ATTTCCGCCT CTGGECGAATG
CTGCGACCCC GECeeeaEeee

CCCTCATCTT CCCGGCAGAG

roLeul | ePh eProAl a@ u

ATCATTGAGC AGCCCAAGCA
Ilelled uG | nProLysd

GGGGCGCTCC GCGGGCAGCA
ud yArgSer Al ad ySerl

AGACCCACCC CACCATCAAG
ysThr Hi sPr oThrll eLys

CGCATCTCCC TGGTCACCAA
ArglleSerL euVal ThrLy

GCTTGTAGGA AAGGACTGCC
uLeuVal dy LysAspCysA

ATA

RELA (NM 021975. 4) -

GCTCGTCTGT
CCGEEGACCCC

CCAGCCCAGG

Pr oAl ad nA

GCGGGECCATG
nAr gd yMmet

TCCCAGGCGA
| eProd yd

ATCAATGECT
Il eAsn@ yT

GGACCCTCCT
SAspProPro

GGGATGCCTT
r gAspd yPh

AGTGCACGCC
GGCCATGGAC
Met Asp

CCTCTGGECCC
| aSerd yPr

CCGCTTCCGCT
Ar gPheArgT

GAGGAGCACA
UAr gSer Thr

ACACAGGACC
yr Thrd yPr

CACCGECCTC
Hi sArgProH

CTATGAGGCT
eTyrd uAl a

GCGGGCCCAG
GAACTGITCC
d uLeuPheP

CTATGTGGAG
oTyrVal d u

ACAAGTGCCGA
yrLysCysd@d

GATACCACCA
AspThr ThrL

AGGGACAGT G
od yThr Val

ACCCCCACGA
i sProHi s@

GAGCTCTGCC
d uLeuCysP

-35
16

66

116

39

166
56

216
72

266
89

316
106
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CGCGACCCCTG
r oAspAr gCy

AAGCGGGACC
LysAr gAspL

CCCCTTCCAA
nPr oPhe@ n

CTGTGCGECT
| aval ArgLe

CTCCGCCTGC
LeuAr gLeuP

CAACACTGCC
oAsnThr Al a

GCCTCGGTGG
ysLeud yd

GACATTGAGG
Aspl |l ed uVv

TTCGCAAGCT
eSerd nAl a

CCTACGCAGA

CATCCACAGT

sl | eH sSer

TGGAGCAGGC
eud ud nAl

GITCCTATAG
Val Prol | eG

CTGCTTCCAG
uCysPhed n

CCGCCTGTCCT

roProVal Le

GAGCTCAAGA
d uLeulLysl

GGATGAGATC
yAspG ull e

TGTATTTCAC
al Tyr PheTh

GATGTGCACC
AspVal H sA

CCCCAGCCTG

TTCCAGAACC
Phed nAsnL

TATCAGICAG

all eSerdn

AAGAGCAGCG
| ud ud nAr

GTGACAGTGC
Val Thr Val A

TTCTCATCCC

uSer Hi sPro

TCTGCCGAGT
| eCysArgVa

TTCCTACTGT
PhelLeuLeuC

GGGACCAGGC
rdyPrody

GACAAGTGGEC
rgd nval Al

CAGECTCCTG

TGGGAATCCA
eud ylled

CGCATCCAGA
ArgllednT

TGCGECGACTAC
gQd yAspTyr

GGGACCCATC
r gAspPr oSe

ATCTTTGACA
I | ePheAspA

GAACCGAAAC
| AsnAr gAsn

GTGACAAGGT
ysAsplLysVa

TGGGAGGECCC
Tr pG uAl aA

CATTGIGITC
al | eval Phe

TGCGTGICTC

GIGTGTGAAG
nCysVal Lys

CCAACAACAA
hr AsnAsnAs

GACCTGAATG
AspLeuAsnA

AGGCAGGCCC
rd yArgPro

ATCGTGCCCC
snAr gAl aPr

TCTGGCAGCT
Serd ySerC

GCAGAAAGAG
| d nLysd u

GAGGCTCCTT
rgd ySer Ph

CGGACCCCTC
ArgThr ProP

CATGCAGCTG

366
122

416
139

466
156

516
172

566
189

616
206

666
222

716
239

766
256

816

S



https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=51&Id_mutation=2771&page=sequence&seq=cDNA&ancre=2771&prot=1
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roTyr Al aAs

CGGCGECCTT
Ar gAr gPr oS

GCCAGATACA
uPr oAspThr

ATGAGACCTT
yrd uThr Ph

GACCCCCGEC
AspPr oAr gP

TTCTGTCCCC

aSer Val Pro

GCACCATCAA
erThrl | eAs

ATCAGCCAGG
Il eSer d nA

GGCTCCAGCC
nAl aPr oAl a

CCCCAGCCCC
| aPr oAl aPr

pProSer Leu

CCGACCGGGA
er AspAr gd

GACGATCGTC
AspAspAr gH

CAAGAGCATC
eLysSerlle

CTCCACCTCG
r oPr oPr oAr

AAGCCAGCAC
LysPr oAl aP

CTATGATGAG
nTyr Aspd u

CCTCGGECCTT
| aSer Al aLe

CCTGCCCCTG
Pr oAl aPr oA

TGICCCAGTC
oVal ProVal

d nAl aPr oV

GCTCAGTGAG

uLeuSer3 u

ACCGGATTGA
i sArglled

ATGAAGAAGA
Met LysLysS

ACGCATTGCT
gArgl |l eAl a

CCCAGCCCTA
rod nProTy

TTTCCCACCA
PhePr oThr M

GGCCCCGECC
uAl aPr oAl a

CTCCAGCCAT
| aPr oAl aMe

CTAGCCCCAG
LeuAl aPr oG

al ArgVval Se

CCCATGGAAT
Pr oMet d uP

GGAGAAACGT
ud uLysArg

GICCTTTCAG
er Pr oPheSe

GITGCCTTCCC
Val Pr oSer A

TCCCTTTACG
r ProPheThr

TGGIGITTCC
et Val PhePr

CCTCCCCAAG
Pr oPr od nV

GGTATCAGCT
t Val Ser Al a

GCCCTCCTCA
| yProProd

r Met A nLeu

TCCAGTACCT
hed nTyr Le

AAAAGGACAT
LysArgThr T

CGGACCCACC
rd yProThr

GCAGCTCAGC
r gSer Ser Al

TCATCCCTGA
Ser Ser LeuS

TTCTGGGCAG
oSerdydn

TCCTGCCCCA
al LeuPr od

CTGGCCCAGG
LeuAl ad nA

GGCTGIGGECC
nAl aval Al a

272

866
289

916
306

966
322

1016
339

1066
356

1116
372

1166
389

1216
406

1266
422

p. Y349*

85*

89*

V410Sf s*4


https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=51&Id_mutation=2933&page=sequence&seq=cDNA&ancre=2933&prot=1
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https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=51&Id_mutation=2931&page=sequence&seq=cDNA&ancre=2931&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=51&Id_mutation=2953&page=sequence&seq=cDNA&ancre=2953&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=51&Id_mutation=2931&page=sequence&seq=cDNA&ancre=2931&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=51&Id_mutation=2953&page=sequence&seq=cDNA&ancre=2953&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=51&Id_mutation=2772&page=sequence&seq=cDNA&ancre=2772&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=51&Id_mutation=2772&page=sequence&seq=cDNA&ancre=2772&prot=1

CCACCTGCCC
Pr oPr oAl aP

CCTGCTGCAG

aLeulLeud n

ACAGCACAGA
snSer Thr As

GAGITTCAGC
d uPhed nG

TGAGCCCATG
r d uPr oMet

GGGCCCAGAG
| yAl ad nAr

CTCCCCAATG
LeuPr oAsnG

CATGGACTTC
pMet AspPhe

CCTECecTCee
CACTTACGEA
TGTCTTCCTT

CCAAGCCCAC
roLysProTh

CTGCAGITTG
Leud nPheA

CCCAGCTGTG
pPr oAl aVal

AGCTGCTGAA
| nLeuLeuAs

CTGATGGAGT
LeuMet d uT

GCCCCCCGAC
gPr oPr oAsp

GCCTCCTTTC
| yLeuLeuSe

TCAGCCCTGC
Ser Al aLeulL

CCAGAGCACT
TTCTGGTGGEG
GGAGGEEEEA

CCAGGCTGGEG
rdnAlady

ATGATGAAGA
SpAspd uAs

TTCACAGACC
PheThr AspL

CCAGGGCATA
n@ndylle

ACCCTGAGGC
yr Prod uAl

CCACCTCCTG
Pr oAl aPr oA

AGGAGATGAA
rad yAspdu

TGAGTCAGAT

euSerd nl |

GGGITGCAGG
GIGIGTTCCA

GAAGGAACGC
G ud yThrL

CCTGEEEECC
pLeud yAl a

TGGCATCCGT
euAl aSer Va

CCTGTGGECCC
ProVval Al aP

TATAACTCGC
all eThrArg

CTCCACTGGG
| aProLeud

GACTTCTCCT
AspPheSer S

CAGCTCCTAA
eSer Ser St o

GGATTGAAGC
ACTGCCCCCA

GCCATATTTT

ATTCTTTTAT

TGTCAGAGGEC
euSer d uAl

TTGCTTGGCA
LeuLeud yA

CGACAACTCC
| AspAsnSer

CCCACACAAC
roH sThr Th

CTAGTGACAG
LeuVal Thr G

GGCCCCEEEG
yAl aPrody

CCATTGCGGA
erll eAl aAs

GCCGGTGACG

CCTCCAAAAG

ACTTTGTGGA
TGTCAGTATC

1316 E438Rfs*9

439

1366
456

1416 T464Rfs*26 p.EA73Rfs*18

472

1466 H487Tfs*7

489

1516
506

1566
522

1616
539

*10

*60

*110
*160
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https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=51&Id_mutation=2769&page=sequence&seq=cDNA&ancre=2769&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=51&Id_mutation=3058&page=sequence&seq=cDNA&ancre=3058&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=51&Id_mutation=2769&page=sequence&seq=cDNA&ancre=2769&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=51&Id_mutation=3058&page=sequence&seq=cDNA&ancre=3058&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=51&Id_mutation=2768&page=sequence&seq=cDNA&ancre=2768&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=51&Id_mutation=2768&page=sequence&seq=cDNA&ancre=2768&prot=1

TGTATCTCTC
TGGAAAGGEEG
CAGCTCCCTT
GCTTCTGGTA
AGCCCACAAA
AATCAAAATA
CCTGTGCCTA
GICTCTGCCG
AACACCACTG
CTTGCTCTCC
GIGCGGGAGA
TGAACAATCA
ATCTGITGCC

TCTCTTTTTG
GGAGCTGEEG
CTCTGTAGGG
CTCTCCTAGA
GCCTTATCAA
ACGCCCCAGA
ACACCAGCGT
GCTCTTTCCT
GCTCTCTCCA
CTCTTCTCAA
GCAGGCTGEC
AACCACTTGG
AAGCTGG

GAGGTCCTTA
AAACTCAAAC
AACTCTGEGEG
GACAGAAGCA
GIGICTTCCA
TACCAGCCCC
TTGAGGGEGECT
TGCTCAACCA
GGATCCAGAA
GIGCCTTAAT
AGCTCTCCAG
ACTCTTGCTC

AGCAGAAGCA
TTTTCCCCTG
TCCCCCATCC
GCCTGGAGGT
TCATGGATTC
TGTATGGCAC
GCCCTTCCTG
TGGCTGAAGG
GCCGTTTGGT
AGTAGGGTAA
TCAGGAGGCA
TTTCTACTCT

TTAACTTCTC
TCCTGATGGT
CCATCCTCCA
AAGCCCTTTG
ATTACAGCTT
TGGCATTGIC
CCCTACAGAG
AAACCAGTCGC
CTGGGACTTC
GITGTTAAGA
TAGITTTTAC
GAACTAATAA

*210
*260
*310
*360
*410
*460
*510
*560
*610
*660
*710
*760
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