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Repetitive DNA

Seguences 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
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Mobile elements
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NGS reads
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Assembly Annotation
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DNA x PROT similarity search

Protein domain
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DNA x PROT similarity search
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Annotation Refining -PROFREP-

1. Removing low confidence nested regions
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Cacao assembly (2014), chromosome 9
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Cacao assembly (2014), chromosome 9

HefereB Nﬂce Zoom in to see sequence Zoom in to see sequence Zoom in to see sequence Zoom in to see sequence Zoom in to see sequence Zoom in
" - <1 <1 L [ o [ o d = - - D L g
GFF_domains RH INT GAG GAG GAG GAG PROT RT PROT | GAGPROT RH
DOMAINS ol - Tt s
RT PROT PROT INT INT
—
RT
I . . - I m 11 - [ ] [ R B [ ] ]
GFF_repeats [ 1 m 1 1 1 [N Bouy ISR A — |, — T ! I = 1 1 ! 1
REPEATS " ; I
[l [l
[] -
20

ALL

ALL 10

el e Meheuubsas A% MnARSERER Gl .

9

repeat|mobile_element|Class_I|LTR|Ty1/copia|SIRE g
6

2

SIRE :

3

2

1

0

10

repeat|mobile_element|Class_I|LTR|Ty3/gypsy|chromovirus|Tekay 9

TEKAY “l
o0 d Ih‘l......,..ll...l.lu.lam.. {u dd Lot L., u .Llu..ul.hl_‘...ﬂ..u. LJ

repeat|mobile_element|Class_I|LTR|Ty3/gypsy|non-chromovirus|OTA|Athila

ATHILA

]

S W w;

l




Cacao assembly (2014), chromosome 9
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