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Abstract: The polymorphism of mitochondrial DNA and Y chromosomes gives us the characteristics of male and 
female populations in the gene pool. Alu- repeats got their name due to the fact that most of them contain 
tetranucleotide AGCT (170 bp repeat from the beginning), which can be cleaved with the restriction enzyme Alu I. 
Alu- repeats influence the composition, organization, and expression of the genome. Alu- repeats are widely used as 
a genetic markers for genome mapping in clinical diagnosis and characterization of genomic rearrangements. Thus, 
in this article, we summarize the data on the origin and evolution of Alu-repeats, and the mechanisms of their 
retroposition which are used as genetic markers in genetics of populations.  
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INTRODUCTION 

Over the last decade the picture of the 
population spread throughout the globe was 
practically solved. Lately the work related to refining 
demographic and evolutionary history of individual 
regions and ethnic groups has become more urgent. 

If prior to the 90s of XX century population 
studies were largely based on analysis of 
polymorphism and serum immunological markers of 
blood proteins, currently the study of the gene pool 
structure of individual populations and phylogenetic 
relationships between them is traditionally done by the 
analysis of polymorphism loci of nuclear and 
mitochondrial genomes. At the moment it is generally 
accepted that mitochondrial DNA, Y- chromosome 
polymorphism, and autosomal Alu- insertions are the 
most convenient molecular genetic marker systems for 
the study of the gene pool structure of individual 
populations. Usage of these systems allows obtaining 
genetic portraits of individual ethnic groups and 
reconstructing their evolutionary pasts [Batzer, 1996; 
Stoneking, 1997]. 
Alu- repeats in the human genome 

The polymorphism of mitochondrial DNA 
and Y chromosomes gives us the characteristics of 
male and female populations in the gene pool. Thus, 
the study of autosomal Alu- insertions polymorphism 
makes it possible to determine some features of the 
human genome diversity in the population as a whole. 
The advantage of Alu- insertions is that, unlike other 
biallelic systems, the initial and final states (states 
before and after Alu insertions) of the element are 
always known [Stepanov et al. 2002; Levy S., 2007]. 
It has appeared relatively recently that in human 
evolutionary genetics the usage of those Alu- 
insertions coincides with the continent where this 

human is settled. Some of the loci containing Alu- 
elements were highly informative markers of 
differentiation of populations in Europe and Asia - 
Ya5NBC148, PV92, TPA25 and Ya5NBC27 [ 
Khusnutdinova et al. , 2006]. 

Repetitive DNA (a substantial portion of the 
eukaryotic genome) was found in the laboratory in the 
middle of the 60s by Britten [Waring M., Britten RJ, 
1966]. It suggested that the amount of DNA repeats is 
proportional to the genetic complexity of the 
organism. For Caenorhabditis elegans this amount is 
~ 17 % of the DNA, for Nicotiana tabacum - 67 % 
[Smit AF, 1996], and for man - more than 50 % of the 
genome [International Human Genome Sequencing 
Consortium, 2001]. Currently there are five major 
classes of repetitive elements in the human genome 
identified: repeats arising from transposons; partially 
inactive gene copies; simple repeats ((A)n, (CA)n, 
(CGG)n); segment duplications (10-300 m.bp); blocks 
tandem repeat sequences [International Human 
Genome Sequencing Consortium, 2001]. 

Most of these repeats in human genome 
belong to the first class repeats – those arising from 
transposons (45 %) [Batzer MA, Deininger PL, 2002]. 
In almost all mammals transposons are of four types: 
short (SINE), long (LINE) dispersed repetitive 
elements with long terminal repeats (LTR- 
transposons), and DNA transposons [International 
Human Genome Sequencing Consortium, 2001]. The 
SINE class is common in mammals. Some types of the 
SINE class, such as Alu, developed only in humans 
and primates. It originated from 7SL RNA gene [Ullu 
E., Tschudi C., 1984]. 
The structure and origin of Alu- elements 

Alu- repeats got their name due to the fact 
that most of them contain tetranucleotide AGCT (170 
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bp repeat from the beginning), which can be cleaved 
with the restriction enzyme Alu I. Alu- repeats consist 
of two tandems - arranged forms of the ancient Alu- 
monomer FAM (left (FLAM) and right (FRAM) 
monomers) [Quentin Y., 1992]. In primates FLAM-
FRAM dimerization occurred about 60 million years 
ago [Zietkiewicz E. et al., 1998]. Ancient Alu- 
monomer derived from the 7SL RNA gene by deletion 
of 141 bp and the derivation of a poly-A region at the 
3'-end [Ullu E., Tschudi C., 1984; Han K., 2005]. 

Alu-repeat structure (Fig.1.) [Batzer MA, 
Deininger PL, 2002] is characterized by several 
features. The left half (FLAM) with the length of 140 
bp is coupled via the poly-A with the longer right half 
(FRAM), which additionally contains 31 bp [Quentin 
Y., 1992]. Variation in length between the right and 
left monomers is defined by the deletion which 
occurred during their evolution from the FAM 
[Quentin Y., 1992; Jurka J., Zuckerkandl E., 1991; 
Hormozdiari F, 2011]. 

Left monomer contains two promoter 
elements for the RNA polymerase III, the block A and 
the block B, each of which has a length of 
approximately 10 bp [Jurka J., Zuckerkandl E., 1991]. 
A and B portions are located at positions 10-25 and 
70-90 respectively [Knight A. et al., 1996; Novick GE 
et al., 1996]. Promoter initiates transcription from 
position A, and block B defines the accuracy of the 
transcription initiation. It is believed [Batzer MA, 
Deininger PL, 2002] that only unit B is required for 
transcription, as members of Ya5 (HS) subfamily have 
much greater homology observed in this unit. 

 
Fig.1. Alu- repeat structure of the human genome and 
its mechanism of retroposition. a) The structure of a 
typical Alu- repeat (explanation in the text); b) 
Intermediate RNA Pol -III- transcript; c) Example of 
reverse transcription (direction of transcription is 
shown by pink arrow); d) A copy of the Alu- repeat in 
the new section of the genome [Batzer MA, Deininger 
PL, 2002 ]. 
 

Localization and distribution in the human genome 
There are 1.09 million copies of Alu-repeats 

in the human genome, which represents 10.6% of the 
human nuclear DNA [International Human Genome 
Sequencing Consortium., 2001]. Alu-sequence is 
spread with high frequency within the noncoding 
regions (intergenic regions, introns, etc.) [Batzer MA 
et al., 1990]. Significant proportion of them is 
concentrated in the R-segments of chromosomes, 
where mainly tissue-specific genes are located [Blinov 
VM, et al, 1998]. Moreover, it was suggested that 
Alu-elements preferably integrate in regions rich in 
AT repeats [Bailey AD, Shen CK, 1993]. Analysis of 
the Alu-repeats organization suggests that they are 
preferably located in GC-rich regions; these "selfish" 
elements are possibly favorable for the host (human) 
[International Human Genome Sequencing 
Consortium., 2001]. 

High concentration of Alu-repeats in the 
saturated regions of the genes of the chromosome 
allows duplicating portions of the genome between the 
Alu, their elimination, and chromosomal 
rearrangements. Perhaps the rapid evolution of 
primates is associated with a sharp increase in genetic 
diversity through the recombination Alu-repeats 
[Blinov VM et al , 2001]. 

ALU repeats are arranged separately, in pairs, 
and in direct and inverted orientations [Batzer MA et 
al., 1991; Wang J., 2006; Hormozdiari F, 2011]. 
Options Alu - elements 

Alu- repeats influence the composition, 
organization, and expression of the genome. These 
elements can enhance transcription of neighboring loci 
due to the promoter or enhancer activity [Vansant G., 
Reynolds WF, 1995; Britten RJ, 1997; Deininger PL, 
Batzer MA, 1999]. In addition the presence of internal 
promoters can activate previously "dormant" 
sequences [Novick GE et al., 1996; Vansant G., 
Reynolds W.F., 1995]. Alu-repeats may also reduce 
the transcriptional activity of neighboring regions by 
promoting the assembly of nucleosomes in this area 
[Englander EW, Howard BH, 1995]. Furthermore, 
Alu-repeats promote surrounding loci methylation, 
thus providing another mechanism for control over 
gene expression [Heller H. et al., 1995]. Although the 
effect of methylation is typically inhibitory, there are 
cases in which methylation of Alu-repeats increases 
transcriptional activity. For example, methylated CpG 
sites located within two Alu-repeat loci GPHA (- 
subunit of the glycoprotein hormone) stimulate 
expression of this gene [Cox GS et al., 1998]. 

Alu-repeats allow creation of a variety of 
secondary and tertiary structures due to triplex, 
cruciform and other non-canonical DNA structures 
[Blinov VM, et al, 1998]. It can be assumed that this 
possibility can build three-dimensional structure by 
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binding proteins of chromosomes and creating local 
spatial structure - convenient operation for the genes 
and/or regulation of their activity. Another possibility 
is that the Alu-repeats delete linear DNA structures of 
a sufficient distance from each other to form a space 
between the complexes which may lead to compaction 
of DNA in the chromosome [Blinov VM et al, 2001]. 

The transcription is also regulated by the 
secondary structure of DNA Alu-repeats [Hanke, JH, 
Hambor JE, Kavathas P., 1995]. For example, the 
locus of the human CD8- comprises two Alu repeats 
that can be linked together to form a cruciform 
conformation which inhibits transcription. Alu 
elements contained within introns (as well as 5 'and 3 ' 
untranslated regions (UTR)) may affect the pre-
mRNA processing and play a leading role in changing 
the gene product [Mitchell GA et al., 1991; 
Knebelmann B. et al. 1995]. Alu-repeats can also 
inactivate or alter the function of gene products by 
creating alternative splicing sites or interfering with 
their mechanisms. 

These changes, which often result in serious 
genetic effects, can cause point mutations in the pre-
existing Alu elements and insertions formed de novo 
[Bailey AD, Shen CK, 1993 ; Knebelmann B. et al . 
1995]. The presence of Alu repeats, as well as other 
retropositioning elements (B1, B2, Mir, LINE) in a 
pre-mRNA transcript may affect polyadenylation and 
affect the efficiency of translation [Harendza CJ, 
Johnson LF 1990; Smit AF, Riggs AD, 1995; Schmid 
CW 1996]. 

The presence of Alu-repeats in exons can 
affect gene expression [Berquin IM, Ahram M., 
Sloane BF, 1997; Szmulewicz MN, Novick GE, 
Herrera RJ, 1998]. Insertion in a coding or regulatory 
region of a gene can lead to the development of the 
disease. There are three pathogenetic mechanisms 
associated with Alu- repeats [Miki Y., 1998; Zhang 
W., 2011]: retroposition Alu-repeats in the genes de 
novo; insertion Alu-repeats in mRNA splicing; 
homologous recombination between the Alu-repeats, 
which leads to chromosomal rearrangement. The most 
common of these mechanisms is apparently the first. 

The insertion of the Alu- repeat de novo was 
found in exon 5 of clotting factor IX from a patient 
with hemophilia B [Vidaud D. et al., 1993]. The Alu-
repeat with the length of 322 bp is located in the 
coding region; it terminates the reading frame of 
glutamic acid protein Factor IX, resulting in a 
premature stop codon. The nucleotide sequence of the 
built - ALU repeat is different from Ya (HS) Alu- 
family only by one additional adenine residue, flanked 
by direct repeats (15 bp), and it contains the poly-A 78 
-bp region at the 3' – end. While the direct repeats 
contain almost no adenine and thymine, the 

surrounding sequence repeats consist predominantly 
of T and A - residues. 

The Alu-repeat insertion which is embedded 
in exon 2 ChE was found in a patient with 
acholinesterasemia. Alu- repeat with the length of 342 
bp comprised poly– A-38 -bp region. It was flanked 
by target site duplications (15 bp) from both sides. In 
the initial sequence of the gene ChE mutation is 
absent. Alu-repeat sequence had 93% homology with 
the evolutionarily youngest Alu- subfamily of human 
appearance suggesting that the insertion in this case 
was a result of the mechanism of retrotransposition 
[Muratani K., 1991]. 

A similar mechanism of gene inactivation 
was found in some other diseases, including 
neurofibromatosis type 1, hyperparathyroidism 
newborn, Huntington's disease, familial 
hypercalcemia. Other Alu- repeat insertions de novo 
in the districts of potential oncogenes and tumor 
suppressor genes can trigger the process of 
carcinogenesis. In particular, it is shown that one of 
the pathogenic mutations of B- lymphoma cells is an 
integration of Alu- repeat locus Mlvi- 2. 

Deletions in genes due to homologous 
recombination between the Alu- repeat loci have been 
found in low-density lipoprotein receptors for familial 
hypercholesterolemia in a gene of alpha chain; in beta 
- hexosaminidase and in adenosine deaminase genes 
with severe combined immunodeficiency; in C1 
inhibitor gene for hereditary angioedema Eden, and in 
some other hereditary diseases and chromosomal 
rearrangements [Miki Y., 1998]. 

The mechanism associated with the insertion 
of Alu- repeat in the mRNA during splicing is rare 
enough. There are only several disease states which 
are caused by splicing-mediated integration of Alu- 
repeat in the mRNA. Such an insertion was found in 
142 nucleotides of the junction of exons 3 and 4 of the 
gene in mRNA -D- ornithine aminotransferase (OAT). 
Lined sequence in 3' -terminal portion of Alu- repeat 
was present in the normal gene intron 3 OAT. CG 
transversion in Alu- repeat has led to a new splice 
donor site within the Alu - element activation of 
cryptic acceptor site and splice -mediated insertion of 
Alu- element in the mature mRNA of OAT [Mitchell 
GA et al., 1991]. 

Evolution of subfamilies 
As a result, the study of sequence of Alu-

repeats revealed that they have a large number of 
point mutations that consistently occur during 
evolution. Today, there are at least 14 major 
subfamilies [Kapitonov V., Jurka J., 1996 ; Batzer 
MA, Deininger PL, 2002 ; Roy-Engel AM, 2002 ], 
which can be grouped into three groups: young, 
intermediate, and ancient, given the initial 
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retroposition. [Deininger P.L. et al., 1992; Kapitonov 
V., Jurka J., 1996]. 

Recent studies have shown that two oldest 
subfamilies Jo and Jb occurred about 81 million years 
ago [Kapitonov V., Jurka J., 1996; Sela N., 2007], 
which corresponds to the time of appearance of 
detachment in primates. Subfamilies S (Sx, Sp, Sq, 
Sc) are intermediaries by age (48-35 million years 
ago) and are of CpG- composition. It is suggested that 
differences in the sequence of Alu-repeats in Sp and 
Sc subfamilies is due to their derivation from two 
different ancestral sequences [Jurka J., Milosavljevic 
A., 1991; Roy-Engel AM et al., 2001]. The speed of 
Alu-repeats amplification decreased significantly, and 
now it is a rare event that occurs only in the group of 
young subfamilies (Y, Yc1, Yc2, Ya5, Ya5a2, Ya8, 
Yb8, Yb9) [Shaikh TH, Deininger PL, 1996]. 

Two models were proposed to explain the 
origin of the families of Alu- modified RNA transcript 
7SL RNA gene: the transposon model and the master 
gene. Transposon model suggests that many SINE- 
elements are capable of generating new ones that have 
transposon activity [Novick GE et al., 1996]. 

According to the master gene model 
[Deininger PL et al., 1992], most SINE derived from 
one or more active regions of the genome. This model 
assumes a linear amplification rate, which is 
controlled by a master gene. Mutations in master 
genes generate new subfamilies and are the main 
reason for the differences in the rate of amplification. 
Alu- repeats as a genetic marker 

Alu- repeats are widely used as a genetic 
markers for genome mapping in clinical diagnosis and 
characterization of genomic rearrangements. They are 
effective genetic markers due to the widespread 
dissemination of the human genome [Mnukova-
Fajdelova M.et al., 1994; Toda Y., Tomita M., 1997; 
Stewart C., 2011]. 

Several properties of polymorphic Alu-
repeats make them very comfortable genetic markers. 
These properties include high stability of Alu-repeats, 
low insertion de novo, and absence of a specific 
mechanism for the removal of the locus. These 
characteristics allow a high degree of reliability in 
considering insertion Alu- repeat loci in each case as 
an independent event that happened only once. 
Furthermore, the nature of movement Alu- repeats can 
uniquely identify initial and final states of the allelic 
loci. Finally, genotyping of polymorphic Alu-repeats 
stands out because of its methodological simplicity 
[Novick GE et al., 1996; Stoneking M. et al., 1997; 
Stewart C., 2011]. 

Currently polymorphic Alu- repeats (along 
with other genetic markers (microsatellites, mtDNA, 
Y- chromosome, SNP)) are widely used for the 
analysis of the phylogeny and evolution of human 

populations. Research on genetic diversity of human 
populations using Alu-repeats is maintained in several 
centers in the U.S., Europe, and in Russia [Stepanov 
VA et al, 2001; Hitrinskaya IY et al, 2001; Batzer 
M.A. et al., 1996; Stoneking M. et al., 1997; Stewart 
C., 2011]. 

Polymorphism analysis of several Alu-
repeats in the population of the world has shown that 
the data of the distribution of Alu-repeats in 
populations is consistent with the hypothesis of 
African origin of modern man [Batzer MA et al., 
1996; Stoneking M. et al., 1997]. Genetic diversity of 
African populations is higher than that of populations 
from other continents. The separation of African and 
non-African populations (according to Alu- repeats) 
corresponds to 137,000 ± 15,000 years. 

Thus, in this article, we summarize the data 
on the origin and evolution of Alu-repeats, and the 
mechanisms of their retroposition which are used as 
genetic markers in genetics of populations. Alu- 
repeats continue to generate genomic diversity, and 
their amplification leads to the formation of the largest 
family of transposable elements in the human genome. 
Exactly these polymorphic Alu- repeats are 
convenient genetic markers to study the interaction 
between populations of origin. 

 
ACKNOWLEDGEMENTS 

This work was supported by the subsidy of 
the Russian Government to support the Program of 
Competitive Growth of Kazan Federal University 
among World’s Leading Academic Centers. 
 
Corresponding Author: 
Dr. Ahatova, Kazan Federal University, 
Kremlyovskaya st. 18, Kazan, Russia. 
 
References 
1. Alekseev V.P., 1974. Geography human races 

.Nauka, 351. 
2. Bailey A.D., C.K. Shen, 1993. Sequential 

insertion of Alu family repeats into specific 
genomic sites of higher primates. Proc. Natl. 
Acad. Sci. USA, 90(15): 7205–7209. 

3. Bailey A.D., C.K. Shen, 1993. Sequential 
insertion of Alu family repeats into specific 
genomic sites of higher primates. Proc. Natl. 
Acad. Sci. USA, 90(15): 7205–7209. 

4. Batzer M.A., G.E. Kilroy, P.E. Richard et al., 
1990. Structure and variability of recently 
inserted Alu family members. Nucleic Acids 
Res., 18(23): 6793–6798. 

5. Batzer M.A., P.L. Deininger, 2002. Alu repeats 
and human genomic diversity. Nature Reviews 
Genetics, 3:370-379. 



Life Science Journal 2014;11(4)                                                          http://www.lifesciencesite.com 

 

http://www.lifesciencesite.com             lifesciencej@gmail.com  362

6. Batzer M.A., P.L. Deininger, U. Hellmann-
Blumberg et al., 1996. Standardized 
nomenclature for Alu repeats. J. Mol. Evol. 42: 
3–6. 

7. Batzer M.A., V.A. Gudi, J.C. Mena et al., 1991. 
Amplification dynamics of human-specific (HS) 
Alu family members. Nucleic Acids Res., 
19(13): 3619–3623. 

8. Batzer М.A, M. Stoneking, H. Alegria-Hartman 
et al, 1994. African origin of human-specific 
polymorphic Alu insertion. Proc. Natl. Acad. 
Sci. USA, 91: 12288 -12292. 

9. Berquin I.M., M. Ahram, B.F Sloane, 1997. 
Exon 2 of human cathepsin B derives from an 
Alu element. FEBS Lett., 419( l): 121–123. 

10. Blinov V.M., S.I. Denisov, D.V. Saraev, et al., 
2001. Structural organization of the human 
genome: distribution of nucleotides, Alu- repeats 
and exons in chromosomes 21 and 22. Molecular 
Biology. 35(6): 1032-1038. 

11. Blinov V.M., S.M. Resenchuk, D.L. Uvarov, et 
al., 1998. Alu- elements of the human genome. 
Invariant secondary structure of the left and right 
monomers. Molecular Biology, 32(1): 84-92. 

12. Britten R.J., 1997. Mobile elements inserted in 
the distant past have taken on important 
functions. Gene, 205: 177–182. 

13. Cox G.S., D.W. Gutkin, M.J. Haas, D.E. 
Cosgrove, 1998. Isolation of an Alu repetitive 
DNA binding protein and effect of CpG 
methylation on binding to its recognition 
sequence. Biochimica et Biophysica Acta. 
1396(1): P. 67–87. 

14. Deininger P.L., M.A. Batzer, 1999. Alu repeats 
and human disease. Mol. Genet. Metab., 67: 
183-193.  

15. Deininger P.L., M.A. Batzer, C.A. Hutchison, 
M.H. Edgell, 1992. Master genes in mammalian 
repetitive DNA amplification. Trends in 
Genetics, 8: 307-312. 

16. Englander E.W., B.H. Howard, 1995. 
Nucleosome positioning by human Alu elements 
in chromatin. J. Biol. Chem., 270(17): 10091–
10096. 

17. Han K., J. Xing, H. Wang, D.J. Hedges, R.K. 
Garber, R. Cordaux, M.A. Batzer, 2005. Under 
the genomic radar: the stealth model of Alu 
amplification. Genome Res, 15(5):655–664. 

18. Hanke J.H., J.E. Hambor, P. Kavathas, 1995. 
Repetitive Alu elements form a cruciform 
structure that regulates the function of the human 
CD8 alpha T cell-specific enhancer. J. Mol. 
Biol., 246( l): 63–73. 

19. Harendza C.J., L.F. Johnson, 1990. 
Polyadenylation signal of the mouse thymidylate 
synthase gene was created by insertion of an L1 

repetitive element downstream of the open 
reading frame. Proc. Natl. Acad. Sci. USA, 
87(7): 2531–2535. 

20. Heller H., C. Kammer, P. Wilgenbus, W. 
Doerfler, 1995. Chromosomal insertion of 
foreign (adenovirus type 12, plasmid, or 
bacteriophage lambda) DNA is associated with 
enhanced methylation of cellular DNA 
segments. Proc. Natl. Acad. Sci. USA., 92: 
5515–5519. 

21. Hitrinskaya I.Y., V.A. Stepanov, V.P. Bubbles, 
2001. Analysis of Alu- insertion polymorphism 
in the Buryat populations. Genetics, 37(11): 
1553 -1558. 

22. Hormozdiari F, C. Alkan, M. Ventura, I. 
Hajirasouliha, M. Malig, F. Hach, D. Yorukoglu, 
P. Dao, M. Bakhshi, S.C. Sahinalp, E.E. Eichler, 
2011. Alu repeat discovery and characterization 
within human genomes. Genome Res, 
21(6):840–849. 

23. International Human Genome Sequencing 
Consortium. Initial sequencing and analysis of 
the human genome, 2001.Nature, 409: 860-921. 

24. Jurka J., A. Milosavljevic.  1991. Reconstruction 
and analysis of human Alu genes.  J. Mol. Evol., 
32(2) 105–121. 

25. Jurka J., E. Zuckerkandl, 1991. Free left arms as 
precursor molecules in the evolution of Alu 
sequences. J. Mol. Evol., 33(l) 49–56. 

26. Kapitonov V., J. Jurka, 1996. The age of Alu 
subfamilies. J. Mol. Evol., 42: 59–65. 

27. Khusainova R.I., V.L. Akhmetov, I.A. Kutuev 
and others, 2004. Genetic structure of the Volga-
Ural region and Central Asia, according to the 
Alu polymorphism. Genetics, 4: 443-450. 

28. Khusnutdinova E.K., I.A. Kutuev, R.I. 
Khusainova, B.B. Yunusbaev, R.M. Yusupov, R. 
Willems, 2006. Ethnogenomics and 
phylogenetic relationships of the peoples of 
Eurasia. Herald VOGiS, 10(1): 24-40. 

29. Knebelmann B., L. Forestier, L. Drouot et al. 
1995. Splice-mediated insertion of an Alu 
sequence in the COL4A3 mRNA causing 
autosomal recessive Alport syndrome. Hum. 
Mol. Genet., 4: 675–679. 

30. Knight A., M.A. Batzer, M. Stoneking et al., 
1996. DNA sequences of Alu elements indicate 
a recent replacement of the human autosomal 
genetic complement. Proc. Natl. Acad. Sci., 93: 
4360–4364. 

31. Kuzeev R.G., The peoples of the Volga and 
Ural. Moscow: Nauka, 1985. - 308. 

32. Levy S., G. Sutton, P.C. Ng, L. Feuk, A.L. 
Halpern, B.P. Walenz, N. Axelrod, J. Huang, 
E.F. Kirkness, G. Denisov, Y. Lin, J.R. 
MacDonald, A.W. Pang, M. Shago, T.B. 



Life Science Journal 2014;11(4)                                                          http://www.lifesciencesite.com 

 

http://www.lifesciencesite.com             lifesciencej@gmail.com  363

Stockwell, A. Tsiamouri, V. Bafna, V. Bansal, 
S.A. Kravitz, D.A. Busam, K.Y. Beeson, T.C. 
McIntosh, K.A. Remington, J.F. Abril, J. Gill, J. 
Borman, Y.H. Rogers, M.E. Frazier, S.W. 
Scherer, R.L. Strausberg, et al, 2007. The 
diploid genome sequence of an individual 
human. PLoS Biol, 5(10):e254. 

33. Miki Y., 1998. Retrotransposal integration of 
mobile genetic elements in human diseases. J. 
Hum Genet., 43: 77-84. 

34. Mitchell G.A., D. Labuda, G. Fontaine et al., 
1991. Splice- mediated insertion of an Alu 
sequence inactivates orinthinedelta-
aminotransferase: a role for Alu elements in 
human mutation. Proc. Natl. Acad. Sci. USA, 
88: 815–819. 

35. Mnukova-Fajdelova M., Y. Satta, C. O’hUigin et 
al., 1994. Alu elements of the primate major 
histocompatibility complex. Mamm. Genome, 
5(7): 405–415. 

36. Muratani K., 1991. Inactivation of the 
cholinesterase gene by Alu insertion: Possible 
mechanism for human gene transposition. Proc. 
Natl. Acad. Sci. USA., 88: 11315-11319. 

37. Novick G.E., M.A. Batzer, P.L. Deininger, R.J. 
Herrera, 1996. The mobile genetic element Alu 
in the human genome. Bioscience, 46:32–41. 

38. Quentin Y., 1992. Origin of the Alu family: a 
family of Alu-like monomers gave birth to the 
left and the right arms of the Alu elements. 
Nucleic Acids Res., 20(13): 3397–3401. 

39. Roy-Engel A.M., 2002. Non-traditional Alu 
evolution and primate genomic diversity. J. Mol. 
Biol., 316: 1033–1040.  

40. Roy-Engel A.M., M.L. Carroll, E. Vogel et al., 
2001. Alu insertion polymorphisms for the study 
of human genomic diversity. Genetics, 159: 
279–290. 

41. Sela N., Mersch B., Gal-Mark N. et al., 2007. 
Comparative analysis of transposed element 
insertion within human and mouse genomes 
reveals Alu‘s unique role in shaping the human 
transcriptome. Genome Biol., 8(6): 127. 

42. Shaikh T.H., P.L. Deininger, 1996. The role and 
amplification of the HS Alu subfamily founder 
gene. J. Mol. Evol., 42( l): 15–21. 

43. Smit A.F., 1996. The origin of interspersed 
repeats in the human genome. Current Opin. 
Genet. Devel, 6: 743–748. 

44. Smit A.F., Riggs A.D., 1995. MIRs are classic, 
tRNA-derived SINEs that amplified before the 

mammalian radiation. Nucleic Acids Res., 23(l): 
98–102. 

45. Stepanov V.A., V.P. Bubble, M.G. Spiridonov , 
I.Y. Hitrinskaya, 1999. Analysis of Alu- 
insertion polymorphism in the urban and rural 
population in Siberia Russian.Genetics, 35(8): 
1138-1143. 

46. Stewart C., D. Kural, M.P. Stromberg, J.A. 
Walker, M.K. Konkel, A.M. Stutz, A.E. Urban, 
F. Grubert, H.Y. Lam, W.P. Lee, M. Busby, 
A.R. Indap, E. Garrison, C. Huff, J. Xing, M.P. 
Snyder, L.B. Jorde, M.A. Batzer, J.O. Korbel, 
G.T. Marth, 2011. 1000 Genomes Project: a 
comprehensive map of mobile element insertion 
polymorphisms in humans. PLoS Genet, 
7(8):e1002236. 

47. Stoneking M., .J. Fontius, S.L. Clifford et al., 
1997. Alu insertion polymorphisms and human 
evolution: Evidence for a larger population size 
in Africa. Genome Res., 7: 1061–1071. 

48. Szmulewicz M.N., G.E. Novick, R.J. Herrera, 
1998. Effects of Alu insertions on gene function. 
Electrophoresis, 19:1260–1264. 

49. Toda Y., M. Tomita, 1997. Alu elements as an 
aid in deciphering genome rearrangements. 
Gene, 205: 173–176. 

50. Ullu E., C. Tschudi, 1984. Alu sequences are 
processed 7SL RNA genes. Nature, 312:171–
172. 

51. Vansant G., W.F. Reynolds, 1995. The 
consensus sequence of a major Alu subfamily 
contains a functional retinoic acid response 
element. Proc. Natl. Acad. Sci. USA, 92: 8229–
8233. 

52. Vidaud D., M. Vidaud, B.R. Bahnak et al., 1993. 
Haemophilia B due to a de novo insertion of a 
human-specific Alu-subfamily member within 
the coding region of the factor IX gene. Eur. J. 
Hum. Genet., 1: 30–36. 

53. Wang J., L. Song, M.K. Gonder, S. Azrak, D.A. 
Ray, M.A. Batzer, S.A. Tishkoff, P. Liang, 2006. 
Whole genome computational comparative 
genomics: a fruitful approach for ascertaining 
Alu insertion polymorphisms. Gene, 365:11–20. 

54. Waring M., R.J. Britten, 1996. Nucleotide 
sequence repetition: a rapidly reassociating 
fraction of mouse DNA. Science,154(750): 791–
794. 

55. Zhang W., Edwards A., Fan W. et al. 2011. Alu 
distribution and mutation types of cancer genes 
//BMC Genomics, 12:157. 

 
 
3/6/2014 


