How can sequences with frameshifts and STOP-CODON be ‘productive’ in IMGT/(High)V-QUEST?

Example 1.
File 5, AA sequence, filter for productive:
QVQLQQPGAELVKPGASVMLSCKASGYTFTSYWMHWVKQRPGQAQGHTDCRQTLQHSLHAAQQPDI*GLCGLLLCKR*LPLLL*LLGPRHHSHSLL

corresponding File 3, nt sequence:
caggtccaactgcagcagcectggggctgagettgtgaagectggggcttcagtgatgetgtectgecaaggcttctggetacaccttcaccagetactggatgecactgggtgaagcagaggectggacaagegceaa
ggccacactgactgtagacaaaccctccagcacagectacatgecagetcageagectgacatctgaggactctgeggtctattattgtgcaagaggtaactaccectactactttgactactggggcecaaggeac
cactctcacagtctcctcag

Analysed sequence length: 200.
Sequence analysis category: 2 (indel search & comrection).

Sequence compared with the Mus muscoelus (house mouse) G set from the [IMGT reference directory

>zeql TW
caggtccaactgocagragoctggggotgaegottgtgaagoctggggocttocagtgatgotg
tococtgoaaggottotgjoctacaccttcaccagetactggatJocactgyatgaageagagg
cctggacaagogcaaggocacactgactgtagacaaaccctoccagoacagoctacatgea
gctcagcagocctgacatctgaggactoctgoggictattattgigcaagaggtaactacce
ctactactttgactactggggocceaggcaccactctocacagtctooctoag

B~ Nucleotide deletions have been detected (shown by dots in the alignments):

e localization | nb of deleted nt = causing frameshift = from V-REGION codon = from nt position in user submiti

FR2-IMGT @ 6% yes 43 128

IMGTNV-QUEST results after filling the deletion{s) gapis):
Potentially productive IGH rearranged sequence (no stop codon and in-frame junction)
{Check also your sequence with BLAST against IMGT/GEMNE-DE reference sequences to eventually identify out-of-frame pseudogenes)

V-GENE and allele Musmus IGHV1-72*01 F score = 1092 identity = 99.10% (221/223 nt) [98.65% (220/223 nit)]
J-GEME and allele Musmus IGHJZ*01 F score = 240 identity = 100.00% (48/48 nf)
D-GEME and allele by IMGT/JunctionAnalysis Musmus IGHD2-1*01 F D-REGION is in reading frame 3

FR-IMGT lengths, COR-IMGT lengths and AA JUNCTION | [25.9.32.11] [B.X.11] CARGNYPYYFDYW
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Example 2.
File 5, AA sequence, filter for productive:
QVQLQQPGAELVKPGASVKL*SRGLDEALSGLEGLIPIVVVLSTMRSSRARPH*L*TNPPAQPTCSSAA*HLRTLRSIIVQDTVTTATLTTGAKAPLSQSPQ

corresponding File 3, nt sequence:
caggtccaactgcagcagcectggggctgagettgtgaagectggggcttcagtgaagetgtgaagcagaggectggacgaggecttgagtggattggaaggattgatcccaatagtggtggtgctaagtacaat
gagaagttcaagagcaaggccgcactgactgtagacaaaccctccagcacagectacatgecagetcageagectgacatctgaggactctgeggtctattattgtgcaagatacggtaactacggctactttgac

tactggggccaaggcaccactctcacagtctcctcag



Analysed sequence length: 306.
Sequence analysis category: 2 (indel search & comrection).
Sequence compared with the Mus musculus (house mouse) |G set from the IMGT reference directory

»aeqd TW
caggtccaactgocagragoctggggctgagottgtgaagoctggggct tcagtgaagety
tgaegcagaeggcctggacgeggccttgagtggattggaeggattgatocccaatagtggtg
gtgctaagtecaatgagaeagttcaagagceaggocgocactgactgtagacaaaccotoca
gcacagocctecatgeagotcageagoctgecatoctgaggactotgoggtoctattattgtg
caagatacggtaactacggctactttgactactggygccaadyCaCCcaACtCLCARCAgTOT
cctcag

B Nucleotide deletions have been detected {shown by dots in the alignments):

Result summary: localization | nb of deleted nt | causing frameshift = from V-REGIOM codon = from nt position in user submith

FRI1-IMGT 49 yes 21 &0
IMGTNV-QUEST results after filling the deletion(s) gap(s):

Potentially productive IGH rearranged sequence (no stop codon and in-frame junction)
(Check also your sequence with BLAST against IMGT/GEME-DB reference sequences to eventually identify out-of-frame pseudogenes)

V-GEME and allele Musmus [GHV1-72*01 F score = 1163 identity = 98.74% (236/239 nt) [98.33% (235/239 ni)]
J-GEMNE and allele Musmus [GHJ2*01 F score = 231 identity = 97.92% (47/48 nt)
D-GENMNE and allele by IMGT/AJunctionAnalysis Musmus |GHD2-1*01 F D-REGION is in reading frame 3

FR-IMGT lengths, COR-IMGT lengths and AA JUNCTION  [19.14.38.11] [X.8.11] CARYGNYGYFDYW



7. V- REGION translation
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