Broad species coverage How we add new repeats to Repbase
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Why Repbase?

+ The largest collection of eukaryotic
transposons and repetitive sequences

* Includes over 40,000 sequences (mostly
family consensus) and continues to grow

+ Covers over a hundred model organisms
and species of interest including animals,
plants and fungi

* Subject to extensive manual curation and
ongoing updates with the aim of recovering
all repeat families in each species

» Sequences are systematically classified
according to the nature of the repeats

» Essential for well-known tools such as
CENSOR, RepeatMasker, REPET, Dfam

» Recognized and used as a standard
around the world

How is Repbase used to produce
a repeat-masked genome?

Tools such as CENSOR and RepeatMasker
use a library of repeats drawn from Repbase
to recognize and mask repeat sequences.

As Repbase is enhanced with more repeat
sequences the ability to accurately recognize,
identify and mask repeats improves.
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Submit sequence to CENSOR Current release of Repbase Update

CENSOR is a software tool which screer=—=:=+ s mmmlacs o eafavaaaa Here you will find the Repbase Update collection.
collection of repeats and "censors" (it You can either download the entire collection:

e repj CENSOR repeat - = EMBL format (78.89 MB) 10-28-2015:
H RepBase20.10.embl.tar.gz
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Annotation, submission and SClemssmgrwmep s = FASTA format (37.68 MB) 10-28-2015:
Repbase: RepbaseSubmitter and Censor. RepBase20.10.fasta.tar.gz
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CENSOR as a tool in your published r

m Repbase-derived RepeatMasker libraries:
Sequence source: All repeatmaskerlibraries-20150807.tar.gz (59.98 MB)

Force translated search: 1 Frequent ® REPET edition:

Search for identity: RepBase20.05 REPET.embl.tar.gz (42.84 MB)

Report simple repeats: releases

Mask pseudogenes: SVG viewer is required to view graphical representation of the map as Scalable Vector Graphics
(SVG plot).
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