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Vidjil
High-throughput Repertoire Sequencing (RepSeq) analysis

Web Application

Vidjil-algo

C++

Client

Javascript, d3.js

Patient database
Server

Python, web2py,
AJAX

I code on http://gitlab.vidjil.org/

I open-source (GPL v3), public issue tracker (Gitlab)

I continuous integration, > 3, 000 unit and functional tests

Duez et al., PLoS One, 2016

http://gitlab.vidjil.org/


Patient database and server

Autonomous RepSeq analysis pipeline in a clinical/research lab
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Autonomous RepSeq analysis pipeline in a clinical/research lab

Upload



Patient database and server

Autonomous RepSeq analysis pipeline in a clinical/research lab

Upload Process



Patient database and server

Autonomous RepSeq analysis pipeline in a clinical/research lab

Upload Process Analyze



Classify and filter your data with tags
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Classify and filter your data with tags





Browsing and filtering clones
Hide dominant clones to study other clones



Browsing and filtering clones
Hide dominant clones to study other clones



Browsing and filtering clones
Focus on any subset of clones



Further inspect the sequences with other software

IMGT/V-QUEST
Integrate informations

from V-QUEST
(% of identity,

productivity, . . . )

IgBlast Blast



CloneDB: do my clonotypes occur in other samples?
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CloneDB: do my clonotypes occur in other samples?



30,000
samples, since 2016



6,000
ALL/CLL patients at diagnosis in 7 hospitals, since 2016



6,000
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Vidjil: interactive analysis of immune repertoire

vidjil.org


