, 12:273
http://www.biomedcentral.com/1471-2164/12/273

Page 5 of 5

http://www.ncbi.nlm.nih.gov/pubmed/19108579?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19108579?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19888331?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19888331?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/420792?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/420792?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/441739?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/441739?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/6202413?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/6202413?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16494506?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12946351?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12946351?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16780374?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16780374?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/1706781?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18533722?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18533722?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21142224?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21142224?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12123795?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/8366099?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/8366099?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/8366099?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/7730313?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/7730313?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20478020?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20478020?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/6306583?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/6306583?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/6096828?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/6096828?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/6096828?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17320505?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15814025?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15814025?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19620278?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19620278?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20476799?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20476799?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20095602?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20095602?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18477713?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18477713?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18477713?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19961863?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19961863?dopt=Abstract

	Abstract
	Background
	Results
	Conclusions

	Background
	Methods
	Results and Discussion
	CG-periodicities in the human whole-genome sequence
	A possible chromatin organizing role of Alu sequences
	The dual role of CG dinucleotides
	Are the weak nucleosomes phased?

	Conclusions
	Acknowledgements
	Author details
	Authors' contributions
	References

