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Eltaf ALAMYAR completed 2010-08-19 11:29:26 CET 108721 Download ( 441.47 MB , 108731 Files )     Remove

mus musculus TR completed 2010-08-24 18:50:57 CET 150536 Download ( 588.06 MB , 150544 Files )     Remove

running 2010-08-26 13:39:07 CET
predicted completion time: 2010-08-27 at 20:22:08 CET 108721 Not completed     Cancel

running 2010-08-26 13:39:34 CET
predicted completion time: 2010-08-29 at 14:11:31 CET 150536 Not completed     Cancel

Note: this table is not dynamic, please click here to Refresh the table
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Analysis History
‘Analysis history’ 
lists all analyses 
launched by a user.

The submission time in CET 
(Central European Time) is 
indicated for each analysis 
plus the completion time 
evaluation for all running 
analyses.

The results are 
compressed as a single 
ZIP file to be downloaded.

When a user removes or cancels an 
analysis, or fifteen days after the 
date of completion, all sequences 
and results are fully deleted from 
the system to respect data 
confidentiality.

Users can follow the 
status of their 
analyses (completed, 
running..)

IMGT/HighV-QUEST, the high-throughput version of IMGT/V-QUEST, is a secure system and a web portal that 
performs and manages many analyses of thousands of IG and TR rearranged sequences.
IMGT/HighV-QUEST will allow, for example:
- The analysis of repertoire of IG antibody sites and TR recognition sites in normal and pathological situations.
- The identification and characterisation of new alleles.
- The qualitative and quantitative analysis of mutations.
The tool provides its results formatted in CSV and text to facilitate their treatment for further interpretations and 
knowledge extraction. To this end, we are developping statistic approaches to provide users with an evaluation of:
- The sequence redundancy in a set of sequences.
- The frequency of the variable (V), diversity (D) and joining (J) genes and alleles expressed in the input sequences.
- The different lengths of the third complementarity determining region or CDR3-IMGT (which corresponds to the 
most diverse loop of IG and TR amino acid chains in contact with the antigen) in the input sequences.
IMGT/HighV-QUEST will be publicly available online from IMGT® Home page (http://www.imgt.org) in late 
September 2010.

Conclusion

This work was grante access to the HPC resources of CINES under the allocation 2010-036029 made by GENCI (Grand Equipement National de Calcul Intensif).

Analysis Outputs
Sequence number 1 : seq1
compared with the human IG set from the IMGT reference directory

>seq1
gaggtgcagctgttggagtctgggggaggcgtggtccagcctgggaggtccctgagactc
tcctgtatagcctctggattcaccttcagtagctatcctatgacctgggtccgccaggct
ccaggcaaggggctggagtgggtggcaagtatatcatatgacggaagttataaatataag
gtagactccatgaagggccgactcaccatctccagagacaattccaagaacacgctgtat
ttggaaatgaacagcctgacagctgaggacacggctgtgtattactgtgcgaggacagct
ttctttaacgcctatgacttctggggccagggaaccctggtcaccgtctcctcagcctcc
accaagggcccatcggtcttccccctggcaccctcctccaagagcacctctgggggcaca
gcggccctgggctgcctggtcaaggactacttccccgaaccggtgacggtgtcgtggaac
tcaggcgccctgaccagcggcgtgcacaccttcccggctgtcctacagtcctcaggactc
tactccctcagcagcgtggtgaccgtgccctccagcagcttgggcacccagacctacatc
tgcaacgtgaatcacaagcccagcaacaccaaggtggacaagaaagttgagcccaaatct
tgtgacaaaactcacaca

Result summary: ;
 Productive IGH rearranged sequence (no stop codon and in-frame junction);
V-GENE and allele;IGHV3-30*04; score = 1255; identity = 93,06% (268/288 nt);
J-GENE and allele;IGHJ4*02; score = 204; identity = 91,67% (44/48 nt);
D-GENE and allele by IMGT/JunctionAnalysis;IGHD5-5*01;D-REGION is in  reading frame 1;
FR-IMGT lengths, CDR-IMGT lengths and AA JUNCTION;[25.17.38.11];[8.8.11];CARTAFFNAYDFW;

Closest V-REGIONs (evaluated from the V-REGION first nucleotide to  the 2nd-CYS codon)
                                    Score       Identity
L06615 IGHV3-30*04                  1255        93,06% (268/288 nt)
M83134 IGHV3-30*01                  1246        92,71% (267/288 nt)
M77300 IGHV3-30*09                  1246        92,71% (267/288 nt)
M77324 IGHV3-30*14                  1246        92,71% (267/288 nt)
X92283 IGHV3-30-3*01                1246        92,71% (267/288 nt)

1. Alignment for V-GENE
                                    <---------------------------------- FR1-IMGT ---------
seq1                                gaggtgcagctgttggagtctggggga...ggcgtggtccagcctgggaggtccc
L06615 IGHV3-30*04                  c-----------g--------------...-------------------------
M83134 IGHV3-30*01                  c-----------g--------------...-------------------------
M77300 IGHV3-30*09                  c-----------g--------------...-------------------------
M77324 IGHV3-30*14                  c-----------g--------------...-------------------------
X92283 IGHV3-30-3*01                c-----------g--------------...-------------------------

3. Alignment for J-GENE
                                   Score       Identity
X86355 IGHJ4*02                     204         91,67% (44/48 nt)
J00256 IGHJ4*01                     195         89,58% (43/48 nt)
M25625 IGHJ4*03                     177         85,42% (41/48 nt)
J00256 IGHJ5*01                     174         82,35% (42/51 nt)
X86355 IGHJ5*02                     174         82,35% (42/51 nt)

seq1                                gacagctttctttaacgcctatgacttctggggccagggaaccctggtcaccgtc
X86355 IGHJ4*02                     ..............--ta--t-----a----------------------------
J00256 IGHJ4*01                     ..............--ta--t-----a---------a------------------
M25625 IGHJ4*03                     ..............g-ta--t-----a---------a--g---------------
J00256 IGHJ5*01                     ...........ac---tgg-tc----c---------a------------------
X86355 IGHJ5*02                     ...........ac---tgg-tc---cc----------------------------

1 2

Date: Tue Jul 27 16:07:44 CEST 2010
IMGT/V-QUEST programme version: 3.2.15
IMGT/V-QUEST reference sequence release: 201027-3
Species: Homo sapiens
IMGT/V-QUEST reference directory set:  F+ORF+in-frame P
Search for insertions and deletions:  yes
Nb of nucleotides to add (or exclude) in 3' of the V-REGION for the evaluation of the alignment score: 0
Nb of nucleotides to exclude in 5' of the V-REGION for the evaluation of the nb of mutations: 0
Number of sequences 50

11_Parameters

Sequence number Sequence ID Functionality V-GENE and allele (a/t)a t(a/t) (a/g)g(c/t)(a/t) (a/t)(a/g)c(c/t)
31 L26531 productive IGHV5-51*01 aa,37-38(FR1)|aa,39-40(FR1)|ata,69-70(FR1)|tt,75agct,8-11(FR1)|agca agct,8-11(FR1)|agcc,41-44(FR1)|agct,85-88(CDR1)|agct,106-109(CDR1)|tgcc,134-137(FR2)|tacc,192-195(CDR
32 L21957 productive IGHV6-1*01 ta,5-6(FR1)|aa,40-41(FR1)|aa,1ta,5-6(FR1)|tt,114-ggta,3-6(FR1)|agct,8agct,8-11(FR1)|agcc,41-44(FR1)|tgcc,69-72(FR1)|tgct,108-111(CDR1)|aact,118-121(FR2)|tact,169-172(CDR2)
33 X94075 productive IGHV5-a*03 aa,2-3(FR1)|aa,37-38(FR1)|aa,3ta,69-70(FR1)|tt,75agct,8-11(FR1)|agca agct,8-11(FR1)|agcc,41-44(FR1)|agct,85-88(CDR1)|agct,106-109(CDR1)|agct,118-121(FR2)|tgcc,134-137(FR2
34 Z80499 productive IGHV3-23*01, or IGHVta,38-39(FR1)|ta,109-110(CDR tt,13-14(FR1)|tt,34agct,8-11(FR1)|ggct, agct,8-11(FR1)|agcc,41-44(FR1)|agcc,72-75(FR1)|agct,106-109(CDR1)|tgcc,111-114(CDR1)|agct,118-121(FR
35 AF013615 unknown IGHV6-1*01 ta,5-6(FR1)|aa,40-41(FR1)|aa,1ta,5-6(FR1)|tt,114-ggta,3-6(FR1)|agct,8agct,8-11(FR1)|agcc,41-44(FR1)|tgcc,69-72(FR1)|tgct,108-111(CDR1)|aact,118-121(FR2)|tact,169-172(CDR2)
36 AF013616 productive IGHV4-31*03, or IGHVaa,40-41(FR1)|ta,109-110(CDRtt,45-46(FR1)|tt,10agct,8-11(FR1)|ggct, agct,8-11(FR1)|agcc,41-44(FR1)|tact,109-112(CDR1)|agct,118-121(FR2)|tact,196-199(FR3)|aacc,202-205(FR3
37 AF013619 productive IGHV4-39*01 aa,40-41(FR1)|ta,102-103(CDRtt,45-46(FR1)|ta,10agct,2-5(FR1)|agct,8 agct,2-5(FR1)|agct,8-11(FR1)|agcc,41-44(FR1)|tact,109-112(CDR1)|agcc,131-134(FR2)|tact,196-199(FR3)|aac
38 M67502 productive IGHV1-46*01, or IGHVaa,37-38(FR1)|aa,40-41(FR1)|att,62-63(FR1)|ta,82agct,8-11(FR1)|ggct, agct,8-11(FR1)|agcc,41-44(FR1)|agct,106-109(CDR1)|aacc,169-172(CDR2)|agct,196-199(FR3)|agct,269-272(F

10_V-REGION-mutation-hotspots

Sequence number Sequence ID Functionality V-GENE and allele V-REGION Nb of positions including IMGT gaps (AA) V-REGION Nb of AA V-REGION Nb of identical AA V-REGION Nb of AA changes V-REGION +++ V-REGION ++- V-REGION +-+
31 L26531 productive IGHV5-51*01 105 (106) 97 (98) 82 15 (16) 0 0 4
32 L21957 productive IGHV6-1*01 106 101 98 3 0 1 2
33 X94075 productive IGHV5-a*03 106 98 90 8 0 0 0
34 Z80499 productive IGHV3-23*01, or IGHV3- 106 98 80 8 1 1 1
35 AF013615 unknown IGHV6-1*01 106 101 99 2 1 1 0
36 AF013616 productive IGHV4-31*03, or IGHV4- 106 99 81 18 1 2 4
37 AF013619 productive IGHV4-39*01 106 99 88 11 1 1 3
38 M67502 productive IGHV1-46*01, or IGHV1- 106 98 80 17 1 0 7

9_V-REGION-AA-change-statistics

Sequence number Sequence ID Functionality V-GENE and allele V-REGION Nb of positions including IMGT gaps (nt) V-REGION Nb of nucleotides V-REGION Nb of identical nucleotides V-REGION Nb of mutations V-REGION Nb of silent mutations
31 L26531 productive IGHV5-51*01 316 (320) 292 (296) 266 (267) 26 (29) 5 (6)
32 L21957 productive IGHV6-1*01 319 (320) 304 (305) 300 4 (5) 1 (2)
33 X94075 productive IGHV5-a*03 318 294 280 14 5
34 Z80499 productive IGHV3-23*01, or IGHV 320 296 284 12 3
35 AF013615 unknown IGHV6-1*01 320 305 301 4 1
36 AF013616 productive IGHV4-31*03, or IGHV318 (320) 297 (299) 273 24 (26) 3 (5)
37 AF013619 productive IGHV4-39*01 320 299 284 15 4
38 M67502 productive IGHV1-46*01, or IGHV319 (320) 295 (296) 267 28 (29) 8 (9)

8_V-REGION-nt-mutation-statistics

Sequence number Sequence ID Functionality V-GENE and allele V-REGION FR1-IMGT CDR1-IMGT FR2-IMGT CDR2-IMGT FR3-IMGT CDR3-IMGT
31 L26531 productive IGHV5-51*01 c7>a,Q3>K(+ - -)|c10>g,L4c7>a,Q3>K(+ - -)|c t82>g,Y28>D(- - -)| c147>g| a170>g,Y57>W(- + -)|t171>g,Y5 g197>c,R66>T(- - -)g317>c,R106>T(- - -)|a318>c,R106>T(- - -)|c319>a|
32 L21957 productive IGHV6-1*01 a106>g,S36>G(+ + -)|c110>t,A37>V(+ - +)|a12a106>g,S36>G(+ +a124>g,I42>V(+ - +)| g291>a| a320>g|
33 X94075 productive IGHV5-a*03 a3>g|c45>t|g74>c,G25>A(-a3>g|c45>t|g74>c,Gg86>t,S29>I(- - -)| g119>a,S40>N(- - -)| c194>a,T65>N(- + -)| g203>a,S68>N(- - -)|t240>c|c255>a,S85>R(- - -)|a256>g,T86>A(- - -)|t258>c
34 Z80499 productive IGHV3-23*01, or IGHVc87>t|g119>a,S40>N(- - -)|c164>t,A55>V(+ - +c87>t| g119>a,S40>N(- - -)|c164a175>g,S59>G(+ + -)|g187>t,G6t196>a,Y66>N(- - -) a317>g,K106>R(+ + +)|
35 AF013615 unknown IGHV6-1*01 a215>g,K72>R(+ + +)|g273>t|a274>g,N92>D(+ + -)|c276>t,N92>D(+ + -)| a215>g,K72>R(+ + +)|g273>t|a274>g,N92>D(+ + -)|c276>t,N92>D(+ + -)|
36 AF013616 productive IGHV4-31*03, or IGHVa2>g,Q1>R(+ - -)|a8>c,Q3>a2>g,Q1>R(+ - -)|a g83>a,G28>D(- - -)a124>c,I42>L(+ + +)|a13 t169>g,Y57>D(- - -)|a190>g,S64 t196>g,Y66>D(- - -) g319>t|a320>c|
37 AF013619 productive IGHV4-39*01 c13>a,Q5>K(+ - -)|g31>a,Gc13>a,Q5>K(+ - -)|gc87>a|c93>t| a124>g,I42>V(+ - +)| a166>g,I56>V(+ - +)|a175>g,S59c249>g|a269>g,K90>R(+ + +)|c271>t|g275>a,S92>N(- - -)|a305>t,Y102>F(-
38 M67502 productive IGHV1-46*01, or IGHVg13>c,V5>L(+ - +)|a38>g,Kg13>c,V5>L(+ - +)| a81>c|a83>t,Y28>Fa115>t,M39>F(+ - -)|g117t189>c| g197>c,S66>T(+ - +g315>t|a316>g,R106>G(- - -)|a320>t|

7_V-REGION-mutation-and-AA-change-table

Sequence number Sequence ID Functionality V-GENE and allele J-GENE and allele D-GENE and allele JUNCTION frame JUNCTION JUNCTION (with frameshift) 3'V-REGION P3'V N-REGION N1-REGION P5'D D-REGION P3'D P5'D1
31 L26531 productive IGHV5-51*01 IGHJ4*02 IGHD3-22*01 in-frame tgtgcgaccaacagtggttattaccccggggatggctttgattactgg tgtgcga ccaac agtggttattac
32 L21957 productive IGHV6-1*01 IGHJ3*01, or IGHJ3*02 IGHD3-16*02 in-frame tgtgcaagaggccgttggaccgcttttgatttctgg tgtgcaagag gc cgttggacc
33 X94075 productive IGHV5-a*03 IGHJ4*02 IGHD2-8*01 in-frame tgtgcgagacatgggactactagtgcctggtcaagatttgactactggtgtgcgaga c atgggactactagtg
34 Z80499 productive IGHV3-23*01, or IGHV IGHJ3*02 IGHD3-3*01 in-frame tgtgcgagagagccttctgggggcggttcttttgatatctgg tgtgcgagaga gcc ttctgggggcggtt
35 AF013615 No results
36 AF013616 productive IGHV4-31*03, or IGHV IGHJ3*02 IGHD3-3*01 in-frame tgtgcgagatcccctcattggcggggttattatgcgaaagtacatgat tgtgcgaga tcccctca ttggcggggttattat
37 AF013619 productive IGHV4-39*01 IGHJ4*02 IGHD6-13*01 in-frame tgtgcgagacatggcagttttgccagcacctggtctttatattttgactcttgtgcgagaca tg gcagttttgc cagcacctggt
38 M67502 productive IGHV1-46*01, or IGHV IGHJ4*02 IGHD3-10*01 in-frame tgtgctggagttcagggggtggcccggcctttaggggactgg tgtgctggag ttcagggggt

6_Junction

Sequence number Sequence ID Functionality V-GENE and allele J-GENE and allele D-GENE and allele V-D-J-REGIO V-J-REGION V-REGION FR1-IMGT CDR1-IMGT FR2-IMGT CDR2-IMGT FR3-IMGT CDR3-IMGT JUNCTION J-REGION FR4-IMGT
31 L26531 productive IGHV5-51*01 IGHJ4*02 IGHD3-22*01 EVKVVQSGAEVKKPGESLHEVKVVQSGAEVKVVQSGAGDDFTTLW IGWVRQMPGIWPGDSDT TYSPSFQGH ATNSGYYPG CATNSGYYP FDYWGQGTLWGQGTLIIVSS
32 L21957 productive IGHV6-1*01 IGHJ3*01, or IGHJ3*02 IGHD3-16*02 QVQLQQSGPGLVKPSQTLSQVQLQQSGPQVQLQQSGPGDSVSSNGVWNWVRQSPTYYRSKWYNDYAVSVKSR ARGRWTAFDCARGRWTAFAFDFWGQGTWGQGTMVTVSS
33 X94075 productive IGHV5-a*03 IGHJ4*02 IGHD2-8*01 EVQLVQSGAEVKKPGESLREVQLVQSGAEVQLVQSGAGYIFTSYW INWVRQMPGIDPSDSYN NYNPSFQGHARHGTTSAWCARHGTTSA FDYWGEGSLWGEGSLVIVSS
34 Z80499 productive IGHV3-23*01, or IGHV3IGHJ3*02 IGHD3-3*01 LVQPGGSLRLSCAASGFTFLVQPGGSLR LVQPGGSLR GFTFSSYA MNWVRQAPGISGGGYST NYADSVKGRAREPSGGGSCAREPSGGGFDIWG WG
35 AF013615 unknown IGHV6-1*01 QVQLQQSGPQVQLQQSGPGDSVSSNSAWNWIRQSPSTYYRSKWYNDYAVSVRSR AR
36 AF013616 productive IGHV4-31*03, or IGHV4IGHJ3*02 IGHD3-3*01 RVPLQESGPGLVKPSQTLSRVPLQESGP RVPLQESGP GDSFSSGGYWSWLRQLPGIDYSGGT DYNPSLKSRLARSPHWRGYCARSPHWRGDAFDIWGQGWGQGRMVTVSS
37 AF013619 productive IGHV4-39*01 IGHJ4*02 IGHD6-13*01 QLQLKESGPRLVKASETLS QLQLKESGP QLQLKESGP GGSISSSSYYWGWVRQPPVYYGGSA YYNPSLKSRVARHGSFAST CARHGSFASFDSWGQGTPWGQGTPVTVSS
38 M67502 productive IGHV1-46*01, or IGHV1IGHJ4*02 IGHD3-10*01 QVQLLQSGAEVRKPGASVKQVQLLQSGAQVQLLQSGAGFSFITYY FHWVRQAPGINPSGGT TYSQKFQGRAGVQGVARPCAGVQGVARWGQGSLVTVWGQGSLVTVSS

5_AA-sequences

Sequence number Sequence ID Functionality V-GENE and allele J-GENE and allele D-GENE and allele V-D-J-REGION V-J-REGION V-REGION FR1-IMGT CDR1-IMGT FR2-IMGT CDR2-IMGT FR3-IMGT CDR3-IMGT JUNCTION J-REGION FR4-IMGT
31 L26531 productive IGHV5-51*01 IGHJ4*02 IGHD3-22*01 EVKVVQSGA.EVKKPGESLHISCQISGEVKVVQSGAEVKVVQSGAGDDF....TTLWIGWVRQMPGIWPG..DSDT TYSPSFQ.GHATNSGYYPG CATNSGYYPFDYWGQGTWGQGTLIIVSS
32 L21957 productive IGHV6-1*01 IGHJ3*01, or IGHJ3*02 IGHD3-16*02 QVQLQQSGP.GLVKPSQTLSLTCAIS QVQLQQSG QVQLQQSGGDSVS..SNGWNWVRQSPTYYRS.KWYNDYAVSVK.SRARGRWTAFDCARGRWTAAFDFWGQGWGQGTMVTVSS
33 X94075 productive IGHV5-a*03 IGHJ4*02 IGHD2-8*01 EVQLVQSGA.EVKKPGESLRISCKAS EVQLVQSGAEVQLVQSGAGYIF....TSYWINWVRQMPGIDPS..DSYN NYNPSFQ.GHARHGTTSAWCARHGTTSAFDYWGEGSWGEGSLVIVSS
34 Z80499 productive IGHV3-23*01, or IGHV3IGHJ3*02 IGHD3-3*01 ...........LVQPGGSLRLSCAASGFTF.... ...........LVQPG...........LVQPGFTF....SSYAMNWVRQAPGISGG..GYST NYADSVK.GRAREPSGGGSCAREPSGG FDIWG WG
35 AF013615 unknown IGHV6-1*01 QVQLQQSG QVQLQQSGGDSVS..SNSAWNWIRQSPSTYYRS.KWYNDYAVSVR.SRAR
36 AF013616 productive IGHV4-31*03, or IGHV4IGHJ3*02 IGHD3-3*01 RVPLQESGP.GLVKPSQTLSLTCTVS RVPLQESGPRVPLQESG GDSFS..SGGWSWLRQLPGIDYS...GGT DYNPSLK.SRARSPHWRGYCARSPHWRDAFDIWGQGWGQGRMVTVSS
37 AF013619 productive IGHV4-39*01 IGHJ4*02 IGHD6-13*01 QLQLKESGP.RLVKASETLSLTCTASGQLQLKESGPQLQLKESGPGGSIS..SSSYWGWVRQPPVYYG...GSA YYNPSLK.SRARHGSFAST CARHGSFASFDSWGQGTWGQGTPVTVSS
38 M67502 productive IGHV1-46*01, or IGHV1IGHJ4*02 IGHD3-10*01 QVQLLQSGA.EVRKPGASVKISCKPSQVQLLQSGAQVQLLQSG GFSF....ITYY FHWVRQAPGINPS..GG.T TYSQKFQ.GRAGVQGVARPCAGVQGVA WGQGSLVTWGQGSLVTVSS

4_IMGT-gapped-AA-sequences

Sequence number Sequence ID Functionality V-GENE and allele J-GENE and allele D-GENE and allele V-D-J-REGION V-J-REGION V-REGION FR1-IMGT CDR1-IMGT FR2-IMGT CDR2-IMGT FR3-IMGT CDR3-IMGT JUNCTION 3'V-REGION
31 L26531 productive IGHV5-51*01 IGHJ4*02 IGHD3-22*01 gaggtgaaggtggtgcagtctggagcagaggtgaaagaggtgaaggtggt gaggtgaaggtggtgggagacgactttacatcggctgggtgcatctggcctggtgaacatacagtccgtgcgaccaacagt tgtgcgaccaac tgtgcga
32 L21957 productive IGHV6-1*01 IGHJ3*01, or IGHJ3*0 IGHD3-16*02 caggtacagctgcagcagtcaggtccaggactggtg caggtacagctgcacaggtacagctgcagggggacagtgtctc tggaactgggtcaacatactacaggtgattatgcagtatcgcaagaggccgt tgtgcaagaggctgtgcaagag
33 X94075 productive IGHV5-a*03 IGHJ4*02 IGHD2-8*01 gaggtgcagctggtgcagtccggagcagaggtgaa gaggtgcagctggtggaggtgcagctggtgggatacatctttacc atcaactgggtgcattgatcctagtgaaactacaacccggcgagacatgggtgtgcgagacatgtgtgcgaga
34 Z80499 productive IGHV3-23*01, or IGHV3 IGHJ3*02 IGHD3-3*01 ttggtacagcctggggggtccctgagactctcctgtgc ttggtacagcctgggttggtacagcctggggggattcacttttagcaatgaactgggtccattagtggtggtggaactacgcagacgcgagagagcct tgtgcgagagagtgtgcgagaga
35 AF013615 unknown IGHV6-1*01 caggtacagctgcacaggtacagctgcagggggacagtgtctc tggaactggatcaacatactacaggtgattatgcagtatcgcaagaga tgtgcaagaga
36 AF013616 productive IGHV4-31*03, or IGHV4 IGHJ3*02 IGHD3-3*01 cgggtgccgctgcaggagtcgggcccaggactggtgcgggtgccgctgca cgggtgccgctgcagggtgactccttcagctggagctggctccatcgattacagtgggactacaacccggcgagatcccctctgtgcgagatccctgtgcgaga
37 AF013619 productive IGHV4-39*01 IGHJ4*02 IGHD6-13*01 cagctgcagctgaaggagtcgggcccaagactggtgcagctgcagctgaacagctgcagctgaagggtggctcaatcagtggggctgggtccgtctattatggtgggtactacaacccgtgcgagacatggc tgtgcgagacatgtgtgcgagaca
38 M67502 productive IGHV1-46*01, or IGHV1 IGHJ4*02 IGHD3-10*01 caggtgcagctgctgcagtctggggctgaggtgaggacaggtgcagctgctgcaggtgcagctgctgggcttctccttcatcatttcactgggtgcgatcaaccctagtg acctactcacagagctggagttcaggtgtgctggagttcatgtgctggag

3_Nt-sequences

Sequence number Sequence ID Functionality V-GENE and allele J-GENE and allele D-GENE and allele V-D-J-REGION V-J-REGION V-REGION FR1-IMGT CDR1-IMGT FR2-IMGT CDR2-IMGT FR3-IMGT CDR3-IMGT JUNCTION J-REGION
31 L26531 productive IGHV5-51*01 IGHJ4*02 IGHD3-22*01 gaggtgaaggtggtgcagtctggagca...gagg gaggtgaaggtggtggaggtgaaggtggtgggagacgacttt...... atcggctgggtgcgatctggcctggt...acatacagtccggcgaccaacagtgtgtgcgaccaacactttgattactgggg
32 L21957 productive IGHV6-1*01 IGHJ3*01, or IGHJ3*02IGHD3-16*02 caggtacagctgcagcagtcaggtcca...ggactcaggtacagctgcagcaggtacagctgcagggggacagtgtctct. tggaactgggtcagacatactacaggtgattatgcagtatgcaagaggccgtt tgtgcaagaggccgcttttgatttctggg
33 X94075 productive IGHV5-a*03 IGHJ4*02 IGHD2-8*01 gaggtgcagctggtgcagtccggagca...gagg gaggtgcagctggtg gaggtgcagctggtgggatacatcttt........ atcaactgggtgcgattgatcctagt....aactacaaccc gcgagacatgggatgtgcgagacatgtttgactactgggg
34 Z80499 productive IGHV3-23*01, or IGHV3IGHJ3*02 IGHD3-3*01 .................................ttggtacagcctgggg........................... .......................... ggattcactttt......... atgaactgggtccgattagtggtggt... aactacgcagagcgagagagcctt tgtgcgagagagccttttgatatctggg
35 AF013615 unknown IGHV6-1*01 caggtacagctgcagcaggtacagctgcagggggacagtgtctct. tggaactggatcagacatactacaggtgattatgcagtatgcaagaga
36 AF013616 productive IGHV4-31*03, or IGHV4IGHJ3*02 IGHD3-3*01 cgggtgccgctgcaggagtcgggccca...ggaccgggtgccgctgcagcgggtgccgctgcagggtgactccttcagc..tggagctggctccgatcgattacagt...gactacaaccc gcgagatcccctcatgtgcgagatccc tgatgcttttgatatc
37 AF013619 productive IGHV4-39*01 IGHJ4*02 IGHD6-13*01 cagctgcagctgaaggagtcgggccca...agaccagctgcagctgaagcagctgcagctgaagggtggctcaatcagt. tggggctgggtccggtctattatggt.... tactacaacccggcgagacatggcatgtgcgagacatgtttgactcttggggc
38 M67502 productive IGHV1-46*01, or IGHV1IGHJ4*02 IGHD3-10*01 caggtgcagctgctgcagtctggggct...gaggtgcaggtgcagctgctgccaggtgcagctgctg ggcttctccttc......... tttcactgggtgcgaatcaaccctagt.. acctactcacaggctggagttcagggtgtgctggagttcaactggggccagg

2_IMGT-gapped-nt-sequences

Sequence number Sequence ID Functionality V-GENE and allele V-REGION score V-REGION identity % V-REGION identity nt V-REGION identity % (with ins/del events) V-REGION identity nt (with ins/del events) J-GENE and allele J-REGION score
31 L26531 productive (see comment) IGHV5-51*01 1201 90.97 262/288 nt 90.62 261/288 nt IGHJ4*02 172
32 L21957 productive (see comment) IGHV6-1*01 1444 98.65 293/297 nt 98.32 292/297 nt IGHJ3*01, or IGHJ3*02 191
33 X94075 productive (see comment) IGHV5-a*03 1309 95.14 274/288 nt 94.79 273/288 nt IGHJ4*02 163
34 Z80499 productive (see comment) IGHV3-23*01, or IGHV 1186 95.74 247/258 nt 95.35 246/258 nt IGHJ3*02 83
35 AF013615 unknown (see comment) IGHV6-1*01 1444 98.65 293/297 nt 98.32 292/297 nt
36 AF013616 productive (see comment) IGHV4-31*03, or IGHV 1234 91.75 267/291 nt 91.41 266/291 nt IGHJ3*02 232
37 AF013619 productive (see comment) IGHV4-39*01 1315 94.85 276/291 nt 94.5 275/291 nt IGHJ4*02 186
38 M67502 productive (see comment) IGHV1-46*01, or IGHV 1186 90.88 259/285 nt 90.53 258/285 nt IGHJ4*02 145

1_Summary
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      The outputs are 
archived in a single file in 
ZIP format which 
comprises:

     - The 'Detailed view' 
for each analysed 
sequence that allows the 
visualization of the 
individual results.

     - 11 files in CSV format 
which recapitulate results 
for all sequences of the 
run.
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(Scheduled)

Computational Resources 
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Selection of analyses from 
the local queue to be 
dispatched based on 
availability of computational 
resources

Dispatch of each selected 
analysis to the proper 
computational resource
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Resource N

analysis by standalone 
version of IMGT/V-QUEST

Preparation of the results 
of completed analyses

Transfer of the results to the 
local server and notification of 
concerned user by e-mail
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IMGT/HighV-QUEST manages analyses in three layers:

Sequence analysis happens on the resources layer.

All tasks concerning the launching of the analysis and the 
preparation  of the results are performed by background routines.

The web service layer manages interactions with users (analysis 
submission and history, results download..).

1

3
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Analysis Management

IMGT/HighV-QUEST has been developed by IMGT®, the international ImMunoGeneTics Information System® to answer the problematic 
of the analysis of the antigen receptor data from Next-Generation Sequencing (NGS). The analysis of the expressed repertoires of antigen 
receptors - immunoglobulins (IG) or antibodies and T cell receptors - represents a crucial challenge for the study of the adaptive immune 
response in normal and disease-related situations because of the complexity and huge number of sequences (10¹² IG and 10¹² TR per 
individual). IMGT/HighV-QUEST, the high-throughput version of IMGT/V-QUEST, can analyse batches of more than 100,000 IG and TR 
rearranged sequences in one run, according to concepts of IMGT/ONTOLOGY. IMGT/HighV-QUEST is a secure system and a web portal. 
It requires user identification for data confidentiality and all data transactions are performed over a secure web connection provided by 
HTTPS technologies. It provides a simple user interface accessed via a classical web browser and which is similar to IMGT/V-QUEST. 
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IMGT/HighV-QUEST: A High-Throughput System and Web 
Portal for the Analysis of Rearranged Nucleotide Sequences 
of Antigen Receptors
- High-Throughput Version of IMGT/V-QUEST -


