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Transposable elements (TEs) are major players of structure @ To annotate transposable elements in genome, consensus are
and evolution of eukaryote genomes. Thanks to their ability to needed and RepetDB aims to make available these sequence to
move around and to replicate within genomes, they are probably ¥ make easier the annotation of closely related genomes. You can
the most important contributors to genome plasticity. Their select consensus of interest in the database and download fasta

detection and annotation are considered essential and must sequence.
be undertaken in any genome sequencing project.

* | have an interesting sequence that | suspect is a transposable element and
| wish to check if a match exist in the database. | go to PlantbioinfoPF blast

Arabidopsis thaliana. - | go to repetdb website and check the related . _ . . . .
. . _ . . . services https://urgi.versailles.inrae.fr/blast/ and select in group « Repeats »
species of interest hitps://urgi.versailles.inrae.fr/repetdb .
a close related species

Search consensus

Enter query sequences here in Fasta format

* | wish to make an annotation of a Brassicaceae species close from

. . . ctggaacgacgtc ccccttcaagacacatcctgtcttgagaatccaggattgaccatc =
Taxon group | Arabidopsis thaliana i T RRRaRACC ST CsaCaC RRASRRRC AR AC T A R ARRAT TR R AR
BSCetCChTChaaaggetRTCTticctettcaatagganc tRaRRRagataacatattt
23328CCCaBCARCaAABC LAt gaagRAtTecaccEtccccattatoctgtigacy
Wicker Classification  All classes v All orders v All superfamilies v cgeBaccrogtgacgtetitccaggtacgacgacgagcteggaagatcgectctaaaact -

ccttcgaactcgacgggaaaatccggactaggcctgtaccgatctgcaacaaaagaaaaa

St

Or upload sequence fasta file (max 2M): ‘ Choisir un fichier ‘ Aucun fichier choisi

Confused classification ] Only confused [ Only not confused

Program | blastn v | Group|Repeats v | Database(s)| Amborella_trichopoda fasta consensus from RepetDB v2
Arabidopsis_halleri fasta consensus from RepetDB v2

=g Arabidopsis_lyrata fasta consensus from RepetDB v2
D Unclassified or not TE D only TE Arabidopsis_thaliana fasta consensus from RepetDB v2

Arabis_alpina fasta consensus from RepetDB v2
Botrytis cinerea B0510 fasta consensus from RepetDB v2

Manual Validation All v Botrytis_cinerea_T4 fasta consensus from RepetDB v2
Beta_vulgaris fasta consensus from RepetDB v2
Blumeria graminis hordei DH14 fasta consensus from RepetDB v2
Similarity fEEthE{S} Brachypodium_sylvaticum fasta consensus from RepetDB v2 v
coma-separated list of protein profiles currently selected database(s)
(accessions from GyDB or PFAM) or transposon Arabidopsis_thaliana fasta consensus from RepetDB v2 -

(accessions from Repbase). Only exact identifier

ALEN

INT csm1 PF13976.5). Version identifier is ; o e
P
mandatory ;
; Filter current page by score:
Search Show | - All - v | for each query sequence
where cutoff criterion .‘—):‘ ‘for O Similarity percentage

() Blast score

Fiter » |f a match is found | get a direct link

. . . [J Check here to download All sequences... OR select particular sequences of interest below to the Consensus Ca rd
* | can also select multiple species, from example all Brassicaceae or [Submit your election ofsequences to download

= o 'BEST HSP
just one close related species like Arabidopsis thaliana = , ' = 9
uery1 Arabidopsis_thaliana fasta consensus from RepetDB v2 O MCL105_AthaCol0_TEdenovo-B-R1018-Map20 “s® m 5844 3240/3240 (3240) 100 0.0 1 3240
Query1 Arabidopsis_thaliana fasta consensus from RepetDB v2 O MCL106_AthaCol0_TEdenovo-B-R880-Maps_reversed S L2 | 661 448/499 (3240) 90 0.0 932 434
Taxon group | Arabidopsis thaliwv
|— Rosa chinensis : Consensus card
Wicker Classification L )
Fragaria vesca
. Consensus : MCL105_AthaCol0_TEdenovo-B-R1018-Map20
Confused classification A GHBEES 1 stliucitpo s ORI . il = A
- Cumulative genome coverage 58622 pb Fragments 56
B B r. E 5 5- 1 ‘: El ': E' EI E' Fulllength fragments 2 Copies 43
Full-length copies 3
- Arabidopsis halleri B3SHARE
= = Material and Method
B A rl. a b l d [} p 5 l 5 ]' }'Ir r. at a | Organism Arabidopsis thaliana Genome assembly Arabidopsis thaliana TAIR10 { JBrowse )
: H TEdenovo (REPET V2.5)
Manual Validation - Arabidopsis thaliana 1~ sofware used PASTECIassier V2 (REPET VA.0)
| | I | | | Comments Transposable Element (TE) Detection and Annotation Workflow

« TEdenovo on the genome provided a filtered consensus library without SSR rich consensus neither unclassified consensus built with less than 10 HSPs.
« This consensus library was clusterized and the cluster number is in the header of each consensus.

« TEannot using this TE consensus library is performed to select consensus having at least one Full Length Copy (FLC) annotated in the genome.

« In this new release, classification of FLC consensus was updated with PASTECIassifier V2 using Repbase23.12 database (manually filtered), a library of profiles from Pfam32.0 and GyDB2.0 and rRNA eukaryota (Genbank)
library. A post process was performed to curate some confused classifications.

P S I t' f . f' I d rf . | . I . I b I t « After a step of manual curation to re-classify or remove some consensus, a TEannot using this curated consensus library was ran to annotate TE copies in the whole genome and to obtain the final TE annotation.
e e C I O n O S p e CI I CS C a S S ) O r e r O r S u p e a I I l I y I S a S O ava I a e O Genome assembly fasta file, genome TE annotation gff3 file and consensus library fasta file are available for download
f- h Contact Nathalie Choisne, Johann Confais, Hadi Quesneville (mail to urgi-contact)

Consensus copy statistics

All orders v All superfamilies w
EIIErders ; All superfamilies
ﬂ nUWﬂ Gr Er " . {:} MCL105_AthaCold_TEdenowvo-| B-R1018-Map20| = | MCL105_~AthaColl_TEdenove-B-R1018-Map20:1..5422 (5.42 Kb Go [+
LJ n Hnﬂwn E L-I pE r-famll'!.f { TS':::; 500 1,000 1,500 Q a G}U? : - 2500_ 3,000 : : - 3,500 - 4,000 — = 45}00 — 5 EE_SUEIIJ 5,500 4,000
'Sl N E {:}‘:I | a Poly A ISE;mmc! \.fi;::w&rd[rnure about JBrowse)
rowse legen
Crypton p Fevem

Protein profile feature ms1840_MCL105_AthaColo_TEdenovo-B-R1018/Map20_PF1/1630.3_DUF3287_ .. s s
e Feature Significant significant
Fpsy ms1841_MCL105_AthaCol0_TEdenova-B-R1018-Map20 FF11890.3_DUF3287_NA... HIMM [
i3 !

mE1839_MCL105_AthaCal0_TEdenovp-B-R1018-Map20_PF14362.1_DUF44. .. Profile |
D | RS {::' w F::'t':l rl ms 1836 MCL105_AthsCol0_TEdenovo-B-R1018-Map20_PFO4111.7_APGE_NA_OTHER_, Blastx
* BlasiTx
ms1837 |MCL105_AthaCol0_TEdenovo-B-R1018-Map20_PF11559.3_ADIP_NA_OTT ...
- Blasth
P I_ E | ms1838 MCL105_AthaCol0_TEdenovo-B-R1018-Map20_PFO5103.8_DivivA_NA | .

rONA

I_INE T|:'1 _Ma”ﬂer Ribosoma 1 DNA BlastN hit ORF

35R

TIR hAT / o e | e o Bt * A . . st | i =

2 PohyA
H e | I trﬂ N rl'lllll T_ t B I t' #TR;.2 ICL108_ATaCol0_TEdehovo-B-R1018-Map20_Rep7non-termTiR|lan = 19[id = 0. 842106 |lenTE w308 | | | Nk it
= ut=ator y Se eC Ing One 1649_MCL105_AthsCol0_TEdenovo-8-R1015-Msp20_Reps TiR|len=11[id=1]lenTE = 1253 it e
ms | ,_AthaCol0_TEdenovo-B -Msp20_Rep8non-termTIR |len= 11 |id = 1[lenTE|= with PASTEC
M E.VE"E"": P | I: H b - I classification
- : e R L e e, S L S S s S e S s i .
M I T E dlriin g er CO n Se n S u S Ca n T tBlaatX it - ithaCol0_TEdengyo-B-R1018-Map20_ATLANTYS3I:Class! L TR Gypsy Copies [ |

 CTIEREATE Tk g K
ms2512_MCL105_AthaCold_TEdenovo-B-R101 B-Marl

LARD EnSpm/CACTA access a Cconsensus
TRIM Helitron card describing its
. . Similarity features
kclassmcatlon |

‘ Cluery Start Cluery End Hit Start Hit End E-Value |dentity Details
DB: Repbase
1 4555 4691 5668 Accession: ATLANTYS3l [Reouires Repbase registration]
Consensus search result Classification:  Ciass | LTR : Gypsy
DB: Repbasze
[ 4066 2450 1 454 Accession:  ATLANTYS3LTR [Reguires Repbase registration]

Back to home screen Classification: Class | LTR ;: Gypsy

Search criteria:

2 BlastN hit
« Taxon group: Arabidopsis thaliana

5 Protei file feat
M Manage Columns Y Manage Filters «<; Manage Relationships & Save as List ~ Generate Python code ~ (8 Export i e

Cluery Start Cluery End Hit Start Hit End E-Value |dentity Details
DB: Pfam
s 969 G4 102 Accession: PF11690.3
Showing 1 to 25 of 406 rows Rows per page: .5 = | « | « | page1 gt || s |y Description:  PF11890.3
DB: Pfam
1232 1483 25 111 Accession:  PF11690.3
Description:  PF116%0.3
=5 £ 0 df] XY Ll = £ 0 gf] = £00 gii] S %Y [l =5 £00 @i} XY Ll $ XYLl
DB: Pfam
Consensus Consensus Consensus Consensus Consensus Consensus Consensus Consensus 5744 2748 139 218 P R g R EOR

Consensus identifier Copies Full-length copies Length TE classification code Manual validation Confused Comments Description:  PF14362.1

DB: Pfam
MCL102_AthaCol0 TEdenovo-B-G1208-Map3 pav; v e w7 o e ) s e e 234G 3720 10 128 Accession: PFO4111.7

Description:  PFO4111.7

MCL102_AthaCol0_TEdenovo-B-R178-Map3 122 8 2017 Class | : LINE : ? classification no

DB: Pfam
2352 2818 45 136 Accession: PF11558.3
MCL103_AthaCol0_TEdenovo-B-G1214-Map20 23 11 449 Class Il : Helitron - ? classification no Description:  PF11558.3
MCL103_AthaCol0_TEdenovo-B-P161.100-Map16 21 1 452 Class Il : Helitron : ? classification no
Structural features
10 ORF
18 55R

2TR

* | can obtain statistics and filter some values out or download my
result and consensus fasta sequences —F :

a0 v T E A 9t e T L‘l £ 212 3264 Type: non-termTIR
Download results for query

Type: non-termTIR

Consens : ;
2 19 Consensus TE classification codes

class
Class | : LI l eiis n
Class | - LI ---____ All Columns

i s Filter values [x) Tab separated values. o o
Class Il - H All Rows A flat file format suitable for spreadsheet programmes @ Comma separated values. DB VlSlt Re pEtDB .
Consensus TE classification code Count REPET . . . .

m— s https://urgi.versailles.inrae.fr/repetdb/begin.do

' ] Classll:TIR:? 174 Destination <> XML 4 = ! =

Class Il : H |:| Class Il - Helitron - ? 26 No Column Headers @ Download file { } JSON Use U RGI BIaSt :
Class1: LT Class |- LTR - Gypsy s —— O send to Galaxy https://urgi.versailles.inrae.fr/blast/

(O Upload to Genomespace GEE3 features

Class1-11(] Class |:LTR: Copi 25 Supplementary information and tutorials :

BED locations.

Class 1 C| (] Class I LINE 7 23 . https://urgi.versailles.inrae.fr/Data/Transposable-
elements/REPETDB
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