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● Sequences present in tens up to millions of copies

● Substantial part of the genomes (> 90% in some plants )

● It creates groups of genetic elements sharing mechanism of 
formation and multiplication in the genome

Tandem repeats Mobile elements (transposons)

Repetitive DNA   
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DANTE
Domains Finder

DNA 

DANTE
Domains Filter

Mobile Elements 
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Plants

(Animals)

● MOBILE ELEMENT TYPE

● DOMAIN TYPE

● QUALITY ➔ Identity 
➔ Similarity 
➔ Relative length 
➔ Interruptions  

Relaxed conditions

Stringent conditions
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Principle                             -DANTE- 
  

 
DNA x PROT similarity search

+ - +



 DNA

database hits

score 
threshold

best hit

Hits classifications

RT|Class_I|LTR|Ty3/gypsy|non-chromovirus|OTA|Ogre/Tat|TatV
RT|Class_I|LTR|Ty3/gypsy|non-chromovirus|OTA|Ogre/Tat|TatV
RT|Class_I|LTR|Ty3/gypsy|non-chromovirus|OTA|Ogre/Tat|TatV
RT|Class_I|LTR|Ty3/gypsy|non-chromovirus|OTA|Ogre/Tat|TatIV/Ogre
RT|Class_I|LTR|Ty3/gypsy|non-chromovirus|OTA|Ogre/Tat|TatIV/Ogre

Common classification level

RT      Class_I|LTR|Ty3/gypsy|non-chromovirus|OTA|Ogre/Tat

8756 9241
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Principle                             -DANTE- 
  

 
DNA x PROT similarity search

+ - +

Class_I|LTR|Ty3/gypsy|non-chromovirus|OTA|Ogre/Tat

Reverse Transcriptase (RT)



Class_I|LTR|Ty3/gypsy|non-
chromovirus|OTA|Ogre/Tat|
TatV

New element

 
REPEATS ANNOTATION 
[Banana Genome Hub]

DOMAINS
[DANTE]

  Banana assembly (2016), chromosome 1
  TatV element    
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Ty1/copia|Angelachromovirus|Tekay

> Threshold hits

> Threshold bp

1 10000

AvePID = 90 %

Principle                    -PROFREP-   

1. PROFILES

2. GFF3

1 6000

AvePID = 80 %

All



Annotation Refining -PROFREP-

chromovirus|Tekay

1. Removing low confidence nested regions 

2. Interconnecting regions 

chromovirus|Tekay
Gap < 250b

Same class 
Last class level

GAG RHRTPROT INT CHDII

chromovirus|Tekay chromovirus|Tekay

repeat|mobile_element|Class_I|LTR|Ty3/gypsy|chromovirus|Tekay

PID diff > 5 %

Overhang < 10b 
unknown CL14Ty1/copia|Angela Ty1/copia|Angela

1 10563

Min 2 domains



DOMAINS [DANTE]

REPEATS [ProfRep]

Athila

Ogre/Tat

CACTA

satellite

GENES [Ensembl]

   Cacao assembly (2014),  chromosome 9 
   Distributions    



 Cacao assembly (2014),  chromosome 9 
 Annotations
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DOMAINS [DANTE]

REPEATS [ProfRep]

REFINED REPEATS [ProfRep]

REPEATS ANNOTATION [Ensembl]

PROFILE [ProfRep]

Cacao assembly (2014), chromosome 9 
Chromovirus|Tekay element

 

N [ProfRep]



THANK YOU FOR
YOUR ATTENTION ! 
https://repeatexplorer-elixir.cerit-sc.cz/
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