GGGAGTCCGC
TCGGECGTCCA
CTCTGCCEEG
AGAATGCAAC

Met G nP

CTTCCTGGAG
pPheLeud u

TGTGITTCCA
euCysPheHi

GGGCCCAACT
d yProAsnC

GATGAACAGA
t Met AsnAr g

TAGAGGAAGG
|l ed ud ud

CTGATGCACG

GGCGAGCGCA
GGCTCGGAGC
GGGGGAAAAA
CAGACATGTC
r oAsphMet Se

AGTGCAGAAC
Ser Al ad uL

CAGAACCCAG
sArgThrdn

GCATTGAGCA
ysl |l ed uHi

CTGAGACACA
LeuAr gHi sS

GAAGTACTCC
yLysTyr Ser

TGCTGAAAGC

ATA

Rl PK1 (NM 003804. 6)

GCAGCAGGGC
GCGACACGGA
GTGGTACCAT
CTTGAATGTC
r LeuAsnVval

TGGACAGCGG
euAspSerd

GGACTCATGA
A yLeuMet |

CAACGAGGCC
sAsnd uAl a

GCCEEETGET
er ArgVval Va

CTGGTGATGG
LeuVal Met G

CGAGATGAGT

CCGGTCCTGC
GACTAGGTGG
TTTGGGCGTT
ATTAAGATCGA
Il eLysMet L

AGGCTTTGGG
yd yPhed y

TCATGAAAAC
| eMet LysTh

CTCTTGGAGG
LeuLeud uG

GAAGCTCCTG
| LysLeulLeu

AGTACATGGA
[uTyrMetd

ACTCCGCTTT

GCCTCGGGAG - 104

CAGGGTACAG
CTTGAGCTTC
AATCCAGTGA
ysSer Ser As

AAGGTGTCTC
LysVal SerL

AGTGTACAAG
rvVal TyrLys

AGGCGAAGAT
| UAl aLysMe

GGCGTCATCA
dyvalllel

GAAGGGCAAC
uLysd yAsn

CTGTAAAAGG

-54
-4
47
16

97

147

49

197
66

247
83

297
99

347
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LeuMet Hi sV

AAGGATAATT
yArgllelle

GCGTGATACA
lyvVal ||l eHi

TTCCACATTA
PheHi sli | eL

CAAACTGAAT
rLysLeuAsn

CTAAGAAGAA
| aLysLysAs

GACGTCAACG
AspVal AsnA

AGTACTCTGG
| Val LeuTr p

GTGAGCAGCA
ysd ud nd

GATGACATCA
AspAspl | eT

al LeuLysAl

TTGGAAATCA
Leud ul | el

CAAGGACCTG
sLysAsplLeu

AGATCGCAGA
ysl | eAl aAs

AATGAAGAGC
Asnd ud@ uH

TGGBCGGCACC
nd yd yThr

CAAAGCCCAC
| aLysProTh

GCGATATTTG
Al al | ePheA

GITGATAATG
nLeul | eMet

CTGAGTACTG
hrd uTyr Cy

ad uMet Ser

TTGAAGGAAT
| ed ud yMe

AAGCCTGAAA
LysProd uA

CCTCGCCCTT
pLeud yLeu

ACAATGAGCT
i sSAsnd uLe

CTCTACTACA

Thr ProLeuS

GTCCTACTTA
t CysTyr Leu

ATATCCTTGT

snl | eLeuVa

GCCTCCTTTA
Al aSer PhelL

GAGGGAAGTG
uAr gd uVval

TGGCGCCCCGA

LeuTyr Tyr M et Al aPr od

AGAGAAGTCG
r d uLysSer

CAAATAAGGA
| aAsnLysd

TGCATAAAAT
Cysl | eLysS

CCCAAGAGAA
sProArg@u

GATGTGTACA
AspVal Tyr S

GCCATATGAA
uProTyrd u

CTGGGAACAG
erd yAsnAr

ATTATCAGIC
IlelleSerL

er Val Lysd

CATGGAAAAG
H sd@ yLysG

TGATAATGAC
| AspAsnAsp

AGATGTGGAG
ysMet Tr pSe

GACGGCACCG
Aspd yThr A

GCACCTGAAT
uHi sLeuAsn

CCTTTGCTGT
er PheAl ava

AATGCTATCT
AsnAl al | eC

GCCAGATGTG
gPr oAspVal

TCATGAAGCT
euMet LyslLe

116

397
133

447
149

497
166

547
183

597
199

647
216

697
233

747
249

797
266

Q
o]
=
0]

Y212*

c. 688_688+20del



https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=3117&page=sequence&seq=cDNA&ancre=3117&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=3117&page=sequence&seq=cDNA&ancre=3117&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=2852&page=sequence&seq=cDNA&ancre=2852&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=2852&page=sequence&seq=cDNA&ancre=2852&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=2449&page=sequence&seq=cDNA&ancre=2449&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=2449&page=sequence&seq=cDNA&ancre=2449&prot=1

CTGCTGGGAA
uCysTrpd u

AAAAATTTAG
| uLysPheAr

GACGTGAAGA
AspVal LysS

GAGAATGCAG
sArgvet @ n

CAAATTCAGC
er AsnSer Al

GCGATGGGTC
dymetdyP

ACAAGAAGAG
od nd udu

ACTACCATCT
snTyr Hi sLe

AGACAGAATG
Argd nAsnV

GCGAATCCGG
Al aAsnPr oG

GCCTTTTTAT
gPr oPheTyr

GITTAAAGAA
er LeuLysLy

TCTCITCAAC
Ser Leud nL

CACAGAACAG
aThrd ud n

CTGTGGAGGA
roval d u@

AATGAGCCCA
Asnd uPr oS

TTATGGCAGC
uTyrd ySer

TGCCTTACAA
al Al aTyr As

AAGCTCGGCC
| uAl aAr gPr

TTAAGTCAAT
LeuSer d nL

AGAGTATTCA
sd uTyr Ser

TTGATIGIGT
euAspCysVa

CCTGGITCAC
Prod ySerL

GICCTGGTTT
uSer Tr pPhe

GCCTGCAGAG

er Leud nSe

CGCATGGACA
Ar ghMet AspA

CAGAGAGGAG
nArgd ud u

GACATTTCCT
oThr PhePr o

TAGAAGAAAG
eud ud uSe

AACGAAAATG
Asnd uAsnA

GGCAGTACCT
| Al aval Pro

TGCACAGITC

euHi sSer Se

GCTCCTTCCC
Al aProSer L

TAAACTCCAA
rLysLeud n

GGCAGACGAA
rgd nThrLy

GAAAGGAGAC
G uAr gAr gA

CGCATTGAAG
AylleduG

TGTAGAAGAG
rval G u@ u

CAGTTGTGAA
| aval Val Ly

TCAAGCCGGT
Ser Ser Ar gS

CCAGGGACTT
rdnd ylLeu

TGGAGCACCC
eud uHi sPr

GACGAAGCCA
Aspd uAl aA

ACAGCAGCCC
s@ nd nPro

GCAGCGGTCTC
r gAr gVal Se

847
283

897
299

947
316

997

M318fs L321R D324H D324N D324Y D324V D324G C325R

333

1047 S333%
349

1097
366

1147 K377E
383

1197 R390G
399

1247
416
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https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=2340&page=sequence&seq=cDNA&ancre=2340&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=2869&page=sequence&seq=cDNA&ancre=2869&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=2544&page=sequence&seq=cDNA&ancre=2544&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=2446&page=sequence&seq=cDNA&ancre=2446&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=2870&page=sequence&seq=cDNA&ancre=2870&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=2338&page=sequence&seq=cDNA&ancre=2338&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=2339&page=sequence&seq=cDNA&ancre=2339&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=2340&page=sequence&seq=cDNA&ancre=2340&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=2337&page=sequence&seq=cDNA&ancre=2337&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=2869&page=sequence&seq=cDNA&ancre=2869&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=2544&page=sequence&seq=cDNA&ancre=2544&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=2851&page=sequence&seq=cDNA&ancre=2851&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=2851&page=sequence&seq=cDNA&ancre=2851&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=3074&page=sequence&seq=cDNA&ancre=3074&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=3074&page=sequence&seq=cDNA&ancre=3074&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=3075&page=sequence&seq=cDNA&ancre=3075&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=3075&page=sequence&seq=cDNA&ancre=3075&prot=1

CCATGACCCT
rH sAspPro

AGGGAAAAGG
| ud yLysd

CACCAGCCCT
H sd nPr oS

TGGATTATAT
nd yLeuTyr

CAGCAGGTCC
hr Al a@ yPr

CTGCATAATA
LeuH sAsnl

CATGCCATTC
r Met Pr oPhe

TATACAATAG
| eTyr AsnSe

GGTGGGACGA
dydyThrS

AGAGCCAGCT

TTTGCACAGC
PheAl ad nG

CACTCCTTAT
yThr Al aTyr

CAGGCCTCAC
erd yLeuTh

AGCTCACATG
Ser Ser Hi sG

CAGAGTITTGG
oAr gVal Trp

TCCCAGTGCC
| eProVal Pr

AGCTCCTTGC
Ser Ser LeuP

TACTGCCATT
rThrdylle

GITCATCACT

er Ser Ser Le

GCTAAGTACC

AAAGACCTTA
| nArgProTy

TCCAGTGCAG
Ser Ser Al aA

CAGCCAACCT
r Ser @ nPro

GCTTTGGAAC
| yPhed yTh

TACAGGCCAA
Tyr Ar gPr ol

TGAGACCAAC
od uThr Asn

CACCAACAGA
roProThr As

CAGATTGGAG
G nlledyA

ACTAGACAGCC
uLeuAspSer

AAGCTATCTT

CGAGAATTTT
r d uAsnPhe

CCAGTCATGG
| aSer Hi sd

CAAGTACTGT
d nVval LeuT

AAGACCACTG
r ArgProLeu

TTCCAAGTCA
| eProSer Hi

TATCTAGGAA
Tyr Leud yA

TGAATCTATA
pduSerlle

CCTACAATTA
| aTyr AsnTy

ACAAATACGA
Thr AsnThr A

TGATAATACC

CAGAATACAG
d nAsnThr G

TAATGCAGTG
yAsnAl aVal

ATCAGAACAA
yr d nAsnAs

GATCCAGGAA
AspPro@ yT

TATGCCTAGT
sMet Pr oSer

ATACACCCAC
snThr ProTh

AAATATACCA
LysTyr Thr

TATGGAGATT
rvetGull e

ACTTCAAAGA
snPhelLysd

ACTAGICTGA

1297 Y426*
433

1347
449

1397
466

1447
483

1497
499

1547
516

1597
533

1647
549

1697
566

1747


https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=2445&page=sequence&seq=cDNA&ancre=2445&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=2445&page=sequence&seq=cDNA&ancre=2445&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=3420&page=sequence&seq=cDNA&ancre=3420&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=3420&page=sequence&seq=cDNA&ancre=3420&prot=1

ud uPr oAl a

CGGATAAACA
hr AspLysHi

AACTGTGCCC
AsnCysAl aA

CCATGACTAT
pH sAspTyr

AAAAGT GGGT
I nLysTr pVa

GCCCAGGCGC
Al ad nAl aL

TTACGTCAGC
eTyr Val Ser

GCCTCACTTA
AATTCTGICC
TGTACTTCAT
CACTCTIGITG
[coojjeccos)
AGCCAACAAT
CATAGCACCA
AGAGATGTICT

Al aLysTyr G

CCTGGACCCA
sLeuAspPro

GTAAACTGGG
rgLysLeud

GAGCGAGATG
d uAr gAspG

GATGAGGGAA
| Met Argd u

TCCACCAGTG
euH sd nCy

CAGAACTAAC
A nAsnSt op

GIGGATAACC
TCACTGATAG
ACCTGGAGAA
CCAGECTGGT
TCCAAAGTCC
CCGECTCTGAG
ATAAAAAAAT
GAGGAAGGTC

| nAl al | ePh

ATCAGGGAAA
Il eArgG uA

CTTCACACAG
yPheThr@ n

GACTGAAAGA
| yLeuLysd

GGCATAAAGG
AdylleLysG

TTCCAGGATC
sSerArglle

CCTGCGATGGEG

CCAGAAAGTT
GCGITCTGTG
TGGGGAAAGA
CTCAAACTTC
TGGGATATCA
GAAAGCGTAA
GACTCCTAGT
ATGITCTTTC

eAspAsnThr

ATCTGGGAAA
snLeud yLy

TCTCAGATTG
Serd nl | eA

AAAGGTTTAC
uLysVal Tyr

GAGCCACGGT
| yAl aThr Va

GACCTTCTGA
AspLeulLeuS

CTACGGCAGC

GGCTGCCTCA
TCTGCAGAAA
AATCTGCAGC
TGGACTCAAG
GCGCACTGAGC
GCAGGAAGAC
TGTGTTTGGA
AGCTTATGEC

Thr Ser LeuT

GCACTGGAAA
sHi sTrplLys

ATGAAATTCGA
spd ul | eAs

CAGATGCTCC
d nMet LeuG

GGGGAAGCTG
| G yLysLeu

GCAGCTTGAT

er Ser Leul |

TGAAGTGGAC

GAGCATTCAG
TTTTGITTCC
AAAGCGGTCT
TGATCCTCCC
CACTGECGCCC
CTCTTAATGG
AAGGGAGAGA
ATTTCCTAGA

583

1797
599

1847
616

1897
633

1947
649

1997
666

*31

*81

*131
*181
*231
*281
*331
*381
*431

—

<



https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=2447&page=sequence&seq=cDNA&ancre=2447&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=2443&page=sequence&seq=cDNA&ancre=2443&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=2447&page=sequence&seq=cDNA&ancre=2447&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=2443&page=sequence&seq=cDNA&ancre=2443&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=2444&page=sequence&seq=cDNA&ancre=2444&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=41&Id_mutation=2444&page=sequence&seq=cDNA&ancre=2444&prot=1

GITTTGITGA
AAATTGTGIG
GICAGATTCT
ACCGCCACAT
CACTGTAGEC
ATTATTTTTT
GGATTTAAAG
GITGITGCAA
TGACTTTTAA
TGCCCTGGAG
AGAACCTCAG
ACTGTGAAAG
AGCTTCTGAG
ACCTGAAACC
GGTAGGECCEC
TGTGICCTTA
CAATCTGCECT
GITGATTCTG
CTGAAATGEG
CTCGECCTCG
TTTAGTAGCA
CCCAGCCCCC
GICCAAGGAA
GTAATGAGCC
ACCACGCACC
CCAGCCTTTG
CCATCCAAAT
TTAATGITCA

AGCAAGAAGA
CTCTCTTCTT
AAGCCCTGIT
CACAGGATCC
TCTAAGAACC
AATGAATTGA
GGGTACCAAG
GGAATTGGTA
AGITATTTCC
AGGGAACAGG
GCCTGATACT

AAAACTCAGA
CACGTAGECT
CAGAGACTTC
GITAACGITA
ACGIGCAGIC
ATTTATATTG
GAGGGGCGAA
CTAACCGTGA
TGGCATTCTG
AAATCCTGAT
GITGAGIGGEC

TATTTTCATA
TGTGGTAATT
TGGGEEGTGGA
TCAGIGTCCA
GCTCTCCCCA
GICGGAACAG
ATTGTGAATC
GCTGCAGAGC
GTAATTCTGT
TCCCTGCCCC
CGCCCCAGTT
AGGGGAAAAT
TCGECTCTCC
CTTGECTCCT
CTGGAGEEEC
GGTGITATCA
AAGGCAAGAG

[TTTTTCTGT
GIGCCTCTAG
TGAAAGAACT
CTGGCATTTT
GAGGGAGGEC
ATTCTGGTGT
CCCTCAACTC
AGCCTGICTC
TGTGECGACT
CACCTACTAG
GIGACAATAG
TGCCCCGGTT
TGTCTGCACC
ACAGCCCAAA
CTGGGTGAGT
AATCTCTTAG
GGCAAGCCAT

GAATATAAAA
CCTGITAAAA
GIGGATCACA
ATACCCAATA
TTCAGCCCAT
AGTCTTCAAA
ACATCAGAAT
CTACAACAAA
GTACCTTCAC
CTCTACCCCT
TTCCTCGGIT
GIGCCAGAGT
CACCCAGCCT
AGAATAGAAG
GCTAAACCGA
GAGAAGCGTG
CTTGECCTGA
TAGCAGACAC
AGCCTTGCCA
GICCTGITCC
ATGCCAGEEG
TCTCTAAACA
GAGAAGAGCA
TGTCCGGTTA
AGGGAGAATG
TCTGTTTGCT
ATTCCAAAGA
TTTTTAACAC

TCAACTTTTA
ACAAAGT GCA
GCTGCACGCTC
CTCTGTCAGC
TAAATTATCG
TTAACTGAAT
TTCCCAGGCA
AATTCTTGAT
CCAGCCTGAG
GGGTGAGACC
TACTCTGTGT
GAAAAAGGAC
TTCAAAGCCC
ACTGAAGCTG
CAAGGAAGEC
TGGTGATGGT
TAACAGIGIT
ATACACACCC
CTGICGCCAT
TTGTAGGATG
CACTGITCTC
TTGTCAAATG
CTCCTGTAAA
CTACTTGGECC
GAGGGAGECT
CCTTGTACCA
GGTTGAATAA
TTTTTAAAAT

*481
*531
*581
*631
*681
*731
*781
*831
*881
*031
*081
*1031
*1081
*1131
*1181
*1231
*1281
*1331
*1381
*1431
*1481
*1531
*1581
*1631
*1681
*1731
*1781
*1831
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