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

1. Get the list of consensus with « reverse transcriptase » protein profile domain 
2. Get the list of consensus with « endonuclease » protein profile domain
3. Intersection between list 1 & 2



Step1 : Query Builder → Select a Data Type to Begin a Query → Protein profile  → Select 



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



Step 3 : Consensus  → Consensus identifier  → show
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Step 4 : Save a List  → Protein profile consensuses → List name « Consensus with reverse transcriptase 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 »

Relaunch Steps 1 to 4 to search for 
consensuses with endonuclase domain 



Step 5 : Lists
- Select “Consensus with reverse transcriptase domain”
- Select “Consensus with endonuclease domain”
→ intersect
→ Enter a new List name : “RT + EN” → Save



Lists
- Select and display “RT + EN”



Result : A LINE consensus



Result
- A chimeric consensus : LINE + LTR Gypsy



Zoom on Similarity evidence + consensus genome copies

LINE LTR Gypsy LTR Gypsy



1. Get the list of consensus with « GAG » protein profile domain 
2. Get the list of consensus with « Asp, AP … » protein profile domain 
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
6. Get the list of consensus with LTR structure
7. Intersection between list 1,2,3,4,5

Request : Search for classI LTR complete consensus



Step1 : Query Builder → Select a Data Type to Begin a Query  → Protein profile  → Select

Step2 : Protein profile  → Description  
→ Constraints

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

Step 3 : Consensus  → Consensus identifier  → show

Once you get the table, you can browse and check the different Profile 
description

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



Step1 : Query Builder → Select a Data Type to Begin a Query  → Protein profile  → Select

Step2 : Protein profile  → Description  
→ Constraints

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

Step 3 : Consensus  → Consensus identifier  → show

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

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



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 I LTR elements



6. Get the list of consensus with LTR structure
Step1 : Query Builder → Select a Data Type to Begin a Query  → 
Consensus structural feature→ Select

Step2 : Type → 
Constraints

Step 4 : Save a List  → Consensus structural features  → 
Consensus → List name « Consensus with termLTR domain »

Step 3 : Consensus  → Consensus identifier  → show
You can filter on termLTR or not



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


