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Discovery of 33mer in chromosome 
21 – the largest alpha satellite 
higher order repeat unit among all 
human somatic chromosomes
Matko Glunčić1, Ines Vlahović1,2 & Vladimir Paar1,3

The centromere is important for segregation of chromosomes during cell division in eukaryotes. Its 
destabilization results in chromosomal missegregation, aneuploidy, hallmarks of cancers and birth 
defects. In primate genomes centromeres contain tandem repeats of ~171 bp alpha satellite DNA, 
commonly organized into higher order repeats (HORs). In spite of crucial importance, satellites have 
been understudied because of gaps in sequencing - genomic “black holes”. Bioinformatical studies of 
genomic sequences open possibilities to revolutionize understanding of repetitive DNA datasets. Here, 
using robust (Global Repeat Map) algorithm we identified in hg38 sequence of human chromosome 21 
complete ensemble of alpha satellite HORs with six long repeat units (≥20 mers), five of them novel. 
Novel 33mer HOR has the longest HOR unit identified so far among all somatic chromosomes and novel 
23mer reverse HOR is distant far from the centromere. Also, we discovered that for hg38 assembly the 
33mer sequences in chromosomes 21, 13, 14, and 22 are 100% identical but nearby gaps are present; 
that seems to require an additional more precise sequencing. Chromosome 21 is of significant interest 
for deciphering the molecular base of Down syndrome and of aneuploidies in general. Since the 
chromosome identifier probes are largely based on the detection of higher order alpha satellite repeats, 
distinctions between alpha satellite HORs in chromosomes 21 and 13 here identified might lead to 
a unique chromosome 21 probe in molecular cytogenetics, which would find utility in diagnostics. It 
is expected that its complete sequence analysis will have profound implications for understanding 
pathogenesis of diseases and development of new therapeutic approaches.

Tandemly repeated DNA sequences, known as satellites, form a substantial part of genome in many eukaryotes, 
including humans1–3. Some links between satellites and phenotypes have been established, for example, satellite 
depression was associated with cancer outcomes4, with chromosome missegregation and aneuploidy2, and with 
aging5. Satellite arrays form essential chromosome structure, such as centromeres and telomeres3, and they show 
astonishing variation in both sequence and copy number. However, in spite of their crucial importance, satellites 
have been understudied6,7.

The most abundant constituent of centromeres in human and other primate chromosomes are repetitive but 
rather divergent alpha satellite monomers of ~171 bp8. They are organized mostly as tandem repeats of nmer 
higher order repeat (HOR) copies, each consisting of n monomers, or as monomeric arrays without any HORs 
(Supplementary Fig. S1 and Table 1). Divergence among HOR copies within HOR array is about a few percent, 
while divergence among monomers within each HOR copy is sizably larger, ~20 to 40%9,10.

Several studies provided an evidence of functional role for satellite DNA2,11–15. They are implicated in centro-
meric functions, such as segregation in mitosis and meiosis, essential during cell division, pairing of homologous 
chromosomes, sister chromatid attachment and formation of kinetochore structures11,12. However, the interplay 
between genome sequences and the network involved in kinetochore ensemble is poorly understood11,12,16–18. 
While a number of centromeric proteins share homology among evolutionary distant organisms, one of chal-
lenging problems is that centromeric DNA sequences differ significantly even among closely related species 
and evolve rapidly during speciation19. Paradoxically, although the centromere’s role is conserved throughout 
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eukaryotic evolution, the sequences that accomplish centromere function in different organisms are not con-
served16. The functional importance of centromeric sequences notwithstanding, these regions of human genome 
remain poorly understood at the level of sequence ensemble and annotation20. Today, there are unique challenges 
of studying human satellite DNAs and RNAs and it is pointed toward technologies that will continue to advance 
our understanding of this, still largely untapped portion of the genome21,22.

In the past decade there have been impressive improvings in sequencing technology with the Next genera-
tion sequencing and Third generation sequencing/Long read methods including whole genome sequencing7,23–26. 
Unlike reads shorter than the underlying repeat structure, long reads allow direct inference of satellite higher 
order repeat (HOR) structure27.

Several computer algorithms for identification and analysis of tandem repeats in DNA sequences were pre-
viously designed and widely used, notably28–32. Two novel computational algorithms were recently designed and 
validated, convenient for HOR identification in novel centromeric repeat sequences obtained with long read 
sequencing6 GRM - Global Repeat Map33–35 and Alpha-CENTAURI26,27, convenient for HOR identification in 
novel centromeric repeat sequences obtained with long read sequencing7. The GRM algorithm is characterized by 
robustness with respect to deviations from regular repeat pattern, applicability to HORs with long repeat units and 
to long DNA sequences33,34,36. It is used in this study to identify alpha satellite HORs in hg38 genomic sequence 
of human chromosome 21. The advantage of using new human genome assembly hg38 (GCA_000001405.15) for 
alpha satellite HOR studies is that it adds a number of alpha satellite sequences to human chromosome 2137,38. A 
number of human chromosome 21p clones have been added to the new assembly and the centromeric gap was 
filled with “reference models”, which are representations of alpha satellite HOR domains.

Results
Here, the recent DNA sequence hg38 of human chromosome 21 is analyzed to identify and study computation-
ally the complete ensemble of alpha satellite HORs embedded in DNA sequence, using robust GRM algorithm 
(Methods). Alpha satellite HOR ideogram obtained in this way for chromosome 21 is shown in Fig. 1. To our 
knowledge, this is the first time that a complete ensemble of n ≥ 8 alpha satellite HORs of a human chromosome 
was determined for the centromeric region.

The computed GRM diagram for hg38 DNA sequence of the whole chromosome 21 is shown in Fig. 2a. 
Pronounced peaks at fragment lengths that are approximately equal to 171·n bp, i.e., to multiples of alpha satellite 
monomer length 171 bp, are candidates for nmer alpha satellite HORs, especially if a peak at ~171·n bp is sizably 
higher than the neighboring peak at lower fragment length ~171·(n-1) bp. For example, for 8mer HOR, the peak 
at ~171·8 bp is sizably stronger than the peak at ~171·7 bp; for 11mer HOR, the peak at ~171·11 bp is sizably 
stronger than at ~171·10 bp; for 16mer HOR, the peak at ~171·16 bp is sizably stronger than at ~171·15 bp; for 
20mer HOR the peak at ~171·20 bp is sizably stronger than at ~171·19 bp, etc. We can directly confirm this attri-
bution by analyzing the corresponding DNA sequences. For monomeric alpha satellite arrays the frequencies of 
peaks at 171·n bp gradually decrease with increasing n and a peak sizably above this background is an indication 
for HOR.

In order to identify complete ensemble of alpha satellite HORs in a given DNA sequence we extended GRM 
algorithm with introduction of a novel algorithm ALPHAsub (Methods) to identify positions of all alpha satellite 
arrays (regardless weather of HOR type or nonHOR type) in DNA sequence. In this way we determine contigs 
in which alpha satellite arrays are located, i.e., to each alpha satellite array the corresponding contig is assigned. 

n
HOR 
copies

Complete 
HOR copies

HOR start 
position

Monomers 
in HOR

HOR array 
length (bp)

HOR unit 
length (bp)

HOR 
divergence (%)

Monomer 
divergence (%)

33 4 4 10,864,568 132 22,537 5639 5 19

23 23 18 10,887,205 517 88,022 3915 4 22

23* 20 11 7,970,290 440 74,877 3915 2 20

22 6 5 11,093,195 121 20,672 3758 3 17

20 16 15 10,975,327 316 54,133 3425 3 23

20 19 18 11,029,561 371 63,536 3425 4 21

16 16 2 11,124,080 465 22,561 2733 5 17

16 4 1 11,113,966 39 6,669 2736 4 17

11 712 12 12,283,230 3,722 632,586 1870 3 21

8 4 1 11,120,735 19 3,246 1368 6 17

8 854 826 11,146,741 6,650 1,134,213 1364 4 22

Table 1. Alpha satellite nmer HOR arrays (n ≥ 8) in hg38 sequence of human chromosome 21. 1nd column: 
Number of monomers in HOR unit. Asterisk (*) denotes reverse monomer sequence in hg38 assembly with 
respect to the other HORs. 2rd column: Number of HOR copies in the HOR array. 3th column: Number of 
complete HOR copies in the HOR array. 4th column: Start position of HOR array in genomic sequence of 
chromosome 21. 5th column: Number of monomers in HOR array. 6th column: Length of HOR array (bp). 7th 
column: Length of HOR repeat unit (bp). 8th column: Mean divergence among HOR copies (%). 9th column: 
Mean divergence among monomers within HOR copies. Mean divergence is rounded off to nearest integer 
value. The divergence among HOR copies is determined as the mean value of divergence between pairs of the 
corresponding monomers in both HOR copies.
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Then we apply GRM to each of these contigs. The GRM analysis of contigs containing alpha satellite nmer HOR 
provides a sizably more pronounced peak at position 171·n bp, than the GRM analysis of the whole genome, 
because the noise due to other repeats is sizably smaller for a contig than for the whole chromosome. In this way 
it is straightforward to determine whether the alpha satellite array is HOR.

The GRM peak corresponding to 33mer in GRM diagram for the whole chromosome 21 is small, but visible 
at 5639 bp in the magnified segment of HOR diagram. On the other hand, the 5639 bp peak of 33mer HOR is 
sizeable in GRM diagram for contigs NT_187321.1, in which the 33mer HOR is, located (Fig. 2b). The length of a 
33mer HOR copy is ~33 × 0.171 kb ~5.6 kb.

Schematic presentation of aligned monomer structure of 33mer HOR array is presented in Fig. 3a. This HOR 
array has very regular structure; it’s all four HOR copies are complete. Using GRM, the DNA sequences of 33mer 
HOR copies are determined from hg38 for human chromosome 21 and the consensus sequence was determined 
(Supplementary Table S1). The average divergence among monomers within the 33mer consensus HOR is 19%, 
and divergence between 33mer HOR copies in HOR array is 5%. The 23mer HOR starting at the chromosome 
position 7,968,750, far from the centromeric region, has reversed monomers with respect to the other ten HORs. 
This 23mer HOR array consists of 20 HOR copies. Schematic presentation of aligned monomer structure of 
23mer HOR (reverse) array is presented in Fig. 3b.

Additionally, for each identified alpha satellite array we computed the corresponding dot-matrix diagrams to 
determine whether it has a HOR structure. The dot-matrix for 33mer HOR in human chromosome 21 is shown 
in Fig. 4a. The HOR pattern is characterized by diagonal lines at the spacing of n = 33 monomers, parallel to the 
self-diagonal. We computed dot-matrix diagrams for all high-multiple HORs in chromosome 21. For example, 
dot-matrix diagrams are shown for 23mer, 23mer (reverse) and 22mer HOR arrays containing 517, 448 and 371 
monomers, respectively (Supplementary Fig. S4).

In accordance with GRM diagrams (Fig. 2a and Supplementary Fig. S3a–c) and dot-matrix analysis (Fig. 4a–
d), we find for hg38 assembly the 100% identical 33mer HORs in chromosomes 21, 13, 14 and 22, and also there 
are gaps in hg38 in the neighborhood of 33mers. A more complete sequencing of this region seems to be required.
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Figure 1. Alpha satellite HOR ideogram for linear positioning of alpha satellite HOR arrays with long repeat 
units (n ≥ 8) obtained by applying GRM algorithm to the hg38 assembly sequence of human chromosome 21. 
CEN21 denotes location of the centromere. Only a segment of chromosome 21 containing alpha satellite HOR 
arrays is displayed. Ten HOR arrays are located within the centromere. The 23mer HOR with reverse monomers 
in the long arm of chromosome 21 is removed far from the centromere. Closer description of HOR arrays is 
given in Table 1.
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Figure 2. GRM diagrams for the whole human chromosome 21 and for the contig NT_187321 which contains 
33mer HOR array. (a) GRM diagram for the whole chromosome 21. Pronounced peaks that correspond to 
alpha satellite HORs are denoted by number of monomers in nmer HOR repeat unit. Inserts give magnified 
presentation of weak peaks for 22mer and 33mer, which are sizably screened by a noise of different other repeats 
in the whole chromosome 21. (b) GRM diagram for contig NT_187321 in which the 33mer HOR array is 
located. The pronounced GRM peak at 5,639 bp is a signature of 33mer HOR (5,639: 171 ≈ 33).
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Discussion
DNA sequence of the whole human chromosome 21 was previously used in studies of gene catalogue39. The ear-
lier restriction map estimates40,41 for HORs with long repeat units largely differ from the present GRM results in 
Fig. 1. For HOR repeat units longer than 20mers we identified here two 20mers, one 22mer, two 23mers and one 
33mer, while earlier restriction map estimates in this range indicated one 22mer and one 28mer40,41. For nmers 
below n = 20 monomers, the previously predicted 11mer and 16mer40,41 are in accordance with present results, 
but for other nmers previous estimates show some differences.

Extensive earlier work on alpha satellite sequences and satellite DNA in centromere near regions of chro-
mosome 21 was summarized in monograph42. Recent study of alphoid sequences revealed five distinct alphoid 
clusters Mp1-Mp5 that are large in size (25–189 kb each) and extend over a distance at least 5 Mb from D2171.

Using a different method, alpha satellite arrays in hg38 sequence of chromosome 21 were recently studied37 
and their results for positions of alpha satellite arrays in centromere were obtained which correspond to our 
GRM results, but there were also some pronounced differences. In ref.37 only four alpha satellite HORs have been 
identified out of eleven identified here using GRM and, among others, the 33mer HOR was not identified. Also, 
the pronounced reverse alpha satellite array far outside of the centromeric region which was identified here using 
GRM, was not found in ref.37.

Three of our eleven HOR arrays, 11mer, one of two 23mers and 22mer, can have attributions as follows. The 
11mer HOR corresponds to the well known D21Z1 sequence, one of our 23mer HORs to D21Z3 (pTRA-1) with 
3.9-kb repeat unit positioned in Mp3 cluster, and our 22mer to SF5 HOR of ~3.7 kb (GJ212128), a part of which 
is almost identical to the pTRA-7 probe corresponding to D21Z7.

The 33mer HOR identified here for chromosome 21 is the longest alpha satellite HOR repeat unit reported 
so far among all 22 somatic chromosomes. Evidence for a slightly longer HOR repeat unit, a 35mer, was found 
previously only in the sexual chromosome Y43.

Previous analysis of hybridization of alpha satellite DNA showed that chromosomes 13 and 21 share a 4mer 
HOR array and that the HOR unit is indistinguishable on each chromosome, while the 6mer HOR array is shared 
by chromosomes 22 and 13, distinguishable from the 13/21 4mer HOR array44. These results suggested that, at 
some point after they originated and were homogenized, different subfamilies of alphoid sequences must have 
exchanged between chromosomes 13 and 21 and separately between chromosomes 13 and 22. Following homog-
enization of one chromosome, a portion of HOR array could have been transferred between nonhomologous 
chromosomes by recombination. If this recombination event had happened recently in evolutionary time, any 
independent homogenization process operating on the two blocks of alpha satellite DNA, now separated on dif-
ferent chromosomes, may not have had sufficient time to cause isolated sequences to diverge44.

Chromosome identifier probes are largely based on detection of higher order alpha satellite repeats and it has 
been a constant thorn in the side of molecular cytogeneticists that the probe for chromosome 21 also picked up 
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Figure 3. Schematic presentation of aligned monomer structure of 33mer HOR and 23mer HOR (reverse) 
arrays in human chromosome 21. (a) 33mer (4 complete HOR copies). Top: enumeration of columns 
corresponding to 33 constituent consensus monomers (Nos. 1 to 33, enumeration of every fifth monomer is 
displayed). Each of the four 33mer HOR copies (denoted hi, i = 1, 2, 3, 4) is presented by 33 bars in the ith row. 
Each monomer of the same type (from consensus HOR) in different HOR copies is presented by a bar in the 
same column, corresponding to monomer enumeration at the top. (b) 23mer with reverse monomers (20 HOR 
copies). Each of the twenty 23mer HOR copies (denoted hi, i = 1, 2, … 20) is presented by 23 bars in the ith row.
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chromosome 13 (and vice versa). In this respect one could comment on the likelihood of recent work leading to a 
unique chromosome 21 probe, which would find great utility in diagnostics. To this end, in Table 2 we present the 
alpha satellite nmer HOR arrays (n ≥ 8) identified here in hg38 sequence of human chromosome 13 for compari-
son with Table 1 for chromosome 21. Here we find some pronounced differences between alpha satellite HORs in 
chromosomes 21 and 13. In chromosome 21 we identify four complete 33mer HOR copies and in chromosome 13 
three (in one HOR copy two monomers are deleted). A significant difference exists for 23mer HORs: we identify 
two distinct 23mer HOR arrays in human chromosome 21 (constituted of 23 and 20 HOR copies, respectively), 
while in chromosome 13 we identify only one HOR array (constituted of 23 HOR copies). This provides a pro-
nounced distinction between chromosomes 21 and 13. We also note a sizable difference between 16mer HORs: 
we identify two distinct 16mer HOR arrays in human chromosome 21 (constituted of 16 and 4 HOR copies, 
respectively), while in chromosome 13 we identify only one HOR array (constituted of 3 HOR copies). Finally, 
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Figure 4. Dot-matrix plots of 33mer HORs in four acrocentric chromosomes. (a) chromosome 21; (b) 
chromosome 13; (c) chromosome 14; (d) chromosome 22. Dot-matrix analyses determined the presence 
or absence of HOR structure using a window size of monomer length and mismatch limits ranging at ~7%. 
Monomers are labeled in order of appearance, displayed in matrix along the upper horizontal axis (from left to 
right) and along the left vertical axis (from up to down): at both axes label 1 corresponds to the first monomer 
in alpha satellite ensemble, label 2 to the second monomer, etc. In this way, the alpha satellite ensemble is 
compared with itself, giving pairwise comparisons of divergence between constituting alpha satellite monomers. 
Each cell in dot-matrix which represents divergence between monomers located at identical positions in 
different HOR copies (e.g. the second monomer in the third HOR copy on the horizontal axis and the second 
monomer in the fourth HOR copy on the vertical axis, etc.) correspond to relatively small divergence between 
monomers (here chosen below 7%) and is shown as colored dot. The other cells in dot-matrix correspond to 
higher divergence (above 7%) are blank. In this way, for each HOR array the dot-matrix diagram is obtained as 
a set of equidistant diagonal lines at spacing equal to the number of monomers in HOR unit (n = 33), parallel to 
the self-diagonal.
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we note a difference between lengths of long 8mer HOR arrays in chromosomes 21 and 13 (854 and 832 HOR 
copies, respectively).

Analogously, it could be hypothesized here that at some point after it originated and was homogenized on one 
of the chromosomes 21, 13, 14 or 22, the 33mer HOR could have been transferred recently in evolutionary time 
by recombination to the other chromosomes.

Recently, almost complete genomic sequences open the possibility to determine complete ensemble of alpha 
satellite HORs in the whole human genome, which in turn enables a broad investigations of alpha satellite HORs 
and monomeric repeats and their influence on centromere dynamics. As noted by van Dijk et al.25, ultralong reads 
may allow complete, gapless assembly of human genomes in the near future, which will further boost human 
genetic research and personalized medicine25. Among others, complete DNA sequences will open new challenges 
related to HORs as possibly important regulatory elements. One could hypothesize that the richness of different 
long HOR repeat units will be found in centromere of other chromosomes too. We are only at the beginning of 
the third revolution in sequencing technology and the coming years may bring exciting new developments in 
HOR studies.

Methods
Sequence data. In this study the hg38 assembly sequence of chromosome 21 was used for HOR analysis.

ALPHAsub algorithm. The novel method of identifying alpha satellite arrays in DNA sequence 
is as follows. As “ideal key word”, we use a robust 28-bp segment from alpha satellite DNA sequences, 
TGAGAAACTGCTTTGTGATGTGTGCATT and its reverse complement. First, using the Levenshtein dis-
tance algorithm, all positions in the whole chromosome are determined where the 28-bp sequence of “ideal 
key word” or its reverse complement differs from a “real key word” by at most nine nucleotides. Second, the 
distances between positions of neighboring “real key words” are calculated. Third, only those “real key words” are 
retained for which distance to its previous neighbor is approximately equal to 171 bp or to a multiple of 171 bp 
(d(n, n-1) ~ m·171; m = 1, 2,…). In the latter case (m > 1), the additional “real key words” (one for m = 2, two for 
m = 3, and so on) are determined in the sequence between “real key word” and its previous neighbor, using the 
Levenshtein distance algorithm, at positions with the smallest difference of “real key words” compared to “ideal 
key word” or its reverse complement. In general, a distance between the additional “real key words”, obtained by 
this method, is always approximately equal to 171 bp. In this way, we determined positions of all alpha satellites 
within chromosome 21. In the next step, using positions of “real key words”, all alpha satellites from chromosome 
21 hg38 DNA sequence are extracted and different alpha satellite ensembles are identified. On this basis, we have 
designed our ALPHAsub algorithm and computer program. Applying ALPHAsub program to the hg38 sequence 
of chromosome 21 we determine location of all alpha satellite arrays within genomic sequence.

GRM algorithm. Global repeat algorithm (GRM) is an efficient and robust novel method to identify and 
study repeats, especially HORs, in a given DNA sequence33–35. To identify alpha satellite HORs, we compute GRM 
diagrams for genomic sequence of the whole chromosome. For long DNA sequences of whole chromosomes, due 
to many repeats in genomic sequence the noise in GRM diagram increases with increasing length of HOR repeat 
unit. This noise is significantly reduced by applying GRM to those regions which contain alpha satellite arrays. 
Such regions are first selected using ALPHAsub algorithm for analysis of the whole chromosome sequence. The 
novelty of GRM approach is a direct mapping of symbolic DNA sequence into frequency domain using complete 
K-string ensemble instead of statistically adjusted individual K-strings optimized locally. In this way, GRM pro-
vides a straightforward identification of DNA repeats using frequency domain, but avoiding mapping of symbolic 
DNA sequence into numerical sequence, and uses K-string matching, but avoiding statistical methods and locally 

n
HOR 
copies

Complete 
HOR copies

HOR
start position

Monomers
in HOR

HOR array 
length (bp)

HOR unit 
length (bp)

HOR
divergence (%)

Monomer 
divergence (%)

33 4 3 16,000,179 131 22,366 5639 5 20

23 23 15 16,022,645 515 88,022 3915 4 21

22 6 5 16,228,806 120 20,672 3758 3 17

20 16 15 16,110,767 316 54,133 3426 3 24

20 19 18 16,165,001 371 63,536 3425 4 22

16 3 2 16,249,406 39 6,670 2736 5 17

11 363 229 17,418,670 3,721 632,415 1871 3 23

8 3 2 16,256,175 20 3246 1368 6 17

8 832 818 16,282,181 6,646 1,134,112 1365 4 23

Table 2. Alpha satellite nmer HOR arrays (n ≥ 8) in hg38 sequence of human chromosome 13. 1nd column: 
Number of monomers in HOR unit. 2rd column: Number of HOR copies in the HOR array. 3th column: Number 
of complete HOR copies in the HOR array. 4th column: Start position of HOR array in genomic sequence of 
chromosome 13. 5th column: Number of monomers in HOR array. 6th column: Length of HOR array (bp). 7th 
column: Length of HOR repeat unit (bp). 8th column: Mean divergence among HOR copies (%). 9th column: 
Mean divergence among monomers within HOR copies. Mean divergence is rounded off to nearest integer 
value. The divergence among HOR copies is determined as the mean value of divergence between pairs of the 
corresponding monomers in both HOR copies.

https://doi.org/10.1038/s41598-019-49022-2


7Scientific RepoRtS |         (2019) 9:12629  | https://doi.org/10.1038/s41598-019-49022-2

www.nature.com/scientificreportswww.nature.com/scientificreports/

optimizing individual K-strings. For a given sequence, the GRM algorithm provides in the first step (“identifi-
cation step”) the corresponding GRM diagram; each significant peak (“fragment length”) presents the length of 
repeat unit. In the second step (“analysis step”), for each significant GRM peak the algorithm determines corre-
sponding repeat sequences and their positions, the consensus repeat unit and divergence between repeat copies 
and with respect to consensus.

GRM algorithm expanded by ALPHAsub algorithm. Successive application of ALPHAsub and GRM 
algorithms is used for identification and analysis of alpha satellite HORs in a whole chromosome sequence: in 
the first step we identify contigs that contain alpha satellite arrays and in the second step we perform GRM com-
putation for these contigs. In this way, an ensemble of all alpha satellite HORs is extracted from a given genomic 
sequence (here hg38).

ALPHAsub algorithm expanded by Dot-matrix method. For each alpha satellite array identified by 
ALPHAsub algorithm, the corresponding dot-matrix diagrams are created to identify alpha satellite HORs on the 
basis of equidistant lines parallel to self-diagonal.

Code Availability
Further code information is available on request from the authors.

References
 1. Waye, J. S. & Willard, H. F. Nucleotide sequence heterogeneity of alpha satellite repetitive DNA: a survey of alphoid sequences from 

different human chromosomes. Nucleic Acids Res 15, 7549–69 (1987).
 2. Aldrup-Macdonald, M. E. & Sullivan, B. A. The past, present, and future of human centromere genomics. Genes (Basel) 5, 33–50 

(2014).
 3. Garrido-Ramos, M. A. Satellite DNA: An Evolving Topic. Genes (Basel) 8 (2017).
 4. Bersani, F. et al. Pericentromeric satellite repeat expansions through RNA-derived DNA intermediates in cancer. Proc Natl Acad Sci 

USA 112, 15148–53 (2015).
 5. Zhang, W. et al. Aging stem cells. A Werner syndrome stem cell model unveils heterochromatin alterations as a driver of human 

aging. Science 348, 1160–3 (2015).
 6. Treangen, T. J. & Salzberg, S. L. Repetitive DNA and next-generation sequencing: computational challenges and solutions. Nat Rev 

Genet 13, 36–46 (2011).
 7. Lower, S. S., McGurk, M. P., Clark, A. G. & Barbash, D. A. Satellite DNA evolution: old ideas, new approaches. Curr Opin Genet Dev 

49, 70–78 (2018).
 8. Manuelidis, L. Chromosomal localization of complex and simple repeated human DNAs. Chromosoma 66, 23–32 (1978).
 9. Warburton, P. E. & Willard, H. F. Genomic analysis of sequence variation in tandemly repeated DNA. Evidence for localized 

homogeneous sequence domains within arrays of alpha-satellite DNA. J Mol Biol 216, 3–16 (1990).
 10. Sullivan, L. L., Chew, K. & Sullivan, B. A. alpha satellite DNA variation and function of the human centromere. Nucleus 8, 331–339 

(2017).
 11. Willard, H. F. Centromeres: the missing link in the development of human artificial chromosomes. Curr Opin Genet Dev 8, 219–25 

(1998).
 12. Alexandrov, I., Kazakov, A., Tumeneva, I., Shepelev, V. & Yurov, Y. Alpha-satellite DNA of primates: old and new families. 

Chromosoma 110, 253–66 (2001).
 13. Vafa, O. & Sullivan, K. F. Chromatin containing CENP-A and alpha-satellite DNA is a major component of the inner kinetochore 

plate. Curr Biol 7, 897–900 (1997).
 14. Ikeno, M. et al. Construction of YAC-based mammalian artificial chromosomes. Nat Biotechnol 16, 431–9 (1998).
 15. Ando, S., Yang, H., Nozaki, N., Okazaki, T. & Yoda, K. CENP-A, -B, and -C chromatin complex that contains the I-type alpha-

satellite array constitutes the prekinetochore in HeLa cells. Molecular and Cellular Biology 22, 2229–2241 (2002).
 16. Henikoff, S. & Malik, H. S. Centromeres: selfish drivers. Nature 417, 227 (2002).
 17. Schueler, M. G. & Sullivan, B. A. Structural and functional dynamics of human centromeric chromatin. Annu Rev Genomics Hum 

Genet 7, 301–13 (2006).
 18. Hayden, K. E. et al. Sequences associated with centromere competency in the human genome. Mol Cell Biol 33, 763–72 (2013).
 19. Malik, H. S. & Henikoff, S. Conflict begets complexity: the evolution of centromeres. Curr Opin Genet Dev 12, 711–8 (2002).
 20. Rudd, M. K., Schueler, M. G. & Willard, H. F. Sequence organization and functional annotation of human centromeres. Cold Spring 

Harb Symp Quant Biol 68, 141–9 (2003).
 21. McNulty, S. M. & Sullivan, B. A. Alpha satellite DNA biology: finding function in the recesses of the genome. Chromosome Res 26, 

115–138 (2018).
 22. Miga, K. H. et al. Centromere reference models for human chromosomes X and Y satellite arrays. Genome Res 24, 697–707 (2014).
 23. Alkan, C. et al. Organization and evolution of primate centromeric DNA from whole-genome shotgun sequence data. PLoS Comput 

Biol 3, 1807–18 (2007).
 24. Macas, J., Neumann, P., Novak, P. & Jiang, J. Global sequence characterization of rice centromeric satellite based on oligomer 

frequency analysis in large-scale sequencing data. Bioinformatics 26, 2101–8 (2010).
 25. van Dijk, E. L., Jaszczyszyn, Y., Naquin, D. & Thermes, C. The Third Revolution in Sequencing Technology. Trends Genet 34, 

666–681 (2018).
 26. Jain, M. et al. Linear assembly of a human centromere on the Y chromosome. Nat Biotechnol 36, 321–323 (2018).
 27. Sevim, V., Bashir, A., Chin, C. S. & Miga, K. H. Alpha-CENTAURI: assessing novel centromeric repeat sequence variation with long 

read sequencing. Bioinformatics 32, 1921–1924 (2016).
 28. Altschul, S. F., Gish, W., Miller, W., Myers, E. W. & Lipman, D. J. Basic local alignment search tool. J Mol Biol 215, 403–10 (1990).
 29. Benson, G. Tandem repeats finder: a program to analyze DNA sequences. Nucleic Acids Res 27, 573–80 (1999).
 30. Thompson, J. D., Higgins, D. G. & Gibson, T. J. CLUSTAL W: improving the sensitivity of progressive multiple sequence alignment 

through sequence weighting, position-specific gap penalties and weight matrix choice. Nucleic Acids Res 22, 4673–80 (1994).
 31. Sonnhammer, E. L. & Durbin, R. A dot-matrix program with dynamic threshold control suited for genomic DNA and protein 

sequence analysis. Gene 167, GC1–10 (1995).
 32. Jurka, J., Klonowski, P., Dagman, V. & Pelton, P. CENSOR–a program for identification and elimination of repetitive elements from 

DNA sequences. Comput Chem 20, 119–21 (1996).
 33. Gluncic, M. & Paar, V. Direct mapping of symbolic DNA sequence into frequency domain in global repeat map algorithm. Nucleic 

Acids Res 41, e17 (2013).

https://doi.org/10.1038/s41598-019-49022-2


8Scientific RepoRtS |         (2019) 9:12629  | https://doi.org/10.1038/s41598-019-49022-2

www.nature.com/scientificreportswww.nature.com/scientificreports/

 34. Paar, V., Gluncic, M., Rosandic, M., Basar, I. & Vlahovic, I. Intragene higher order repeats in neuroblastoma breakpoint family genes 
distinguish humans from chimpanzees. Mol Biol Evol 28, 1877–92 (2011).

 35. Vlahovic, I., Gluncic, M., Rosandic, M., Ugarkovic, E. & Paar, V. Regular Higher Order Repeat Structures in Beetle Tribolium 
castaneum Genome. Genome Biol Evol 9, 2668–2680 (2017).

 36. Paar, V. et al. Large tandem, higher order repeats and regularly dispersed repeat units contribute substantially to divergence between 
human and chimpanzee Y chromosomes. J Mol Evol 72, 34–55 (2011).

 37. Ziccardi, W. et al. Clusters of alpha satellite on human chromosome 21 are dispersed far onto the short arm and lack ancient layers. 
Chromosome Res 24, 421–36 (2016).

 38. Uralsky, L.I. et al. Classification and monomer-by-monomer annotation dataset of suprachromosomal family 1 alpha satellite 
higher-order repeats in hg38 human genome assembly. Data Brief 24, 103708 (2019).

 39. Hattori, M. et al. The DNA sequence of human chromosome 21. Nature 405, 311–9 (2000).
 40. Choo, K. H., Vissel, B., Nagy, A., Earle, E. & Kalitsis, P. A survey of the genomic distribution of alpha satellite DNA on all the human 

chromosomes, and derivation of a new consensus sequence. Nucleic Acids Res 19, 1179–82 (1991).
 41. Vissel, B. & Choo, K. H. Four distinct alpha satellite subfamilies shared by human chromosomes 13, 14 and 21. Nucleic Acids Res 19, 

271–7 (1991).
 42. Liehr, T. Benign and Pathological Chromosomal Imbalances: Microscopic and Submicroscopic Copy Number Variations (CNVs) 

in Genetics and Counseling. Benign and Pathological Chromosomal Imbalances: Microscopic and Submicroscopic Copy Number 
Variations (Cnvs) in Genetics and Counseling, 1–199 (2014).

 43. Tyler-Smith, C. & Brown, W. R. Structure of the major block of alphoid satellite DNA on the human Y chromosome. J Mol Biol 195, 
457–70 (1987).

 44. Jorgensen, A. L., Bostock, C. J. & Bak, A. L. Homologous subfamilies of human alphoid repetitive DNA on different nucleolus 
organizing chromosomes. Proc Natl Acad Sci USA 84, 1075–9 (1987).

Acknowledgements
We thank C. Tyler-Smith for stimulating our interest for alpha satellites. We also acknowledge support from 
the QuantiXLie Centre of Excellence, a project cofinanced by the Croatian Government and European Union 
through the European Regional Development Fund - the Competitiveness and Cohesion Operational Programme 
(Grant KK.01.1.1.01.0004), and the grant IP-2014-09-3626 from Croatian Science Foundation.

Author Contributions
I.V. and M.G. performed the computations. M.G. wrote computational algorithm ALPHAsub. V.P. supervised 
the study. All authors analyzed computational results. V.P. and M.G. wrote the manuscript. All authors read and 
approved the final version of the manuscript.

Additional Information
Supplementary information accompanies this paper at https://doi.org/10.1038/s41598-019-49022-2.
Competing Interests: The authors declare no competing interests.
Publisher’s note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2019

https://doi.org/10.1038/s41598-019-49022-2
https://doi.org/10.1038/s41598-019-49022-2
http://creativecommons.org/licenses/by/4.0/

	Discovery of 33mer in chromosome 21 – the largest alpha satellite higher order repeat unit among all human somatic chromoso ...
	Results
	Discussion
	Methods
	Sequence data. 
	ALPHAsub algorithm. 
	GRM algorithm. 
	GRM algorithm expanded by ALPHAsub algorithm. 
	ALPHAsub algorithm expanded by Dot-matrix method. 

	Acknowledgements
	Figure 1 Alpha satellite HOR ideogram for linear positioning of alpha satellite HOR arrays with long repeat units (n ≥ 8) obtained by applying GRM algorithm to the hg38 assembly sequence of human chromosome 21.
	Figure 2 GRM diagrams for the whole human chromosome 21 and for the contig NT_187321 which contains 33mer HOR array.
	Figure 3 Schematic presentation of aligned monomer structure of 33mer HOR and 23mer HOR (reverse) arrays in human chromosome 21.
	Figure 4 Dot-matrix plots of 33mer HORs in four acrocentric chromosomes.
	Table 1 Alpha satellite nmer HOR arrays (n ≥ 8) in hg38 sequence of human chromosome 21.
	Table 2 Alpha satellite nmer HOR arrays (n ≥ 8) in hg38 sequence of human chromosome 13.




