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Latent periodicity (pattern length L=7, copy number  R=7) 
…tacc ATCGCT°ATGGCT°ATCGCT°ATCCCT°ATCGGCT°ATCCT ATCGCT tgcaa… 
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Structural classification of repetitive DNA and DNA sequence 
variation types: 
•  Microsatellites (SSRs, Simple Sequence Repeats) (1 < L ≤ 10) 

•  Minisatellites (VNTRs, Variable Number of Tandem Repeats) (10 < L ≤ 100) 

•  Macrosatellites (CNVs, Copy Number Variations) (100 < L ≤ 400) 

•  Megasatellites (CNVs, Copy Number Variations) (400 < L) 

	
  	
  	
  	
  	
  	
  	
  	
  	
  	
  











…tacc ATCGCT ATGGCT ATCGCT ATCCCT ATCGGCT ATCCT ATCGCT ATTG tgcaa… 
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} Genome	
  scanning	
  with	
  all	
  the	
  values	
  of	
  L	
  	
  
(2	
  ≤	
  L	
  ≤	
  4000).	
  
}  Analysis	
  of	
  the	
  set	
  of	
  idenQfied	
  regions:	
  
eliminaQon	
  of	
  	
  full	
  entrances,	
  addiQonal	
  
analysis	
  of	
  intersecQons	
  and	
  fragments	
  with	
  
mulQple	
  values	
  of	
  L	
  lying	
  in	
  the	
  close	
  
proximity	
  to	
  each	
  other.	
  Staged	
  reducQon	
  of	
  
redundancy.	
  

}  ConstrucQon	
  of	
  two-­‐level	
  structures	
  –	
  the	
  
representaQves	
  of	
  groups	
  and	
  the	
  groups	
  of	
  
concerted	
  internal	
  repeats.	
  









Database	
  
staQsQcs	
  	
  

for	
  3	
  higher	
  
organisms	
  
showing	
  the	
  
relaQve	
  

uniformity	
  
of	
  the	
  length	
  
of	
  coverage	
  

for	
  
autosomes	
  	
  





G	
  –	
  is	
  a	
  weight	
  matrix,	
  α	
  –	
  score	
  for	
  gap	
  opening,	
  	
  
β	
  –	
  score	
  for	
  gap	
  extension,	
  μ	
  –	
  score	
  for	
  subsQtuQon.	
  
IniQalizaQon	
  of	
  row	
  zero	
  	
  of	
  G	
  (j	
  =	
  1,…,	
  L):	
  
IniQalizaQon	
  of	
  zero	
  column	
  (i	
  =	
  1,…,	
  L):	
  	
  
For	
  each	
  row	
  (I	
  =1,…,L)	
  the	
  two	
  passes	
  are	
  produced:	
  	
  
The	
  first	
  pass	
  for	
  the	
  first	
  column:	
  
	
  
	
  
The	
  first	
  pass	
  for	
  other	
  columns:	
  
	
  
	
  
The	
  second	
  pass	
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Thanks	
  for	
  your	
  aMenQon!	
  


