ACTTCATCTC
AGITGATCCT
CTGCTCTCTT
ATGGIGITTC
Met Val PheP

CATAATCCTA

nllellelLeu

TGCCCTGTCGA
euPr oCysAs

TGCACAGACA
CysThr AspL

CACGAACCTC
r Thr AsnLeu

CCTTTCACAG
er PheHi sAr

GTACCTATTC

AGAAGACTCC
ATTGGEGECCCA
CAACCAGACC
CAATGTGGAC
roMet Tr pTh

ATTTCCAAAC
Il eSerLysL

TGTCACTCTG
pVal Thr Leu

AGCATTTGAC
ysHi sLeuTh

ACCCTCACCA
Thr LeuThr |

ACTGGACCAT
gLeuAspHi s

CACTGEEGTC

o

TLR7 (NM 016562. 4) -

AGATATAGGA TCACTCCATG
TCTCAAGCTG ATCTTGGCAC
TCTACATTCC ATTTTGGAAG
ACTGAAGAGA CAAATTCTTA
rLeuLysArg dnlleLeul

TCCTTGEGEGEC TAGATGGTTT
euLeud yAl aArgTr pPhe

GATGTTCCAA AGAACCATGT
AspVal ProL ysAsnHi sVa

AGAAATTCCT GGAGGTATTC
rdullePro dydylleP

TTAACCACAT ACCAGACATC

| eAsnHi sl| eProAsplle

CTGGTAGAGA TCGATTTCAG
LeuVval G ul | eAspPheAr

AAAAAACAAC ATGTGCATCA

CCATCAAGAA
CTCTCATGCT
AAGACTAAAA
TCCTTTTTAA
| eLeuPheAs

CCTAAAACTC
ProLysThr L

GATCGTGGAC
1l eVal Asp

CCACGAACAC
roThr AsnTh

TCCCCAGCGT
Ser Pr oAl aS

ATGCAACTGT
gCysAsnCys

AGAGGCTGCA

-101
-51
-1
50
17

'vers

cDNA + Protein

100 Rz28G

34

150
50

200
67

250
84

300
100

350

2026- 02-03


https://infevers.umai-montpellier.fr
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=57&Id_mutation=3175&page=sequence&seq=cDNA&ancre=3175&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=57&Id_mutation=3175&page=sequence&seq=cDNA&ancre=3175&prot=1

Val Prol | eP

GATTAAACCC
nl | eLysPro

TGGATGGAAA
euAspd yAs

CAGCTTCTCA
d nLeulLeuS

TCTAACAGAA
nLeuThrd u

ATTATCGAAA
yr Tyr Ar gAs

CTAAACTTGA
LeuAsnLeuT

AGCCGTCCCT
r Al aval Pro

ACAACATGAT
snAsniet | |

TTACAAATTC
Leud nl |l eL

roLeud ySe

AGAAGCTTTA
Ar gSer PheS

CCAGCTACTA

nd nLeulLeu

GCCTTGAGGEC
er Leud uAl

CTGGCCAACA
LeuAl aAsnl

TCCTTGITAT
nProCysTyr

CAAAGTTAAA
hr LysLeuLy

ACTGTTTTGC
Thr Val LeuP

TGCAAAAATC
eAl aLysll e

TTGACCTAAG
euAspLeuSe

rLysAsnAsn

GTGGACTCAC
erd ylLeuTh

GAGATACCGC
A ull eProG

CAACAACATC
aAsnAsnl | e

TAGAAATACT
led ull eLe

GITTCATATT
Val Ser Tyr S

AGIGCTCTCC

sVal LeuSer

CATCTACTTT
roSer Thr Le

CAAGAAGATG
d nd uAspA

TGGAAATTGC
rd yAsnCys

Met Cysl | eL

TTATTTAAAA
r Tyr LeuLys

AGGGECCTCCC
I nd yLeuPr

TTTTCCATCA
PheSer || eA

CTACCTGGGC
uTyrLeudy

CAATAGAGAA
erlled uLy

CTGAAAGATA
LeuLysAspA

AACAGAACTA
uThrd uLeu

ATTTTAATAA
spPheAsnAs

CCTCGITGTT
Pr oArgCysT

ysArgLeud

TCCCTTTACC
Ser LeuTyrL

GCCTAGCTTA

oPr oSer Leu

GAAAAGAGAA
rgLysd uAs

CAAAACTGTT
A nAsnCysT

AGATGCCTTC
sAspAl aPhe

ACAATGTCAC
snAsnVal Th

TATCTCTACA
TyrLeuTyr A

CCTCAACCAA
nLeuAsnd n

ATAATGCCCC
yr AsnAl aPr

117

400
134

450
150

500
167

550
184

600
200

650
217

700
234

750
250

800
267



https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=57&Id_mutation=3176&page=sequence&seq=cDNA&ancre=3176&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=57&Id_mutation=3177&page=sequence&seq=cDNA&ancre=3177&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=57&Id_mutation=3176&page=sequence&seq=cDNA&ancre=3176&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=57&Id_mutation=3177&page=sequence&seq=cDNA&ancre=3177&prot=1

ATTTCCTTGT
oPhePr oCys

ATCCTTTTGA
snAl aPheAs

TCTCTTCAGC
Ser Leud nH

GGAACTGGAT
nd uLeuAsp

AATTTCTGCA
ysPhelLeuHi

TTTGAACTTC
Phed uLeuG

TTCACTGAAA
r Ser LeuLys

AGTTGAAAAG
| uLeuLysSe

GITCTTGATC
Val LeuAspL

GCGCCGTGTA
Al aProCysL

TGCGCTGACA
pAl aLeuThr

ATGTGCCCCC
i sVal Pr oPr

CTGTCCCAAA
LeuSer d nA

TTTTCTCCCC

sPhelLeuPr o

AGGTCTATCG
I nval Tyr Ar

AGCCTGAAAA
Ser LeuLysl

CTTTAACCTC
r PheAsnLeu

TTGGCACTAA
eud yThr As

AAAATAATTC
ySAsnAsnSe

GAATTAAAAG
G uLeuLysV

AAGATGGTTT
0Ar gTr pPhe

ACTTCTTGGC
snPhelLeuAl

AGCCTCATCC
Ser Leul | eG

TGCATCTATG
gAl aSer Met

TTCTGCGGAT
| eLeuArgl |

TCGCCATTAC
Ser ProLeuH

CTTTATAAAA
nPhel | eLys

TCCCCTACAG

r ProLeud@ n

TTTTACGTCT
al LeuArglLe

AAGAACATCA
LysAsnl | eA

CAAAGAAATT
aLysQulle

AATTGGATCT
| nLeuAspLe

AATCTATCAC
AsnLeuSer G

CAGAGGATAT
eAr gG yTyr

ATAATCTTCA
i sAsnLeud

ATTGCTAACC
Il eAl aAsnL

ATCCCTGTAA
Il eProVval A

ACACAGTAAC
uHi sSer Asn

ACAAACTCCA
snLysLeud

GGGGATGCTA
A yAspAl aL

GICTTTCAAT
uSer PheAsn

AAGCATTTTC
| nAl aPheSe

GICTTTAAAG
Val PheLysG

AAATCTTGAA
nAsnLeuG u

TCAGCATGIT
euSer Met Ph

850
284

900
300

950
317

1000
334

1050
350

1100
367

1150
384

1200
400

1250
417



TAAACAATTT
eLysd nPhe

CACCTTCAGG
er ProSerd

TCTGTAGAAA
Ser Val d uS

ATATGATAAG
gTyr AspLys

TCATGICTGT
heMet Ser Va

AGTAAAAATA
Ser LysAsnS

TTTCCTCAAA
r PheLeulLys

ATGGCAGTGA
snd ySerd

AACAACCGCEC
AsnAsnAr gL

ACTGGAAGTT

AAAAGACTCGA
LysArgLeulL

AGATTCAAGT
yAspSer Ser

GTTATGAACC
er Tyrd uPr

TATGCAAGGA
Tyr Al aAr gS

TAATGAAAGC
| Asnd uSer

GTATATTTTT
er | | ePhePh

TGCCTGAATC
CysLeuAsnL

ATTCCAACCT
uPhed nPro

TTGATTTACT
euAsplLeulLe

CTGGATATAA

AAGTCATAGA
ysVal | | eAs

GAAGTTGGCT
d uval d yP

CCAGGTCCTG
od nVal Leu

GITTGCAGATT
er CysArgPh

TGCTACAAGT
CysTyrLysT

TGTCAAGTCC
eVal LysSer

TGTCAGGAAA
euSer @ yAs

TTAGCAGAGC
LeuAl ad uL

CCATTCAACA
uHi sSer Thr

GCAGTAATAG

TCTTTCAGTG
pLeuSer Val

TCTGCTCAAA
heCysSer As

GAACAATTAC
d ud nLeuH

CAAAAACAAA
eLysAsnLys

ATGGCCAGAC
yr@ yd nTh

TCTGATTTTC
Ser AspPheG

TCTCATTAGC

nLeul | eSer

TGAGATATTT
euArgTyrLe

CCATTTGAAG
Al aPhed uG

CCATTATTTT

AATAAAATAT
AsnLysl | eS

TGCCAGAACT
nAl aAr gThr

ATTATTTCAG
i sTyr PheAr

GAGCCTTCTT
d uAl aSer P

CTTGGATCTA
r LeuAspLeu

AGCATCTTTC

| nHi sLeuSe

CAAACTCTTA
d nThr LeuA

GGACTTCTCC
uAspPheSer

AGCTTCACAA
| uLeuHi sLy

CAATCAGAAG

1300
434

1350
450

1400
467

1450
484

1500
500

1550
517

1600
534

1650
550

1700
567

1750

E506S E507S E507L



https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=57&Id_mutation=3197&page=sequence&seq=cDNA&ancre=3197&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=57&Id_mutation=3197&page=sequence&seq=cDNA&ancre=3197&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=57&Id_mutation=3208&page=sequence&seq=cDNA&ancre=3208&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=57&Id_mutation=3205&page=sequence&seq=cDNA&ancre=3205&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=57&Id_mutation=3204&page=sequence&seq=cDNA&ancre=3204&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=57&Id_mutation=3208&page=sequence&seq=cDNA&ancre=3208&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=57&Id_mutation=3205&page=sequence&seq=cDNA&ancre=3205&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=57&Id_mutation=3204&page=sequence&seq=cDNA&ancre=3204&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=57&Id_mutation=3206&page=sequence&seq=cDNA&ancre=3206&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=57&Id_mutation=3206&page=sequence&seq=cDNA&ancre=3206&prot=1

sLeud uVal

GAATTACTCA
[yll eThrHi

CTGATGATGA
LeuMet Met A

GAGTGAGTICT
uSer d uSer

TATGGAGAGA
euTr pArgd

AAATTAGAGG
LysLeud uG

TCGAGTTTTT
r d yVval Phe

AAAATGGCCT
ysAsnd yLe

CTGGAAACTT
Leud uThrL

ATTATCCAAC
gLeuSer Asn

LeuAspl | eS

TATGCTAAAC
sMet LeuAsn

ACGACAATGA
SNAsSpAsnAs

CTTAGAACTC
LeuArgThrL

AGGTGATAAC
ud yAspAsn

AATTAGACAT
| uLeuAspl |

GATGGTATGC
Aspd yMet P

CAAATCTTTC
uLysSer Phe

TGGACCTCAG
euAsplLeuSe

TGTTCCAGAA
CysSer ArgS

er Ser AsnSe

TTTACCAAGA
PheThr LysA

CATCTCTTCC
pl | eSer Ser

TGGAATTCAG
eud uPheAr

AGATACTTAC
ArgTyr LeuG

CTCTAAAAAT
eSer LysAsn

CTCCAAATCT
roPr oAsnLe

AGTTGGAAGA
Ser Tr pLysL

CCACAACCAA
rH sAsnd@ n

GCCTCAAGAA
er LeuLysAs

r Hi sTyr Phe

ACCTAAAGGT
snLeulLysVa

TCCACCAGCA
Ser Thr Ser A

AGGAAATCAC
gd yAsnHi s

AATTATTCAA
| nLeuPheLy

TCCCTAAGTT
Ser LeuSer P

AAAGAATCTC
uLysAsnLeu

AACTCCAGTG
ysLeud nCy

CTGACCACTG
LeuThr ThrV

TCTGATTCTT

nLeul | eLeu

d nSerd uG

TCTGCAGAAA
| Leud nLys

GGACCATGGA
rgThr et d

TTAGATGITT
LeuAspVal L

GAATCTCCTA

sAsnLeulLeu

TCTTGCCTTC
heLeuPr 0Se

TCTTTGGCCA
Ser LeuAl aL

TCTAAAGAAC
sLeulLysAsn

TCCCTGAGAG
al Prod uAr

AAGAATAATC
LysAsnAsnG

584

1800
600

1850
617

1900
634

1950
650

2000
667

2050
684

2100
700

2150
717

2200
734



AAATCAGGAG
[ nl'l eArgSe

TATCTGGATC
Tyr LeuAspL

CCCAGAAAAT
ePr od uAsn

GGITTCTGTG
r gPheLeuCy

ACGGAGGTGA
Thrd uVal T

AGGAGCACAC
od yAl aHi s

AGTTAGATCT
| uLeuAspLe

CTCTTTCTCA
LeuPhelLeuM

GTGGTATATT
| TrpTyrile

TCTGACGAAG
rLeuThrLys

TCAGCTCAAA
euSer Ser As

GTCCTCAACA
Val LeuAsnA

CACCTGTGAT
sThr CysAsp

CTATTCCTTA
hrll eProTy

AAGGGCCAAA
Lysd yd nS

GACTAACCTG
uThr AsnLeu

TGGTGATGAT
et Val Met Me

TACCATTTCT
Tyr Hi sPheC

TATTTTCTAC
Tyr PheLeuG

TAAAATCCAG
nLyslledn

ATCTGAAGAT
snLeuLyswe

GCTGTGTGGT
Al aval Tr pP

CCTGGCCACA
r LeuAl aThr

GIGIGATCTC

erVal |l | eSe

ATTCTGITCT
Il eLeuPheS

GACAGCAAGT
t Thr Al aSer

GTAAGGCCAA
ysLysAl aLy

AAGATGCCTT
I nAspAl aPh

ATGATCCAAA
Metll ed nL

GITCCTTTTG

t LeuLeuLeu

TTGTCTGGTG
heVval Tr pTr

GATGTGACTT
AspVal Thr C

CCTGGATCTG
r LeuAspLeu

CACTTTCCAT

er LeuSer | |

CACCTCTATT
H sLeuTyr P

GATAAAGGGEG
slleLys@y

CCAGTTGCGA
ed nLeuArg

AGACCACCTT
ysThr Ser Ph

CATCATAATC
Hi sH sAsnA

GGTTAACCAT
pVal AsnHi s

GTGreeeeee
ysVal d yPr

TACACCTGTG
Tyr Thr CysG

ATCTGTATCT
eSer Val Ser

TCTGGGATGT
heTr pAspVa

TATCAGCGTC
Tyr d nArgL

2250
750

2300
767

2350
784

2400
800

2450
817

2500
834

2550
850

2600
867

2650
884



https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=57&Id_mutation=3207&page=sequence&seq=cDNA&ancre=3207&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=57&Id_mutation=3207&page=sequence&seq=cDNA&ancre=3207&prot=1

TAATATCACC

eul | eSer Pr

GACCCAGCTG
AspPr oAl aV

AGACCCAAGA
UAspPr oAr g

TACCAGGGCA
euProd yd

AAAAAGACAG
LysLysThrV

TAAGATAGCA
eLysl | eAl a

ATGTGATTAT
spVval |l el |

CTCCAGCTCC
Leud nLeuA

AAACCCGCAA
r AsnProG n

CCACAGACAA

AGACTGITGC
0AspCysCys

TGACCGAGTG
al Thrd uTr

GAGAAACATT
d uLysHi sP

GCCAGTITCTG

nProVal Leu

TGITTGTGAT
al PheVal Me

TTTTACTTGT
PheTyr LeuS

CTTGATATTT

eLeul | ePhe

GGAAAAGGCT
rgLysArglLe

GCTCACCCAT
Al aHi sProT

TCATGIGGECC

TATGATGCTT
Tyr AspAl aP

GGTTTTGGCT
pVal LeuAl a

TTAATTTATG
heAsnLeuCy

GAAAACCTTT
d uAsnLeuS

GACAGACAAG
t Thr AspLys

CCCATCAGAG
er H sd nAr

CTTGAGAAGC
Leud uLysP

CTGTGGGAGT
uCysd ySer

ACTTCTGGCA
yr PheTr pGa

TATAGICAGG

TTATTGIGTA
hel | eval Ty

GAGCTGGTGG
d uLeuval A

TCTCGAGGAA
sLeud ud u

CCCAGAGCAT
erd nSer ||

TATGCAAAGA
Tyr Al aLysT

GCTCATGGAT
gLeuMet Asp

CCTTTCAGAA
roPhed nLy

TCTGICCTTG
Ser Val LeuG

GIGTCTAAAG
nCysLeulLys

TGTTCAAGGA

TGACACTAAA
rAspThr Lys

CCAAACTGGA
| aLysLeud

AGGGACTGGT
Ar gAspTr pL

ACAGCTTAGC

ed nLeuSer

CTGAAAATTT
hr @ uAsnPh

GAAAAAGTTG
d uLysVval A

GTCCAAGTTC
sSer LysPhe

AGTGGCCAAC
| uTr pProTh

AACGCCCTGG
AsnAl aLeuA

AACGGTCTAG

2700
900

2750
917

2800
934

2850
950

2900
967

2950
984

3000
1000

3050
1017

3100
1034



| aThr AspAs

CCCTTCTTTG
GITTAAATTG
TCAAGAAATG
AGGAGTTGGA
CTCTCTGIGT
AGAGTGGCAA
ATTAAATATA
TAAAAAGTAC
CTCTATATGA
CAGICACCTG
GGAGGCCGAG
CCAACATGGT
GIGGTGGTGG
AATCCCTTGA
CTGCAATGCA
AAAAAAAACA
TCATCCAGGG
GITCCTCCTT
TCCATAGGGA
ATGGTCCACC
AGTGATATTC
CACTGCAAAG
AAACTGITTT
ATACAGCAAC
AGAGTGTGTA
CCAATTATAT

nH sVal Al a

CAAAACACAA
TTTTCATATA
AGATTGCCCA
AAGATGGEEGT
CTCTATTTGC
GTAAAAAACA
CACACAATCA
TGGTATATAC
GACCAAAATG
GCCCGECATG
GCAGGTGGAT
GAAACCCCGT
GIGCCTGTAA
ACCCCGGACG
GCCCGGGCAA
CAAAAAAACT
CCCCATTCTG
CAGICGCTTCC
AACAGTAAGA
TACAAATAGA
TCTACCTTTG
TACTGTATCC
GITAACTAAT
GITAGATGGT
TTTATTTATA

Tyr Serd nV

CTGCCTAGIT
TATCACACCA
TATTTCAGGEG
TTATATAATG
ACTTGAGTCT
TGGECCTCTG
TGACATTGAG
AGAAATAGGG
TACTAGAGIT
GIGCCTCATG
CACGAGGTCA
CTGTACTAAA
TCCCAGCTAC
TGGAGGTGEC
CAGAGCTAGA
CAGICACCTT
TGCAGATTGA
TGCTCTTTTT
AAGAAAGACA
AAAATATTTA
ATAATTTACC
AAAGTAAAAT
GCCATATATT
TTTGATGGTA
GITTTATCAG

GGATTCCTTT

CATTTTTTGC

al PheLysd

TACCAAGGAG
AAAGCGTGIT
GAGCCACCAA
CATCAAGTCT
CTCACCTCAG
ATTCTCCTGT
AAGAACTGCA
TTAAAAAAAA
AGITTAGIGA
CTTGTAATCC
GGAGTTTGAG
AATACAAAAA
TTGGGAGECT
AGTGAGCCGA
CTGICTCAAA
CTTAACCAAT
GIGIGGGECAC
CCTTGEECCT
CATCCTTACC
AATGATCTGC
TCCTTAAATG
TTCCTCATCC
TGTAAGTATC
AACCCTAAAG
AGATGACAAT
TGGAGGATGG

uThr Val St o

AGGCCTGECT
TTGAAATTCT
CGICTGICAC
TCTTTCTTAT
CTCCTGTAAA
AATTGTGATA
TTTCTACCCT
CTCAAGCTCT
AATAAAAAAC
CAGCACTTTG
ACCAGTCTGG
TTAGCTGGEEC
GAGGCAGGAG
GATCACGCCA
AGAACAAAAA
TGCTTCCGTG
CACACAGGTG
GCTTCTGEGT
ATAAATGCAT
CTTTATACAA
TTTTTATCTG
AATATCTTTC
TGCACACTTG
GAGGACTCCA
TATTTGAATG
GAGAAGAAAC

1050

*50
*100
*150
*200
*250
*300
*350
*400
*450
*500
*550
*600
*650
*700
*750
*800
*850
*900
*950
*1000
*1050
*1100
*1150
*1200
*1250
*1300



CAAAGITTAT AGACCTTCAC ATTGAGAAAG CTTCAGITTT GAACTTCAGC *1350
TATCAGATTC AAAAACAACA GAAAGAACCA AGACATTCTT AAGATGCCTG * 1400
TACTTTCAGC TGGGTATAAA TTCATGAGIT CAAAGATTGA AACCTGACCA * 1450
ATTTGCTTTA TTTCATGGAA GAAGTGATCT ACAAAGGTGI TTGIGCCATT *1500
TGGAAAACAG CGTGCATGTG TTCAAGCCTT AGATTGGECGA TGTCGTATTT *1550
TCCTCACGIG TGGCAATGCC AAAGGCTTTA CTTTACCTGI GAGTACACAC *1600
TATATGAATT ATTTCCAACG TACATTTAAT CAATAAGGGT CACAAATTCC *1650
CAAATCAATC TCTGGAATAA ATAGAGAGGT AATTAAATTG CTGGAGCCAA *1700
CTA
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