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// Search RepetDB. Enter names, nll Enter a list of identifiers.
identifiers or keywords for consensus,

protein profiles, Wicker classification term,

«

Consensus
etc. e.g.

e.g. DHX* GAG, Helitron
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Contact Us | Log in

EEELGH e.g DHXY GAG, Helitron

Welcome Back!

RepetDB provides repeat consensus
detected and classified by TEdenovo and
used by TEannot to annotate copies in
genomes.

Most of the RepetDB datasets also provide
the consensus copy genome annotation on
Track Hub Registry.
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Search consensus

Taxon group All

a

Wicker Classification All class 4 Allorder

"I Potential chimeric [/ Not chimeric

a

Other elements Others...  #

Similarity feature(s)
coma-separated list of protein profiles
(accessions from GyDB or PFAM) or transposon
(accessions from Repbase)

a

All superfamily v

Search
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Example : from a
list you have previously saved

Home Templates Q eryBuild r  DataSources APl . MyMine Contact Us | joelle.amselem | Log out

Upload EEELE e.g DHXY, GAG, Helitron IGO

page, select lists using checkboxes t@lperform set operations. Click 'Upload' above to import a new list.

rier: (N - (% N | STSIYETTED ()

Actions: @ Union | @ Intersect | @ Subtrft | €D Asymmetric Difference | [E]Copy i Delete Options: @ Show descriptions (] Show Tags

! INT_crm -galadriel 77 240 Consensuss

INT_crm and galadriel 7739 Consensuss

24

protein_profile=INT_crm 17 279 Consensuss

54

protein_profile=galadriel 77 160 Cx

Substract 7.7 136 Consensuss

= =

PF09331.10 consensus (search from "classificftion panel" 77 236 Consensuss

&

Consensus List (Wed Jul 31 2019 10:00:10 GM'+0200 (heure d'été d’Europe centrale)) 77100 Consensuss
DUF1985 consensus

54

ap+gag+termLTR 77 1581 Consensuss

34

Consensus with LTR 77 8316 Consensuss 4

GAG+AP 77 2914 Consensuss

Consensus with Asp AP 7 5957 Consensuss
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Consensus with GAG domain 77 5041 Consensuss
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Upload View

& il List Analysis for GAG+AP (2914 Consensuss)
(0 Manage Columns Y Manage Filters
«¢ Manage Relationships & Save as List ~ [ Generate Python code ~ ~ [® Export
Showing 1 to 25 of 2,914 rows Rowsperpage:| o5 4| |« . . paged SV R

S Y Ll % VLl

Consensus L2 2k gi] $x Yl Consensus $% VLl S %V Ll
XY SxXVl TE C C Ci $%x Vil Consensus <X V[l Consensus
Consensus C ificati i C Full-length  Consensus Full-length
Consensus identifier Length code classification Chimeric F Copies copies
DHX-chim_CollD-B-G203- 18549 Class | : LTR: true 118203 41 4 39 4
Map4_reversed ?
DHX-incomp- 10851 Class Il : true 92547 316 1 285 1
chim_denovoPeach-B-R4306- Helitron : ?
Map4_reversed
DHX-incomp- 6293 Class Il : true 73852 174 1 139 1
chim_MCL19_Tpar_TEdenovo- Helitron : ?
B-R1169-Map11
DTX-chim_Tmel28-B-G11914- 8458 Class Il : TIR : true 47244 101 0 83 0
Map3_reversed ?
DTX-incomp- 9318 Class Il : TIR : true 306167 179 4 165 5
chim_3b_Itr1_300M-B- ?
G22427-Map7_reversed
DTX-incomp- 7819 Class Il : TIR : true 284832 194 3 180 5
chim_3b_Itr1_300M-B- @
G23116-Map3_reversed
DTX-incomp- 8372 Class Il : TIR : true 60231 38 1 36 1
chim_3b_Itr1_300M-B- @
G23311-Map3_reversed
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L 0 g Selected Columns Sort Order
10 Columns Selected 4 Add  Column " Col “ l
Re-arrange or remove columns by dragging, or by using the buttons anage Lolumns
~ Consensus » Consensus identifier ) @ i Selected Col Sort Ord
i ele olumns ort Order
2 Consensus » Length )
2 Consensus » TE classification code ° Choose a path from Consensus L Add 1 new column
2 Consensus » Miscellaneous classification ° © Full-length fragments
N ¥ Symbol
2 Consensus » Potential Chimeric ° N
Fragments
— o S — = 2 Consensus » Cumulative genome coverage ° ¥ Score
dome emplates ueryBuil ata Sources " ine _
P Y| % Gonsensus » Fragments ° & TE classification code
i 2 Consensus » Full-length fragments ° ® Secondary Identifier
9 Full-length copies 4 ° H
% . gth cop . Add « sequence->Residues » column
fsis for GAG+AP (2914 Cop N % Score Type
Consensus » Full-length copies ) ¥ Copies
i@ Consensus identifier :
{0 Manage Columns anage Filters 2 9 Miscellaneous classification
«¢ Manage Relationships & Save as List ~ [® Generate Python code  ~ [ Export % Potential Chimeric
Cancel % Consensus.description
. | | ¥ Name
Showing 1 to 25 of 2,914 rows Rows per page: 25 % = « | « page 1 - -1 ¥ Length H
e Len |
.
3 . delete all columns not needed ® Cumulative genome coverage
$ % VLl $ % Ll .
Consensus XY $xVlu Consensus $ % Ll $ % Ll
$ % VLl $xVlu TE C C Ci i $% Yl Consensus <X Y|ul Consensus Sequence
Consensus Ci ificati i Potential genome Consensus Full-length  Consensus  Full-length
Consensus identifier Length code classification Chimeric F Copies copies o MD5 €
5 Checksum
. Manage Columns
DHX-chim_CollD-B-G203- 18549 Class |:LTR: true 118203 M 4 39 4 @ Length
Map4_reversed ?
Chromosome Location
) Selected Columns Sort Order
DHX-incomp- 10851 Class Il : true 92547 316 1 285 1 Chromosome
chim_denovoPeach-B-R4306- Helitron : ? 2 Coll 1. d, 8 R q
Map4_reversed ' + Add a Column Parent Feature
Re-arrange or remove columns by dragging, or by using the buttons Sequence Onfology Term
DHX-incomp- 6293 Class Il : true 73852 174 1 139 1 o . v
chim_MCL19_Tpar_TEdenovo- Helitron : ? R Organism
~ Consensus » Consensus identifier ° o
B-R1169-Map11 Data Set
“ Consensus » Length -] Consensus » TE classification code + .
DTX-chim_Tmel28-B-G11914- 8458 Class Il : TIR : true 47244 101 0 83 0 Ontology Annotations
Map3_reversed ? Consensus » Miscellaneous classification + Classification
DTX-incomp- 9318 Class Il : TIR : true 306167 179 3 165 5 Consensus » Potential Chimeric + Cross References
chim_3b_ltr1_300M-B- ? ) Publications
G22427-Map7_reversed Consensus » Cumulative genome coverage +
Locations
g _ “TR: Consensus » Fragments + -
DTX incomp: 7819 Class Il : TIR : true 284832 194 3 180 5 Copy statistics
chim_3b_Itr1_300M-B- ?
G23116-Map3_reversed Consensus » Ful-length fragments + Located Features
X Consensus » Copies + Synonyms
DTX-incomp- 8372 Class Il : TIR: true 60231 38 1 36 1
chim_3b_Itr1_300M-B- ? Consensus » Full-length copies + Child Features
G23311-Map3_reversed Data Sets
Cancel | VTSI ERRES
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Manage Columns
Download results for query \
Selected Columns Sort Order
3 Columns Selected, 8 Removed _ .
i ) + Add a Column ) Flle name
Re-arrange or remove columns by dragging, or by using the buttons Download FASTA file
~ Consensus » Consensus identifier ° o : results fasta
FASTA options
2 Consensus » Length ) Consensus » TE classification code +
“ Sequence » Residues ) Consensus » Miscellaneous classification +
1 Columns
Consensus » Potential Chimeric +
Consensus » Cumulative genome coverage + No Com pression ] )
Consensus » Fragments + Destination
Consensus » Full-length fragments + : . :
. Preview @® Download file
Consensus » Copies + . Expo rt
© Send to Galaxy
Consensus » Full-length copies + a I I th e Co n S e n S u S
© Upload to Genomespace
in fasta format
Canc
5: Apply changes
o0 e results129.fa
88 results129.fa ) No Selection
P, 1 >RLX-comp_MCL10_Brap_° 23! p20_) -
1 2
1 List Analysis for GAG+AP (2914 Consensuss) / :
| :
f [0 Manage Columns 'Y Manage Filters 9 Undo ‘ ‘ 8
1 = Manage Relationships - & save as List~ Generate Python code  ~ il [ Export TS
; No external links.
| Showing 1 to 25 of 2,914 rows Rowsperpage: o5 4 . . . paget - .
PEEZ g SRVl S Yl
| Consensus Consensus ~ Sequence
1 Consensus identifier Length Residues
i DHX-chim_CollD-B-G203- 18549

€ Mapé_reversed

DHX-incomp- 10851
N chim_denovoPeach-B-R4306-
Map4_reversed b
| 2
DHX-incomp- 6293

il chim_MCL19_Tpar_TEdenovo-
B-R1169-Map11

| DTX-chim_Tmel28-B-G11914- 8458
Map3_reversed

DTX-incomp- 9318
I chim_3b_itr1_300M-B-
G22427-Map7_reversed

|  DTX-incomp- 7819 40
chim_3b_itr1_300M-B- P
{  G23116-Map3_reversed w0
/% gagatctga
DTX-incomp- 8372 /. >RLX-comp_MCL1179_Brap_TEdenovo-B-R10652-Map7_reversed -
chim_3b_itr1_300M-B-
G23311-Map3_reversed 46

{ bnxincomp- 7246
4 chim_3b_ltrl_300M-B-G2346- 49
Map3_reversed 50
51
DTX-incomp- 9415 52

3 chim_3b_itr1_300M-B-

G23768-Map7_reversed
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__wotrytis_cinerea_n I

. T . Organism Botrytis cinerea T4 Genome assembly Name: BotFuc_Mar2011, Accession: GCA_000227075.1
Templates Lists QueryBuilder Data Sources /P! = Contact Us | Log in Teg 1
lenovo V1.
Software used TEannot v2.1
PastecClassifier v1.0

EEELGH e.g DHX* GAG, Helitron | GO

Comments The TEdenovo (v1.2) pipeline was launched on Botrytis cinerea strain T4 whole genome assembly (118 scaffolds) to provide a TE library of 31 consensus.
This library was filtered for SSR, then 2 consensus from Repbase (BOTY and FLIPPER) where added. These 24 TE consensus including BOTY and
Welcome Backl FLIPPER) were used to annotate the genome using TEannot pipeline (v2.1) . We provide here a new refined classification (v2017) with PastecClassifier
- o . (v1.0) to obtain the TE consensus library of B. cinerea T4 inserted in RepetDB.
=~
Search RepetDB Enter names. .II Enter a list of identifiers Genome annotation files and TE consensus ID mapping between previous and new classification are available for download.
V 4 3 s 5 . § 5
. Other genome annotations are also available on an online Gbrowse.
identifiers or keywords for consensus, LT ~ RepetDB provides repeat consensus
v Y " N
protein profiles, Wicker classification term, detected and classified by TEdenovo and Contact goslislAmssismi(mallitojurglzconitact)
etc. e.q. used by TEannot to annotate copies in 2 Publications
genomes Year First author Title
e.g. DHX*, GAG, Helitron y Most of the RepetDB datasets also provide 2011 Amselem Joelle Genomic Analysis of the ! phic Fungal F Sclerotinia iorum and Botrytis cinerea
Z
) 2015 PrtndE=] Whole genome ive analysis of elements provides new insight into mechanisms of their inactivation in
the consensus copy genome annotation on Seemroete fungal genomes
Track Hub Registry.
advanced
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V' Select one of the dataset

Taxon group All :

N | v' Manage columns
Wicker Classification All class % Allorder % All superfamily 5

) Potential chmedc O Not chimeric * Consensus >> Consensus ldentifier
Other elements Others... % b Sequence >> ReSidueS

Similarity feature(s)
coma-separated list of protein profiles
(accessions from GyDB or PFAM) or transposon

v’ Export the consensus in fasta format
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