AGITCCCGEC
ACTCGGAGCG
ceecejjeeee
GIGACAATCG
GCTCTCCGCCC
TCACCCTCCA
ACTCCCTCCT
AGAAGAATAT
ATTTCTTCTC
TTTAGTGTCA
CAAATGAACA
CCTGTATCTA
TTGGTTTGIT
TAAGAAATTC
GAGAATGAGC
ACTACCCGIT
TTAAAAATGA
AAACCTCTAC
CATCGTGATG
CATCCTACAC
TTTATTACTC
AGCTAATGAG

CGCGAGEECG
CGCEECECCG
GCECCEECCT
CGCECCCECG
CTCTGACGCTG
CGGCCGTCCG
GAGAACCTGG
GAAAGTGITA
TGGAGCCTGA
TCTGCAAATG
CAAAGGCACT
CAGAACAAGC
CCTCCTAAGG
ATCTTACTGC
CTAACTTATG
GCAGGAGACG
AAATAATGAG
TTCTTGACAA
AATGTGCECTG
ATACTTGGECC
TAGAGGAAAA
ACAATGGAAG

GGCCCACCTT
GCCCCGAGA
GCCCCECECG
CACCGAAGCA
AGCCGGGITC
TCCAGGTAGA
ACCCCTTGGT
CTCAGACTTA
TAAATGCAAG
AAATTGATGT
ATAACTTGGT
CTCCAGGATT
TGGAGGATTC
CTCAGAATTA
TTATAATGCA
GAGGACTTGT
TTACCTAAAT
TATACACTTT
AAAAGCATAG
AAGCAATATC
CAAACCCACA
TAGACTTGGG

ATA

| LLRL (NM 000877. 4)

GIGECCCECG
GCCCGAGAGC
CCCCAGCGAG
CTCCTCCCTC
CGECCCEEEEC
CGCACCCTCT
AAAAGACAAG
TTTGTTTCAT
GAACGTGAAG
TCGICCCTGT
ATAAAGATCGA
CATCAACACA
AGGACATTAC
AAATAAGTGC
CAAGCCATAT
GIGCCCTTAT
TACAGIGGTA
AGTGGAGTCA
AGGGAACTAT
CTATTACCCG
AGGCCTGTGA
ATCCCAGATA

GCCCGAGCCG
GGECCEEECCG
CGGCAGGAAT
GCCTCCTAGG
TGGGATCCCA
GAAGATGGTG
GCCTTCTCCA
AGCTCTACTG
AAAAAATAAT
CCTCTTAACC
CAGCAAGACA
AAGAGAAACT
TATTGCGTGG
AAAATTTGTG
TTAAGCAGAA
ATGGAGTTTT
TAAGGATTCGC
AAGATAGGCT
ACTTGICATG
GGTAATAGAA
TTGTGAGCCC
CAATTGATCT

- 309
- 259
- 209
-159
-109
-59
-9
42
92
142
192
242
292
342
392
442
492
542
592
642
692
742

evers

- cDNA -

2026- 03-03


https://infevers.umai-montpellier.fr
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=55&Id_mutation=3000&page=sequence&seq=cDNA&ancre=3000&prot=0
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=55&Id_mutation=3000&page=sequence&seq=cDNA&ancre=3000&prot=0

GITAATGICAC
TCAGTAATTG
GGAAAATCCT
TATCGGAAAT
AAGAATACAC
CACTAATTTC
TAATTGIGIG
CTTTGGTACA
TGGAAAGACC
GGTCTACCTC
TTGGAAAAAC
CGTTGGEGGAA
GAAGACTGAT
GGTGGTTCAT
TGGAATTAAA
AAATGCCAGA
TGGTCAGGEEG
GAAGAATGTC
AACACCAGIT
CACGTGECCTC
CTCCTGICTT
GAGITCATGG
ATCAGATTAT

CGECCAGITG
ATGAAGATCGA
GCAAACAAAA
TGAAAGTAGA
ATGGTATAGA
CAGAAGCACA
TTCTGITTTC
GGGATTCCTG
TATGACGCAT
TGACTGTGAT
AGTGTGGATA
GACATTGITG
TATCATTTTA
CTGAAGAGCA
GITGTCCTGC
ATCGATTAAA
ACTTTACACA
AGGTACCACA
ACTGICACCA
TCGGGTAGCA
ATGGECGTITGC
AATGTAACTA
TAAGGGAATA

AGTGACATTG
CCCAGTCGCTA
GAAGGAGTAC
TTTTATAAAC
TGCAGCATAT
TGATTGGTAT
ATCTATAAAA
CTATGATTTT
ATATACTGTA
ATTTTTGIGT
TAAGCTGITC
AGGTCATTAA
GICAGAGAAA
AATAGCCATG
TTGAGCTGGA
TTCATTAAGC
GGGACCACAG
TGCCAGTCCA
GCCACTAAGG
TGGAGAAGIT
AGGCCAGGTT
TATCATCCTT

CTTACTGGAA
GGGGAAGACT
CCTCATCACA
ATCCATTTAC
ATCCAGTTAA
ATGIGICACG
TCTTCAAGAT
CTCCCAATAA
TCCAAAGACT
TTAAAGTCTT
ATTTATGGAA
TGAAAACGTA
CATCAGCCTT
TATAATCGCTC
GAAAATCCAA
AGAAACATGG
TCTGCAAAGA
GCGACGGTCA
AGAAACTGCA
GCCAAGAGTT
ATGCCTCATG
TATCCCTGAG

GIGGAATGEG
ATTACAGTGT
GIGCTTAATA
CTGITTTGCC
TATATCCAGT
TTGACAGTCA
TGACATTGIG
AACCTTCAGA
GITGGCGAAG
GCCTGAGGTC
GGGATGACTA
AAGAAAAGCA
CAGCTGCECTG
TTGITCAGGA
GACTATGAGA
GGCTATCCGC
CAAGGTTCTG
CCTTCATCTA
AAGAGAGECT
CTTTAGGTGC
CTGACTTGCA
GICACCTGGEA

AGCCATGACG TCAATAGCAG CCCAGGGCAC

TTCAGAGTAG AGGGCTTGEG AAGATCTTTT

GIGGTGCCTC
GATCACCAGA
CCCATCTCTA
TGTAATCCCA

ACGCCTATAA
GGTCAGGAGT
CTAAAAATAC

TCCCAGCACT
TCGAGACCAG
AAAAATGAGC

AAAAAGGCAG
TTGGGAGGCT
CCCAGCCAAC
TAGGCATGGT

TAGGECCCGGT
GAAGTCGGTG
ATGGCCAAAAC
GGCACACGCC

792

842

892

942

992

1042
1092
1142
1192
1242
1292
1342
1392
1442
1492
1542
1592
1642
1692
*32

*82

*132
*182
*232
*282
*332
*382

GCTACACCTG AGCCTGAGEC AGGAGAATTG CTTGAACCGG *432



GGAGACGGAG
GCAACAGAGC
GAATGTTTGA
GGGCAAGAAG
ACAGCCCAAG
GACCCTGGAG
ACCTCACTCGA
TATTTTCCAT
TTATTTTACA
GGATTCCAAA
TTAAAAAAGC
CCCTGECATG
TGGAGGAACA
AGCCCACACA
CTCCTGCCTGA
CATGCTTTCC
TCCACCTTCC
GGCCATGTCG
CCTTCCTCCT
CAGAATTTTA
GACTTTCCCT
CCCACTGCAG
GCTGGAATTG
CTCACTGCCT
GCTTTATGIT
ATTCTAATTT
CTCTAAGITC
TCTGGIGITC

GITGCAGTGA
AAGACTCCGT
ACTGCCAAGA
GAAATAGCCA
GGCGGEECECTA
CGCCTCTCCT
GGAAGGGAGA
ACACATCCCC
GAGCTTGAAA
GITTTGAAGT
AACAGTAGCA
ACCATCCTGT
GCTCCCTAGT
TGAACCATCC
AACACCTCCC
CACCACCATG
CCTCGECTGTC
CCTGCCCCCA
CCTTTGCCTA
CCAAAATTCA
AAGAGGCGAC
AGATGGTGGT
CTCCTCTCTG
TCCAGGAGCA
TAAAAACATT
TATATATAGA
TATTGAACCT
TGAGTACTTG

GCCGAGITTG
CTCAAAAAAA
AAAGGCATGG
CCGTICTACAG
TGCCTTGICT
GAGAGGTGCT
CATATTCTTG
AGCCAGAAGT
ACTCACTTCA
CATCTTAGCT
GGGAATTGAT
CCTTTGITAT
GCECTTCCTCC
TTCCCATGAT
AGGGGECTCCA
TCACTCCCAG
CTCCTGIGTG
GCACTCCTCT
GGAGGCCTTC
GAACATCCTC
TTCCTCTCCA
GAGCACATCT
AGGGAGAGEC
ATTTGCACAT
CCCCAATTAT
GAAAGTGACC
AGGACTTGAG
ATTTCAGGTC

GCGCCACTGCA
GGGCAATAAA
AGACAGCGAA
ATGCECTTAGT
GGGGACCCTG
GCAGGCAAAG
GAGAACTTTC
TAGTGICCGA
ATGAACAAAG
TTCCACAGGA
CCACTTCTTA
TATCCTGCAT
GICTGCAATG
GCCCCTCTTC
CCTGTITCAGG
ACCACCTCCC
AATTCCCAGG
GICTCTGCTC
TCGCATTTTC
CAATTCCACA
GCCTTCTCTC
GGCGAGCCTGG
TGTGGTGECT
GTAACATAGA
CTTATTTAAT
TATTTTTTAA
CCTCCATTTC
AATAACGGTC

CTCTACCCTG
TGCCCTCTCT
CTAGAAGAAA
TAAGTCATCC
TAGAGTCACT
TGAGACTGAC
CATCTCCTTG
AGACCGAATT
GGATTCTCCA
GGGAGAGAAC
ATCCTTTCCT
TTTACGICTT
TCCCTTGCAC
TGTCATCCCG
AGCTGAAGCC
TGCCCTGTCC
TTGECCTGGT
TTGCCTGCAC
TCTAGCTGAT
GICTCTGGRA
TCTGGTCAGG
TCTCCCTCCA
GICTCTGICC
TTTATGTAAT
TTTTGCAATT
AAAAATCACA
TGECTTCTAG
CCCCCTCACT

*482
*532
*582
*632
*682
*732
*782
*832
*882
*932
*082
*1032
*1082
*1132
*1182
*1232
*1282
*1332
*1382
*1432
*1482
*1532
*1582
*1632
*1682
*1732
*1782
*1832



CCACACTGEC
GAGICTAGA
TTGGAATTTT
TCATCTATTC
ATTAAAAATG
CAGITTTAAG
CTCGTATTTA
CCTCCTAAAC
ACCTCCTTTC
CTGGAGCTGC
ACTACAGCCA
TTAGATGITT
GAAAATGTGT
TTAGGTTAGT
ATTACAAGTA
ATAACGCGT GG
CATCTTCCAA
CGTGAACTTC
TTAATGCCTT
TTTTTAAAGA
TATTTAATTA
TCTCTTGCCT
GACATTTTTG
AACCTGITTA
GCACCAAATT
TTTCCAATAA

ACGTTTGTGA
ATCCTTTTAT
CAAAAATTGT
TTTCCCTAGA
AAAGCCAAAT
AGTTGTATGA
ATATGGGTGA
AAAAACACAT
TCCTGGECCC
TGTTCCAACA
GAAGCCCATG
TACAAATTTA
CAGCATGCAT
GACAAAATTG
GAATGGCAGC
GIGGAGGAAG
GCGTTGAATT
CTTTGACTTA
CCACATTAAT
TGCCCTAAGT
CCCGTTGITA
TTCTTATTTG
ATAAATTATG
TATAATTTTG
CATGTACAGC

GAAGAAATGA
TCAAGACACC
GITTAGATTT
GGCAAACATT
TTATATGCCA
ACATGGAGAG
ACACCAACTT
TGAGITTAAG
GCTTTCCCTG
GACAGGEECCT
GAGCAGGGAT
ATTTTGCAGA
AGTGCTAAGA
GCCAGAGAGT
TGGAATTTAA
ATCCAAACAG
CTGGAGGAAG
TTGICCCCAC
TAGATTTTCT
GITGAAGAAG
AAACTGGITT
CAATAAAAGG
TTTGTACTAG
CAGCAGAAGC
ATGCATCACG

AATTTTCAAA

CTTTGTACTG

CATTTTGCTA
AAATTCCAAA
TATGAAAAAC
TCTTAAAATG
CCGATTGCAG

GGAAGTGACC
CTTCTAAATG
TCTTCTACTT
TTTCATTTTC
GACACAAGCA

GACTTTTGGT
TTATTTGGAA
TCTCTGACTC
CTTGAAGGAA
AGCTTTCATT
GICACGICTT
TTATTTTAGT
AAGCAAGCCA
GCCGGTGATG
GGAGGGACAA
AAAAGT GCAA
AAGACACATT
TAAAACAAAA
TGCAGITTTT
AGITTGCAAA
AGCACAATTT
TATTGAGCCA
TTGATGAAGG
CAAATTTTTT
GATCAATAGA
TTA

TTTTATATTT
TAATAATTTT
TTGCCTTTCC
CAGIGCTGTT
TGACACACAG
GAAAAGCCTA
CTGICATCCA
ATTTGGAAAC
ATGACCAAGA
GAATCAATGG
AGITATTCCC
CCTAGITCCC
CAAAAAACTT
TTATGCCATT
TGCAACAAAA
ATATTTTCCC
TTTTTTAAAT
AGITTTTTTT
GTATATTAAA
CTGTACTTAT

*1882
*1932
*1982
*2032
*2082
*2132
*2182
*2232
*2282
*2332
*2382
*2432
*2482
*2532
*2582
*2632
*2682
*2732
*2782
*2832
*2882
*2932
*2982
*3032
*3082
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