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Vidjil Platform

High-throughput Repertoire Sequencing (RepSeq) analysis

Web Application

Patient database
Algorithm Client

Server
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CH++ Javascript, d3.js Python, web2py,

AJAX

» all the Vidjil components are open-source (GPL v3)
» code on http://www.vidjil.org/ and on GitHub

» continuous integration, > 2,000 unit and functional tests

Duez et al., PLOS One, 2016


http://www.vidjil.org/

Vidjil analyzes recombinations on all human TR/Ig locus

complete recombinations plete/special recombinations
TRA Va-Ja
TRB Vb-(Db)-Jb TRB+ Db-Jb
TRD Vd-(Dd)-Jd TRD+  Vd-Dd3, Dd2-(Dd)-Jd, Dd2-Dd3
TRA+D Vd-(Dd)-Ja, Dd-Ja
TRG Vg-Jg
IGH Vh-(Dh)-Jh IGH+ Dh-Jh
IGL VI-JI
IGK Vk-Jk IGK+ Vk-KDE, INTRON-KDE

@ci @
D cH+ @
0 IGK @
D IGK+ ..
IGL (]
o @
B TRA+D @
@ TRB

omre+ @
@mwmr @
@ TRD+ ..

emwm: @



V(D)J Designation

Comparison against IMGT V(D)J germline genes
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V(D)J Designation

Comparison against IMGT V(D)J germline genes, dynamic programming

. . . IGGGATGGGCCTATTATCAG. . .
V4 TGGGATGGG TATTATAAG 3J2
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Immune Repertoire Sequencing (RepSeq)

Identification of all VDJ recombinations

V315

V2lJ6 V315 V14

V216 V315 V3]5 Vi3 V11]5

V315

20% 50% 30%
1 000 000 VDJ = 100 000 s



Immune Repertoire Sequencing (RepSeq)

Clone clustering
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Immune Repertoire Sequencing (RepSeq)

Clone clustering

20% 50% 30%
1 000 000 VDJ =100 s

Giraud, Salson et al., BMC Genomics, 2014



Immune Repertoire Sequencing (RepSeq)

Clone clustering
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Fast identification of a window centered on the CDR3

Clone clustering

ACACGGCCGTGTATTACTGTGCGAGAGAGCTGAATACTTCCAGCACTGGGGCC

O(n) linear time

Giraud, Salson et al., BMC Genomics, 2014



Fast identification of a window centered on the CDR3

Clone clustering
parts of V genes
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Fast identification of a window centered on the CDR3

Clone clustering
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Immune Repertoire Sequencing (RepSeq)

Clone clustering
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Vidjil analyzes recombinations on all human TR/Ig locus

complete recombinations plete/special recombinations
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TRB Vb-(Db)-Jb TRB+ Db-Jb
TRD Vd-(Dd)-Jd TRD+  Vd-Dd3, Dd2-(Dd)-Jd, Dd2-Dd3
TRA+D Vd-(Dd)-Ja, Dd-Ja
TRG Vg-Jg
IGH Vh-(Dh)-Jh IGH+ Dh-Jh
IGL VI-JI
IGK Vk-Jk IGK+ Vk-KDE, INTRON-KDE

@ci @
D cH+ @
0 IGK @
D IGK+ ..
IGL (]
o @
B TRA+D @
@ TRB

omre+ @
@mwmr @
@ TRD+ ..

emwm: @



W

CTGTGCTACGTG TRGJ2*01



Indexing labelled sequences (current PhD)

1 23 45 6 7 8 9 10111213 14 1516 17 18

AGCTCATACGTCAGGAGG
V1-03 D2 J4
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Combined sequence/label queries



Vidjil Platform

High-throughput Repertoire Sequencing (RepSeq) analysis

Web Application

Patient database
Algorithm Client

Server

Diag Ful Fu2

CH++ Javascript, d3.js Python, web2py,

AJAX

» all the Vidjil components are open-source (GPL v3)
» code on http://www.vidjil.org/ and on GitHub

» continuous integration, > 2,000 unit and functional tests

Duez et al., PLOS One, 2016


http://www.vidjil.org/

