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Search for domains
Create and manage lists

Templates Lists QueryBuilder Data Sources APl . MyMine Contact Us | Log in
EEEUH e g DHXY, GAG, Helitron I GO

/ Search RepetDB. Enter names,
identifiers or keywords for consensus,
protein profiles, Wicker classification term,
etc. eg.

e.g. DHX*, GAG, Helitron

https://urgi.versailles.inra.fr/repetdb =

Search consensus

Amselem J, et al. RepetDB: a unified resource for
transposable element references. Mobile DNA. 2019;10:6.

Taxon group

Wicker Classification

Other elements

Similarity feature(s)

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

E

Welcome Back!

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

nll Enter a list of identifiers.

Consensus

o

genomes.
Z Most of the RepetDB datasets also provide
the consensus copy genome annotation on

Track Hub Registry.
advanced

=

Al s
All class % Allorder % All superfamily 5

Potential chimeric Not chimeric

Others... %

Search
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LINE

Request : Search for LINE R2 consensus with
Reverse transcriptase + endonuclease domains

R2 e P« G 1 Variable
RTE - A% BRI — Variable
Jockey - ORA = AR RN - Variable
u S P o) | G - Varisble
! =R = AR R - Variable
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Get the list of consensus with « reverse transcriptase » protein profile domain
Get the list of consensus with « endonuclease » protein profile domain

Intersection between list 1 & 2
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"‘! Stepl : Query Builder - Select a Data Type to Begin a Query —> Protein profile — Select

Home Templates _ Data Sources API ' Contact Us | joelle.amselem | Log out

e.g DHX* GAG, Helitron

A~ QueryBuilder Select a Data Type to Begin a Query
ry E Advanced users can use a flexible query interface o
— -~ Click on a class name for a description or double click on a class name to create a new guery

to construct their own data mining gueries. The

QueryBuilder lets you view the data model, apply starting ot that class

constraints and select output. You can also export gueries to Ontology Term Synonym ) e . )
share them with others Organism ProteinProfile: undefined
' Poly A

Oratain nrafila fantira
R e R e T

Protein Profile

H#uoncaton

Repbase Transposon
Ribasomal DNA
Ribasomal DNA BlastN hit

S55R

Browse data model
Import query from XML
View saved queries

Selact



Step2 : Protein profile — Description — Constraint : CONTAINS « reverse transcriptase »

Constraint for Protein Profile > Description X

Choose a filter




Contact Us | joelle.amselem | Log out
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(N Step 3 : Consensus —» Consensus identifier - show

[Wadotras |

Browss through the classes and attributes. Click on links to

oY\ addsummary of fieids to the results tabie or on [=%24=] jinks to add Protein Profile
Sief’n . individual fields to the resuls. Uss links 1o constrain & Description €
T e value inthe query. CONTAINS reverse tranacriptase [x] <7

Consensuses Consensus collection
*rotein Profile Gonsensus igentifier | @
- Description [znous] [consTrRAIN 2]
- MName

= Accession [srouv] [conaranin~] Constraint logic:
- Short Name ane constraint

-[El Consensuses Consensus [fmimm s o] [cossiraimi=]

I TE classificaton code

: :

& genome COVErage Integer
I Fragments Integer

I Full-length coples Integer

I Full-length fragments Integer

I Length Integer [smowe] [comsrrmm=]

I Miscefanecus classification

I Potential Chimeric Boolean [smow ] [comxirmini=]

I | Consensus identifier [ComzTRAIN Y]

opy statistics Statistic

I @ Data Set Data Set @

I Data Sets St ®
n« ‘e

[ T '

Show empty fields

ids selected for output

Columns to Display
Use the or nks to add fields to the results table.Click button below to sort results in ascanding Elor aescending 21 order

Pratein Profile > Consensuses > Congansus ide

[no descrption) °

tifier €33
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Home Templates Lists QueryBuilder Data Sources APl MyMine

Contact Us | joelle.amselem | Log out

Step 4 : Save a List - Protein profile consensuses —> List name « Consensus with reverse transcriptase domain » -

Trail: Query > Results

M Manage Columns Y Manage Filters

Showing 1 to 25 of 5,274 rows

«3 Manage Relationships

. S g0

Consensuses

Consensus identifier

chim_VwTEdenovoV2-B-R15883-Map5
chim_VwTEdenovoV2-B-R15898-Map5
DHX-comp-chim_MCL17_Tpar TEdenovo-B-R1678-Map5_reversed
DHX-incomp-chim_MCL178_Alyr_ TEdenovo-B-R643-Map8_reversed
DHX-incomp-chim_MCL278_Alyr TEdenovo-B-R441-Map17
DHX-incomp-chim_MCL52_Alyr_TEdenovo-B-G3929-Map18
DHX-incomp-chim_VvwTEdenovoV2-B-R17442-Map10
DHX-incomp-chim_Zmv3_300M-B-R1209-Map5_reversed
DHX-incomp_MCL278_Alyr TEdenovo-B-PE92.237-Map3
DHX-incomp_MCL52_Alyr_TEdenovo-B-GA4563-Map3

DTX-hAT _denovoMDO_kr-B-R4007-Map8_reversed

AT¥. incamn 2k Bl NNA R R24172 Marnd rovarcad

Protein Profile > Consensuses (5,274 Consensuses)

Protein Profile (8 Protein Profiles) ’ - B

Pick items from the table

Create List

2

& Save as List » [ Generate Pythoncode | ~ | | [I) Export
Add to List

Create a new List of 5,274 Consensuses
List Name

Consensus with reverse transcriptase domain

=i Optional attributes

List Description

Enter a description

LS Add a new tag add

Close

Create List ‘



LU?GI
Relaunch Steps 1 to 4 to search for

consensuses with endonuclase domain

Step 1 : Query Builder = Select a Data Type to Begin a Query —> Protein profile — Select
Step 2 : Protein profile - Description — Constraint : CONTAINS « endonuclease »
Step 3 : Consensus — Consensus identifier - show

Step 4 : Save a List = Protein profile consensuses —> List name « Consensus with endonuclease domain »



LLR‘ Step 5 : Lists
W -Select “Consensus with reverse transcriptase domain”

- Select “Consensus with endonuclease domain”
— intersect

— Enter a new List name : “RT + EN” = Save

Contact Us | joelle.amselem | Log out

Lists

L
. -
- lp—
—-—

l

.ll View your own and public lists, search by keyword and compare or combine the contents of lists. Click on a list to view graphs and summaries in an analysis
page, select lists using checkboxes to perform set operations. Click 'Upload' above to import a new list.

-- filter by a tag -- ¥

. - =~ e e [ D R R
Actions: @@ Union | (D Intersect | @ Subtract | ) Asymmetric Difference | [[5] Copy [ Delete Options: ¥ Show descriptions || Show Tags

E ¥/ Consensus with endonuclease |ntersect 8 Consensuss

v| Consensus with reverse transcriptase domain 77 5274 Consensuss

B

Enter g nesw List game:

RT+EN| Save




Contact Us | joelle.amselem | Log out

@ DHX®, GAG, Helitron Ig-

=, List Analysis for RT+EN (369 Consensuss) ‘

™

2[1)&'\’GI

[ Manage Columns Y Manage Filters l:l

I_I Sts < Manage Relationships & Save as List~ [ Generate Python code |~ [ Export “External
Links
. " ” ) )
- Select an ISpla + R : e
Showing rows 1 to 25 of 369 ows per page:| o5 4 W  « +«  pagel — . Hinks.
Fx-T SR Tl
F %7 Ll Consensus =% T Ll XYl Consensus 5% T Ll SH =T Ll
Consensus *x=TW TE Ci Ci C i $XTl Consensus *X-=Tlu Consensus
c C ificati i it a C Full-length  Consensus  Full-length
identifier Length code classification Chimeric sl F fr Copies copies
DTX-incomp- 11461 Class Il : TIR : true aT702 923 1 852 1
chim_3b_itr1_300M- ?
L-B1034-
Map!_reversed
DTX-incomp- 10331 Class Il : TIR : true 81120 134 2 107 2
chim_VwTEdsnovoV2- ?
B-R9898-Map16
DOTX-incomp- 15409 Class Il : TIR : true 720328 2782 1 2554 1
chim_Zmv3_300M-B- ?
R1440-
Map10_reversed
RIX_Bgh_Satine2 6014 Class | : LINE : false 427933 483 4 288 14
?
RIX_BgraDH14-B- 1315 Class | : LINE : false anzz 64 3 58 3
G4001- ?
Mapb_reversed
RIX_BgraDH14-8- 1224 Class | : LINE : false 32081 77 2 i 2
GA016-Mapd ?
IX_BgraDH14-B- 1462 Class | : LINE : false 45075 89 2 7% 3
GA0E6E- ?
Map3_reversed
RIX_BgraDH14-B- 1305 Class | - LINE : false 125 3 ns 4
G4211-Map3 ?
RIX_BgraDH14-8- 1784 Class | : LINE : false 58420 107 4 9% 4
G4797-Map3 ?
RIX_BgraDH14-B- 245 Class | : LINE : false 37866 85 1 66 2
Gagal- ?
Map3_reversed
RIX_BgraDH14-B- 2434 Class | : LINE : false 24574 57 1 52 1
G5093- ?

Mapb_reversed



Result : A LINE consensus
H'J T

Consensus : RIX_BgraDH14-B-G4211-Map3

Length pb [FASTA TE classification code LINE
Potential Chimeric Classification LINE
Cumulative genome coverage Fragments

Full-length fragments 3 Coples 15
Full-length copies 1

Material and Method

Organism Blumena 4 Genome assembly
Edeno 3

Software used Ea
Paste: ifie:

Comments

aunched

Contact Joelle Amselem {mail to urgi-contact)

2 Publications

Consensus copy statistics

Minimum
aver ¢ 1.53 %
at 20 pb 1310 pb
65.32 % 100,

Features browser

o elasx e I
tein profile feature - =
1 u own junction (DUF1948 ase

& Consensus copy




Result
- A chimeric consensus : LINE + LTR Gypsy

Consensus : RIX-chim_Tmel28-B-G14973-Map7_reversed

Length

Potential Chimeric
Cumulative genome coverage
Full-length fragments
Full-length coples

16195 pb[FASTA.]
true

1318137 pb

1

14

TE classification code
Classification
Fragments

Coples

Class | : LINE: ?
Class | - LINE
499

293

Material and Method
Organism

TEdenavo

Software used TEannot

Tuber melanosporum

L
w2

PastecClassifier v1.0

Genome assembly

1 Accession: GCA (

Comments The TEdenove (v1.3] pipeline lzunched on Tuber melancsporum (398 scaffolds) provided a TE consensus Worary of 2597 sequences
After  first TEannot using this TE consensus Morary, we filtered out consensus sequences without at least cne full length fragment in the
genome.
The 05 remaining TE consensus were used to launched ond not pipsline
We provide here a new refined classification (v2017) with PastecClassifier (1.0} to obtain the TE consensus library of T. melanosporum
inserted in AiepetOB. Tthis TE library has not been manually curated. It is provided “as s”, Le. & drect output of the REPET pipeline.
Genome annotation files and TE consensus ID mapping between previous and new classification are avallabis for down

Contact Joelle Amselem (mail to urgi-contact)

2 Publications

Consensus copy statistics

Copes lengtn

Coples coverage over consensus

Mean Standard deviation Minimum Q25 Median Q7s Maximum
85.00 % 7.20 % 65.16 % 7942 % 89.68 % 90.51 % 97.83 %
4502.13 pb 4939.44 pb 21 pb 430.00 pb 2022.00 pb 8197.00 pb 16224 pb
27.80 % 30.50 % 0.13 % 266 % 12,49 % 50.81 % 100.18 %

Features browser

Genome  Track
b 1,000 2000 3000 4000 5000 6000 7000 8000 9,000 10,000 11,000 12,000 13,000 14,000 15000 1&pc
p = @ @ Q Q QQ RIX-chim_Tmel28-B-G14873-Map7_re evseu‘ -
foacksy RIX-chim_Tmel26-B-G14973-Map7_reversed:1..15992 (15.99 Go & [EBe
2,500 S000 0 10,000 12 500 15,000
BlastX hit *‘ P‘ -
58 TMe Tad1-5 [TMe Gypsy-19 SSa- Gyp! M-
| -.- I |
Ta#i1-5_TMe Gypsy-53_MLP- Gypsy-1_Thied Gypsy-1_ MGI-
--
Gypsy-59 BG-
| M E'
Giypsy-112 MLP-| Vi
Gypsy-63_BG-|
tlast At E o banandadl ik e
BlastN hit =5 : T
Proteln profile feature .- .- u- - I
Joptedpprofile feature RVT 1 ANasd H Relrotrane gag AT pyret INT| pyret
| _ad - [ o .-
Exo_jendo_phos 2 GAG v _tlade dUTPase RNaseH_rhapgy
| 24 .-
AP _pyret ANaseM pyret
- - -
GAG v _clade RT_magay INT crim

Lists

This Consensus isin 7
HT+EN (368)
Consensus Li
consensus cont
int (11083}

List

sts:

(List of
ining

ensus

containing GAG (9500)
v sus List of

SUS With
omain (828)

domain (5274)
Add this Consensus to one
of your lists

External Links

No extarnal links.



LLJR( Zoom on Similarity evidence + consensus genome copies

LINE LTR Gypsy LTR Gypsy

¢ I 3 B | I
Tag1-5 TMe Gypsy-18 5S ¢

B The ¢
— - -- — -
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Request : Search for classl LTR complete consensus

W e

o U

Get the list of consensus with « GAG » protein profile domain

Get the list of consensus with « Asp, AP ... » protein profile domain

Get the list of consensus with « Integrase, INT...» protein profile domain
Get the list of consensus with « RT, reverse transcriptase ... » protein profile
domain

Get the list of consensus with « RNaseH » protein profile domain

Get the list of consensus with LTR structure

Intersection between list 1,2,3,4,5




@U?ért the list of consensus with « GAG » protein profile domain
LIMA

Stepl : Query Builder = Select a Data Type to Begin a Query —> Protein profile - Select

Step2 : Protein profile —> Description Step 3 : Consensus —> Consensus identifier = show

— Constraints _ _
Once you get the table, you can browse and check the different Profile

Protein Profile descri ptiOn Tral: Query > Results

[0 Manage Columns Y Manage Filters «¢ Manage Relationships

Description (]

CONTAINS GAG @ @ ()
I= GAGA binding protein-like family & @ (B)

Showing 1 to 25 of 6,

I= GAGA factor &3 @ (C) Ax-VH

$ X VLl
. Protein F C
1= GAGE protein D0 (D) Dr:s:,';m 11 Protein Profile Descriptions Goneonasse entiter

Consensuses Consensus collection 0@

gag gene
Consensus identifier | €3
gag gene
Jre d'écran
gag gene
Constraint logic: A and B and C and D ot Fiter vl
< ilter values
gag
Protein Profile Description Count
Aand B and C and D.” gag-polyp
Retrotransposon gag protein 2,333
gag-polyp . .
GAG-pre-integrase domain 1,608
gag-polyp
gag-polypeptide of LTR copia-type 1,582
-poly
bt | gag-polyprotein putative aspartyl protease 491
i -polyprotein viral zinc-finger
939POVR () GAG-pol I zinc-f 27

gag-polyp Spumavirus gag protein 9
gag-polyp Gag polyprotein, inner coat protein p12 5
gag-polyp gag gene protein p17 (matrix protein) 2
gag-polyp gag gene protein p24 (core nucleocapsid 2
protein)
gag-polyp
Retroviral GAG p10 protein 2

gag-poly,
FONNEE < [ Download data
gag-poly,

Step 4 : Save a List = Protein profile consensuses - List name « Consensus with GAG domain »

RIX-incomp_MCL449_Tg
RLC_BgraDH14-B-R178!
RLG_BgraDH14-B-G559
RLX-incomp_3b_ltr1_30(
chim-PotentialHostGene.
chim_WTEdenovoV2-B-
chim_WTEdenovoV2-B-|
chim_WTEdenovoV2-B-|
chim_VwTEdenovoV2-B-|
DHX-incomp-chim_deno
DHX-incomp-chim_deno
DTX-incomp-chim_3b_ltt
DTX-incomp-chim_3b_It1
DTX-incomp-chim_3b_It
DTX-incomp-chim_3b_Iti
DTX-incomp-chim_3b_It1

DTX-incomp-chim_3b_Itt



N . . . . .
<’ Get the list of consensus with « Asp, AP ... » protein profile domain
URGI P protein p

Stepl : Query Builder = Select a Data Type to Begin a Query —> Protein profile = Select

Step2 : Protein profile - Description

— Constraints

Protein Profile
Description Q
CONTAINS Aspartyl € @ (A)
Name | €

CONTAINS AP_ D @ (B)
Consensuses Consensus collection €@

Consensus identifier €3

Constraint logic: A or B

AorB.

Step 3 : Consensus —> Consensus identifier - show

Once you get the table, you can browse and filter the domains you don’t want

A% T Ll
Protein Profile
Description

Adenylate cyclase associated (CAP) C terminal
Adenylate cyclase associated (CAP) N terminal
ire d'écran

Auenyae cyclase associated (CAP) N terminal
Adenylate cyclase associated (CAP) N terminal
Adenylate cyclase associated (CAP) N terminal
Adenylate cyclase associated (CAP) N terminal
Adenylate cyclase associated (CAP) N terminal
Adenylate cyclase associated (CAP) N terminal
Adenylate cyclase associated (CAP) N terminal
Adenylate cyclase associated (CAP) N terminal
Adenylate cyclase associated (CAP) N terminal
Adenylate cyclase associated (CAP) N terminal
Adenylate cyclase associated (CAP) N terminal
Adenylate cyclase associated (CAP) N terminal
Adenylate cyclase associated (CAP) N terminal

A-kinase anchor protein 110 kDa (AKAP 110)

$ % Y Ll
Consensuses
Consensus identifier

RLX-comp_denovoPyrus-B-R2838-Map3

DTX-incomp-chim_3b_Itr1_300M-B-R3247-Map16_reversed

noCat_denovoFragaria-B-R2123-Map19

RIX-incomp_MCL1599_Brap_TEdenovo-B-R1848-Map3

RLX-comp_3b_ltr1_300M-L-B147-Map1

RLX-comp-chim_3b_Itr1_300M-B-R449-Map20_reversed

RLX-comp-chim_Zmv3_300M-L-B3969-Map1_reversed

RLX-comp_Zmv3_300M-L-B10104-Map1_reversed
RLX-comp_Zmv3_300M-L-B3895-Map1
RLX-comp_Zmv3_300M-L-B9119-Map1
RLX-incomp_3b_tr1_300M-B-G23218-Map3
RLX-incomp_3b_ltr1_300M-B-G23487-Map20

RLX-incomp_3b_Itr1_300M-L-B1360-Map1

RLX-incomp_3b_Itr1_300M-L-B1655-Map1_reversed

RLX-incomp-chim_Zmv3_300M-L-B2241-Map1

RLX-incomp-chim_Zmv3_300M-L-B6793-Map1

Step 4 : Save a List = Protein profile consensuses - List name « Consensus with AP domain »

»
x
-«
=]

||||||........

133 Items Selected

Filter values
AP_endonuc_2
AP_galea
AP_pepsins_Ala
AP_bel
AP_micropia_mdg3
AP_sinbad

Asp
FSAP_sig_propep
Herpes_DNAp_acc
Jnk-SapK_ap_N
Alpha-2-MRAP_C

AP_cog5550

108 Protein Profile Names

a a0 o 0o o 0o o o o N N N

[®) Download data
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3. Get the list of consensus with « Integrase, INT...» protein profile domain
4, Get the list of consensus with « RT, reverse transcriptase ... » protein profile domain
5. Get the list of consensus with « RNaseH » protein profile domain

For each search :
Browse and check description and/or name to filter those not specific of Class | LTR elements
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L%?GI Get the list of consensus with LTR structure

Stepl : Query Builder = Select a Data Type to Begin a Query —>
Consensus structural feature—> Select

Home Templates Lists

./~ QueryBuilder
‘&-4 ,’A Advanced users can use a flexible query interface
~ ..~ toconstruct their own data mining queries. The
QueryBuilder lets you view the data model, apply
constraints and select output. You can also export queries to
share them with others.

Browse data model
Import query from XML ©
View saved queries

Data Sources

APl 1 MyMine

Contact Us | joelle.amselem | Log ¢

LEELGH e.g DHXY GAG, Helitron

Select a Data Type to Begin a Query

Click on a class name for a description or double click on a class name to create a new query

starting at that class

Chromosome

Consensus

Consensus copy

Consensus Feature
Consensus Similarity Feature
Contact

Cross Reference

Data Set

Data Source

ConsensusStructuralFeature: undefined [x]

Step 3 : Consensus —> Consensus identifier - show
You can filter on termLTR or not

$x-vH
c
wee 2 Consensus Structural Feature
Types
LTR
LTR
LTR
LTR
LTR
25,347 Items Selected
LTR
o c Filter values
LTR
Consensus Structural Feature Type Count
B LTR 28,350
LTR ¥  termLTR 25,347
LTR

[® Download data

Step2 : Type -
Constraints

Home Templates Lists Data Sources APl

Model browser |

Browse through the classes and attributes. Click on links to
™ add summary of fields to the results table or on links to add
e individual fields to the results. Use links to constrain a
"~ %< value in the query.

Consensus Structural Feature

Length Integer

L Name C 3

| DB identifier

Type | (50w +] [consraams)

I Used For Classification Boolean

[ EIChild Features Sequence Feature © £,

- E] Consensus Consensus
TE classification
Copies Integer
Cumulative genol r
Fragments Integer

0

Full-length copies Integer
Full-length fragments Integer
Length Integer
Miscellaneous classificatior

Potential Chimeric Boolea (Eonzramns)]
Consensus identifier | [z ¢

2. MyMine Conf

Searcl

Query Overview

Consensus Structural Feature
Type @
CONTAINS LTR © gg)
Consensus Consensus
Consensus identifier @

Constraint logic:

one constraint

Step 4 : Save a List = Consensus structural features -

Consensus — List name « Consensus with termLTR domain »

Generate Pythoncode  ~  [§

Consensus Structural Feature > Consensus (8,316 Consensuses)

Consensus Structural Feature (25,347 Consensus Structural Features) — »

Pick items from the table

Create List

Add to List




7. Intersection between list 1,2,3,4,5,6

Note that the results could be under representative of the Complete LTR
because one of the domain could not have similarity with PFAM or Gypsy DB known domains

If you select only termLTR, you also could miss LTR found at at more than 10 base from the 5’ or 3’ end



