2Vers

cDNA + Protein -

ATA

PLCG2 (NM 002661.5) - 2024- 05- 19

AGAAGTAGCG AGCGCCGECG GCEGAGEECG TGAGCGECELC TGAGTGACCC - 132

GAGICGEGAC
CAGGCGGEECA
GATTCCTTCC

TAGATTCCCT

al AspSer Le

CTGGGGACGG
Leud yThrV

GAGAACCGTC
gAr gThr Val

CCGCTGACAA
hr Al aAspLy

CGCCCAGGGA
ArgProQ yL

GAAAGAAGAC

GCGEEECTAECG CECGLCCEEAC
GCTGTGCCCG GECGECACGG
TTCTCCCTGG AGCGGCCGAC

TGCGGAATAT GAGAAGAGCC

uAl ad uTyr d uLysSerG

TGATGACTGTI GITCAGCTTC
al Met Thr Va | PheSer Phe

CAGGTGATCA TGGAGACGCG
AdnValll eM etd uThr Ar

GATCGAGEEC TTCTTGGATA
sl ed udy PhelLeuAspl

AGAACTCCAA AGATTTCGAG
ysAsnSerLy sAspPhed u

TGCTGCTTCA CCATCCTATA

CCCGGAGCCC

CCAGCTTCCT

AATGICCACC
Met Ser Thr

AGATCAAGAG
I nll eLysAr

CGCAAGTCCA
ArgLysSer T

GCAGGTGGECC
gd nVval Al a

TCATGGAAAT
leMet G ul |

CGAGCAAAAG
Ar gAl aLysA

TGGCACTCAG

AAACCCGGGG
GATTTCTCCC
ACGGTCAATG
Thr Val AsnV

ACCCCTGGAG
gAl aLeud u

CCCCCGAGCG
hr Prod uAr

TGGAGCAAGA
Tr pSer LysT

AAAAGAAATC
eLysQulle

CAGITCGCCA
| aval Argd

TTCGICCTCA

-82
-32
19

69

23

119
40

169
57

219
73

269
90

319

&
<

—
<

o
@


https://infevers.umai-montpellier.fr
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2715&page=sequence&seq=cDNA&ancre=2715&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2715&page=sequence&seq=cDNA&ancre=2715&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2937&page=sequence&seq=cDNA&ancre=2937&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2235&page=sequence&seq=cDNA&ancre=2235&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2937&page=sequence&seq=cDNA&ancre=2937&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2235&page=sequence&seq=cDNA&ancre=2235&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2078&page=sequence&seq=cDNA&ancre=2078&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2078&page=sequence&seq=cDNA&ancre=2078&prot=1

nLysd uAsp

GCACGCTCAG
er Thr LeuSe

TCTGGCTTGA
Serd yLeuL

CATTATCGAG

rilelleG@u

GAAGAAACAG
r gAr gAsnSe

AACTTTAAAG
AsnPhelLysV

AGGAGCACAC
ed yAl aHi s

AAAAACTTAT
ysLysLeuMe

GATTCGTCCG
AspSer SerV

TGTTTACCTG
aVal Tyr Leu

CysCysPheT

CTTGGCAGCT
r LeuAl aAl a

AAATCTTACA
ysl | eLeuH

AGTTGCCTCGA
Ser Tr pLeuA

CATCAGICTC

ril eSerLeu

TGAGCAGTGC
al Ser Ser Al

AAAGATGAGC
LysAspd uL

GITTGAACAG
t Phed ud n

TGITCATCCT
al Phel | eLe

CATGACTTCC
H sAspPheG

hril eLeuTy

GACTCTAAAG
AspSer LysG

CCAGGAAGCG
sd nd uAl a

GAAAGCAGAT
rgLysd ni |

CGAGAGTTGA
Argd uLeulL

CAAGITCCTT
aLysPhelLeu

TCAGCTTTGA
euSer Phed

CAAAAATCGA
d nLysSer |

GGEGAACACT
ud yAsnThr

AGAGGTTTCT
I nAr gPhele

rdyThrd n

AGGATGCAGT
| uAspAl aVa

ATGAATGCGT
Met AsnAl aS

ATATTCTGIG
eTyr Ser Val

AGACCATCTT
ysThrll eLe

AAAGATAAGT
LysAspLysP

ACAGTTCCAT
ud nPheH s

TTCTCGATGA
| eLeuAspd

GACAGECCGG
AspAr gPr oA

CATACATGAA
ull eHi sG@ u

PheVal LeuS

TAACTGGCTC
| AsnTr pLeu

CCACGCCCAC
er Thr ProTh

GATCAAACCA
Aspd nThr A

GCCCCTGATC

uProLeul | e

TTGICGAAAT
heval d ul |

CTCTTCTATA
LeuPheTyr L

ATTCAAAAAG
uPhelLysLys

ATGCCTCTGC
spAl aSer Al

CAGCAGGACGC
d nd nd uH

107

369
123

419
140

469
157

519
173

569
190

619
207

669
223

719
240

769
257

H193Q



https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2938&page=sequence&seq=cDNA&ancre=2938&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2938&page=sequence&seq=cDNA&ancre=2938&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2079&page=sequence&seq=cDNA&ancre=2079&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2079&page=sequence&seq=cDNA&ancre=2079&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2467&page=sequence&seq=cDNA&ancre=2467&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2467&page=sequence&seq=cDNA&ancre=2467&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2236&page=sequence&seq=cDNA&ancre=2236&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2236&page=sequence&seq=cDNA&ancre=2236&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2547&page=sequence&seq=cDNA&ancre=2547&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2080&page=sequence&seq=cDNA&ancre=2080&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2547&page=sequence&seq=cDNA&ancre=2547&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2080&page=sequence&seq=cDNA&ancre=2080&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2232&page=sequence&seq=cDNA&ancre=2232&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2232&page=sequence&seq=cDNA&ancre=2232&prot=1

ATTGGGCTCA
i sTrpAl ad

GATGACACCA
AspAspThr M

CCTCACGTAC
eLeuThr Tyr

ACGCGGTCGA
spAl aVal As

TCCTCGTCAC
Ser Ser Ser H

GTCCCCAGAA
rSer ProG u

AACTGGACTG
| uLeuAspCy

TGGACGCGGA
TrpThr ArgT

AGACCACCCC
SAspHi sAl a

GGATCTGAAC
nAspLeuAsn

TGCGTGAAAC
et Argd uTh

CTGITTTCAC
LeuPheSer A

CATGCAGGAC
pMet A nAsp

ATAACACGTA
i SAsnThr Ty

GCTTACATCC
Al aTyrll eA

CTGGGACGGG
sTr pAspG y

CTACCAAGAT
hr Thr Lysl |

TTTGITACCT
PheVval Thr S

AAAGTCCGTG
LysVal ArgG

TGCTGAGCCT
rAl ad uPro

GAGAAAACAG
r gd uAsnSe

ATGAACAACC
Met AsnAsnP

CCTTACAGGT
rLeuThrdy

GCTGCCTCCG
rgCysLeuAr

CCCGATGGGA
ProAspd yL

CAAGTTTGAC
eLysPheAsp

CGAGCTTCCC
er Ser PhePr

AGCGGATGAC
| uAr gMet Th

TTCTTGITTG
PheLeuPheV

CATCTGGGAT
rileTrpAsp

CCCTGTCTCA

roLeuSer Hi

GACCAGCTGC
Aspd nLeuA

CATGGCCTGT
gvet d yCys

AGCCGGTCAT
ysProVval | |

GACGTCGTGC

AAAGTTCATT
rLysPhell e

TGGATGAGIT
al Aspd uPh

GAGAAGTATG
d uLysTyrA

TTACTGGATC
sTyrTrplle

GGAGCGAGTC
rgSer @ uSe

CCCTGCATTG

819 R268W

273

869
290

919
307

969
323

1019
340

1069

ArgCysl| eG 357

CTACCATGGC
eTyrH sy

AGGCCATCAA

1119
373

1169

AspVal Val G | nAl al | eLy 390

AGTGATCCTG TCCATCGAGG 1219 A393T

oVal I | eLeu

Serl | ed uG 407


https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2233&page=sequence&seq=cDNA&ancre=2233&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2233&page=sequence&seq=cDNA&ancre=2233&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2965&page=sequence&seq=cDNA&ancre=2965&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2965&page=sequence&seq=cDNA&ancre=2965&prot=1

AGCACTGCAG
| uH sCysSe

GTATITGCCG
Val Phed yA

GCTGCCCTCG

nLeuPr oSer

AGCTGEECCC
ysLeud yPr

GAACACAAGC
d uHi sLysG

ATGGACTCGG
sTrpThrArg

ATGACATTGA
spAspl | ed

ACAGAACTAC
Thr d uLeuH

GACGAGTGCC
gThr Ser Al a

AGGATGGCAC

CGTGGAGCAA
rval d u@ n

ACCTGCTGIT

spLeulLeuLe

CCCAGCCAGC
ProSerd nL

CCGAGGCGAT
0Ar gd yAsp

AACAGGGCGA
I nd nd yd

CACTACTGCG
H sTyr CysA

ACAGACTATG
ud nThr Met

ATTTTGGGGA
i sPhed yd

GAGAAGTTGC
d uLyslLeulL

CTTCCTGGTT

CAGCGTCACA

TGGCCAAGEC

d nArgHi sM et Al aLysAl

GACGAAGCCC
uThrLysPro

TGCGCCGAGAA
euAr gd uLy

GTGGATGTCA
Val AspVal A

GCTGIACATG
uLeuTyr Met

CCATTGCCGA
| al | eAl aAs

GAGGAGGAAG
d ud ud uv

GAAATCGTTC
uLysTr pPhe

TGCAGGAATA
eud nd uTy

CGGGAGAGCG

ACGGAGGCCA
Thr d uAl as

GATCATCATC

sllellelle

ACATGGAGGA
snMet G uAs

TGGGATTCCA
Tr pAspSer |

TGCCAAGCTG
pAl aLysLeu

TGCCCCAGRA
al Prod nAs

CACAAGAAGG
Hi sLysLysV

CTGCATGGAG
rCysMetd u

AGACCTTCCC

CTTCAAGGAA
aPheLysd u

GTGCTGACCA
er Al aAspd

AACCATAAGA
LysHi sLysL

CAAGAAGGAC
pLysLysAsp

TTGACCAGAA
| eAspd nLy

TCCTTCAGTG
Ser PheSer A

TATACCCCCT
pl | eProPro

TGGAGAAGAG
al d uLysAr

ACGGGGGGECA
Thrd yd yL

CAATGACTAC

1269
423

1319
440

1369
457

1419
473

1469
490

1519
507

1569
523

1619
540

1669
557

1719

i
(=)
o
—

N571S



https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2939&page=sequence&seq=cDNA&ancre=2939&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2939&page=sequence&seq=cDNA&ancre=2939&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2237&page=sequence&seq=cDNA&ancre=2237&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2237&page=sequence&seq=cDNA&ancre=2237&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2077&page=sequence&seq=cDNA&ancre=2077&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2077&page=sequence&seq=cDNA&ancre=2077&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2234&page=sequence&seq=cDNA&ancre=2234&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2234&page=sequence&seq=cDNA&ancre=2234&prot=1

ysAspd yTh

ACCCTGTCCT
Thr LeuSer P

CACCATGGAG
rThrMet G u

TCAGCAGCAT
heSer Ser | |

TGCGCCGAGT
CysAl ad uP

CCACGAGTICC
oHi sd uSer

AGGACATCCT
| uAspMet Le

CGAGAGGGGA
Argd ud ys

AAAGCATTGT
| LysHi sCys

CCGCCTATTT
er Al aTyr Ph

r PheLeuVal

TCTGECGGTC
heTr pAr gSe

GGCGGGACCC
G ydyThrL

CTATGCCCTC
eTyr Al aLeu

TCGAGCTGCG
hed ulLeuAr

AAGCCGTGGT
LysProTr pT

GATGAGGATT
uMet Argll e

GCGACTCCTA
er AspSer Ty

CGCATCAACC
Argl | eAsnA

TGAGAGICTG

ed uSer Leu

Argd uSer G

AGCCCGEGTC
rd yArgVval

TGAAATACTA
euLysTyr Ty

ATCCAGCACT
Il ed nH sT

GCTCACGGAC
gLeuThr Asp

ACTATGACAG
yr Tyr AspSe

CCCCGGCGACG
Pr oAr gAspG

TGCCATCACC
rAl alleThr

GGGACGGCCG
r gAspd yAr

GTGGAGCTCG
Val d uLeuV

| uThr PhePr

CAGCACTGCC
A nHi sCysA

CTTGACTGAC
rLeuThr Asp

ACCGCGAGAC
yrArgd uTh

CCTGTGCCCA
Pr oVal Pr oA

CCTGAGCCGEC
rLeuSer Arg

GGGCCTTCCT
| yAl aPhelLe

TTCAGGCECTA
PheAr gAl aA

GCACTTTGTG
gHi sPheVal

TCAGTTACTA
al Ser Tyr Ty

OAsSNnAspTyr

GGATCCGCTC
rgll eArgSe

AACCTCACCT
AsnLeuThr P

GCACCTGCGEC
rH sLeuArg

ACCCCAACCC
snPr oAsnPr

GGAGAGGCAG
d yd uAl aG

GATCCGGAAG
ul | eArgLys

GGGGCAAGGT
rgd yLysVa

CTGGGGACCT
Leud yThr S

CGAGAAGCAT
rd uLysHi s

573

1769
590

1819
607

1869
623

1919
640

1969
657

2019
673

2069
690

2119
707

2169
723

&
©
N
0

del _Exonl19 5.9kb del Exonl9 4. 8kb

del _Exon20-22

S707Y A708P E721K



https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2940&page=sequence&seq=cDNA&ancre=2940&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2940&page=sequence&seq=cDNA&ancre=2940&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=1569&page=sequence&seq=cDNA&ancre=1569&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=1568&page=sequence&seq=cDNA&ancre=1568&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=1569&page=sequence&seq=cDNA&ancre=1569&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=1570&page=sequence&seq=cDNA&ancre=1570&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=1570&page=sequence&seq=cDNA&ancre=1570&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2812&page=sequence&seq=cDNA&ancre=2812&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2812&page=sequence&seq=cDNA&ancre=2812&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=1245&page=sequence&seq=cDNA&ancre=1245&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2570&page=sequence&seq=cDNA&ancre=2570&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2178&page=sequence&seq=cDNA&ancre=2178&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=1245&page=sequence&seq=cDNA&ancre=1245&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2570&page=sequence&seq=cDNA&ancre=2570&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2178&page=sequence&seq=cDNA&ancre=2178&prot=1

TCACTCTACC
SerLeuTyr A

GGAGCGCTAC
uG uArgTyr

GAATGTATGT
rghet Tyr Va

GTGAAAGCTC
Val LysAl aL

CTGCCGTGGT
eCysArgdy

GGAAAGGAGA
rpLysd yAs

GTCGAGGACA
Val d uAspl

TGAAGACAAT
ed uAspAsn

CCTATAACGT
hr Tyr AsnVa

GAAAGATGAG
rgLysimet Ar

AATATGGAAA
AsnMet G UA

GGATCCCAGT
| AspPr oSer

TGTATGACTA
euTyr AspTy

GCCCTCATCC
Al aLeul | eH

CTATGGAACC
pTyrd yThr

TCTCAACTGC
| eSer Thr Al

CCCTTAGEGT
ProLeud yS

CGTGAAAGCC
| Val LysAl a

ACTGCCCTAC
gLeuAr gTyr

GAGATATAAA
r gAspl | eAs

GAAATCAATC
d ul | eAsnP

CAAAGCCAAG
rLysAl aLys

ACAATGICTC
i sAsnVal Se

AGGATCCAGC
Argll ed nG

AGACTTCGAG
aAspPhed u

CTCITTGCAG
er LeuCysAr

CCTCAGGGAA
Prod@ nd yL

CCCGTGACCC
ProVval Thr P

CTCCCTCTAC
nSer LeuTyr

CGTCCATGCC
r oSer Met Pr

CGAAGCCATG
ArgSer AspG

CAAGGAGCCC
rLysd uPro

AGTACTTCCC
| nTyr PhePr

GAGCTAGAAA
d uLeud uL

AGGAATATTG
gd yllelLeu

AAAACCAGAA
ysAsnd nLy

CCGAGCTCCT

rod uLeulLe

GACGTCAGCA
AspVal Ser A

TCAGAGAACC
od nArgThr

AGCTGAGCTT
| uLeuSer Ph

GGGGEECTGGET
adydyTrpT

ATCCAACTAC
oSer AsnTyr

AGCAGATTAT
ysAnllell

GACCTCAATA
AspLeuAsnT

GICCTTTGIC
sSer PheVal

2219
740

2269 Rr4z2C
757

2319
773

2369
790

2419 N798s
807

2469
823

2519 EB833K
840

2569 L845_L848del

L848P

857

2619
873


https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2873&page=sequence&seq=cDNA&ancre=2873&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2873&page=sequence&seq=cDNA&ancre=2873&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2119&page=sequence&seq=cDNA&ancre=2119&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2119&page=sequence&seq=cDNA&ancre=2119&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=1645&page=sequence&seq=cDNA&ancre=1645&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=1645&page=sequence&seq=cDNA&ancre=1645&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2571&page=sequence&seq=cDNA&ancre=2571&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=1822&page=sequence&seq=cDNA&ancre=1822&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2571&page=sequence&seq=cDNA&ancre=2571&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=1822&page=sequence&seq=cDNA&ancre=1822&prot=1

TTCATCCTGG
Phel | eLeuG

AGACAGGGTG
r AspAr gVal

CCTGGAAGAT
hr Tr pLysl |

CAGTCCATCG
A nSerll eA

CAGCAAAACC
r Ser LysThr

CCTTTGTGGA
er Pheval d

CTCCTGAAGT
LeuLeuLysT

AAGAGTTGAC
nAr gVal Asp

CTCAGATGGT
er d nMet Va

AATCACGCAT

AGCCCAAGCA
| uProLysd@d

GAGGAGCTCT
d ud uLeuP

TGACACCAAG
eAspThrLys

CCATCGAGCT
| all ed uLe

AAGGACAACT
LysAspAsnL

GACGAAGGCT
uThr LysAl a

ACAATCAAAA
yr Asnd@ nLy

TCTTCAAACT
Ser Ser AsnT

GGCACTCAAT
| Al aLeuAsn

TGITTTCTCT

GCAGGCGCGAT
nd nd yAsp

TTGAGIGGIT
hed uTr pPh

GAGAACAACA
d uAsnAsnM

CTCTGACCTG
uSer AspLeu

TAGAAAATCC
eud uAsnPr

GACAGCATCA
AspSer | el

GGGCCTGACC
sd yLeuThr

ACGACCCCTT
yr AspPr oPh

TTCCAGACGG
Phed nThr A

CAATGEECEC

CCTCCGGTGG
Pr oProVval G

TCAGAGCATC

ed nSerlle

TGAAGTACTG
et LysTyr Tr

GTTGICTACT
Val Val Tyr C

TGACTTCCGA
0AspPheAr g

TCAGACAGAA
| eAr gd nLy

CGCGTCTACC
ArgVal Tyr P

CCCCCTCTGG
eArgLeuTrp

CAGATAAGTA
| aAspLysTy

ACGGECTACG

AGTTTGCCAC
| uPheAl aTh

CGAGAGATCA
Argd ull eT

GGAGAAGAAC
pd uLysAsn

GCAAACCAAC
ysLysProTh

GAAATCCGCT
A ul | eArgs

GCCCGTCGAC
sProVal Asp

CAAAGGGACA
roLysd yd

CTGTGCGGTT
LeuCysd ysS

CATGCAGATG
r Met A nMet

TTCTGCAGCC

2669
890

2719
907

2769
923

2819
940

2869
957

2919
973

2969
990

3019
1007

3069
1023

3119

8
1
o
o

L1012V


https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2489&page=sequence&seq=cDNA&ancre=2489&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2489&page=sequence&seq=cDNA&ancre=2489&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2657&page=sequence&seq=cDNA&ancre=2657&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2657&page=sequence&seq=cDNA&ancre=2657&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2954&page=sequence&seq=cDNA&ancre=2954&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2954&page=sequence&seq=cDNA&ancre=2954&prot=1

AsnHi sAl aL

TGAGAGCATG
od uSer Met

GGAAGATCCT
rgLysllelLe

CCCAAACTTG
ProLysLeuG

TGGAGCCGAG
s@yAl ad u

ATGGECCTCAG
snd yLeuSe

ATTTATGACC
Il eTyr AspP

TATGTTCAGC
pMet PheSer

CAGTCAAATC
| aval LysSe

GACATAGAGC
Aspl | ed uL

euPheSer Le

AGGACAGAGA
ArgThrd uL

GATGACGCTG
uMet Thr Leu

GACGAAGTAT
| yArgSerl |

TATGACAACA
Tyr AspAsnA

CCCTATCTGG
rProlleTrp

CAAACCTGGEC
r oAsnLeuAl

GATCCCAACT
AspPr oAsnP

ACGATTCAGG
r d yPheAr g

TGGECTTCCCT

euAl aSer Le

uAsnd yArg

AATATGACCC
ysTyr AspPr

ACAGTCAACG
Thr Val LysV

TGCCIGICCC
eAl aCysPro

ACAAGTTCAA
snLysPhelLy

GCTCCAACAC
Al aProThr G

ATTTCTGCGC
aPhelLeuArg

TTCTTGCTCA
heLeuAl aHi

TCCGITCCTC
Ser Val ProL

CCTGGITTTC
uLeuVal Phe

Thrd yTyrV

GATGCCACCC
oMet Pr oPr o

TTCTCGGTGC
al Leud yAl

TTTGTAGAAG
PheVval d uVv

GACGACGGTT
sThr Thr Val

AGGAGAAGGT
| n@ uLysVa

TTTGTGGTTT
PheVval Val T

TGCCACTTAC
SAl aThr Tyr

TGAAGAATGG
euLysAsnd

TGTGAGATGC
Cysd uMet A

al Leud nPr

GAGTCCCAGA
d uSer d nA

TCGCCATCTC
aArgHi sLeu

TGGAGATCTG
al d ulleCy

GTGAATGATA
Val AsnAspA

GACATTTGAA
| Thr PheQ@ u

ATGAAGAAGA
yr d ud uAs

CCCATTAAAG
Prol |l eLysA

GTACAGCGAG
yTyrSerd u

GGCCAGTCCT
rgProVval Le

1040

3169
1057

3219
1073

3269
1090

3319
1107

3369
1123

3419
1140

3469
1157

3519
1173

3569
1190

C1082R

A1130S

ML141K

11175K


https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2658&page=sequence&seq=cDNA&ancre=2658&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2658&page=sequence&seq=cDNA&ancre=2658&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2231&page=sequence&seq=cDNA&ancre=2231&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2231&page=sequence&seq=cDNA&ancre=2231&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2880&page=sequence&seq=cDNA&ancre=2880&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2880&page=sequence&seq=cDNA&ancre=2880&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2659&page=sequence&seq=cDNA&ancre=2659&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2659&page=sequence&seq=cDNA&ancre=2659&prot=1

GGAGAGCGAA
ud uSerG u

AAGAAGAACT
| nd ud uLe

CGCAATGCCA
Ar gAsnAl aA

CCAGCTCCAG
nd nLeud n

GAGTCAGCAA
r gVal Ser As

GGTATTGIGT
TTCACACTCT
CATCAAGGAC
TATTATTTTC
TTCCCCAAAA
TGAATAAAAG
CTGTGCAGTG
TGATCCAGGT
TATTCATGAG
AAGGGCCCAA
ACTTTAACTA
TGATGGCGATC

GAGGAACTTT
d ud uLeuT

GAACAACCAG
UAsnAsnd n

ACCGGGATGC
ShAr gAspAl

CTGTACCAGG
LeuTyrd nG

CAGCAAGTTT
nSer LysPhe

GTGIGCGCAT
GGGAAGACGC
ATTTCTTAAG
ATCTTGGACA
TGTGCTCCTC
CAATGAAAAC
AACAGGATTT
AACTGATGIC
ATTCTGAAAA
AGAGAAGCCC
CCACCGEECTG
TGTITCATTAA

ACTCCTCCTG
yr Ser Ser Cy

CTCTTTCTGT
LeuPhelLeuT

CCTGGTTAAA
alLeuVval Lys

AGAAATGCAA
| uLysCysAs

TACTCATACGA
Tyr Ser St op

GIGIGITTGC
TAATCTGTGA
ACCCAACTGG
ACTTTCTTAA
ATTTTTGECC
CTTGATCAAT
CTTTTCTGEC
CATGGAGGAT
GGATTTTAAC
TACCCACAGG
CCTGCTGCAG
GACAATTTCT

TCGCCAGCTG
SArgd nLeu

ATGACACACA
yr AspThr Hi

GAGITCAGTG
d uPheSer Vv

CAAGACGTTA
nLysArglLeu

AGCTGGGGTA

ATGTAGGAGA
CATCTTTTCT
CATGAGITGG
CTTATATTCT
TCTCATGITC
TAAGCCTTCT
CAAGAAGATT
GAGCTGGAAA
TCAAAGGCAA
CAGCCTCGCTC
TCCACAAGAA
AATTAATGCGT

AGGAGGCGEEC
Ar gAr gArgG

CCAGAACTTG
sd nAsnlLeu

TTAATGAGAA
al Asnd uAs

AGAGAGAAGA
Argd uLysA

TGTGIGTAAG

ACGTGCCCTA
TCAAGCCTCGC
GGTAATTTCC
TTATAGAGGA
CAAACCTCAT
GITGCACGAC
CTACCTCTAA
TGTAAGAAAC
ATGATTCCAT
AGITCAATGT
AATGGECTGAG
GACAGCTTGT

3619
1207

3669
1223

3719
1240

3769
1257

*21

*71

*121
*171
*221
*271
*321
*371
*421
*471
*521
*571
*621

*35T>C


https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2113&page=sequence&seq=cDNA&ancre=2113&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=14&Id_mutation=2113&page=sequence&seq=cDNA&ancre=2113&prot=1

TTTGIGACTA
GITTTAAAAA
CTCACTTGCC
TCCCTCATGG
GICCACAGCT
ACAAAAGITA
AGCAGCAAGC
TTCAAATGCA
ATGTGCGGCT
ATACCAATAA
GGAAGGGAGG
GCTGATGGEA
AGAACAAACC
TAGAAACCCA
TGCATGTACT
GATCCTTCTG
GCCAAATACA
GIGGGTCTCA
TACCTCGCTT
GCCTGITATC
TATTTTATTT
AGATGTTCAA
TGAGIGCTCC
TAGCCACCAG
ACGCTCTGITA
CTCCTTTCAG
CTGCATCCCC
CTGACATATG

GAGITACTGG
GCCCATCAGA
CCTGECTCTG
CCCTACTGAA
CTCCACAGEC
GGITGATGEC
TGAGCTTTAA
GCCATCTCCC
GGCCAGGECT
TGTAATATGG
TGGITGGTAG
AAAGGAGTGT
AGCAGTAAGC
TCTGACCCTC
GCTGAAAAGC
GICCCTTCAC
GI'GCCAAGAT
TCAATCATCT
GAAGCCAGGA
TGGIGCTATC
GGCAGICAGC
AGCAACTTTC
AGGCACTCTG
AACCTATTTA
GGACTTCCAC
CTCCTCACTT
TTTCTGCCCA
GCGCCATAGG

GATGGAGGGT
GAGACCAGAG
CCACCTCCTG
CTGCECTGCEA
AAGAGGTCAA
GAAATGICTC
TGGGCTAAGC
TTGGGCCAGA
TTACACCTCT
CTTTTTAAAG
AGTCACAACT
AACTGTGAAA
CTGATGITTG
CTCTTGITAC
AGGGCAGAAC
TCTACAAAAA
TTGECEEGTGT
CCATCCACAA
ACACAGGGAA
ACTCCAGITA
AACTGAAGAA
AAGAAAGCCT
TAGCCAGGEEC
TTGCACCTGG
ACAGCAGACC
CATTCTACTT
AATGCGTTTT
AAGCAGAAGC

AGGAATCTTG
CCGTGCTGCA
GGAGCCTCTG
GCCTGCCTGA
CTCCTCCTTG
TGGGITACCC
ATTAGGGTGT
TCTACCTAGT
GCATCTTAAG
GAGAGGAGAG
TCTCAATGAG
AACGATGCECT
ATGIGGATGG
CCGAAATGCT
AAATCAGGCT
CTTACTGATC
GGATGITTAA
GCTCCTAAAA
CAGCAGICTG
CTCCTCCAAC
AGAACATTCC
AGGTGAGAAA
CCCATTAGCC
CATCTCCCCC
TCAGGTGITG
TAAAGCCACA
TTGCTACCAT
TAAGCCTCTC

GCCCCTCTTT
GGGEGECAGGTT
GCCCCACTAG
ATGECCCTTG
AAAGAGGTAG
AGTCTTCTGG
TACAGAAAAT
TCATGACAGT
TTGTTAATAC
TCCTGEGTTG
TGAATTTACA
GIGGTGEEEA
AACTGECCCC
GGCCTTAGTA
CTGACCAGAA
ACCTCCACAT
ACAAAAAGCT
GAAAGCCATT
GCCAAGGAAG
TGGGAGCTCC
TCTTAGTGCEC
GGCACTGGEA
TTTGECCAGG
AACCCCTCTC
CTGICATTAC
GIGCTAAGGEC
ATCAAAGAAC
TCCAGCTGCT

*671

*721

*771

*821

*871

*921

*971

*1021
*1071
*1121
*1171
*1221
*1271
*1321
*1371
*1421
*1471
*1521
*1571
*1621
*1671
*1721
*1771
*1821
*1871
*1921
*1971
*2021



GCTGTGTAAA
AAATGGTCCT
GCTACAACCG
CTGICCTTGA
CTGATTCTCT
TATGIGATGC
GACTGITAAA
TTCTGAAAGA
TATTACACTG
TGGITATTAC
TTTGGGAAAC
CTAGATGIGC
TCTCAGAATC
ACACATTTGA
TCTAATACTT
CCATGCCCAG
CAGAGCTTTC
TTCAGAGCCT
AGAAAATCGCC
TCTAGICTTA
ATATTTGGAA
TGGATTTTCC
GIGGGAGGAA
AGGGGTTGEA
TTGATGTATC
AACGGAAAAT
CAATCTACAT
AAGTGATACA

ATCCATGCGT
GGGAAGAACC
GAATCCACCA
CAGAGTAACA
CAGGAAAGEC
TACATAACTT
GCACAGCCAA
TGGAAGCAGC
TTTTTGITCA
AAGGAAAAAT
TTAGGITATA
AGGAGTGAAA
TTTTTGCCAG
AGACCTACTG
CGTATCCTTT
TGGCCTTTAG
CAAGGAATAC
CATCTTCCTG
CTTTTCTCAC
CTGTAGAGCA
AGTGAAAGAC
AAGITTTTCT
CAGCCTGTAG
AGAATTCAGT
TGTGTGAACA
AGAATTGATG
AGATGAAATA
TTTCCAAAGA

GCCCAAAGAG
CTCTGCCTAA
TGAGAGAGTA
CGITAATCTG
ACACATGGTA
CAGTATCTAG
TCCAGGCCAA
ACTGATAGAT
CCATTTTCCT
AAAGT GGEGCGA
AAAACTAAAT
GGTGTAGAGG
AAGIGICTCA
CTCTATTAAG
GI'GACCTAGT
ATTAAGCTAG
ACAGACTCCA
TTATATTCTT
CTTACAAAAG
TGTCCCAAGG
TTATCAACAG
GGTGGITCCA
ATTTCTGAGT
GATTCTCGCTA
AGGATCAACA
ATGAACTTTG
ATTGTGGAGA
AGITTTACTA

AAGT CAGECEG
AACTGICTCC
CTTTCTTCGG
GITCTTGGTG
TGATGCCTCT
CTGAGACATG
GAAGACTAGT
CAAAACCACC
AAGTGIGTTA
GCCTGGITAG
AAAGTTTTTC
GICTTGITTT
TGGGACTTAT
AAGGCAGCCG
TAAAATCTAA
CCTTACCCCT
GTACTCTCAG
CTCTAAGATT
AAAATATGEC
TGTAAAAATT
GGCACAAATC
AATTTTTTGC
CTCTTAGCAT
TCATAAAGCT
TCTCCATAAA
GCTCAATCTT
AAAGCCCTCT
TGTTTAATAA

ATTATGACAT
TTCTCCTGGT
TTCTTTCCTC
GIGITAGGERA
TCCCAGAGIC
CTTCCTACAT
AACAGGCACA
ACTGCATATG
TTTAGAATAT
GCCTTGIGAG
TACTGTGAGA
CCAAATTCEA
CTATAGTGEA
GACAACATGT
ACTTAAGTCG
GGGAGTATAC
GCGAGCAGTG
CATCTGCCTG
TGTCTCCACC
CAAAATGTGG
TTTTTGCAAA
TTTCAACAAA
GTAACTACAA
TCCGITCCCA
TGAAATTGAA
AAGATGTTAT
TTATCTCATT
TTTAGTGAAA

*2071
*2121
*2171
*2221
*2271
*2321
*2371
*2421
*2471
*2521
*2571
*2621
*2671
*2721
*2771
*2821
*2871
*2921
*2971
*3021
*3071
*3121
*3171
*3221
*3271
*3321
*3371
*3421



TTTGCCCTAT
GGCTTACAGC
GATAGAATTA
AGCGAGAAGT
GGCATTCCTT
AAAAAATGCCEC
AATAACTTAT
AGITTTATTT
TTTATAATGA
AGATTTTCAA
CTGATCGGAT
CGCCAGCGTT
TACCTCACCG
GAGGACGACC
CGAGTACCTG
CTGATCTAGG
GCTAAAAAGG
TTCAACCTGT
TCTAACCAAC
AAATTGGCAT
AAAATATTTT
AATTTCCACA
AACTTGIGIT
GICCTTTGIG
TGITGITAAT
GITTCATCTG

GIGITTATTG
CTTAGGATTA
AATAACATAA
GGTATGAAAA
GCTACTAAAA
CCTGTTCATA
ATTAAGAACC
AAACATGTAG
GAAATTTTAG
AATTCACTTA
GIGAGGCECGA
GATTCGECECTG
CTCCATGIGC
AACCCCGATA
CCCTCCCCTG
GCCACTAAGT
ACCTCAACCC
GIGACATTTA
AAAAAGTTAA
TTAAAAATAC
CTTTTTGAAG
TTTCTTATTT
TCATTATTAA
TACATAGAGA
GIGAAAATTA
AATGAA

ATTCAGCTCA
TAGGATACTA
AAATCAAAAA
TACAAATTCA
ATTGCCTTGT
AAATTTTTAA
TCCTGGECTA
TGTCTACGGT
ATGTCAATAT
AGAGTATCTG
TCTGECTGCG
ATCTGGECTGG
GICCCTCCCG
GAGGAGGACC
CTGGAACCTC
GATGAATTGT
TTTTGACTTT
ACTTTTTGAA
TAATTAGATT
TCAATAATTT
AGCCAGATTC
TTCATTAGCC
ACCTTAATTT
ATTAAGTGAA
AACACCTGTA

ATCCAGAGGA
TATAATACTT
TTTATTAGEC
AGGAGTAAAA
TCCAGGTAAG
AAAGATCATA
AATTTAAAAA
ATGCCAGCAC
AGCAATGTCC
AGCATAAAAT
ACATCTGICA
CTAGGTGEGT
AAGCTGCGCG
GGICTTCGGT
CAAACAAGCT
ATTTGGAAGC
AAAAGGAAAA
CCCAACCGTA
TGGAATTATA
GICCCTGGTT
CAGTGATCCT
CTTAAGAAGC
ATTTTTTATA
TGAGICACAC
TCACATTTTG

AAATTTTAAA
TTGGTACAGA
TAAAATTTTG
GGAAAAGT GG
ACTGATCATA
GTATCTATCA
GTAATACAAC
TTTGCAGCTA
AAGAAGATAG
GITAAGATTG
CCCCATTGAT
GICCCCTTCC
CTCCGTCGAA
CAAGGGTATA
CTCAAGATTG
AAAAAGGATG
TAGCTTAACC
AAAGCTATCT
CAGAATTAGA
TTTAATTTTC
GCCTCTCAGA
TGCATTTGTA
TAAATAGTAT
AGATGITGEC
AAAAATAAAA

*3471
*3521
*3571
*3621
*3671
*3721
*3771
*3821
*3871
*3921
*3971
*4021
*4071
*4121
*4171
*4221
*4271
*4321
*4371
*4421
*4471
*4521
*4571
*4621
*4671
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