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Abstract Repetitive sequences are prevalent in genomes. A large number of experiments have confirmed
that they play an important role in biological evolution. At present, the discovery and detection of the repetitive
sequences have been becoming a hot topic of genomics. This paper summarizes the research progress in this
regard, and briefly analyses the associated tools. Finally, the development of repetitive sequences in future is

prospected.
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Table 1 Repetitive sequence classification
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Table 2 The usual repetitive sequence detection and classification tools
e THRARK g ik
RepeatMasker http://www.repeatmasker.org
Censor http://www.girinst.org/censor/download.php
TESeeker http://repository.library.nd.edu/view/16/index.html
MaskerAid; Greedier b
T-lex http://petrov.stanford.edu/cgi-bin/Tlex manual.html
SRR RTclass1 http://www.girinst.org/RTphylogeny/RTclass1/
RetroSeq https://github.com/tk2/RetroSeq
winmaster http://www.ncbi.nlm.nih.gov/IEB/ToolBox/CPP_DOC/Ixr/source/src/app/winmasker/
SINEBase http://sines.eimb.ru/
TinT http://www.bioinformatics.uni-muenster.de/tools/tint/index.hbi?lang=en&mscl=0&cscl=0
PLOTREP http://repeats.abc.hu/cgi-bin/plotrep.pl
TE Displayer http://labs.csb.utoronto.ca/yang/TE Displayer/TE Displayer 1.0.2/
LTR_STRUC http://www.mcdonaldlab.biology.gatech.edu/ltr_struc.htm
RetroTector http://retrotector.neuro.uu.se/pub/queue.php?show=submit
LTR_FINDER http://tlife.fudan.edu.cn/ltr_finder
LTRharvest http://www.zbh.uni-hamburg.de/LTRharvest
LTR par http://www.eecs.wsu.edu/Bananth/software.htm
MGEScan-LTR http://darwin.informatics.indiana.edu/cgi-bin/evolution/Itr.pl
MASIVE http://tools.bat.infspire.org/masive/#news
RTAnalyzer http://www.riboclub.org/cgi-bin/RT Analyzer/index.pl
T TSDfinder http://www.ncbi.nlm.nih.gov/CBBresearch/Landsman/TSDfinder
SINEDR, FINDMITE oG
P-MITE http://pmite.hzau.edu.cn/django/mite/
MITE-Hunter http://target.iplantcollaborative.org/mite_hunter.html
MAK http://perl.idmb.tamu.edu/mak.htm
MUST http://csbll.bmb.uga.edu/ffzhou/MUST/
TRANSPO http://alggen.Isi.upc.es/recerca/search/transpo/transpo.html
HelitronFinder http://limei.montclair.edu/HF.html
IRF http://tandem.bu.edu/irf/irf.download.html
ISA-System http://csbl.bmb.uga.edu/~ffzhou/isa_web/
Repeat Pattern Toolkit T
RECON http://selab.janelia.org/recon.html
5 PILER http://www.drive5.com/piler/
LTRdigest http://www.zbh.uni-hamburg.de/?id=207
L%
e popoolationte https://code.google.com/p/popoolationte/
Adplot b
T3
BLASTER suite https://urgi.versailles.inra.fi/Tools/Blaster
Kemer i RepeatScout http://repeatscout.bioprojects.org/
ReAS ftp://ftp.genomics.org.cn/pub/ReAS/software/
TALFT%
REPuter http://bibiserv2.cebitec.uni-bielefeld.de/reputer

RepSeek

http://wwwabi.snv.jussieu. fr/public/RepSeek/
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Repeat-match

http://mummer.sourceforge.net/

SMaRTFinder http://services.appliedgenomics.org/software/smartfinder/

K-mer i Tallymer http://www.zbh.uni-hamburg.de/Tallymer/

ESVEL I RES Vmatch http://www.vmatch.de/
MRS mer-engine G
Jrik FORRepeats http://al.jalix.org/FORRepeats/
P-Clouds http://www.evolutionarygenomics.com/PClouds.html
75 SRF http://www.imtech.res.in/raghava/srf/
€N HH RepeatFinder http://cbeb.umd.edu/software/RepeatFinder/
Ktk RepeatGluer http://nber.sdsc.edu/euler/intro_tmp.htm
RepeatModeler http://www.repeatmasker.org/RepeatModeler.html
RepeatRunner http://www.yandell-lab.org/software/repeatrunner.html
RepeatExplorer http://galaxy.umbr.cas.cz:8080/
REannotate http://www.bioinformatics.org/reannotate/index.html
HIHERT ReRep,RetroPred X
RISCI http://www.ccmb.res.in/rakeshmishra/tools/RISCI_Readme.htm
Tea-TE analyzer http://compbio.med.harvard.edu/Tea/
ELAN http://nldsps.jnu.ac.in/elan.html#pub
DAWG-PAWS http://dawgpaws.sourceforge.net/
ModuleOrganizer http://mobyle.genouest.org/cgi-bin/Mobyle/portal.py?#forms::moduleorganizer
TCF http://research.mssm.edu/warbup01/paper/files.html
REPET https://urgi.versailles.inra.fi/Tools/REPET
Dfam http://dfam.janelia.org/
TEnest http://www.plantgdb.org/tool/TE_nest/
TARGeT http://target.iplantcollaborative.org/
RITE
RepClass http://sourceforge.net/projects/repclass/
TEclass http://www.compgen.uni-muenster.de/teclass
DomainOrganizer www.irisa.fr/symbiose/DomainOrganizer/
RetroMap http://www.burchsite.com/bioi/RetroMapHome.html
LTR_MINER http://genomebiology.com/content/5/10/R79
Mreps http://bioinfo.lifl. fr/mreps
OMWSA http://www.hy8.com/~tec/sw01/omwsa0l.zip
AR T A TRAP http://www.coccidia.icb.usp.br/trap/

TRF http://tandem.bu.edu/trf/trf.html
TROLL http://finder.sourceforge.net
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