AGAGGECCCCT

CGCGCGELCCG

r oAr gAl aAr

CTGCTCGCCC
LeuLeuAl aA

TGAGAAGCAT
rd uLysHi s

GAAAGTACAT
| yLysTyr Me

CCCTGTGGECC
ProCysd yP

CTTGCTGCAT

sLeuLeuH s

CCGGCAACAG

GAGGECCGECGEG

GCGECECCEC
gAr gArgArg

GGCTGCAGGT
rgLeud nVa

TATGAGCATC
Tyrd uHi sL

GTCTTCTAAA
t Ser Ser Lys

CCGATGAATA
r oAspd uTy

AAAGTTTGTG
LysVal CysA

CACGACCCCC

TNFRSF11A ( NM 003839. 4)

CGCCCGECCAG

CCCCTGITCG

Pr oLeuPheA

GGCTTTGCAG
| Al aLeud n

TGGGACGGTG
eud yArgCy

TGCACTACTA
CysThr ThrT

CTTGGATAGC
r LeuAspSer

ATACAGGCAA
spThrd yLy

CGGECGECTAECG

CCTGreecae

CGCTGCTGCT

| aLeulLeulLe

ATCGCTCCTC
Il eAl aProP

CTGTAACAAA
sCysAsnLys

CCTCTGACAG
hr Ser AspSe

TGGAATGAAG
Tr pAsnd@ uG

GGCCCTGGTG
sAl aLeuVal

CGTGCACGEC

GCCATGGECCC
Met Al aP

GCTCTGCGCG
uLeuCysAl a

CATGTACCAG
roCysThr Se

TGTGAACCAG
Cysd uProG

TGTATGICTG
rVal CysLeu

AAGATAAATG
| uAspLysCy

GCCGTGGTCG
Al aval val A

TGGGTACCAC

ATA

7
3

107
36

157
53

207
69

257
86

307
103

357

Q5L

2Vers

cDNA + Protein

2026- 05- 25


https://infevers.umai-montpellier.fr
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=1483&page=sequence&seq=cDNA&ancre=1483&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=1483&page=sequence&seq=cDNA&ancre=1483&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2051&page=sequence&seq=cDNA&ancre=2051&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2051&page=sequence&seq=cDNA&ancre=2051&prot=1

| ad yAsnSe

TGGAGCCAGG
Tr pSer d nA

CCTGGEECGECC
yLeud yAl a

CTTGCCTTGC
roCysLeuAl

AGACCCTCGA
Ar gProTrpT

GACAGAGAAA
yThrd uLys

CACCAAATCGA
r oPr oAsnG@

TTCGCGICTG
PheAl aSer V

GAAAAAAGGG
gLysLysdy

CTTGTGECCG
| aCysd yAr

r Thr Thr Pro

ACTGCGAGTG
spCysd uCy

CAGCACCCGT
d nHi sProL

AGGCTACTTC
ad yTyr Phe

CCAACTGTAC
hr AsnCysTh

TCCGATGCGG
Ser AspAl aV

ACCCCATGIT
uPr oHi sVal

TGGCCCTGGET
al Al aLeuVva

AAAGCACTCA
LysAl aLeuT

CCTAAGTGGA
gLeuSerdy

Ar gAr gCysA

CTGCCGCCEC
sCysArgArg

TGCAGCTCAA
eud nLeuAs

TCTGATGCCT
Ser AspAl aP

CTTCCTTGGA
r PheLeud y

TTTGCAGITC
al CysSer Se

TACTTGCCCG
Tyr LeuPr oG

GGCTGCCATC
| Al aAl al | e

CAGCTAATTT
hr Al aAsnLe

GATAACCGAGT
AspLysd uS

| aCysThr Al

AACACCGAGT
AsnThr d uC

CAAGGACACA
nLysAspThr

TTTCCTCCAC
heSer Ser Th

AAGAGAGTAG
LysArgVal G

TTCTCTGCCA

r Ser LeuPro

GTTTAATAAT
lyLeullell

ATCTTTGGECG
I I ePhed yV

GTGGCACTGG
uTrpHi sTrp

CCTCAGGTGA
er Ser G yAs

ad yTyrHi s

GCGCGCCEEG
ysAl aProd

GTGIGCAAAC
Val CysLysP

GGACAAATGC
r AspLysCys

AACATCATGG
| uH sHi sd@

GCTAGAAAAC
Al aAr gLysP

TCTGCTTCTC

eLeulLeulLeu

TTTGCTATAG
al CysTyr Ar

ATCAATGAGG
Il eAsnd uA

CAGITGIGTC
pSer CysVal

119

407
136

457
153

507
169

557
186

607
203

657
219

707
236

757
253

807
269

p. A139W s*19 and p. E132Df s*19 H141Y

R
~
=)
m

E262*


https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2668&page=sequence&seq=cDNA&ancre=2668&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2668&page=sequence&seq=cDNA&ancre=2668&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2669&page=sequence&seq=cDNA&ancre=2669&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2248&page=sequence&seq=cDNA&ancre=2248&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2669&page=sequence&seq=cDNA&ancre=2669&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2248&page=sequence&seq=cDNA&ancre=2248&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2050&page=sequence&seq=cDNA&ancre=2050&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2050&page=sequence&seq=cDNA&ancre=2050&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2163&page=sequence&seq=cDNA&ancre=2163&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2163&page=sequence&seq=cDNA&ancre=2163&prot=1

AGTACACACA
Ser ThrHi sT

ACTGCTGACT

uLeuLeuThr

ATCAAGGTGG
spd nd yd

CAAGCCGAAG
ad nd yd uA

GGAAGACAGC
ud uAspSer

CCTCCCAGCC
roSer d nPr

TCCACACCTC
Ser Thr Pr oP

AAGCCAGTGC
uSer d nCys

ACTGCACTGA
snCysThrd

CGGCAAACTT
hr Al aAsnPh

CTGGAGGAGA
Leud ud uL

TGTCTGTCAG
yVal Cysd n

ATGCCAGGAT
SpAl aAr ghe

TTCAGACAGA
PheAr gd nM

CACAGACCAG
oThr Aspd n

CTTTCTCTGA
roPheSer d

TTCACGGGGA
PheThrd yT

GCCCCTGIGC
uProLeuCys

TGGTCAGCAG GGAGCATGTG AAGGTGICTT 857
edyd nd@n dyAl aCysG | ud yVval Le

AGACATTTCC AGAAGATATG TGCTACCCAG

ysThr PhePr

GGCACATGTG
d yThr CysV

GCTCTCATTG

t LeuSer Leu

TGCCCACAGA
et ProThrd

TTACTGITCC
LeuLeuPhelL

ACCCCTGGAG

uProlLeud u

CACAGAGCAC
hr d nSer Th

AGGACTGATT
ArgThr AspT

od uAsphet

TAGGAGGTGG
aldydyd

GTCAGCAAGA
Val Ser LysT

AGATGAATAC
UAspd uTyr

TCACTGAGCC
euThr d uPr

GTGGGGGAGA
Val d yd uA

AGTGGGTTCA
rVal d ySer

GGACTCCCAT
rpThr ProMe

CysTyr ProA

TCCCTACGCA
yProTyr Al a

CCGAGATAGA
hrdull ed

ATGGACAGEC
Met AspAr gP

TGGAAGCAAA
od ySerlLys

ATGACAGTITT
snAspSer Le

GAAAGCTGCA
d uSer CysA

GTCCTCTGAA
t Ser Ser A u

286

907
303

2
-
o
o

957
319

1007
336

1057
353

1107
369

1157 V380V

386

1207
403

1257 MA16CFs*110

419


https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2052&page=sequence&seq=cDNA&ancre=2052&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2052&page=sequence&seq=cDNA&ancre=2052&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2044&page=sequence&seq=cDNA&ancre=2044&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2044&page=sequence&seq=cDNA&ancre=2044&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=1482&page=sequence&seq=cDNA&ancre=1482&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=1482&page=sequence&seq=cDNA&ancre=1482&prot=1

AACTACTTCC
AsnTyr LeuG

CAGCCCCAGC

aSer Pr oSer

CTGGGGAGGA
rod yd uAs

CCCCAGTGCG
Prod nCysA

GACGGAGGCC
gThr G uAl a

GCTCAGCGAG
er Ser Al aAr

CCTCGCATCTG
Pr oAl aSer G

CGGGCAGGTG
rd yd nval

AGACCTCGCA
I nThr Ser @

GIGCAGGAGG

AAAAAGAGGT
| nLysd uVa

CCCAACTGEG
ProAsnTr pA

CTGTGAACCC
pCysd uPro

CCTATGGCAT
| aTyrd yMe

AGAGACCACC
Ar gAspd nP

GCECAGGTGCC
gAl ad yAl a

GAAATGTGAC
| yAsnVal Th

ATGAACTTCA
Met AsnPhelL

GGAGGGECCCG
nd ud yAl a

AGACCCTGCEC

GGACAGTGEC
| AspSerdy

CAGATGTCTG
| aAspVal Cy

CTCGTGGGTT
Leuval d yS

GGGECCTTCCC
td yLeuPro

CCGAGGATGG
rod uAspd

GGGTCTGGAA
dySerdysS

TGGAAACAGT
r d yAsnSer

AGGGCGACAT
ysd yAspl |

GCGGCGECTG
Al aAl aAl aA

GCGCCGAGAC

CATTGCCCGC
H sCysPr oH

CACAGGCTGC
sThrd yCys

CCCCAAAACG
er ProLysAr

CCTGAAGAAG
Prod ud uG

GGCTGATGGEG
yAl aAspdy

GCTCCCCTGG
er Ser Prod

AACTCCACGT
AsnSer Thr P

CATCGTGGTC
el | eval Val

CGGAGCCCAT
| a@ uPr ok

TCCTTCGCGG

ACTGGGCAGC
i sTrpAl aAl

CGGAACCCTC
Ar gAsnPr oP

TGGACCCTTG
gd yProLeu

AAGCCAGCAG
| uAl aSer Ar

AGGCTCCCAA
ArgLeuPr oS

TGGCCAGTCC
yd yd nSer

TCATCTCCAG
hel | eSer Se

TACGTCAGCC
Tyr Val Ser G

GGEECCECCCG
td yArgPro

GGAACGECCC

1307
436

1357
453

1407
469

1457
486

1507
503

1557
519

1607
536

1657
553

1707
569

1757

S555Cfs*121 R568H



https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=1584&page=sequence&seq=cDNA&ancre=1584&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=1584&page=sequence&seq=cDNA&ancre=1584&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2045&page=sequence&seq=cDNA&ancre=2045&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2045&page=sequence&seq=cDNA&ancre=2045&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2247&page=sequence&seq=cDNA&ancre=2247&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2247&page=sequence&seq=cDNA&ancre=2247&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2246&page=sequence&seq=cDNA&ancre=2246&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2246&page=sequence&seq=cDNA&ancre=2246&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2046&page=sequence&seq=cDNA&ancre=2046&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2047&page=sequence&seq=cDNA&ancre=2047&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2046&page=sequence&seq=cDNA&ancre=2046&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2047&page=sequence&seq=cDNA&ancre=2047&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2667&page=sequence&seq=cDNA&ancre=2667&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2048&page=sequence&seq=cDNA&ancre=2048&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2667&page=sequence&seq=cDNA&ancre=2667&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2048&page=sequence&seq=cDNA&ancre=2048&prot=1

Val A nd uG

GCGCTTCCCG
0Ar gPhePr o

AGGCCTCGAG
ysAl aSer Ar

CCCATCCCTG
CGCAGCCTCT
AGGAAGACCA
TTTTCAGGAA
GCAGCCCGECC
CAGCAGTAAT
TGTGEEEEEG
CITTTCITGA
AAATTCTCCT
TTCTTTTTTT
ATTATAGCCC
TCCTCCCACC
CCCAGCTTCC
TACCCAGCCT
CCTCCCAAAG
TACGTATTTT
CCAGTGIGTG
GCCTGGAGAT
TTCTGAAAAA
AACCCGATTT

| uThr LeuAl

GACCCGTCCG
AspProCysG

GCCGGTGCAG
gProval @ n

GGAGCCCGAA
GCCCCAGCCC
CCCGGCATTC
GITGAATTGAT
GCACTGEEEC
TTGTGGCACT
GCCGTCTGIT
TATCTTTCCT
AAAGGTGAGG
GGCAACCTGG
GGTGCAGCCT
TCAACCTTCG
TCCCCCCGAC
GGTCTCAAAC
TACTGGGATT
CITTTGIGCC
TTCATTGTAA
AGITGCCTAAG
TGITCTATAT
ATTTCTCCTG

aAr gAr gAsp

GCGGCCCCGA
lyd yProd

GAGCAAGCCG
d ud nd yG

GCTCGGAGCC
CGGCCACCCA
TCTGCCCACT
GAGGACTGTC
AGATGICTCC
ATGACAGCTA
TTCCCCCCAT
CCCTCTTTTT
GICTCTTTCT
CTCTGGECCCA
CTAACTCCTG
GAGTAGCTGG
TCCCCCCCCA
TCCCCAGCTA
ACAGGCGTCGA
CCTGCTCACA
ACACTTTTGCG
TTGCTAGGAA
TCTCATTTTT

Ser PheAl aG

GGGEECTCCGG
ud yLeuArg

GGGCCAAGGC
| yAl aLysAl

AGGGECTCGECG
GGGATCGATC
TTGCCTTCCA
CCCATGCCCA
CCTGCCACTC
TTTTTATGAC
ATTTGTATTC
TAATGTAAAG

| yAsnd yPr

GAGCCGGAGA
d uProd uL

TTGAGCGCCC
aSt op

AGGGCAGCAC
GGTACAGICG
GGAAATGGEEC
CGGATGCTCA
CTCAAACTCG
TATCCTGITC
CTTTTCATAA
GITTTCTCAA

TTTCTCTTTI

GCCTAGAGTG
GGCTCAAGCA
GATCACAGCT
GAGACACGGT
AAGCAGTCCT
GCCCCCACGC
GIGITTTAGA
GAAAGCCCTA
CATGTGGTGG
CTAAAAGAAA

AATCTTTTTA

AGITTGTGIC

CCTTTTTTTT

CAGIGGTGCG
ATCCAAGTGA
GCAGGCCACG
CCCACCATGT
CCAGCCTCGG
TGGCCTCCTT
GATGECTTTC
AACATGTGAG
GACTTTCATA
GAAAAAAGEA
GITCCTTAAG

586

1807
603

*56
*106
*156
*206
*256
*306
*356
*406
*456
*506
*556
*606
*656
*706
*756
*806
*856
*906
*956
*1006


https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2049&page=sequence&seq=cDNA&ancre=2049&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=22&Id_mutation=2049&page=sequence&seq=cDNA&ancre=2049&prot=1

CAGAACTAAG
ATGCTGGCAG
AGITGCTGCA
ATGGAGAAAA
AGTTCAAGGA
GATAAGAATA
CTGTGGGITA
TAAATGTAAA
CTAAAGGTGC
ACCCTCCAGG
AGTGAGCACT
CAAGTTAAAA
ATAGTAGICA
CATGACTGTG
TAGCGGTCGA
TTATGGGACT
CCAGGAGGAT
AACATCATCC
TTTGATATGG
GCTGAAAACC

CTCAGTATGT
AGGCACTCAG
GCTTGGCATT
TGAACAGGAC
AGAATAAAGT
GCGTGAATAG
GCCTTGTAGA
GCCAAATCTG
CITTCICTTG
TGGAAGGAAA
GGTTCCCCGC
TTAATTTTCC
CTGCCCAGAC
GATCACTGGT
TTAGGATTTT
CCTTAGCCAA
CCGTTGCGTGG
ACAGAGAGAT
AATATATTAC
CGAGITTCTG

TTTTCTTTGC
TATAATAGIT
TAAAGTACCT
CTCTACTTTC
TTCTATATTG
TAAGTCTGIG
ATGAACTGAA
TTATATTAAG

TTTTATTTTT
TCCCTACCCA
TGAGATCCTT
AGAAAAAGGT
ATCCAAAGCC
TCTGTGTACT
GCAGTAATGA
CTTATGITTC

GACCTTACCC
GIACTTGGTA
CTTCTTATTC
ATGGEGECECTCC
TGAAATTTTA
ATCCTCTTTT
AGTGGAAAAC
CATGITGTGA
GCATCATCCC
TCCCCTGEGT
AAATACT GGG
ACATCTGCGA
TTTACTGGECC
TTTTCCCTCC
CAGTGGAGAA
CATAAAGAAC
GAATTTACCG
GITATACAAA
AGAGITACAG
CTGTGACTGT
TCCTTCTATA
GAGATATTAG
AAATCAAAGG
AATATTATTT
AACTCAATCC
GTAGAGATGT
ACAGTITATTA
ACCATAAAAT

GCTAGGTGGT
AGCAAATTTC
TAGAGGTCTC
TGGAAAGAAA
ATTTGCATTT
ATTCGTAAAT
ATTCCATTTT
ATTTAAGAAA
GCTTGTGAGA
GGTTTTATCT
GAAAAGCAAA
GGTTATAAAA
ACAAATGCCC
TGCTGGAAAT
GCACAGGACA
TGCAGGAAAT
TCATTCCTCC
TGGAGGAAAC
TTCACAAAGT
CATCTCACTG
AAAAGGCAAT
AAGTATGCTA
TGCTATATAC
CCTGCACTGA
TAAAAAATGT
ATGTGACAAG
GGGGGAACAT
CCTTTTTATG

TAATTTATCC
TAAAACTCCA
TCTGGAAAAG
GGECCCCEA
TTTTTGICTA
AATCGTGCAT
CCAATCCATT
ACTTATTATC
AGCCTAGAGG
TTTGITACCC
AATACACAAG
GAAAGCACTA
AGCTGAAGAG
GCTGEEGTGG
GITCTGTAAT
AACTGCCACAG
CCTTTTATTT
CATTATACCT
AGAATCGCTGA
AGCACTTCGC
AATGATAATT
CAGTGAATGT
ATAAGTAAGA
TCCCTACTAA
ATAGAAAATA
TGTAAACAAA
GATAAAGAGA
GCTTACTAAA

*1056
*1106
*1156
*1206
*1256
*1306
*1356
*1406
*1456
*1506
* 1556
*1606
*1656
*1706
*1756
*1806
*1856
*1906
*1956
*2006
*2056
*2106
*2156
*2206
*2256
*2306
*2356
*2406



ACCGAGCTCA
ATCCTTATTC
TATTGCTCAT
ATAATATATA
GIACCCAGTG
ACATTTTACT
GAATGIGITA
AGTGTAACAA
CCAGGCACAG
GGATCACTTG
CCTCGTCTCT
CTGCAGTCCT
GGAGTTCAAG
AAAAAACAAA
TGGATCAGCT
CTTACCCATT
CTCCACCTGT
GIGGTGICGA
TAGGCTCTAA
CAGGTCACAA
CCCATGGCGAA
GGAAGATGEC
AAATCCTGCA
AGCCCCTAAC
GCACAGCACT
AAGTCCTGTG
TTGAGCCTAC
GICACAACTT

CTGTAAAATC
CTAATCTTTA
TCCCTGGACC
TGCTGITGAT
AAAGAGCTGA
CACCTGICGG
GATCAGAACC
ACCACCCAAA
CCGITCATGC
AGGACAGTAG
ACAAAAAATA
GCCTACTCAG
GITACTGTGA
AATAAAAACC
TGGGIGGITC
TACAATGACC
CTCCCATCCT
GCCTGAGAAC
CTGGCATGCT
AGGCAGCCCA
GAGT TGCGEA
CCCCTTGCCA
GAGAAGAGTG
CAGTGAGTAG
ATAGATTCCC
TCAAAATTCT
TGTACTGCTT
CTAAAATCAA

ATGATCCAAC
TGGTATGGTG
ACAGACTAGG
TTCACAAAAA
AATGCGAAATG
AAGGAAGAAT
TTCATGTGGT
GACTTAGIGG
CTCCCAGIGC
TTAGAGATCA
CAAAACTTAT
GAGCCTGAGG
GCTTTGATTG
ACCACTTATT
TTCAGGCCTG
CCCCTAGI TG
TCCAGCCACC
AAGCAGAAAC
GICACTTCTG
GATCCAAGGG
ATGAGAGEGT
TCTGICCACC
CATTCTGGEA
CTCCTTCTCT
ACAATGAAAG
TTCCAGAGCC
CCACATTCCT
GAAAACTGGT

TTATTCGCTAA
TCAACCGTTC
GACAGAAAAT
TTTATTAAAA
GAGTATCATG
GAATTTCTCA
GGCCGAAAATG
CTTAAAATAG
TTTGGGAGEC
AACTGGGCAA
CTGGEGECACGG
CAGGAGGATG
GGTCAGIGCA
TAGCTCCCAA
GICCCTCCTG
GCCGEECCAG
TAGCTGGGCA
CTGCCAGECT
CCACATTCTG
ATGGEGCGGAGC
AGGGEGGTGGA
ACAGGGCACT
AAAAAAGAGG
GGTGATTGAA
GGACACCCAC
AAATATAGGT
TTGGCACAGA
GAGATACCTT

TCTTTATGAT
ATTTGTATCT
ACTTGCCTTTA
TACAGCCTGG
TTTCCTACTC
AGAGCAGITT
GGATTATTTC
TCACCATTGG
CAAGGCAGGA
TGGAGTGAGA
TGGIGIGCAC
CTTGAGICCA
CTCCAGIGTA
TTCTATGGGT
GCCTGGITTG
GCTGTGIGCT
TGCTCTCATG
TCTTGAGGECC
TGGGCCAAAG
AGCATATCCC
CACACAGAGG
GCGTGGAGTA
AACATATCCC
TTCCCTTAAT
GITCATATTT
GATTTGGGAA
AAACTGAAAA
GGGEGTAGAGA

*2456
*2506
*2556
*2606
*2656
*2706
*2756
*2806
*2856
*2906
*2956
*3006
*3056
*3106
*3156
*3206
*3256
*3306
*3356
*3406
*3456
*3506
*3556
*3606
*3656
*3706
*3756
*3806



AACCTGCATA
TCAACAAACA
GIGCTGICTT
AGICTCTGAT
ACAAGTTGCA
TAAACACTCT
CAGGGECCCTG
AGCAGAGAAG
GGCGAAGCGEEC
GICTTGCAAC
GGCAGTGECG
TGAAGCCAAG
ATGECTGCCC
CCCCAAGGTT
GCACACCCAC
ACAGCTGTGA
TCCTGACCCC
CTTCATCCCA
TAAGATTACC
ACCAGATCTT
TGTGATAGAA
CCCTGTGACT
GITTTCAACA
TTTGAGGATG
TAGAAGATTC
CTGICTCTGA
ATGICGGACC
TTCCCACTCT

TAAACAGATA
AACTCTTGIT
TGGTGGAAGA
GCCATGTGAG
TAACCCGCTT
GITGGTGAAT
AGCACCTGCEG
ACGAGACAAT
TGTCTGTGGA
CACTAAAGCT
GI'GCCAGCAG
CCAAGTGGTG
CACTGCGGAA
TCAACAAAGA
AAGACTTGCT
GICCAGITTT
AGGGTGAGGT
TTCATAAAAC
AGGAGTATAA
CGTACTAACC
AATGCCAGACG
TGTGGACTTA
TGCGTAAGCA
ACGTGAGATG
CAGTAGTAGA
CACTTGITCA
ACGTAACTAT
TTGCAACTAG

AAAGATCGAG
ACGATTATAC
AACGTAGITT
TCTGGTGCAT
TTGGAAGAGG
CATCATGITT
AAAGGAGATG
GCTCTGCTCC
ATTTCTGACC
TTGCCAGAGA
TGAGCACAGG
CAGGCGEGAGC
CTGCCTACTG
GGAGGACCGA
GCTCCTCCTG
CTCTCTTCCT
TGAAACTCAT
TGGCATACAG
AAGTTAAAAT
AAGGAGCTGG
TTTTGCAGEC
TCTTGIGCAG
GAAGGTACTA
AGAGACAACC
GATCTGACTG
TTCCTGEECT
AACCAAGCTC
GICCGAGGERA

TGITCACCCT
AAGGGTGAGC
TGAGITGITT
TGCTGIGEEC
AGACAAAGCA
ATTGAGTGIG
AGGAGCCCTG
AAGCGCCAGA
CCCAGAGCCC
AGAGGAGCGA
CGEGEGTCTAG
CGCCCTGCGAC
CGGCAAAACA
ATAAATGTICC
ACCCACCCGC
ACCTCCCTCT
GCTAGCCTAA
GAATGTTTTA
GACAAAATTA
TGACACTACC
AGACCTGGTT
CTACATCACT
ATATTAGICT
AAGCACTCAC
TCCTACACTA
CAGGAGCCAT
TGCTGCCCAC
CGCACCTTCT

TCACCTCAGC
TTGAGCAAAG
GCTCTTTGAC
TGCGCTGEEC
TTCAAAGCCC
CTTTTAGIGG
GAGGGITCGG
GGAGECTTCT
TCCTGGTGAA
CCTGACACTG
GIGGGATCAC
CAACACCCCC
ATCCTATGIC
CAGTGGCCAG
ATGGECTCTGC
TACCCAGTTA
CATCTCTTTC
AAAAAATCTT
CAGCCCTGIT
CTCTTCCCTG
CATGACTCAG
TCTTAGCCTT
TTAGGCCTGG
TGGCAGITCC
CTTTCCCTCC
CTCAGTCATC
CTGGGACACC
CCACAGITGA

*3856
*3906
*3956
*4006
* 4056
*4106
*4156
*4206
* 4256
*4306
* 4356
* 4406
* 4456
* 4506
* 4556
* 4606
* 4656
*4706
*4756
*4806
* 4856
*4906
* 4956
*5006
*5056
*5106
*5156
*5206



CAGGACTGTT
TGAGGGAAGT
GACTATGATT
ATAGCCAGAT
TTCCTGGTGC
CAGAGGAGGT
CAATGAAAGC
GIAGCCCAGG
CATTCITATG
TAAAACATCT
TATAGCCTCT
AGITCTTAGA
AACATTTTTT
CCCTTTTTAG
GTAACCACCA
TTCCCATTTC
GCAACCATTA
CGTGTAGAGT
TAATGICCTT
CTGAGTAGTA
TGGGITCTTT

ATGGITGACC
AGACTTACCC
AAAATGGCCA
GIGAAGGT TG
CTCTCCCcaGr
GCCATTATAG
TTTTGCTCTC
AAACAAAGEC
GIGAGCCTCT
TACCCTAAAA
CTCTTTCAAT
AGAGCTTTCT
ACATCGGEGTC
ATATATAGIT
CCATCACAAT
CCTTTTCAGT
TCTGITCTCT
TACACAGCTC
GAGATCCATC
GICCATTGTA
CCTGTTTGGEG

CAAAAGTTGT
AATATAACTT
TCAGTGTAGG
AAAGCCTATG
TTGGGAAGAA
GICCAGECCC
ACCCAGGCTC
TGTATAGACT
TAGAGACTGT
TGAAGAAGCA
GACAAAGAAA
CTAAATATTT
TATTGAGITT
TTATGAGITT
CAAGATATAG
CAATCCCTTC
CTTCCCATAG
ATAGCCATTT
GGTGGGTACA
TGGATGTACT
GAGATTACAA

CATCTTCTGA
CACATTATAC
CAACATGTAG
TGGCCTAGIT
TAACACATTG
CTTCAGGAGG
TTGGITTCTC
TTAAGICGIG
CTCCATTTAA
AATCCATTTT
CCATTAAAAT
ACTCTGTCAG
GITATATACA
TAACAAAAAT
AATATTTCAA
CCCACTACCC
TTTCACCTTT
GAGTICTGECT
CCAGTAGITC
GCGGTTTATT
ATAAAGCTAC

CATGACACAC
TGTCTTAAAA
GGCCCAAAGA
TGTCATGGTA
ACCACCGCCT
GCACTGGAGT
ACGGECCAGEG
AGAAAAACGA
GCAGCAGCAG
TATTGECTTT
GAATGTTTAA
TGGAAAAATA
GITAAAATTCA
ACATAGITGT
CATCCCAAAG
CTAGCCCCTG
TCCAATTTGT
TCTTTCCACA
CATTTTTTTT
CACCAACATA
TATAAAAA

*5256
*5306
*5356
*5406
*5456
*5506
*5556
*5606
*5656
*5706
*5756
*5806
*5856
*5906
*5956
*6006
*6056
*6106
*6156
*6206
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