ACCACGTCCC
TGGGAAGGGA
CCCCTCAGAG
CACTGGCACC

CTGCGAGGAT

r Cysd uAsp

GGTGCATGAA
| yCysMet Ly

ACTGAAACCA
Thrd uThr S

ATCCACCATC
rSerThrille

TCAGGGAGGC
| eAr gG uAl

GAGGECCATTC

TGGICCCAGC
CTCAGACAGT
caGreaceeccee
CCGGAACCTC

CCGGEECTGCC

Prod yCysP

GTCCAAGTTC
sSer LysPhe

GCGCCAGCCC
er Al aSer Pr

AAGCCCEEEC
LysProd yP

AGCGCTCTGAG
ad ySerd u

ACCACGAAGA

HCK (NM 002110. 5)

TCGGGAGCAC
GCAGGACGAG
GCCTCTAGIT
AGGGECECTGCC

CGCGAGACGA

r oAr gAspd

CTCCAGGTCG
Leud nVal G

ACACTGTCCT
oHi sCysPro

CTAATAGCCA
roAsnSer Hi

GACATCATCG
AspllelleV

CCTCAGCTTC

ATCAGAGCCT
AAACGCCCEC
CTAGAAAGTC
GAGCTEEEEG

Metd yG

GGAGCGGEGECG
ud uArgAl a

GAGGCAATAC
| yd yAsnTh

GTGTACGTGC
Val Tyr Val P

CAACAGCAAC
sAsnSer Asn

TGGITGCCCT
al Val Al aLe

CAGAAGEEEG

TAGAGGCGAG
GGCACCAAAG
AGITTCCCGG
GGCCCTCAAG
| yAr gSer Se

CCCAGCATGG
Pr oAr ghet G

ATTCTCAAAA
r PheSer Lys

CGGATCCCAC
r oAspProTh

ACACCAGGAA
Thr Prod yl

GTATGATTAC
uTyr AspTyr

ACCAGATGGT

ATA

-134
-84
-34
17

»

67
23

117
39

167
56

217
73

267
89

317
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d uAl all eH i sH sd uAs

GGTCCTAGAG GAATCCGGEEG
| Val Leud u @ uSerd yG

GGAAGGAGGG CTACATCCCA
rgLysG@ud yTyrllePro

GAGACAGAGG AGTGGTITTTT
d uThrd uG | uTr pPhePh

CCAACTGCTG GCTCCCGGCA
gd nLeuLeu Al aProd yA

GCGAGACCAC TAAAGGAAGC
erd uThr Th rLysd ySer

CGGCAGGGAG ATACCGTGAA
Argd n@ yA spThr Val Ly

GGCGCTTCTAC ATATCCCCCC
yd yPheTyr |1 eSer ProA
TGGACCACTA CAAGAAGEEG
al AspHi sTy rLysLysdy

CCCTGCATGT CTTCCAAGCC
ProCysMet S er Ser LysPr

pLeuSer Phe

AGTGGTGGAA
[ uTr pTr pLy

AGCAACTATG
Ser AsnTyrV

CAAGGGCATC
eLysdylle

ACATGCTGGG
snMet Leud

TACTCTTTGT
Tyr Ser LeuS

ACATTACAAG
SHi sTyrLys

GAAGCACCTT
r gSer Thr Ph

AACGACGGGC
AsnAspd yL

CCAGAAGCCT
od nLysPro

d nLysd yA

GGCTCGATCC
sAl aAr gSer

TCGCCCECGT
al Al aArgVa

AGCCGGAAGG
Ser ArgLysA

CTCCTTCATG
ySer PheMet

CCGTGCGAGA
er Val Ar gAs

ATCCGGACCC
Il eArgThrL

CAGCACTCTG
eSer Thr Leu

TCTGCCAGAA
euCysd nLy

TGCCGAGAAAG
Tr pd uLysA

spd nMet Va

CTGGCCACCC
LeuAl aThr A

TGACTCTCTG
| AspSer Leu

ACGCAGAGCG
spAl ad uAr

ATCCGGGATA
I | eAr gAspS

CTACGACCCT
pTyr AspPro

TGGACAACGG
euAspAsnd

CAGGAGCTGG
d nd uLeuV

ACTGTCGGTG

sLeuSer Val

ATGCCTGGGA
spAl aTr pd

106

367
123

417
139

467
156

517
173

567
189

617
206

667
223

717
239

767
256



GATCCCTCGG
ul | eProArg

TTGGGGAAGT
hed yd uVa

AAGACGATGA
LysThr Met L

CAACGTGATG
aAsnVal Met

TGGTCACCAA
al Val Thr Ly

AGCTTGCTGG
Ser LeuLeuA

AAAACTCATT

oLysLeull e

AGCAGAGGAA
| ud nAr gAs

TCTGCATCCC
Ser Al aSer L

GAATCCCTCA
d uSer LeulL

CTGGATGGECC
| TrpMet Al a

AGCCAGGGAG
ysProd ySe

AAAACTCTCC
LysThr LeuG

GGAGCCCATC

s@ uProlle

ACTTTCTGAA
spPhelLeulLy

GACTTCTCAG
AspPheSer A

CTACATCCAC
nTyrll eHi s

TGGTGTGTAA
euVal CysLy

AGCTGGAGAA
ysLeud uLy

ACCTACAACA
Thr Tyr AsnL

CATGICGGTG
r Met Ser Val

AGCATGACAA
| nHi sAspLy

TACATCATCA
TyrllelleT

AAGTGATGAG
sSer Aspd u

CCCAGATTGC
| ad nl | eAl

CGAGACCTCC
Ar gAspLeuA

GATTCGCTGAC
sl | eAl aAsp

GAAACTTGGA
sLysLeudy

AGCACACCAA
ysHi sThrLy

GAGGCCTTCC
d uAl aPhelL

GCTGGTCAAA
sLeuVal Lys

CGGAGTTCAT
hr G uPheMe

GGCAGCAAGC
d ySerLysG

AGAAGGCATG
ad ud yMet

GAGCTGCCAA
r gAl aAl aAs

TTTGGCCTGG
Phed yLeuA

GCTGGCCAGT
Al ad yd nP

GGTGGCAGTG
sVal Al aVal

TGGCAGAGGC
euAl ad uAl

CTTCATGCGG
LeuH sAl aV

GGCCAAAGGA
t Al aLysdy

AGCCATTGCC

| nProLeuPr

GCCTTCATCG
Al aPhel | eG

CATCTTGGTC

nl | eLeuVal

CCCGGGTCAT
| aArgVal | |

817
273

867
289

917
306

967
323

1017
339

1067
356

1117
373

1167
389

1217
406



TGAGGACAAC
ed uAspAsn

GGACACCTCC
rpThr Al aPr

GICTGGTCCT
Val Tr pSer P

CCCTTACCCA
eProTyrPro

GATACCGGAT
[ yTyr Arghe

ATGATGCGCT
Met Met Ar gC

CATCCAGAGT
ril ed nSer

AACAGCAGCC
| n@ nd nPr

TGGTGCCTCC
TCCTACTCCC
CCAGTGGGTA
AATCTGACAT

GAGTACACGG
d uTyr Thr A

TGAAGCCATC
od uAlalle

TTGGTATCCT
hed yll eLe

CGGATGTCAA
G yMet Ser A

GCCTCGCCCA
t ProArgPro

GCTGGAAAAA
ysTrpLysAs

GTGCTGGATG
Val LeuAspA

ATGATAGCGA
oSt op

AAGGTGECTC
AGACACCCAC
GGTTGGACTG
TCTCAGGAAG

CTCGGGAAGG
| aArgd ud

AACTTTGGCT
AsnPhed yS

GCCTGATGEAG
uLeuMet G u

ACCCTGAAGT

snProd uVa

GAGAACTGCC
d uAsnCysP

CCGTCCGGAG
nAr gProd u

ACTTCTACAC
spPheTyr Th

GGACCAGGGEC

CAGCACCATC
CCTCGCTTCA
GAAAATCTCT
CCCCCAAGTT

GGCCAAGTTC
yAl aLysPhe

CCTTCACCAT
er PheThr I |

ATCGTCACCT
Ileval ThrT

GATCCGAGCT
[ 11 eArgAl a

CAGAGGACGCT
rod ud uLe

GAGCGGCCGA
d uArgProT

GGCCACAGAG
rAl aThr@ u

AGGGECCAGEG

CGCCAGEECC
GCCACAGITT
TTTTGACTCT
GATATTTCTA

CCCATCAAGT
Proll eLysT

CAAGTCAGAC
eLysSer Asp

ACGGCCGGAT
yrd yArgll

CTGGAGCGTG
Leud uArgG

CTACAACATC
uTyrAsnll e

CCTTCGAATA
hr Phed uTy

AGCCAGTACC
Serd nTyr G

GGTGCCCAGG

CACACCCCCT
CCTCATCTGT
TGCAATCCAC
TTTCCTGGAA

1267
423

1317
439

1367
456

1417
473

1467
489

1517
506

1567 Ys1s5*
523

*36

*86

*136
*186
*236


https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=54&Id_mutation=3094&page=sequence&seq=cDNA&ancre=3094&prot=1
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TGGTTGGATT TTAGITACAG CTGTGATTTG GAAGGGAAAC TTTCAAAATA *286
GITGAAATGAA TATTTAAATA AAAGATATAA ATGCCAAAGTI CTTTACCAAA *336
A

HCK (NM 002110.5) - cDNA + Protein - 2025-07-19
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