ATA

UBAL (NM 003334.4) -

ATCTTGTGIC GECGECTCGEG CTGTAAGGAG
CACAACGECC GEECGAGGAG AAGGCGECAG

GECEECEEEG

AGGAGGAGAA

GGAGGAGEGT

GCTCCTTGAG GAGITGECGG CGGECGCGACC

CCAGCTCGECC

er Ser Ser Pr

CCGGGTTCTA
Prod ySer A

GGTGCCAACC
rvVal ProThr

AGGCCCTTTA
| ud yLeuTy

CGGCTCCAGA
ArgLeud nT

GGAGATCGCT

GCTGTCCAAG
oLeuSerLys

ACTGCTCCCC
snCysSer Pr

AACGGAATGG
Asnd yMet A

CTCCCGGCAG
rSer Argd n

CATCCAGTGT
hr Ser Ser Va

AAGAACATCA

AAACGT CCCG
LysAr gAr gV

TGCCCAGTCC
0Al ad nSer

CCAAGAACGG
| aLysAsnd

CTGTATGTGT
LeuTyr Val L

CCTGGTATCA
| LeuVal Ser

TCCTTGGTGG

GIGECAGGGA CAACCACAAC
CGGECGATTCT AGGCGGECCCA
GECEECCEEG CTTGECTTCG
CGGGGAACCG GCATTGATGT

Met S

TGTCCGGGCC TGATCCAAAG
al Serd yPr oAspProlLys

GITGTTGICCG AAGIGCCCTC
Val LeuSer G | uVval Pr oSe

CAGTGAAGCA GACATAGACG
ySer d uAl a Aspl | eAspG

TGGGCCATGA GGCAATGAAG
eud yH s@ uAl aMet Lys

GGCCTGCGEG GCCTGGECGT
d yLeuArgG | yLeud yVa

GGTCAAGECT GITACCCTAC

- 147
-97
-47
4

2

204
68

254

304
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https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=46&Id_mutation=2600&page=sequence&seq=cDNA&ancre=2600&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=46&Id_mutation=2702&page=sequence&seq=cDNA&ancre=2702&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=46&Id_mutation=2909&page=sequence&seq=cDNA&ancre=2909&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=46&Id_mutation=2599&page=sequence&seq=cDNA&ancre=2599&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=46&Id_mutation=2601&page=sequence&seq=cDNA&ancre=2601&prot=1
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| ulleAla

ATGACCAGGG
i sAspd nd

CGGGAGGAGG
Argd ud uA

CGCTGAGCTC
uAl ad ulLeu

TTGAGGACTT
al d uAspPh

CTGGAGGACC
Leud uAspG

GCTGGTGGTG
sLeuVal Val

TTGGAGAGGA
hed yd ud

GCTATGGTTT
Al aMet Val S

GGATGAGGECC
uAspd uAl a

LysAsnl | el

CACTGCCCAG
yThr Al ad n

ACATCGGTAA
spll ed yLy

AACAGCTATG
AsnSer TyrV

CCTTAGTGGT
elLeuSerdy

AGCTGCGAGT
| nLeuAr gVa

GCAGACACGC
Al aAspThr A

AATGATCCTC
uMet | | eLeu

CTATGGITAC
er Met Val Th

CGACACGGEGT
ArgH sd yP

| eLeud yd

TGGCGCTGATC
Tr pAl aAspL

AAACCGGEECC
SAsnAr gAl a

TGCCTGICAC
al ProVval Th

TTCCAGGTGG
Phed nVval V

GCGTGAGITC
| d yd uPhe

GGGGECCTGTT
rgd yLeuPh

ACAGATTCCA
Thr AspSer A

CAAGGACAAC
r LysAspAsn

TTGAGAGCGG
hed uSerd

yVal LysAl a

TTTCCTCCCA
euSer Ser d

GAGGTATCAC
d uVval Ser G

TGCCTACACT
rAl aTyr Thr

TGGIGCTCAC
al Val LeuTh

TGTCACAACC
CysHi sAsnA

TGCEGCAGCTC
ed yd nLeu

ATGGGGAGCA
snd yd ud

CCCGGTGTGG
Prod yVval V

GGACTTTGIC
yAspPheVal

Val Thr LeuH

GTTCTACCTG
nPheTyr Leu

AGCCCCGCCT
| nProArgLe

GGACCCCTCG
d yProLeuV

CAACACCCCC
r AsnThr Pro

GTGGCATCAA
rgdyllelLy

TTCTGTGACT
PheCysAspP

GCCACTCAGT

nProLeuSer

TTACCTGCCT
al Thr CysLe

TCCTTTTCAG
Ser PheSer G

102

354
118

404
135

454
152

504
168

554
185

604
202

654
218

704
235

754
252



https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=46&Id_mutation=3106&page=sequence&seq=cDNA&ancre=3106&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=46&Id_mutation=3001&page=sequence&seq=cDNA&ancre=3001&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=46&Id_mutation=3106&page=sequence&seq=cDNA&ancre=3106&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=46&Id_mutation=3001&page=sequence&seq=cDNA&ancre=3001&prot=1

AAGTACAGGG
|l uval d n@

GTCCTGCGTC
Val Leud yP

CTACATCCGT
pTyrll eArg

GCTTTAAATC
er PhelLysSe

GACTTCGCCA
AspPheAl aL

CCTGCACCAG

aLeuH sdA n

ACGAGGATGC
| ud uAspAl

GCCCTGCCAG
Al aLeuPr oA

GCTGCCATAT
sLeuAl aTyr

CATGGTTGAA
yMet Val A u

CTTATACCTT
roTyr Thr Ph

GGAGGCATCG
dydyllev

CTTGGTGGECC
rLeuVval Al a

AGITTTCTCG
ysPheSer Ar

TTCTGTGCTC
PheCysAl aG

AGCAGAACTG
aAl ad ulLeu

CAGT GCAGCA
| aval d nd

GTGCECTCCTG
Val Al aAl aG

CTCAACGGAA
LeuAsnd yA

TAGCATCTGT
eSerll eCys

TCAGTCAGGT
al Ser d nVa

TCACTGGCAG
Ser LeuAl aG

CCCTGCCCAG
gPr oAl ad n

AGCATGGECCG
| nH sd yAr

GTAGCCTTAG
Val Al aLeuA

AAATAACCTG
nAsnAsnlLeu

GGGATCTGGC
| yAspLeuAl

ATCAGCCCAT
snd nProMe

GACACCTCCA
AspThr Ser A

CAAAGTACCT
| LysVal Pro

AACCTGACTT
| uPr oAspPh

CTGCACATTG
LeuHi sl | eG

GCCACCTCGG
gProProArg

CACAGGCTGT
| ad nAl aVa

GACGAGGACC
Aspd uAspL

ACCCATAAAC

GGAGATCAAA
tdullelLys

ACTTCTCCGA
snPheSer As

AAGAAGATTA
LysLysl | eS

TGTGGTGACG
eVal val Thr

GCTTCCAGGC
| yPhed nAl

CCCCCCAATG
Pr oAr gAsnG

GAATCCTCGA
| AsnAl aArg

TCATCCGGAA
eul | eArgLy

GCCTTCATTG

804
268

854
285

904
302

954
318

1004
335

1054
352

1104
368

1154
385

1204

aProl |l eAsn Al aPhel |l eG 402



GGGECCTGEC
| y3 yLeuAl

CCCATCATGC
Prol |l eMet G

CAAAGAGGTC
pLysd uVal

ACGGGCAAGT
spd yd nVa

CAGAAGTATT
G nLysTyrP

GAACTTTGCC
sAsnPheAl a

TTACAGACAT
al Thr AspMe

TTCCGGCCCT
PheAr gProT

TGTGCGCCAA
aVal Argd n

TGGGTCCTGA

TGCCCAGGAA
aAlad nG u

AGTGGCTATA
I nTrpLeuTy

CTCACAGAGG
LeuThr d uA

GGCTGIGITT
| Al aval Phe

TCCTGGTI GGG
heLeuVal G

ATGATTGGGC
Met 1 ed yL

GRACACCATT
t AspThrile

GGGATGTCAC
r pAspVal Th

ATGAATCCAC
Met AsnPr oH

CACGGAGCGC

GTCATGAAGG
Val Met LysA

CTTTGATGCC
r PheAspAl a

ACAAGTGCCT
spLysCysLe

GGCTCAGACC
A ySer AspL

TGCGEEEECC
yAl ad yAl a

TGGGCTGCGG
eud yCysd

GAGAAGT CAA
A uLysSer A

GAAGTTAAAG
rLysLeulLys

ATATCCGGGT
i slleArgVa

ATCTATGATG

CCTGCTCCGG
| aCysSerd

CTTGAGIGTC
Leud uCysL

CCACCGCCAG
ud nArgd n

TGCAAGAGAA
eud nG@ uLy

ATTGGCTGIG
Il ed yCysG

GGAGGGTGGA
yAd udydy

ATCTGAATCG
snLeuAsnAr

TCTGACACGG
Ser AspThr A

GACAAGCCAC
| Thr SerHi s

ACGATTTTTT

GAAGTTCATG
yLysPheMet

TCCCTGAGGA
euPr od uAs

AACCGITATG
AsnArgTyr A

GCTGCCCAAG
sLeud yLys

AGCTGCTCAA
| uLeuLeulLy

GAAATCATCG
Aullellev

ACAGTITTCTT
gd nPhelLeu

CTGCTGCAGC
| aAl aAl aAl

CAGAACCGTG
d nAsnAr gV

CCAAAACCTA

1254
418

1304
435

1354
452

1404
468

1454
485

1504
502

1554
518

1604
535

1654
552

1704

ATTA AA78S AAT8T



https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=46&Id_mutation=2920&page=sequence&seq=cDNA&ancre=2920&prot=1
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https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=46&Id_mutation=3093&page=sequence&seq=cDNA&ancre=3093&prot=1
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al d yProAs

GATGGCGTGG
Aspd yVval A

COGCOGCTGT
pAr gAr gCys

GCACCAAAGG
| yThrLysd

AGTTCCAGCC
Ser Ser Ser G

GAACTTCCCT
sAsnPhePr o

TTGAAGGCCT
hed ud yLe

GACCCCAAGT
AspPr oLysP

GGAGGTCGCTG
ud uVal Leu

CCTGGCGCTGA
hr Tr pAl aAs

pThrd uArg |1l eTyr AspA

CCAATGCCCT GGACAACGTG
| aAsnAl aLe uAspAsnVal

GTCTACTACC GGAAGCCACT
Val Tyr Tyr A rgLysProlLe

CAATGTGCAG GTGGTGATCC
yAsnVal G n Val Val I | eP

AGGACCCACC TGAGAAGTCC
| nAspProPr od uLysSer

AATGCCATCG AGCACACCCT
AsnAl al |l eG | uHi sThr Le

CTTCAAGCAG CCAGCAGAAA
uPheLysd n ProAl ad uA

TTGTGGAGCG AACACTCCGG
heVal G uAr gThrLeuArg

GAGGCTGTGC AGCGCAGCCT
d uAl aval G | nArgSer Le

CTGCGTGACC TGGECCTGCC
pCysVal Thr Tr pAl aCysH

spAspPhePh

GATGCCCGCA
AspAl aAr gM

GCTGGAGTCA

uLeud uSer

CCTTCCTGAC
r oPheLeuTh

ATCCCCATCT
Il eProll eC

GCAGTGGGECT
ud nTr pAl a

ATGTCAACCA
snVal Asnd

CTGGCAGGCA
LeuAl ad yT

GGTGCTGCAG
uVal Leud n

ACCACTGGCA
i SHi sTrpHi

ed nAsnlLeu

TGTACATGGA
et Tyr Met As

GGCACACTGG
d yThr LeuG

AGAGTCGTAC
rd uSer Tyr

GTACCCTGAA
ysThr LeuLy

CGGGATGAGT
Ar gAspd uP

GTACCTCACA
nTyr LeuThr

CTCAGCCCTT
hrd nProlLe

CGACCACAGA
ArgProd nT

CACCCAGTAC
sThrd nTyr

568

1754
585

1804
602

1854
618

1904
635

1954
652

2004
668

2054
685

2104
702

2154
718



https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=46&Id_mutation=2999&page=sequence&seq=cDNA&ancre=2999&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=46&Id_mutation=2999&page=sequence&seq=cDNA&ancre=2999&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=46&Id_mutation=2904&page=sequence&seq=cDNA&ancre=2904&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=46&Id_mutation=2904&page=sequence&seq=cDNA&ancre=2904&prot=1

TCGAACAACA
Ser AsnAsnl

AAGCTCAGGA
rSerSerdy

TCACCTTTGA
euThr PheAs

GCCAACCTGT
Al aAsnLeuP

TGCTGTGGCC
aAl aval Al a

AGTCTGGECGT
ysSer d yVa

GCCTCTGITG
Al aSer Val A

CCCAGACAAG
r ProAspLys

ATGATGACAG
SpPASpAspSe

TCCGGCAGCT
| eArgd nLe

GCGCCGTITCT
Al aPr oPheT

TGTCAACAAT
pVal AsnAsn

TTGCCCAGAC
heAl ad nTh

ACATTCCTGC
Thr PheLeuG

CAAGATCCAT
I LyslleH s

ATGACAGTCG
spAspSer Ar

CTCCCTGGAT
LeuProd yP

CAACTTTCAT
r AsnPheH s

GCTGCACAAC
uLeuH sAsn

GGICTGEECC
rpSerd ypr

CCCCTGCATC
ProLeuHi sL

CTACGCCCTG
rTyrd ylLeu

AGTCTGTGCA
| nSer Val G

GITTCTGACC
Val Ser AspG

TCTAGAGGAG
gLeud ud u

TCAAGATGTA
heLysMet Ty

ATGGATTTCA
Met AspPhel

TTCCCTCCTG
PhePr oPr oA

CAAACCCTGT
oLysArgCys

TGGACTATGT
euAspTyr Va

ACAGGCTCTC
Thrd ySer G

GGTCCCCGAA
nVal Prod u

AGGAGCTGCA
| n@ uLeud

CTCAAAGCCA
LeuLysAl aT

CCCCATTGAC
rProll eAsp

TCGIGGCTGC
| eval Al aAl

ACCACCTCAC
spd nLeuTh

CCACACCCGC
Pr oHi sProL

GATGGCTGCT
| Met Al aAl a

AGGACCGAGC
[ nAspAr gAl

TTCACCCCCA
PheThr Pr oL

GAGCGCCAAT
nSer Al aAsn

CTCTGCCCAG
hr LeuPr 0Se

TTTGAGAAGG
Phed uLysA

ATCCAACCTC
aSer AsnLeu

2204
735

2254
752

2304
768

2354
785

2404
802

2454
818

2504
835

2554
852

2604
868



CGGGCAGAAA
Ar gAl ad uA

GATTGCAGGG
ull eAlady

TTGECCTTGT
al d yLeuVa

CTTGACTCCT
LeuAspSer T

TTTCTCTGAA
yPheSerd u

GGACATTGIG
rpThr LeuTr

GAGATGACCC
d uMet Thr L

AGAGATCACC
ud ul | eThr

TGCCAGCTGC
et Pr oAl aAl

GIGAGCCGTG

ACTATGACAT
snTyr Aspl |

AAGATCATCC
LysllelleP

GTGICTGGAG
| CysLeud u

ACAAGAATCG
yrLysAsnd

CCCCTTGCCG
Pr oLeuAl aA

GGATCCCTTT
pAspAr gPhe

TCAAACAGTT
euLysd nPh

ATGCTGICCC
Met LeuSer G

CAACCTCAAG
alLyslLeulLys

TGTCGAAGCG

TCCTTCTGCA

eProSer Al a

CAGCCATTGC
r oAl al | eAl

CTGTACAAGG
LeuTyrLysV

TTTCCTCAAC
yPhelLeuAsn

CACCACGTCA
| aPr oAr gHi

GAGGTACAAG
d uval d nG

CCTCGACTAT
eLeuAspTyr

AGGGCGTIGIC
I nd yVal Se

GAACGGTTGG
d uArgLeuA

AAAGCTGECEC

GACCGGECACA AGAGCAACGCT
AspArgH sL ysSerLysLe

CACGACCACA GCAGCCGTGG
aThr Thr Thr Al aAl aval V

TTGTGCAGGG GCACCGACAG
al Val @ nd yH sArgdn

TTGGCCCTGC CTTTCTTTGG
LeuAl aLeuP r oPhePheQ@

CCAGTACTAT AACCAAGAGT
sd@ nTyr Tyr Asnd@ nd@ uT

GGCTGCAGCC TAATGGTGAG
| yLeud nPr o0Asnd yd u

TTTAAGACAG AGCACAAATT
PheLysThr G | uHi sLysLe

CATCCTCTAT TCCTTCTTCA
r vet LeuTyr

ATCAGCCGAT GACAGAGATT
spd nProMe tThrd ulle

CGCCACGIGC GEECECTEET

2654
885

2704
902

2754
918

2804
935

2854
952

2904
968

2954
985

3004

Ser PhePheM 1002

3054
1018

3104



https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=46&Id_mutation=2998&page=sequence&seq=cDNA&ancre=2998&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=46&Id_mutation=2998&page=sequence&seq=cDNA&ancre=2998&prot=1

Val Ser ArgV al SerLysAr gLysLeudy ArgHi sVal A rgAl aLeuvVa 1035

GCTTGAGCTG TGCTGTAACG ACGAGAGCGG CGAGGATGTC GAGGTTCCCT 3154
| Leud uLeu CysCysAsnA spd uSerd yd uAspVal d uVal ProT 1052

ATGTCCGATA CACCATCCGC TGACCCCGIC TGCTCCTCTA GGCTGGECCCC *27
yrVal ArgTy rThrlleArg Stop

TTGTCCACCC CTCTCCACAC CCCTTCCAGC CCAGGGITCC CATTTGGCTT *77
CTGGECAGTGG CCCAACTAGC CAAGTCTGGT GTITCCCTCAT CATCCCCCTA *127

CCTGAACCCC TCTTGCCACT GCCTTCTACC TTGITTGAAA CCTGAATCCT *177
AATAAAGAAT TAATAACTCC CA

UBA1 (NM 003334.4) - cDNA + Protein - 2026-04-30
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