AGITCCCGEC
ACTCGCGAGCG
ceecejjeeee
GIGACAATCG
GCTCTCCGCCC
TCACCCTCCA
ACTCCCTCCT
AGAAGAATAT

Me

ATTTCTTCTC
Il eSer Ser L

TTTAGTGICA

elLeuVal Ser

CAAATGAACA
r oAsnd uHi

CCTGTATCTA
ProVval Ser T

ATA

| LIRL (NM 000877.4) -

CGCGAGGECG GGCGCACCTT
CGCGEECECCG GCCGGGAGGA
GCGCCAEECCT BGCCCCECECG
CGCGCCCBCG CACCGAAGCA
CTCTGAGCTG AGCCGGGTTC
CGGCCGICCG TCCAGGTAGA
GAGAAGCTGG ACCCCTTGGT
GAAAGTGITA CTCAGACTTA
tLysVal Leu LeuArglLeul

TGGAGGCTGA TAAATGCAAG
eud uAl aAs pLysCysLys

TCTGCAAATG AAATTGATGT
Ser Al aAsnG | ul | eAspVa

CAAAGCCACT ATAACTTGGT
sLysd@ yThr Il eThrTrpT

CAGAACAAGC CTCCAGGATT
hrd ud nAl aSerArglle

GIGECCEECG
GCCGGAGAGC
CCCCAGCGAG
CTCCTCGCTC
CGCCCGEEEC
CGCACCCTCT
AAAAGACAAG
TTTGITTCAT
| eCysPhel |

GAACGTGAAG
d uArgd uG

TCGTCCCTGT
| ArgProCys

ATAAAGATCGA
yr LysAspAs

CATCAACACA
Hi sd nHi sL

GCCCGAGCCG
GGECCEEECCG
CGGCAGGAAT
GCCTCCTAGG
TGGGATCCCA
GAAGATGGTG
GCCTTCTCCA
AGCTCTACTG

eAl aLeulLeu

AAAAAATAAT
[ uLysllell

CCTCTTAACC
ProLeuAsnP

CAGCAAGACA
pSer LysThr

AAGAGAAACT
ysd uLyslLe

- 309
- 259
- 209
- 159
-109
-59
-9
42
14

92
31

142
48

192
64

242
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TTGGTTTGIT
uTr pPheVal

TAAGAAATTC
al ArgAsnSe

GAGAATGAGC
d uAsnd uP

ACTACCCGIT

sLeuPr oVal

TTAAAAATGA
heLysAsnd

AAACCTCTAC
LysProlLeulL

CATCGTGATG
ul | eval Met

CATCCTACAC
| aSer Tyr Th

TTTATTACTC
Phel | eThrL

AGCTAATGAG

CCTGCTAAGG
Pr oAl aLysV

ATCTTACTGC
r Ser Tyr Cys

CTAACTTATG
r oAsnLeuCy

GCAGGAGACG
Al ad yAspG

AAATAATGAG
uAsnAsnQG u

TTCTTGACAA
euLeuAspAs

AATGTGCECTG
AsnVal Al aG

ATACTTGGGC
rTyrLeudy

TAGAGGAAAA
eud ud uAs

ACAATGGAAG

TGGAGGATTC
al d uAspSe

CTCAGAATTA
LeuArgllelL

TTATAATGCA
sTyr AsnAl a

GAGCGACTTGT
| yd yLeuVa

TTACCTAAAT
LeuProLysL

TATACACTTT
nl | eH sPhe

AAAAGCATAG
| uLysHi sAr

AAGCAATATC
Lysd nTyr P

CAAACCCACA
nLysProThr

TAGACTTGGG

AGGACATTAC
rd yH sTyr

AAATAAGTGC
ysl | eSerAl

CAAGCCATAT
dnAlalleP

GTGCCCTTAT
| CysProTyr

TACAGTGGTA
eud nTrpTy

AGTGGAGTCA
Serd yVval L

AGGGAACTAT
gd yAsnTyr

CTATTACCCG
rol | eThr Ar

AGGCCTGTGA
Ar gProVal |

ATCCCAGATA

TATTGCGTGG
Tyr CysVval V

AAAATTTGTG
aLysPheVal

TTAAGCAGAA
heLysd nLy

ATGGAGTTTT
Met d uPheP

TAAGCGATTCC
rLysAspCys

AAGATAGGCT
ySAspArglLe

ACTTGTCATG
Thr CysHi sA

GGTAATAGAA
gval ll eG u

TTGTGAGCCC
| eval Ser Pr

CAATTGATCT

292
98

342
114

392
131

442
148

492
164

542
181

592
198

642
214

692
231

742



https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=55&Id_mutation=3000&page=sequence&seq=cDNA&ancre=3000&prot=1
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0Al aAsnd u

GTAATGTCAC
ysAsnVal Th

TCAGTAATTG
SerVal | | eA

GGAAAATCCT
| d uAsnPro

TATCGGAAAT
| eSerd ul |

AAGAATACAC
LysAsnThrH

CACTAATTTC
| Thr AsnPhe

TAATTGTGIG
| ell eval Cy

CTTTGGTACA
LeuTr pTyrA

TGGAAAGACC
pd yLysThr

Thr Met d uVv

CGGCCAGITG
rd yd nLeu

ATGAAGATGA
spd uAspAs

GCAAACAAAA
Al aAsnLysA

TGAAAGTAGA
ed uSer Arg

ATGGTATAGA
i sdylleAs

CAGAAGCACA
A nLysHi sM

TTCTGITTTC
sSer Val Phe

GGGATTCCTG
r gAspSer Cy

TATGACGCAT
Tyr AspAl aT

al AspLeud

AGTGACATTG
Ser Aspl | eA

CCCAGTGCTA
pProVal Leu

GAAGGAGTAC
rgArgSer Th

TTTTATAAAC
PheTyr LysH

TGCAGCATAT
pAl aAl aTyr

TGATTGGTAT
etlle@yll

ATCTATAAAA
Il eTyrLysl

CTATGATTTT
sTyr AspPhe

ATATACTGTA
yrill eLeuTy

ySerdnlle

CTTACTGGAA
| aTyr Tr pLy

GGGGAAGACT
d yd uAspT

CCTCATCACA
rLeul | eThr

ATCCATTTAC
i sProPheTh

ATCCAGTTAA
Il ed nLeul

ATGTGTCACG
eCysVal Thr

TCTTCAAGAT
| ePhelLysl |

CTCCCAATAA
LeuProl |l eL

TCCAAAGACT
r ProLysThr

d nLeul | eC

GTGGAATGGEG
sTrpAsn@y

ATTACAGTGT
yr Tyr Ser Va

GTGCTTAATA
Val LeuAsnl

CTGITTTGCC
r CysPheAl a

TATATCCAGT
| eTyr ProVa

TTGACAGTCA
LeuThr Val |

TGACATTGIG
eAspl | eval

AACCTTCAGA
ysAl aSer As

GTTGCCGGAAG
Val d yd uG

248

792
264

842
281

892
298

942
314

992
331

1042
348

1092
364

1142
381

1192
398



GGTCTACCTC
| ySer Thr Se

TTGGAAAAAC
Leud uLysG

CGTTGGGGAA
rval d yd u

GAAGACTGAT
rgArgLeul |

GGTGGTTCAT
dydySerS

TGGAATTAAA
pd ylleLys

AAATGCCAGA
yshMet Prod

TGGTCAGGGG
Tr pSer d yA

GAAGAATGTC
pLysAsnVal

TGACTGITGAT
r AspCysAsp

AGTGTGGATA
I nCysd yTy

GACATTGITG
Aspl | evVal G

TATCATTTTA

ellellelLeu

CTGAAGAGCA
erd ud ud

GITGICCTGC
Val Val LeuL

ATCGATTAAA
uSer || eLys

ACTTTACACA
spPheThrd

AGGTACCACA
ArgTyrH sM

ATTTTTGIGT
I | ePheVval P

TAAGCTGITC
rLysLeuPhe

AGGTCATTAA
luval I | eAs

GTCAGAGAAA
Val Argd uT

AATAGCCATG
nl | eAl aMet

TTGAGCTGGA
eud uLeud

TTCATTAAGC
Phel |l eLysG

GGGACCACAG
nd yProd n

TGCCAGTCCA
et Proval d

TTAAAGTCTT
heLysVal Le

ATTTATGGAA
I leTyrd yA

TGAAAACGTA
nd uAsnVal

CATCAGCCTT
hr Ser G yPh

TATAATCGCTC
Tyr AsnAl aL

GAAAATCCAA
uLyslledn

AGAAACATGG
I nLysH sd

TCTGCAAAGA
Ser Al aLysT

GCGACGGTCA
nAr gAr gSer

GCCTGAGGTC
uPr od uVval

GGGATGACTA
rgAspAspTy

AAGAAAAGCA
LysLysSer A

CAGCTGGCTG
eSer Tr pLeu

TTGTTCAGGA
euVal d nAs

GACTATGAGA
AspTyrd uL

GGCTATCCGC
yAl al | eArg

CAAGGTTCTG
hr Ar gPheTr

CCTTCATCTA
ProSer Ser L

1242
414

1292
431

1342
448

1392
464

1442
481

1492
498

1542
514

1592
531

1642
548



AACACCAGTT
ysHi sd nLe

CACGTIGCCTC
Hi sVal Pr oL

CTCCTGICTT
GAGITCATGG
ATCAGATTAT
TTCAGAGTAG
GIGGTGECTC
GATCACCAGA
CCCATCTCTA
TGTAATCCCA
GGAGACGGAG
GCAACAGAGC
GAATGITTGA
GGGCAAGAAG
ACAGCCCAAG
GACCCTGGAG
ACCTCACTGA
TATTTTCCAT
TTATTTTACA
GGATTCCAAA
TTAAAAAACC
CCCTGECATG
TGGAGGAACA
AGCCCACACA

ACTGICACCA

uLeuSer Pro

TCGGGTAGCA
eud ySt op

ATGGECGTTCC
AATGTAACTA
TAAGGGAATA
AGGECTTGCEG
ACGCCTATAA
GGTCAGGAGT
CTAAAAATAC
GCTACACCTG
GITGCAGTGA
AAGACTCCGT
ACTGCCAAGA
GAAATAGCCA
GGCGGEEECTA
CGECTCTCCT
GGAAGGGAGA
ACACATCCCC
GACCTTGAAA
GITTTGAAGT
AACAGTAGCA
ACCATCCTGT
GCTCCCTAGT
TGAACCATCC

GCCACTAAGG
Al aThrLysG

TGGAGAAGIT

AGGCCAGGTT
TATCATCCTT
AGCCATGACG
AAGATCTTTT
TCCCAGCACT
TCGAGACCAG
AAAAATGAGC
AGGCTGAGCEC
GCCGAGITTG
CTCAAAAAAA
AAAGCCATGCG
CCGICTACAG
TGCCTTGTCT
GAGAGGTGCT
CATATTCTTG
AGCCAGAAGT
ACTCACTTCA
CATCTTAGCT
GCGAATTGAT
CCTTTGITAT
GCECTTCCTCC
TTCCCATGAT

AGAAACTGCA
| uLysLeud

GCCAAGAGTT

ATGCCTCATG
TATCCCTGAG
TCAATAGCAG
AAAAAGGCAG
TTGGGAGECT
CCCAGCCAAC
TAGGCATGGT
AGGAGAATTG
GGCCACTGCA
GGGCAATAAA
AGACAGCGAA
ATGECTTAGT
GGGEGACCCTG
GCAGGCAAAG
GAGAACTTTC
TAGTGICCGA
ATGAACAAAG
TTCCACAGGA
CCACTTCTTA
TATCCTGCAT
GICTGCAATG
GCCCCTCTTC

AAGAGAGGECT
nAr gd uAl a

CTTTAGGTGC

CTGACTTGCA
GICACCTGA
CCCAGGCCAC
TAGGCCCGGET
GAAGTGEGTG
ATGGCAAAAC
GGCACACGCC
CTTGAACCGG
CTCTAGCCTG
TGCCCTCTCT
CTAGAAGAAA
TAAGTCATCC
TAGAGICACT
TGAGACTGAC
CATCTCCTTG
AGACCGAATT
GGATTCTCCA
GGCGAGAGAAC
ATGCTTTCCT
TTTACGICTT
TCCCTTGCAC
TGTCATCCCG

1692
564

*32

*82
*132
*182
*232
*282
*332
*382
*432
*482
*532
*582
*632
*682
*732
*782
*832
*882
*932
*982
*1032
*1082
*1132



CTCCTCCTGA
CATGCTTTCC
TCCAGCTTCC
GCCCATGICG
CCTTCCTCCT
CAGAATTTTA
GACTTTCCCT
CCCACTGCAG
GCTGGAATTG
CTCACTGCCT
GCTTTATGIT
ATTCTAATTT
CTCTAAGITC
TCTGGTGITC
CCACACTGEC
GAGTCTAGGA
TTGGAATTTT
TCATCTATTC
ATTAAAAATG
CAGITTTAAG
CTCGTATTTA
CCTCCTAAAC
ACCTCCTTTC
CTGGAGCTGC
ACTACAGCCA
TTAGATGITT
GAAAATGTGT
TTAGGITAGT

AACACCTCCC
CACCAGCATG
CCTCCCTGTIC
CCTGCCCCCA
CCTTTGCCTA
CCAAAATTCA
AAGAGCCGAC
AGATGGTGGT
CTCCTCTCTG
TCCAGGAGCA
TAAAAACATT
TATATATAGA
TATTGAACCT
TGAGTACTTG
ACGTTTGTCGA
ATGCTTTTAT
CAAAAATTGT
TTTCCCTAGA
AAAGCCAAAT
AGITGTATGA
ATATGGGTGA
AAAAACACAT
TCCTGEECCC
TGITCCAACA
GAAGCCCATG
TACAAATTTA
CAGCATGCAT
GACAAAATTG

AGGGGECTCCA
TCACTCCCAG
CTGCTGIGIG
GCACTCCTCT
GGAGECCTTC
GAACATCCTC
TTCCTCTCCA
GAGCACATCT
AGGGAGAGCC
ATTTGCACAT
CCCCAATTAT
GAAAGTGACC
AGGACTTGAG
ATTTCAGGTC
GAAGAAATGA
TCAAGACACC
GITTAGATTT
GGCAAACATT
TTATATGCCA
ACATGCGAGAG
ACACCAACTT
TGAGITTAAG
GCTTTGCCTG
GACAGGEECCT
GAGCAGGGAT
ATTTTGCAGA
AGTGCTAAGA
GCCAGAGAGT

CCTGTTCAGG
ACCACCTCCC
AATTCCCAGG
GICTCTCGCTC
TCGCATTTTC
CAATTCCACA
GCCTTCTCTC
GCGAGCCTGG
TGTGGTGECT
GTAACATAGA
CTTATTTAAT
TATTTTTTAA
CCTCCATTTC
AATAACGGTC
CATTTTCCTA
AAATTCCAAA
TATGAAAAAC
TCTTAAAATG
CCGATTGCAG

AGCTGAAGCC
TGCCCTGTCC
TTGECCTGGT
TTGCCTGCAC
TCTAGCTGAT
GICTCTGGEAA
TCTGGTCAGG
TCTCCCTCCA
GICTCTGICC
TTTATGTAAT
TTTTGCAATT
AAAAATCACA
TGGECTTCTAG
CCCCCTCACT
GGAAGTGACC
CTTCTAAATG
TCTTCTACTT
TTTCATTTTC
GACACAAGCA

GACTTTTGGT
TTATTTGGAA
TCTCTGACTC
CTTGAAGGAA
ACGCTTTCATT
GICACGICTT
TTATTTTAGT
AAGCAAGCCA
GGECGTGATG

TTTTATATTT
TAATAATTTT
TTGCCTTTCC
CAGTGCTGIT
TGACACACAG
GAAAACCCTA
CTGICATCCA
ATTTGGAAAC
ATGACCAAGA

*1182
*1232
*1282
*1332
*1382
*1432
*1482
*1532
*1582
*1632
*1682
*1732
*1782
*1832
*1882
*1932
*1982
*2032
*2082
*2132
*2182
*2232
*2282
*2332
*2382
*2432
*2482
*2532



ATTACAAGTA
ATAAGCGT GG
CATCTTCCAA
CGTGAACTTC
TTAATGCCTT
TTTTTAAAGA
TATTTAATTA
TCTCTTGCCT
GACATTTTTG
AACCTGTTTA
GCACCAAATT
TTTCCAATAA

GAATGCCAGC TGGAATTTAA GGAGGGACAA
GIGGAGGAAG ATCCAAACAG AAAAGTGCAA
GGGITGAATT CTGGAGGAAG AAGACACATT
CTTTGACTTA TTGICCCCAC TAAAACAAAA
CCACATTAAT TAGATTTTCT TGCAGTITTTT
TGCCCTAAGT GITGAAGAAG AGITTGCAAA
CCGGTTGITA AAACTGGTTT AGCACAATTT
TTCTTATTTG CAATAAAAGG TATTGAGCCA
ATAAATTATG TTTGTACTAG TTGATGAAGG
TATAATTTTG CAGCAGAAGC CAAATTTTTT
CATGTACAGC ATGCATCACG GATCAATAGA
AATTTTCAAA CTTTGTACTG TTA

GAATCAATGG
AGITATTCCC
CCTAGTTCCC
CAAAAAACTT
TTATGCCATT
TGCAACAAAA
ATATTTTCCC
TTTTTTAAAT
AGITTTTTTT
GTATATTAAA
CTGTACTTAT

*2582
*2632
*2682
*2732
*2782
*2832
*2882
*2932
*2982
*3032
*3082

| LIR1 (NM_000877.4) -
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