Broad species coverage

How we add new repeats to Repbase

Repbase covers over a hundred species, including animals,
plants and fungi. The top 40 species by the number of repeats.
No. of
Repeats

Working with a
repeat-rich genome?

Species

2141

Aedes aegypti

1904

Danio rerio

1181

Chondrus crispus

1128

Locusta migratoria

971

Sorghum bicolor

827

Zea mays

791

Crassostrea gigas

751

Nematostella vectensis

689

Hydra vulgaris

660

Culex quinquefasciatus

654

Lepeophtheirus salmonis

630

Oryza sativa

583

Homo sapiens

557

Glycine max

534

Salmo salar

534

Xenopus (Silurana) tropicalis

527

Malus domestica

525

Arabidopsis thaliana

508

Alligator mississippiensis

500

Melampsora larici-populina

461

Phytophthora infestans

442

Blumeria graminis

434

Monodelphis domestica

394

Crocodylus porosus

388

Amborella trichopoda

383

Solanum tuberosum

375

Latimeria chalumnae

373

Anolis carolinensis

368

Chrysemys picta bellii

355

Anopheles gambiae

346

Vitis vinifera

343

Acyrthosiphon pisum

333

Brassica rapa

331

Populus trichocarpa

322

Morus notabilis

313

Mus musculus

306

Esox lucius

295

Rhodnius prolixus

290

Gavialis gangeticus

283

Strongylocentrotus purpuratus
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Genetic Information
Research Institute
The Genetic Information Research Institute (GIRI),
founded in 1994 by Dr. Jerzy Jurka, is a private, nonprofit
institution devoted to the study and characterization of
repetitive or mobile DNA elements in eukaryotic species.
The Institute maintains and develops Repbase Update
(RU), a database of representative repetitive sequences
from eukaryotic species. RU is being used worldwide as
the reference standard for annotating the presence of
repetitive DNA in genomic data. GIRI publishes Repbase
Reports, a monthly e-journal that reports newly identified
repetitive DNA elements, which are subsequently stored
and shared in RU. GIRI also provides computational tools
(Censor and RepbaseSubmitter) and online services for
screening and submission of the repeats.
Inquiries contact: e-mail giri@girinst.org; tel: 650-961-4480

Repbase
has what you need!

http://www.girinst.org/

Building a scalable and
sustainable solution

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

CENSOR repeat masking tool
Frequent
releases
Repeat map &
masked sequence

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.

Repeat
composition

Repeat
landscape

