GICCCTGACG
ATTAAGACAT

CAAGAGCGCG
rLysSer Al a

TCCTGACTAG
| eLeuThr Se

TGCACTCTCA
CysThr Leul

TGACTTCCAT
eAspPheHi s

AGATTAAGGT
ysll eLysVa

GGGCACTTAG
A yHi sLeuA

TGGAGECGTC
CGGAGTCGA

CGGGTCAAAG

ArgVal LysG

TTTACATAAT
rLeuH sAsn

TTGACAAGIT
| eAspLysPh

AAGCAGCAGC
Lysd nd nP

TTGGAATTAC
| Tr pAsnTyr

ATTATATTCG
spTyrll eAr

ATA

COPA (NM 004371. 4) -

CGAAGGCECAG
GACCTGAGAG

GCCTCACCTT

| yLeuSer Ph

GGGGTCATCC
AdyvallleG

TGATGAACAT
eAspd uHi s

CACTGITCGT
r oLeuPheVa

AAGCTTCGCC
LysLeuAr gA

CACCACGTITT
gThr Thr Phe

CAGGGTGTGT
ATGITAACCA
Met LeuThr L

TCACCCCAAA
eHi sProLys

AGTTATGGGA
| nLeuTr pAs

GATCGTCCAG
Aspd yProV

CTCTGGAGGA
| Serdydy

GCTGICTTTT
r gCysLeuPh

TTTCATCATG

CGGCCCTCEG
AATTCGAGAC
ysPhed uTh

AGACCTTGGA
Ar gPr oTr pl

CTATCGGATG
pTyr Ar givet

TGCGAGGCAT
al Argd yl |

GATGACTATA
AspAspTyrL

CACATTCCTT

eThr LeulLeu

AATATCCCTG

PheHi sHi sG | uTyr ProTr

-31

270
90

320
107

cDNA + Protein

2Vers

2024-05-17


https://infevers.umai-montpellier.fr
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3016&page=sequence&seq=cDNA&ancre=3016&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3016&page=sequence&seq=cDNA&ancre=3016&prot=1

GATTCTGAGT
pll eLeuSer

CTAGAACCTG
er ArgThr Cy

GCTCAGITCC
Al ad@ nPheH

GACTGTGCGC
nThr Val Ar g

CTGGTGCGGT
rod yAl ava

GGAACTACAG
d yThr Thr A

AGTAAACTGG
yVal AsnTr p

CAGATGATCG
| aAspAspAr

GAGGITGATA
d uval AspT

CCACCCTCGC

GCCTCCGATG
Al aSer AspA

TGITTGIGIG
sVal CysVal

ACCCCACAGA
i sProThrd

GTTTGCGATA
Val Tr pAspl

GGAATCGGAT
| A uSer Asp

ATGCAGTGGT
spAl avVal Va

GCTGCCTTCC
Al aAl aPheH

TCAAGTGAAG
gd nVal Lys

CCTGCCGEEG
hr CysArgd

CAAGAGTTIGA

ATCAGACCAT
spd nThrl |

TTAACAGGGC
LeuThrd yH

AGACTTGGTA
uAspLeuVal

TTTCTGGTCT
| eSerdylLe

GTGAGAGGAA
Val Argd vyl

GAAGCATGTA
| LysHi sVal

ACCCCACTAT
i sProThr Ve

ATCTGGCGCA

CCGAGTGTGG
eArgVal Trp

ACAACCATTA
i SAsnHi sTy

GTATCAGCCA
Val Ser Al aS

GAGGAAAAAA
UArgLysLys

TAACTGGGGT
| eThr G yVa

CTAGAGGEGTC
Leud ud yH

GCCCCTTATT

t ProLeul | e

TGAATCGAATC

|| eTr pArgM et Asnd uSe

CCATTACAAC
yHi sTyr Asn

TCCTCAGCAA

AATGTATCTT
AsnVal Ser C

TTCTGAGGAC

AACTGGCAAT
AsnTr pd@ nS

TGTGATGTGT
r Val Met Cys

GCCTGGACCA
er LeuAspd

AACCTGICCC
AsnLeuSer P

TGATCTATTT
| AspLeuPhe

ACGATCGTGG
i sAspArgd

GTATCTGGEGEG
Val Serd yA

AAAGCCATCG
rLysAl aTr p

GIGCCGTCTT
ysAl aVal Ph

AAGAGTATTC

370
124

420
140

470
157

520
174

570
190

620
207

670
224

720
240

770
257

p. HI99R

p. A211V

p. R227C p. K230N p. R?233H p. R233L p. K238E p. A239P p. W40R p. W40L p. W40S

p. E241K p. E241A p. V242G p. D243N p. D243G



https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2871&page=sequence&seq=cDNA&ancre=2871&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2871&page=sequence&seq=cDNA&ancre=2871&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3018&page=sequence&seq=cDNA&ancre=3018&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3018&page=sequence&seq=cDNA&ancre=3018&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3022&page=sequence&seq=cDNA&ancre=3022&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2832&page=sequence&seq=cDNA&ancre=2832&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3023&page=sequence&seq=cDNA&ancre=3023&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2834&page=sequence&seq=cDNA&ancre=2834&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2835&page=sequence&seq=cDNA&ancre=2835&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2836&page=sequence&seq=cDNA&ancre=2836&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2838&page=sequence&seq=cDNA&ancre=2838&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3022&page=sequence&seq=cDNA&ancre=3022&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2832&page=sequence&seq=cDNA&ancre=2832&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2833&page=sequence&seq=cDNA&ancre=2833&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3023&page=sequence&seq=cDNA&ancre=3023&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2834&page=sequence&seq=cDNA&ancre=2834&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2835&page=sequence&seq=cDNA&ancre=2835&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2836&page=sequence&seq=cDNA&ancre=2836&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2837&page=sequence&seq=cDNA&ancre=2837&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2838&page=sequence&seq=cDNA&ancre=2838&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2839&page=sequence&seq=cDNA&ancre=2839&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2840&page=sequence&seq=cDNA&ancre=2840&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2841&page=sequence&seq=cDNA&ancre=2841&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2842&page=sequence&seq=cDNA&ancre=2842&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2843&page=sequence&seq=cDNA&ancre=2843&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2839&page=sequence&seq=cDNA&ancre=2839&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2840&page=sequence&seq=cDNA&ancre=2840&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2841&page=sequence&seq=cDNA&ancre=2841&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2842&page=sequence&seq=cDNA&ancre=2842&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2843&page=sequence&seq=cDNA&ancre=2843&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3036&page=sequence&seq=cDNA&ancre=3036&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3036&page=sequence&seq=cDNA&ancre=3036&prot=1

eHi sProArg

GAGTCTGGGA
rgval Tr pAs

CATGATCGTT
H sAspAr gP

AGCACGGCCAT
aAl ad yHi s

CAGCCTATGC
r oAl aTyr Al

TTACGACAGC
LeuAr gd nL

GCGGAGTGGT
UArgSerdy

AAAATGCAGT
| uAsnAl aVa

TATGACCTGT
Tyr AspLeuT

GCCTGAAGGG
aProd udy

d nd uLeul

TATGICTAAG
pMet Ser Lys

TCTGGGTCCT
heTr pVal Le

GATGGTGGTA
Aspd yd yM

TGTTCATGGC
aValHsdy

TGGATTTCAA
euAspPheAs

TCCAAGTTTC
Ser LysPheP

CCTGCTTTGT
| LeuLeuCys

ACACCATCCC
yr Thr I | ePr

AAACGATCCT
LysArgSer S

| eLeuSer As

CGGACTGCGEG
ArgThrd yVv

AGCTGCTCAC
uAl aAl aHi s

TGATTGIGIT
etll eval Ph

AATATGCTAC
AsnMet LeuH

CAGCTCCAAA
nSer Ser Lys

CAGTATTCAA
r oVal PheAs

ACAAGAGCTA
Thr Ar gAl aS

TAAAGATGCT
oLysAspAl a

CAGGCCTGAC
erd ylLeuTh

nSer d uAsp

TTCAGACTTT
al d nThr Ph

CCTAACCTTA
Pr oAsnLeuA

TAAGCTGGAA
eLysLeud u

ACTATGTCAA
i sTyrVal Ly

GATGTAGCTG
AspVal Al avV

TATGTCATAC
nMet Ser Tyr

GCAATCTAGA
er AsnLeud

GACTCCCAGA
AspSer d nA

AGCCGTTTGG
r Al aval Trp

LysSerl | eA

CCCCAGAGAC
eAr gAr gAsp

ACCTCTTTGC
snLeuPheAl

CGGGAACGEC
Ar gd uAr gP

GGACCGATTC
sAspAr gPhe

TGATGCAGIT
al Met d nLe

AATCCAGCAG
AsnPr oAl aG

GAATAGTACC
uAsnSer Thr

ATCCTGATGC
snPr oAspAl

GTCGCTCGAA
Val Al aAr gA

274

870

p. R281W p. (285H

290

920
307

970
324

1020 p.R339Q
340

1070
357

1120 p.Y370S
374

1170
390

1220
407

1270 Dp.P408S

424


https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2844&page=sequence&seq=cDNA&ancre=2844&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2845&page=sequence&seq=cDNA&ancre=2845&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2844&page=sequence&seq=cDNA&ancre=2844&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=2845&page=sequence&seq=cDNA&ancre=2845&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3021&page=sequence&seq=cDNA&ancre=3021&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3021&page=sequence&seq=cDNA&ancre=3021&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3020&page=sequence&seq=cDNA&ancre=3020&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3020&page=sequence&seq=cDNA&ancre=3020&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3017&page=sequence&seq=cDNA&ancre=3017&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3017&page=sequence&seq=cDNA&ancre=3017&prot=1

ATCGGTTTGC
snAr gPheAl

AAGAATGAGA
LysAsnd ul

CTATGCTGGC
eTyrAlady

TCTTTGACGT
euPheAspVa

GTGAAATACG
Val LysTyrV

CAAACACGCC
aLysHi sAl a

TTCATGAGAA
| eHi sd uAs

TTTATCTATA
Phel | eTyr T

CCACGCGATC
pH s ylle

TGTCCTAGAT
aVal LeuAsp

TCACCAAAAA
| eThr LysLy

ACAGGCAATC
Thr d yAsnL

ACAGCAGAAG
| d nd nLys

TTATCTGGTIC
alll eTrpSe

ATTGTGATCT
Ilevalll eC

CATTCGTGTC
nl | eAr gVval

CCACAAGCAA
hr Thr Ser As

ATTCGAACTC
Il eArgThrL

CGGATCCATT
ArgMet Hi sS

GGTACAGGTG
sVal d nVal

TCCTGCTTCG

euLeulLeuAr

CGGACTCTGG
ArgThr LeuA

AGCAGACATG
r Al aAsphet

GTAACCGCAA
ySAsnAr gLy

AAGAGTGGGG
LysSerd yA

CCACATCAAA
nHi sl | eLys

TGGATTTACC
euAspLeuPr

CCCTTCTGAT

er LeuLeul |

CCCAACTGTG
ProAsnCysA

AGATGCGGAC
gAspAl aAsp

CATCTGTGAA
| aSer Val Ly

TCACATGTAG
Ser Hi sVal A

ACTGGATGCT
sLeuAspAl a

CCTGGGATGA
| aTr pAspd

TATGCTGTCA
TyrAl aval T

CATCTATGTC
ol I eTyr Val

CAAGAATCTG
eLysAsnLeu

ATGAGATCTT
spd ul | ePh

TCTATCACAC
SerlleThrL

GATTTCTAAA
sl eSerlLys

CACTACTAGC

| aLeuLeuAl

TTATGTAACA
LeuCysAsnl

GAGTGGGGTA
uSer d yVal

CCACTGGEGA
hr Thrd yAs

ACACGGGTGA
Thr Ar gVal L

1320
440

1370
457

1420
474

1470
490

1520
507

1570
524

1620
540

1670
557

1720
574

p. D519Y


https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3019&page=sequence&seq=cDNA&ancre=3019&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3019&page=sequence&seq=cDNA&ancre=3019&prot=1

AGGGCAACAA
ysd yAsnAs

ACCATTGATC
Thr 1| eAspP

ATATGATGAG
sTyrAspd u

CTATTATTGC

erllelleAl

TTTGICAAGG
PheVal LysA

CATTGAGATT

nlleGulle

GGGAAAAGCT
rpd uLyslLe

GAAATGTGCCT
d uMet CysT

TCTTATCACT
rLeul | eThr

AGATCAGAAA

TGTATACTGC
nVal Tyr Cys

CCACTGAGIT
roThr @ uPh

GTACTGCACA
Val LeuH sM

TTATCTCCAG
aTyrLeud n

ATGAGAAAAC
spd uLysTh

GCTCTGRAAG
Al aLeud uA

GGGAGAAGTG
ud yd uval

ATCAGCGTAC
yr @ nArgTh

GCGCAACTTAG
d yAsnLeuG

GGACATGAGT

CTAGACAGEG
LeuAspAr gG

CAAATTCAAG
eLysPheLys

TGGTGAGGAA
et Val Ar gAs

AAGAAGGCCCT
LysLys@ yT

TCGCTTTAGT
r Ar gPheSer

CAGCCAAAGC
| aAl aLysAl

GCCCTGCTGC
Al aLeuLeuG

CAAAAACTTT
r LysAsnPhe

AAAAACTTCG
| uLysLeuAr

GGCCACTATC

AGTGTCGTCC
| uCysArgPr

CTGGECCCTGA

LeuAl aLeul

TGCCAAACTA
nAl aLysLeu

ATCCTGAAGT
yr Prod uVva

CTGGCACTGG
LeuAl aLeuG

ACTGGATGAC
aLeuAspAsp

AGGGGAACCA
| nA yAsnHi

GACAAACTTT
AspLysLeuS

CAAGATGATG
gLysMet Met

AGAATGCCCT

CCGGGTACTC
0Ar gVal Leu

TCAACAGAAA
| eAsnAr gLy

GTTGGCCAGT
Val d yd nS

GGCACTGCAT
| Al aLeuHi s

AGTGTGGAAA
| uCysd yAs

AAGAACTGCT
LysAsnCysT

CCAGATTGIG
sd nl | eVal

CCTTCCTGTA
er PheLeuTy

AAGATTCCTG
Lysl | eAl aG

ATACCTGGEGT

1770
590

1820
607

1870
624

1920
640

1970
657

2020
674

2070
690

2120
707

2170
724

2220



https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3078&page=sequence&seq=cDNA&ancre=3078&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3078&page=sequence&seq=cDNA&ancre=3078&prot=1

lull eArgLy

GATGTGICAG
AspVal Ser G

GGCCTATCTC
uAl aTyr Leu

TAAAGGAGAC
euLysd uTh

AATGCCAAGC
AsnAl aLysL

TTGGECCTTTA
nTr pProLeu

GCAAAGGGAA
erLysd yLy

GGTACAGAGG
d yThrd uG

GITTGTGGAG
yPheVal d u

AGGAAGAAGG

sAspMet Ser d yHi sTyrG | nAsnAl aLe

AGCGTGTGCG
| uAr gVval Ar

ACAGCTGCTA
Thr Al aAl aT

ATTTGACCCA
r PheAspPro

TGCTCCAGCC

euLeud nPr

TTGACTGTAT
LeuThr Val S

GGGAGGAGCA
sd yd yAl a

GCTGGGGAGA
lyTrpd yd

GCTACAGAAG
Al aThr d uG

AGGTGCECTGG

GATCCTGAAG
gl I eLeuLys

CCCATGCCTT
hrH sd yLe

GAGAAGGAGA
d uLysd uT

ACCTGCACCT

oPr oAl aPro

CCAAAGGATT
erLysd yPh

CTGGCTGCTG
LeuAl aAl aA

GGATGCAGAG
UAspAl ad u

GITTTGGGGGA
| yLeud yAs

GATGTAGAAG

AACTGTGGAC
AsnCysd yG

AGATGAAGAA
uAspd ud u

CAATCCCAGA
hri | eProAs

ATCATGCCAT
Il eMet ProL

TTTTGAAGGC
ePhed udy

ACATTGACAT
spl | eAspl |

CTGCAGITGG
Leud nLeuA

TGATGCTCTT
pAspAl aLeu

AAGATCTGGA

Indudud@ ydydyTrp AspVal d uG | uAspLeud

uTyrLeudy

AGAAGTCCCT
| nLysSerLe

GCTGAGAGCC
Al ad uSer L

CATTGACCCT
pll eAspPro

TGGATACCAA
euAspThr As

ACCATTGCCA
Thrll eAl aS

TGACACTGIT
eAspThr Val

ATGAAGATGG
spd uAspd

GGCAAGGGAC
dyLysd yG

GCTCCCTCCT

uLeuProPro

740

2270
757

2320
774

2370
790

2420
807

2470
824

2520
840

2570
857

2620
874

2670
890

p. Asn807Thr

p. GB28E



https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3014&page=sequence&seq=cDNA&ancre=3014&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3014&page=sequence&seq=cDNA&ancre=3014&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3015&page=sequence&seq=cDNA&ancre=3015&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3015&page=sequence&seq=cDNA&ancre=3015&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3077&page=sequence&seq=cDNA&ancre=3077&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3077&page=sequence&seq=cDNA&ancre=3077&prot=1

GAGCTGGATA
A uLeuAspl

TGTGCCCCCA

eVal ProPro

CTCAGCTTCC

er d nLeuPr

CCGCTCCTTC
ArglLeulLeuH

ACTGITCCTA

nLeuPhelLeu

CCTGCCTACC
roCysLeuPr

GGGCTGAAGA
G yLeuLysA

CCAACGGTTG
ed nArglLeu

AGGCTGTGGA
| uAl aval G

TATCCCCTGG
| eSer ProQ@

ACCAAGGGAA
ThrLysA yT

AGTTGATCAC
oVal AspHi s

ATGACCAAGT
i SAspd nVa

CAGACATACG
G nThr TyrA

CTCCATGTAT
oSer Met Tyr

ATGGTGTACC
snd yVal Pr

CAGCTGTCGCT
d nLeuCysT

AAAATTCCGT
uLysPheAr g

GGCAGCTGGT
yAl aAl ady

CAAGTCCAAC
hr Ser ProTh

ATCCTGGCAG
Il eLeuAl aG

AGGGGTAATC
Idyvallle

CCCGAGGCCG
| aAr gG yAr

GGCTATCCTA
d yTyr ProA

AGCTGTGGGC
oAl aval dy

ACCAGCTCAC
yrd nLeuTh

TCCATCCTTC
Ser || eLeuL

GGGGECTGAAG
A yAl ad uA

TCAGATCTGG
ra@nlleTrp

GCTCTTTCGA
| ySer Phed

CAGITTGGECC
A nPhed yP

CACAACCTAT
gThr Thr Tyr

ATCGCAACTG
SnAr gAsnTr

CTGAACCTTA
LeuLysLeuA

CACAGITGGC
rThrval dy

TCAGTGIGCC
euSer Val Pr

ATGGITTCTT
spd yPhePh

TGTAATAACT
CysAsnAsnS

AACAGCCATG
uThr Al aMet

CCTACAAGCA
roTyrLysd

CAGGCTCTGC
d nAl aLeuP

GAAGGATGCA
pLysAspAl a

ATGACCTCAT
snAsplLeul |

AAATTTGAGG
LysPhed uG

ACTTCTTGIT

oLeulLeuVal

2720
907

2770
924

2820
940

2870
957

2920
974

2970
990

3020
1007

3070
1024

3120
1040

p. C1013S


https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3035&page=sequence&seq=cDNA&ancre=3035&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3035&page=sequence&seq=cDNA&ancre=3035&prot=1

GTGGACAATA
Val AspAsnL

CCGTGAGTAC
SArgd uTyr

CCAAAGAGAC
roLysd uTh

TTCACCCACT
PheThr Hi sS

AGCCCTCAAT
r Al aLeuAsn

TTGCTCGGCG
heAl aAr gAr

ACCCGAAAAA
Thr Ar gLysl

GCTCAATTAT
nLeuAsnTyr

GGCCCATCTA
rgProll eTy

TGCTATTCCC

AACAAGAGAT
ysd nd ul |

ATTGTGGGTT
Il eval dyL

TCTAGAACAG
rLeud ud@ n

CAAACCTGCA
er AsnLeud

CTGITCTTCA
LeuPhePhelL

CCTACTAGAA
gLeuLeud u

TCCTGICTGC
| eLeuSer Al

GACATGCACA
AspMet Hi sA

CCGTGGAAAG
r Argd yLys

CTGAGITCAA

TGCAGAGECC
eAl ad uAl a

TGTCCGTGEA
euSer Vval d

CAGAAGCGCA
d nLysAr gl

GCCTGIGCAC
nProVal H s

AGCTCAAGAA
ysLeulLysAs

CTCGGGCCCA
Leud yProL

CTGTGAGAAG
aCysd uLys

ACCCCTTTGA
snPr oPheAs

CCAGTAGAAA
ProVal d uL

AGGTCAAATC

CAGCAGCTCA
d nd nLeul

GACAGAAAGG
uThrd uArg

TCTGTGAGAT
| eCysd uMe

ATGATCCTGG
Met || eLeuV

CTTCAAGACA
nPheLysThr

AGCCTGAGGT
ysProd uVa

AATCCCACAG
AsnProThr A

CATTTGTCGCT
pll eCysA a

AGTGTCCACT
ysCysProlLe

TGCAGGGTCA

TCACCATTTG
| eThrll eCy

AAGAAGCTGC
LysLysLeuP

GGCAGCCTAT
t Al aAl aTyr

TGCTGCGTAC
al LeuArgTh

GCTGCCACCT
Al aAl aThr P

GGCCCAACAG
| Al ad nd@ n

ATGCCTACCA
spAl aTyrd

GCATCATATC
Al aSer Tyr A

CAGTGEEGECC
uSerd yAl a

CCACAGTGAC

3170
1057

3220
1074

3270
1090

3320
1107

3370
1124

3420
1140

3470
1157

3520
1174

3570
1190

3620

p. R1I058C

p. R1142X


https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3034&page=sequence&seq=cDNA&ancre=3034&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3034&page=sequence&seq=cDNA&ancre=3034&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3033&page=sequence&seq=cDNA&ancre=3033&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=52&Id_mutation=3033&page=sequence&seq=cDNA&ancre=3033&prot=1

CysTyr SerP

AGAGATTGCEC
rdulledy

GCTAAGGCCC
rgStop

AGAATGIGIC
CTTCAGATCT
ATGGAAAATC
GACTACAGTT
AAGGAACAAA
CCCAGCACTT
CGAGACCTGEC
AAAATTAGCC
GCCTGAGGCA
CTGAGATCAT
CTCAAAAAAA
TCCCTTCAGT
AACTAGAAAG
CACCAACTCT
CAGGTACCCT
AAATGCACAC
ATTTCTCACA
ATTTCTTGGA
AAGTACATAT
CACTATTGA

r od uPheLy

AAAGATGTGA
LysAspVal |

CCTTTGIGTG

TATATCCTCC
GCCTCTCTGT
CGAAGGTCTA
GIGCTCATAA
TGAAAACTCT
TGGGAGGCTA
CTGGCCAACA
TGGCATGGTA
TGAGAATCCC
ACCACTTCAT
AAAAAAAGGA
ATTTATCCCT
GAGCAGGATG
TAATCATCTC
CTGIGTACTC
TGCGCGT TAT
CTAAATAAAT
CACTCTCATG
CTTCCTTCCA
AAAAAAAAAA

sdydnlle

TTGGTTTAAG
| ed yLeuAr

CATGGGTCAG

TTCTAACACC
ACCCTAAAAC
AACTTGACTT
TTGICCTTCC
GCCCTCEGETG
CGGTGGECCAG
TGGCAACACC
GCATGCGCCT
TTGAACCTAG
TCCAGCCTGG
AAACTCTGIG
CCTTTCCCCA
TAATAAATAC
CCATTTTCCT
AGAAATTTCGA
TGATTTGITC
CTCTATGAGA
TTCTTGITCA
GTAATAATTT
AAAAGCTAGC

CysArgval T

GATCAGTCCT
glleSerPro

TCACCATATG

ACCTTCCCCC
CTAGTATCTT
TTTTGAGGTC
CTTTCCAGCT
GAGTGGECTCA
ATCATCTGAG
CCGTCTCTAA
ATAGICCCAG
GAGGTGGAGG
GIGACAGAGC
ATGGACATTT
CAGCAGCTTT
ATTTTGGIGT
TAGACATTTA
AGAAGTTATT
TTTACAACTA
GCTTCTTGAC
CCCATGCAGG
TTAATTACAA
CGGECCATGGT

hr Thr Val Th

CTGCAGITTC
Leud nPheA

TTCCCCCCAG

TGCACCTACT
TTTCTCTTCT
TTCTCAACTT
TAATTATTTT
TACCTGTAAT
GCCAGGAGTT
TAAAAATATA
CTGCTCAGEA
TTGCATTCAA
AAGACTCTGT
GITTAGTAAA
CTTTCCTGIC
GACTAGGCCA
AATTTCAAGG
TGGTTTTCCA
TTGITCTCAT
TTGGECCATTT
CACCCCACCA
AATAAACATC
GGTGEGTECC

1207

3670
1224

*45

*95
*145
*195
*245
*295
*345
*395
*445
*495
*545
*595
*645
*695
*745
*795
*845
*895
*945
*995
%1045



TGTAATCCCA
GAGGCGGAGG
GCGACAGAGT
CATGITTTTC
AGAAAGCAAG
TTGCTAATTA
TTCTAGATAT
ATATTACAAT
ATATCCTAAG
ATAAGTACTT
CATATAGITG

GCTACTCTGG AGCCTGAGEC
TTGCAGTAAG CTGAGATCGC
GAGACTCCAT CTCAAAAAAA
ATAGGGTATA TATGAGGACC
TAGCTCCCTT ATTCTGITTT
TAGCAATATT TATTGAGCAC
TTTACATGTA ATATACAGAT
GATACAATGA TTACATTAAC
AATAATTGCG TAGAGTGACA
TTTTGCGTGI TAAATTCATG
AAAAATCA

AGAGGATTCC TTGAACCCGG
GCCACCGCAC TCCAGCCTGG
AAGAAAGAAA AAAAGAAGCA
TAAACTGCTG TGAAAATGAT
TGATTGCAGC CTTTTATCTT
CTGCCATGTG ACTGICACTG
AAAAGAATAG TACTTTATAT
AATACAATAT TTTGCTTGIC
TTACTGTGCC TTCGATTAAA
TTTTCAATAA ATAATAAATG

*1095
*1145
*1195
*1245
*1295
*1345
*1395
*1445
*1495
*1545

COPA (NM 004371.4) -
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cDNA + Protein
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