ACTCTGACAC
ACAATTTAAT
CTAGCCATCA
AAGITTCTGA
GAGAGAGACT
GGTATTGCAT
TTGCCAGAAG
GICTTAAGAC
ACCCTGTGIG
AAGTTGGEGTC
AACAGCAAGA
AGATGAGGAA
TGGGTATATT
GGAATCCTGG
TATTTATTTT
GGTATTCTTT
ATAGTAGAAA
CAGICCAGTC
ATACGITCTC
TGTTCTGCCT
CTTGCAAATT
AGCCTCATCGA

ACCCTCAGAA
GCCTCAGITT
GAAGAGGAAT
TATAAAACGA
GCCTGGTTAA
CTCACCCGAG
AGCACCTTCC
ACTGGEGEGACC
AGAAATGECC
ATTCCGECTG
GGGAACCTGG
GGCTTGGACC
TTGAAGATAC
AAGAGAGATA
CTTAGAAGTA
TCACTATTCT
GI'TGGEEEEA
TATTGCATTT
AACAAGTATA
ACAGCTCTCGC
ATCAAGAAAG
AGACTTATTT

o

SAMDOL (NM 152703.5) -

AGITCAGAGTA
TTAAAAAAGG
GAGACAGCAA
TGACATTTTC
ATTTCTGAAA
CAGACTGIGT
CAGCAAAGEC
TAGAGTCAAA
TCATTCGGTG
CTTTTTTGAG
CAAGGAAGCT
AGGTGGTAGT
ACCCCATAGG
AAGTGTACCT
AGTACACAAA
TTCAAATTTT
AAATCTGITT
TAATTGGTTG
TCCTCCGGCA
TTCCTCATAG
GGGAACTAAT
TATGITTCTA

CTGGGAGAAC
ATCCTTACAC
AAGTTCAAAT
AGGAAAATCC
GAGGACACCA
CTGTGGAAAG
AGAGGGTGAA
AGGGACCTCC
ACTGTGAGIG
AAGTCCCTGA
ATTCCTATAA
GGTGTCAGGT
ATTTGCTCCA
GICACATACT
GAGATGCTAC
CTGTATGITC
CATAAACATT
TGATATCATT
AACTGAACAA
CTGCTTTCCA
CTAAGGGATC
ATATAAAGAT

AGAAGACTTC
TTCATGICTC
GCCCTGITTC
TGCATTTCCA
GCTAAAAGAA
TGTAAGCCCC
AACAGCAAAG
TCCAGGGAAA
ACACAGCAGA
AGAGATCAAT
TCCAGGAAAG
AGTCAAATGC
CATTGAATGT
TTTTGAGITT
CTAGGAGAAG
AAACATTTTC
TCCTCAGCAG
GITTTATGCA
GGACCAAGTC
GAACGTGACT
CAGATCAAAC
AGAAGITTTC

-1185
-1135
- 1085
-1035
- 985
-935
- 885
- 835
- 785
-735
- 685
- 635
-585
-535
-485
-435
- 385
- 335
- 285
-235
-185
-135

Vers

cDNA + Protein
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AGAAAAGCCC
TGCAGCTGGEG
GI'GAGCCCAG

CTCTACCTGA

er LeuPr od

GTAAATGAAG
Val Asnd uA

TGAAGAAGTA
rd ud uval

TAGAAATGGG
al d uvet d

AACAAATTGA
AsnLysLeuA

ATTAGATAAT
nLeuAspAsn

ACACCAAAAA
i sThrLysLy

CCCAGAGAGA
Pr oAr g@d ul

TGCTACACAG
ATTCTGAGCA
TGAGGAAGAA

AATGATTAAA
uMet || eLys

ACCTTAAGAT
spLeulLysl |

ACAGGATTAG
Thr G yLeuV

GCTACCATGG
yLeuProTrp

ATAGTAAGTC
snSer LysSe

TCAAAACCGT
Ser LysPr oS

GGAAGAAGAA
s@ud udu

TCAGAGATAT
| eAr gAspl |

AGGATCAGAG
TCCTTTCCCG
GITGAACCTT

GACTGGACCA

AspTrpThrL

TAATGAGCAA
eAsnd ud n

TCCTGCAGGA
al Leud nd

GGTCCAGCAC
d yProAl aL

CCCTGAAAGT
r Prod uSer

CCAAAACAGA
erLysThrd

AATTCAATGT
AsnSer Met S

CAAACAAGAA
eLys@ nd u

CAGGGGTGGG
GAGGCACGGA
TGATATGAGT

Met Ser

AAGAGCATGT
ysd uHi sVa

TACGGGCAAA
Tyrd yd nl

ATTAACTGAG
uLeuThr3 u

TTTTGATAAA

euLeul | eLy

GACAATCATG
AspAsnHi sA

ACACCAGAAA
uHi sd nLys

CATCTAATAT
er Ser Asnl |

GAATCAATTC
d uSerll eL

CCTGCTGGGEC
AAGTGAGTGA
AAACAAGTAT
Lysd@ nVval S

GAAAAAATGG
| LysLysTrp

TTCTGCTCAG

| eLeuLeuSe

AAGGACCTTG
LysAspLeuV

ACGTTCATAC
sArgSer Tyr

ATCCGGGACA
spProd yd

AATCCAAAAC
AsnProLysH

TGATTATGAT
eAspTyr Asp

TTATGAAAGA
euMet Lysd

-85
-35
16

66

116

39

166
56

216
72

266
89

316
106

366
122

416
139



AAATGTGITA
uAsnVal Leu

TAAAACCTGA
euLysProd

GACAGCCATC
AspSer H sA

ACTCAATCTC

aLeuAsnlLeu

AAACAGCCAC
| uThr Al aTh

CGATTTGCAT
Ar gPheAl aS

TGGAGTCAAG
ed yVval Lys

GTAAGCGCTGC
er LysAl aAl

GAAGAAAGT G

GATGAAGTAG
Aspd uVal A

ACAATTGACT
ud nLeuThr

GCTACATAGA
rgTyrlled

ATTGATCCAA
Il eAspPr ol

GGAAGTGGAC
rd uval Asp

CAGCTTGTAT
er Al aCyshMe

GACAAACCCC
AspLysProH

CTTCATTGAC
aPhel | eAsp

AGATCAATGA

CAAATCCTAA
| aAsnAl aLy

TGTATGCCAT
CysMet ProT

ACATTATACT
uHi sTyr Thr

TACATGAGTT
| eH sd uPh

ATTAAGATGA
Il eLysMet L

GAATTCACGC
t AsnSer Arg

ATGGAGAAAT
i sdydull

CACTTCAATG
H sPheAsnV

AGCCAAGAAG

ACACAAGAAA
SHi sLysLys

ATCCTTTTGA
yr ProPheAs

CTACAACCTG
Leud nPr oG

CAAACCTCTC
eLysAl alLeu

AATTCAGCAA
ysPheSer As

ACCAATGGCA
Thr Asn@ yT

TGITGGIGIG
eVal G yVal

TAATGATCAA
al Metl1elLy

TGTATTCGGEG

AAGGGTAAGC
Lysd yLysL

TCAGTTCCAT
pG nPheHi s

AAACAGGAGC
luThrd yA

ACAAACACAG
Thr AsnThr G

TGAAGICTTC
nd uVal Phe

CCATCCATTT
hrll eHi sPh

AAAATCACCA
Lysll eThrS

AAAGTATTTT
sLysTyr Phe

AGCCAAGGTT

A ud uSerG lull eAsnd uAl aLysLys Cysll eArgG | uProArgPh

466
156

516
172

566
189

616
206

666
222

716
239

766
256

816
272

866
289



TGTGGAAGTC
eVal G uVal

AAGTTGATAC
I uVal AspTh

ATTCAGATGC
Il ed nwet G

TTCACTGITT
uSer LeuPhe

CCAAGCAACG
erLysd nAr

CTGGTAGCAT
LeuVal Al aS

GAAGAAGGAG
tLysLysG@ u

GAGACTCACT
r gAspSer Le

AAATGCCATC
LysCysHi sP

ATGGTTTCCT

CTTCTGCAGA
LeuLeud nA

TATTCCAAAA
rileProLys

AAATTTGTAA
I nl'l eCysLy

GTAAGAGAAG
Val Argd uG

GGATGTAGAT
gAspVal Asp

CTAGAAAAGA
er ArgLysd

AGTGAAGGAC
Serd ud yL

GGATAATTCA
uAspAsnSer

CAAACCAAAT
roAsnd nl |

GIGITGGAGT

ACAATACACC
snAsnThr Pr

CACTCTATAT
Hi sSerl | eC

AGATAAAATA
sAspLyslle

GGGCTAGCTC
| yAl aSer Se

TTCAAGGCAT
PheLysAl aP

GGCTGAAGAA
uAl ad u@ u

TAAACCTGGT
euLysLeuVa

TACTATGACT
Tyr Tyr AspT

AAAGCACTTA
eLysHi sLeu

TTGATCCTGA

ATCTGACAGA
0Ser AspArg

GTAATGATAA
ySAsnAspLy

TGGAAACAAA
Tr pLysd nA

TAGGGATATC
r ArgAsplle

TTTTACAAAA
heLeud nAs

GAGTATGGAA
d uTyrd yMm

TAAACTTCTC
| LysLeulLeu

GGTACATTCT
rpTyrlleLe

GATTTTTTAA
AspPhelLeulL

ATCTATGATC

TTTGTCATTG
Pheval I | eG

GTATTTCTAC
sTyr PheTyr

ACCAAAATCT
snd@ nAsnLe

CTGGCCAATT
LeuAl aAsnS

TTTAAAGTCA
nLeulLysSer

TGAAGGCAAT
et LysAl aMe

ATAGGAAACC
Il ed yAsnA

TGTAACAAAT
uVal Thr Asn

AAGAAATTAA
ysd ul | eLy

AATGCGAGT GG

916
306

966
322

1016
339

1066
356

1116
372

1166
389

1216
406

1266
422

1316
439

1366



sTr pPheAl a

TCAAAGCTTA
al LysAl aTy

TATGAAGACA
Tyr d uAspL

TTACCAACAG
uTyrd ndn

GCGAGACATA
erd uThr Ty

TCAGAAGTCA
Serd uVval A

AAGAGGAAAA
r Argd yLys

CAGGAGATCC
rod yAsppr

GGAATGGAAA
d yMet d uA

ATGGAAAGAT
gTr pLysAsp

Val Leu@ uP

CAAAGAAAGT
rLysd uSer

AGACAACTAA
ysThr Thr As

CCCAGCTGCGA
ProSer Tr pl

TAAACCTCTA
rLysProlLeu

GGAAACTAAT
rgLysLeul |

TTTTTGGTAG
PheLeuVal V

ACTCATTGAA

oLeull edu

ATATGITGTG
snMet LeuCy

CTACTACAAA
LeuLeud nT

heAspPr od

CGGGTGGCAA
Ar gVal Al aA

CATGTGGGAG
nhet Tr pd u

TTTTCTGCAA
| ePheCysAs

GAACCACATT
d uProHi sL

TTTATTTCTC

eLeuPhelLeu

TGITTCTATT
al PheLeulLe

ACTTTCTGGG
Thr PheTr pA

TATCTCTGTA

sl | eSer Val

CAAGAATGAA
hr Ar ghvet Ly

uSer Metl | e

ACCTTCACTT
snLeuH sPh

AAGATTTCTA
LyslleSerT

CGGCAGATCA
nd yAr gSer

TATGGCAGAG
euTr pd nAr

ACAGATGAAA
Thr Aspd uA

ACTCTCTTCA

uLeuSer Ser

CTTTCTATCA
| aPheTyrd

AACTCACATA
AsnSer Hi sl

GATGGAAGAT
sMet G uAsp

Asnd yVal V

TCCAAATCAA
eProAsnd n

CTCTTAATCT
hr LeuAsnLe

GACCTGAAAA
AspLeulLysS

AGAAAGAGCT
gd uArgAl a

ATATAATGAC
snl | eMet Th

GTGGAAAGCC
Val d uSer P

AGCTCTCAAA
nAl aLeulLys

TTTATCAACG
| eTyrd nAr

GAACTAACAA
d uLeuThr A

456

1416
472

1466
489

1516
506

1566
522

1616
539

1666
556

1716
572

1766
589

1816
606



ACCACAGTAT

snHi sSer | |

AAACTAAAAT
LysLeuLysS

ATCTTCTTCA
ySer Ser Ser

TGGAAATCCT

eud ul | eLe

AAATCTAAAT
LysSer LysP

AGGTGGCAAA
gd yd yLys

CTTCAGATTT
er Ser AspPh

CACTCCTGGG
Hi sCysTrpA

TTATCATCAT
uTyrHi sHi s

TTCCACTTTA
eSer Thr Leu

CGGTGACTCG
er Val Thr Ar

GITTATCCTAG
Val || eLeuG

CTGTGAAAAT
uCysd uAsn

TCCTGGAGIT
heLeud uPh

GTATCCTGGT
Val Ser Tr pT

TGTTAAAAGG
eVal LysArg

CAGAGTCTCC
| ad uSer Pr

CCACCCTGTG
ProQd yCysG

AATATAGAAC
Asnl | ed uL

GTCATCAAGA
gSer Ser Arg

AGAAAAAGAA
| uLysLysLy

GAGTGTACAG
@ uCysThr G

TAAGAAATCA
eLysLysSer

GGAACTTCTA
r pAsnPheTy

GACAGITATG
AspSer Tyr G

TAAACCAATA
oLysProlle

GAGGTACCAC
| yd yThr Th

TGGTAAACAG
euVal AsnSe

AGGITTTTGC
Ar gPheLeuP

AGAGGATGTC
sd uAspVal

AGACAGACAT
[ uThr Aspl |

AAAGAAGAAC
Lysd ud uH

TTTTTCTTCT
r PheSer Ser

AAAAGCTTAA
| uLysLeuLy

TTTGCAAAAA
PheAl aLysl

ACTGGCTATG
r LeuAl aMet

CACTATCCTT
rThrll eLeu

CCGCCCGTGG
r oAl aArgd

TTGACTGCAC
LeuThr Al aL

CGAGAAAGAC
ed uLysAsp

ACTTTTATCG
i sPheTyr Ar

GAAAACTATT
d uAsnTyr S

AGATTTAATA
sAsplLeul | e

TCATCAATCT
| el |l eAsnLe

CATGITCTCT
Hi sVal LeuT

1866
622

1916
639

1966
656

2016
672

2066
689

2116
706

2166
722

2216
739

2266
756



GCGACTTAAA GAAAAACTTC

r pAspLeulLy sLysAsnPhe

GATTTTGCAG AAATTGCAGA

AspPheAl aG l ul | eAl ad

AAAGAGCCAT CAGGATTACA
aLysSerHi s d nAspTyrl

AAGAACAAGA AAATGTCTAC

| ud ud n@

GCAGAAAAGG ATTTGCGATA

uAsnVal Tyr

Al ad uLysA spLeuArgTy

CATGAGATCC CGGAATCCAG
sMet ArgSer Ar gAsnPr oA

CACTAAATTA CCAACTTTCT
| aLeuAsnTy rd nLeuSer

CTGAAGGAAA TTGAAAAGCA

LeulLysd ul

| ed uLysd

CATGATCATG AAAAGCAATT

eMet | | eMet

GGAATATCCT AAAAGGACAG

LysSer AsnP

AGATGTGCTG
Ar gCysAl av

GCAAGTGATC
udnvallle

TTCCTGIGCT
| eProVval Le

TTTCTACAAA
PheLeud nA

TGAAAAAACA
r @ uLysThr

ATGAAAGTGC
spd uSer Al

TCCAAGGAAC
SerLysd uG

GCACAAGAAC
nH sLysAsn

TTGATGAAAC
heAspd uTh

GATGITGACA

TGTTAAAAAA
al LeuLysAs

AATCTGGICA
AsnLeuVal T

TCTCCTTGIG

uLeulLeuVal

ATGCCATCCA
snAl al | eHi

TTGGTAATTA

LeuVal I | el

AAAATTGGCA
aLysLeuAl a

AAAGACCTTT
[ nAr gAl aPh

TGTGAAAACT
Cysd uAsnP

ATATATAGAA
rTyriledu

GCAAGGAAGC

CAAGACAACT
nLysThr Thr

CCTATAGGGEC
hr Tyr Ar gAl

GATGATTTTG
AspAspPheG

TTCCGITTTA

sSer Val Leu

TCTTAAACTG
| eLeuAsnCy

GACAGTATTG
AspSerl | eA

TGGTGCCAAA
ed yAl aLys

TITATTCCTT
heTyr Ser Ph

AATGTAGTCA
AsnVal Val A

ACAACTCATT

2316
772

2366
789

2416
806

2466
822

2516
839

2566
856

2616
872

2666
889

2716
906

2766

1876Lfs*15 K878Sfs*13 H880Q N885Tfs*6 FE886Lfs*11 F889Sfs*2



https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2461&page=sequence&seq=cDNA&ancre=2461&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2462&page=sequence&seq=cDNA&ancre=2462&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2759&page=sequence&seq=cDNA&ancre=2759&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2753&page=sequence&seq=cDNA&ancre=2753&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2463&page=sequence&seq=cDNA&ancre=2463&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2464&page=sequence&seq=cDNA&ancre=2464&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2461&page=sequence&seq=cDNA&ancre=2461&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2462&page=sequence&seq=cDNA&ancre=2462&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2759&page=sequence&seq=cDNA&ancre=2759&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2753&page=sequence&seq=cDNA&ancre=2753&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2463&page=sequence&seq=cDNA&ancre=2463&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2464&page=sequence&seq=cDNA&ancre=2464&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2756&page=sequence&seq=cDNA&ancre=2756&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2756&page=sequence&seq=cDNA&ancre=2756&prot=1

rgAsnl | eLe

TCCTTCCTGG
Ser PheLeuA

TTCACAGTGT
| Serd nCys

AACCTGAAAG
| uProd uSe

AAAACAGAAG
LysThr d uVv

CCCTCTGATT

sProlLeul |l e

TGGATAAATG
euAspLysCy

GATTCTGGAA
AspSer d yl

GCTTACAAGA
uLeuThr Arg

CCCCATTAAT
er ProLeuMe

uLysd yd n

CTTTACTCAG

| aLeuLeuSe

GAAATATTTT
d ul | ePhelL

CTTAGAAGAC
rLeud uAsp

TTGCAGAATA
al Al ad@ uTy

GCCCTGTACT
Al aLeuTyrC

TCAAATTGCA
s@nll eAl a

TAGGAAGAGA
| ed yAr gAs

CAGCGCAAGG
d nArgLysV

GGAAGCTTTA
t d uAl aLeu

AspVal AspS

CTCTTATGTT
r Ser Tyr Val

TGGGAATCAT
eudyllell

AAGATGGGAA
LysMetd yT

TGGGAGATAC
ra yArgTyr

GTCTAAAAGA
ysLeulLysd

TTGAATATAT
LeuAsnl | eL

CAAATTTCAA
pLysPhed n

TGTATGGAGA
al Tyrd yAs

CAGAATAAAG
A nAsnLysA

erLysd uAl

ACTGACTCTA
Thr AspSer T

ATACACTAGT
eTyr Thr Ser

CTTATTCTAC
hr Tyr Ser Th

ACAGGTGTGC
Thr G yVval A

ACTGGAAAGA
uLeud uArg

TAGAAGAGAA
eud ud uAs

CATGATGITC
Hi sAspVal G

TGAAACAGAC
pd uThr Asp

ACATTGAAAA
spll ed uLy

ad nLeul |l e

CAATTTCAGT
hrl | eSer Va

ACACCCTGGG
Thr ProTr pG

ACTTCTAATA

rLeuLeul | e

GTATCATTCA
rgllelleH

AGCTATCACT
Ser Tyr Hi sL

TTTATTCTAT
nLeuPheTyr

AAACTCTTCT
| nThr LeuLe

ACTCTGITTT
Thr LeuPheS

GGTCTTGAGT

sVal LeuSer

922

2816 D.S935Yfs*8

939

2866
956

2916
972

2966
989

3016
1006

3066
1022

3116
1039

3166
1056

3216
1072



https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2974&page=sequence&seq=cDNA&ancre=2974&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2974&page=sequence&seq=cDNA&ancre=2974&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2755&page=sequence&seq=cDNA&ancre=2755&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2758&page=sequence&seq=cDNA&ancre=2758&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2755&page=sequence&seq=cDNA&ancre=2755&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2758&page=sequence&seq=cDNA&ancre=2758&prot=1

GCAGGAAGTA
Al ad ySer A

AAGACATTTC
aAr gHi sPhe

CACGTCAGGC
| aAr gd nAl

CTAGGTCAAG
Leud yd nVv

AAACTGTAGG
SAsnCysArg

CGCGAAAAAGC
| a@ uLysAl

AAAAACTATG
LysAsnTyr G

TGACATGTAT
r AspMet Tyr

ACACTATCCA
yrThril ed

GACGATTCCC
r gAr gPhePr

TACATTAAAG
Tyrll eLysG

CAAAATGAAA
aLysMet Lys

TCTACAAAAG
al TyrLysSe

AGCATTACTG
Serll eThrV

CTCAAGAGCT
aSer ArgAl a

AAACCGAGAA
| uThr d uAs

AACACAGCTT
AsnThr Al aC

GATTCTTCAG

nll eLeud@ n

ACAAAATGCA
od nAsnAl a

AGAAGCGACTT
| uLysAspPh

GCACCTAAAA
Al aProLysA

TGAAATCAAA
rdull elLys

TTAATGACCT
al AsnAsplLe

TTCAAAGAAT
PheLysd uS

CTGGTCACCA
nTrpSer Pro

GITTCTTGGG
ysPhelLeud

CTCACTCCCT
LeuThr Pr oP

TTCATTTGIC
Phel | eCysG

TAACACACGCT
eAsnThr Al a

ATTCCTATAT
snSer Tyr | |

TGGTCGTTCG
Tr pTr pLeuA

AACACATCTC
uThr Hi sLeu

CCCAAAGGCA
er d nArgd

CAGAAGTCCC
G nLysSer G

TGAAATAGAA
yAulledu

TTTTCCACAA
hePheHi sLy

AAGCCTTAGC
| nAl aLeuAl

CTGGACTGGEG
LeuAspTr pA

TTCAGATACA
eSer AspThr

ATGGGAACAA
spd yAsnLy

CTAGAAGCTG
Leud uAl aA

AACTGATAGT
nThr AspSer

AGAGACGATA
[ nAr gArgTy

GITGGICTTT
Val d yLeuT

AGAAAATGAA
s uAsnd u

3266
1089

3316
1106

3366
1122

3416
1139

3466
1156

3516
1172

3566
1189

3616
1206

3666
1222



TTATCCAAAA
LeuSer LysL

TCCTGATCCC
oPr oAspPro

ACCTAAAAAA
i sLeuLysAs

GATTATATGG
AspTyr Met V

AATCATGITA
ul | eMet Leu

TTTTCTGTCA
euPheCysHi

CTCCAGGAGG
Leud nd uG

GTTTGCTGGA
gPheAl ad y

CCATGGAAAG
hr Met d uSe

AAAAAGCCCA

AACATATGGT
ysHi sMet Va

AGAAATGAAT
ArgAsnG uC

TTTACAATCA

nLeud nSer

TTCTTCTGAA
al LeulLeulLy

AGCAAGAAAG
SerLysLysV

TTTGGATCCA
sLeuAspPro

AGAATTGCAG
| UASNCysAr

CTCTTGGEAAT
LeuLeud uT

TATAGTGAAT
rileval Asn

TGACAAATGA

GCAATTTTTA
| d nPhelLeu

GITATTTGGC
ysTyr LeuAl

GATCTGAAAA
AspLeuLysA

AATGAGGTAT
sMet ArgTyr

TCAGTCGITG
al Ser ArgCy

TGTCTATTAC
CysLeuLeuG

GAAAAACCTA
gLysLysLeu

ATCTTAATCC
yr LeuAsnPr

GAATATGCCT
d uTyr Al aP

GAAACAAAAT

TCAGGAAAGT
Serd yLysT

TCTTAGCAAG
aLeuSerLys

GGACCATTCC
rpThril ePr

TTCACATCCC
PheThr Ser H

GGICCTTTGA
r gCysPheAs

ACCCAAAAAG
Thr d nLysG

TTTCAGGAAA
sPheArgLys

AAAGTAAAGA
| nSerLysd

GAACGCTCTGA
d uAl aLeuA

AAACTACAAA
0AsnTyrLys

TCCTACTGCA
heLeulLeud

TCCATTTTGG

CTTTTTTATT
pPhePhel | e

AAATTGCAGA
lull eAl ad@

TACACAGAAC
Tyr Thrd uL

GAGTCAATTA

uSer d nLeu

GAGCAGATAG
r gAl aAspAr

GATGCTACCA
AspAl aThr T

GCAAAACTCA
nd nAsnSer

CCAACATTAT

3716
1239

3766
1256

3816
1272

3866
1289

3916
1306

3966
1322

4016
1339

4066
1356

4116
1372

4166

R1281K


https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2762&page=sequence&seq=cDNA&ancre=2762&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2762&page=sequence&seq=cDNA&ancre=2762&prot=1

LysLysProM et Thr Asnd

TCTGAGITGT
eLeuSer Cys

TAAAAAAACA
euLysLysd

TATCCAGGTC
Tyr Prod yP

AGAGCTAGAT
nd uLeuAsp

ATAGATCCTT
snAr gSer Ph

AGCACACTTT
Ser Thr LeuP

CAAGGCCAAA
sLysAl alLys

TCTGGCACAG
euTr pH sSe

CGTCGTICTAA
Ar gArgLeuT

CTAAAGCCCA
LeuLysPr oA

ACTCCGAGAG
nLeuArgd u

CTTATTTCTT
roTyr PhelLe

CAAGATTCCA
G nAspSer L

CAGGGGACAG
eArgd ydn

TCTATCTGGG
heTyr Leud

ATAGAGCAGT
Il edud nT

TGGGGATGIG
rd yAspVval

CTGGTCAGGC
hrd yd nAl

uLysd nAsn

ACTCCAAGTT
snSer LysLe

GTCTTGCAAT
Val Leud nP

GGCCTCCCTC
uAl aCysLeu

AACTAATAGA
ysLeul | ed

TACAAGCGCA
Tyr LysAr gM

CAAAAGGAAG
yLysSArgLys

ACTTTGATAA
yr PheAspLy

TGGAAAAAAA
Tr pLysLysA

TGAAGGCAAG
ad ud yLys

Ser | | eLeuA

AATTCAACCA

ull ed nPro

TTGTAGGACT
heval d yLe

CTGITCTGGC
LeuPheTr pP

AAAGTATGTT
uLysTyr Val

TGTGCAGGTC
et CysArgSe

GGTCTAAACA
A yLeuAsnS

AGCACAAAAT
sAl ad nAsn

ATGAAGTCAA
snd uVal Ly

CTAATCTCTG
Leul | eSerV

| aAsnl | el |

CTTACCACGC
LeuThr Thr L

AAGTCATCAA
uSer H s@ n

CAGAAAATCA
rod uAsnG

TCATCCTTAA
Ser Ser LeuA

CAAGCAGGCA
rLysd nAl a

GTATTGITCA
erl | eval H

ACAAATTCCC
Thr AsnSer L

AGACCTCCTG
SsAsplLeulLeu

TAGAATATGG
alduTyrd

1389

4216
1406

4266
1422

4316
1439

4366
1456

4416
1472

4466
1489

4516
1506

4566
1522

4616
1539

S1473N

V1512M VI1512A


https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2760&page=sequence&seq=cDNA&ancre=2760&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2760&page=sequence&seq=cDNA&ancre=2760&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2757&page=sequence&seq=cDNA&ancre=2757&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2761&page=sequence&seq=cDNA&ancre=2761&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2757&page=sequence&seq=cDNA&ancre=2757&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=44&Id_mutation=2761&page=sequence&seq=cDNA&ancre=2761&prot=1

AACAGAGGAA
yThrd ud u

TCAGAAGT GG
euArgSerd

ATTGAAGGCC
Il edudyP

ACCTGTAGIT
CTCTATTCTC
ATTTTGCTTT
ATATGCCTAC
TTTAAATATG
CACTGGTCAC
CAATTCCTTT
ATTTAAATAA
AGATCCACAC
ATGTGGAAGG
AACACACACA
GIACCCCTTG
AAAAAATAAA
TTTACAGGTG
GCCTTATCTC
CCATTCATTA
ATCCTGTITCT
CCTCCTATTC

AAAATAAAAA
Lysl | eLysl

TAGGAACATA
yArgAsnll e

CTCTGGCATA
roLeuAl aTy

CAAATACGTT
ATGGCACTTT
TGCCTCCCTG
CCGCAGAGCT
CATTTTCAGA
ATCATAACTG
TATAAGTTTT
GATGAATGTA
CAGAGTTCTA
TAAATATATT
CACACACACA
CCCTTCTCCC
GTAATCATAA
AATCTCTTCC
CACCTGITTC
CCCTCTTTGT
CTCTGITGAG
TGATTTGTCA

TACCAGTAAT
| eProVval I |

GAAAGAGTGT
d uArgval S

TGATATAGAA
rAsplledu

TATTTATATC
CATAACATTA
AATGAATTAC
TGGCACAAAG
CTCAAATAAT
TCTATAGEEC
CTAAATTATT
AAAGAGAAAG
TTTACCTCAT
GITCCCCATC
CACACACACA
AGCTCATTGC
ACTTGAACTC
TTTAAGCCAT
TTAGATCCCA
TCCCTTTACT
ATTGCCTTAT
TTCACAACTG

ATCTGTTTAT
eSer Val Tyr

CTTTCTACCT
er PheTyr Le

GTAATTTAAG
Val I | eSt op

TTTATGATTT
TGGCTAACCT
AAGCCTTTTT
TGGAGTCAAT
TAAGAAGTTT
AATAAAATCT
TCTTCACTGT
CTTATTGGAC
CTTGGTATCA
CACCACATAA
CACACACACA
TCCAGGAGAG
TCTCCATTCT
TTTTGICTCC
TCTCCCCTGCG
TCTCAACCTG
TTCCATCTAA
ATTTCAAGAG

TCAGGTCCAC
Ser d yProlL

AGGATTTTCC
ud yPheSer

ACAATACATC

TATTCTCTCT
CTAATTACAG
AAGATATGAA
CTTTTAATGT
CATTGATATC
GIGITTAAACT
GACAGCAAAG
TCAAACCCAC
ATAAAAACTT
CACTCTCCCC
CACACTCCTT
AGAAGAGITC
CTTGTTCCCA
TGTGAATACA
CTTATTTTTT
TGCTATATAC
CATTCTCTCT
TCACCTTCAC

4666
1556

4716
1572

*11

*61

*111
*161
*211
*261
*311
*361
*411
*461
*511
*561
*611
*661
*711
*761
*811
*861
*911



CAGGAAGTCT TCCTTGACCA CCATCATTCC TGCCTGATTA GAGGGECTTCC *961

TCATGGTAAT ATGIGITCTC AAGTTTTCAG TGICAAGGAA TGCCATCCCA * 1011
GAAGCTCATT CTCAGATGCA CAACAGCCAG AACAGICTCA AGCAGCATTC *1061
TAGAGCTTGG AATTTAAGAA CTACGCCATTG CCTATAAAGT GAAACATAGG *1111
CTAATATAGA TTAAATTGAA TATTGAATAA AAAATATATT TATTTATCCA *1161
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