AGCGGECEECC
TTCTGEEEEC
GAGGGAAAAG
GATGTGAGCA
TGGAGTCGGT

CCAGCGTGGT
hr Ser Val Va

TTCGECCCCC
Phed yPr oH

CGATATTCTC
r Aspl | eLeu

ATCTACAGAC
spLeud nTh

AAAACGCATT
LysArgHi sP

GGAAGCTGEC
GICGAGCCTG
AGGATTGAGG
GITTTCCGAA
AGCGCEEECCG

TCCTTTCGIG

| Pr oPheVal

ACCAGAGACT
i s@ nArgLe

TCTTTATCTA
Ser LeuSer A

TTCAACACAT
rSerThrH s

TTAAATTATA
heLysLeuTy

ATA

ADAML7 ( NM_003183. 6)

TGAGCCGECC
GCGGTAGAAT
GCCTAGECCG
ACCCCGTCAG
GGAACATGAG
Met Ar

CTGGECGCCEC
LeuAl aPr oA

CGAGAAGCTT
ud uLyslLeu

ATATCCAGCA
snll ed n@

GTAGAAACAC
Val G uThrL

CCTGACATCA
rLeuThr Ser

TTTGGTAACG
CTTCCCAGTA
GGCGCGATCCC
GCGAAGGCTG
GCAGTCTCTC
gG nSer Leu

GACCTCCGGA
r gPr oPr oAs

GATTCTTTGC
AspSer LeuL

GCATTCGGTA
nH sSer Val

TACTAACTTT
euLeuThr Ph

AGTACTGAAC
Ser Thr d uA

CCACCTGCAC
GGCGGCECEG
GICCTCCCCC
CCCAGAGAGG
CTATTCCTGA
LeuPhelLeuT

TGACCCGGGEC
pAspPrody

TCTCAGACTA
euSer AspTy

AGAAAAAGAG
ArgLysAr gA

TTCAGCTTTG

eSer Al aLeu

GITTTTCACA
rgPheSerd

-176
-126
-76
-26
25

225
75

275
92
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AAATTTCAAG
nAsnPhelLys

TAAAATGGCA
al LysTr pd

AGGGTTCTAG
Ar gVal LeuA

AGATGGEECC
r Aspd yAl a

CCAAAGACAA
hr LysAspLy

TCACGITTCGC
Ser ArgLeuG

AGAGITGCTC

ud ulLeulLeu

TTCATCGAGT
al Hi sArgVa

AAATTATTGG
LysLeuLeuV

GGAAGAGAGT

GTCGTGGTGG
Val Val val V

GGACTTCTTC
nAspPhePhe

CCCACATAAG
| aHi sl | eAr

GAATATAACA
A uTyr Asnl

AAGAATGITA
SArghet Leu

AGTCTCCAAA
| nSer ProLy

CCAAAAGGGT
ProLysd yL

GAAAAGAAGA
| LysArgArg

TGGTAGCAGA
al Val Al aAs

ACAACTACAA

TGGATGGTAA
al Aspd yLy

ACTGGACACG
Thr G yHi sV

AGATGATGAT
gASpAspAsp

TAGACCCACT
| ed uProlLe

GITTATAAAT
Val Tyr LysS

AGTGTGTGGT
sVal Cysdy

TAGTAGACAG
euVal AspAr

GCTGACCCAG
Al aAspPr oA

TCATCGCTTC
pHi sAr gPhe

ATTACTTAAT

AAACGAAAGC
sAsnd uSer

TGGTTGGTGA
al val @ yd

GITATAATCA
Val Il ell eA

TTGGAGATTT
uTr pAr gPhe

CTGAAGATAT
er d uAspl |

TATTTAAAAG
Tyr LeuLysV

AGAACCACCT
gd uProPro

ATCCCATGAA
spProMet Ly

TACAGATACA
Tyr ArgTyr M

AGAGCTAATT

GAGTACACTG
d uTyr ThrV

GCCTGACTCT
uPr oAspSer

GAATCAACAC
rgll eAsnTh

GITAATGATA
Val AsnAspT

CAAGAATGTT
eLysAsnVal

TGGATAATGA
al AspAsnd

GAAGACCTTG
d ud uLeuV

GAACACGTGT
sAsnThr Cys

TGGGCAGAGG
et d yArgd

GACAGAGI TG

325
109

375
125

425
142

475
159

525
175

575
192

625
209

675
225

725
242

775

D201Efs*11
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y@d ud uSer

ATGACATCTA
spAspl | eTy

GGAATACAGA
dyllednl

ACCTGGTGAA
sProd yd u

AGGATGCTTG
ysAspAl aTr

GCTGAGRAAG
Al ad ud uA

TTTTGATATG
pPheAspMet

ACAGCCATGG
snSer H sd

AAAAATATCT
LysAsnl | eT

AACCATCCTT
sThrll eLeu

Thr Thr Thr A

TCGGAACACT
r Ar gAsnThr

TAGAGCAGAT
| ed ud nl |

AAGCACTACA
LysHi sTyrA

GGATGTGAAG
pAspVal Lys

CATCTAAAGT
| aSer LysVa

GGAACTCTTG
@ yThr LeuG

AGGTGITTGT
yd yVal Cys

ATTTGAATAG
yr LeuAsnSe

ACAAACGAAG
Thr Lysd uA

snTyr Leul |

TCATGGGATA
Ser Tr pAspA

TCGCATTCTC
eArgll eLeu

ACATGGCAAA
sniet Al aLy

ATGITGCTAG
Met LeuLeuG

TTGCTTGGCA
| CysLeuAl a

GATTACCTTA
| yLeuAl aTy

CCAAAGGCTT
ProLysAl aT

TGGTTTGACG
rd yLeuThr

CTGACCTGGT
| aAspLeuVa

ed uLeull e

ATGCAGGTTT
snAl ad yPh

AAGTCTCCAC
LysSer ProG

AAGTTACCCA
sSerTyrPro

AGCAATTTAG
| ud nPheSe

CACCTTTTCA
Hi sLeuPheT

TGTTGGCTCT
rVal d ySer

ATTATAGCCC
yr Tyr Ser Pr

AGCACAAAGA
Ser Thr LysA

TACAACTCAT
| Thr ThrHi s

AspAr gVal A

TAAAGGCTAT
eLysd yTyr

AAGAGGTAAA
I nd uVal Ly

AATGAAGAAA
Asnd ud uL

CTTTGATATA
r PheAspll e

CATACCAAGA
hr Tyr d nAs

CCCAGAGCAA
Pr oAr gAl aA

AGTTGGGAAG
oVal d yLys

ATTATGGTAA
snTyrd yLy

GAATTGGGAC
d uLeud yH

259

825
275

875
292

925
309

975
325

1025
342

1075
359

1125
375

1175
392

1225
409
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ATAATTTTGG
i sAsnPhed

AATGAGGACC
Asnd uAspG

CGATCACGAG

yAspH sd u AsnAsnLysM

ATAAGACCAT
yrLysThrl|

AAAGTTTGTG
LysVal CysG

CATCATGTAT
yl I eMet Tyr

AGGAAGGTGT
ysd ud yVva

CAGTTTGAGA
d nPhed uT

CAAAGCCGTG
sLysd yVal

AGCAGAACAT
yAl ad uHi s

AGGGAGGGAA
I nd yG yLy

AACAATAAGA

TGAAAGTAAG

ed uSer Lys

GGAACTCGAG
| yAsnSer Ar

CTGAACAACG
LeuAsnAsnA

CCAGTGCAGT
| A nCysSer

CTGCCCAGAA
hr Al ad nLy

TCCTACTGCA
Ser Tyr CysT

GATCCCGATG
AspPr oAspG

ATATGTCATG
sTyr Val Met

TGTTTTCAAA
et PheSer As

GCCCAGGAGT
Al ad nd uC

GGTGGATGAA
gVal Aspd u

ACACCTGCTG
spThr CysCy

GACAGGAACA
AspAr gAsnS

GAAGTGCCAG
sLysCysdn

CAGGTAATAG
hr d yAsnSe

GTCTAGCAGA
| yLeuAl ad

TATCCCATAG
TyrProll eA

CTGCAGTAAA
nCysSerLys

GTTTTCAAGA
ysPhed nd

GGAGAAGAGT
dyd ud uC

CAACAGCGAC
sAsnSer Asp

GICCTTGCTG
er ProCysCy

GAGGCGATTA
d uAl al | eA

CAGTGAGTGC
r Ser d uCys

ATGTGCCCCG
uCysAl aPro

CTGTGAGTGG
| aval Serd

CAATCAATCT
dnSerlleT

ACGCAGCAAT
UAr gSer Asn

GTGATCCTGG
ysAspProd

TGCACGTTGA
CysThr LeulL

TAAAAACTGT
sLysAsnCys

ATGCTACTTG
snAl aThr Cy

CCGCCTCCAG
Pr oPr oPr oG

1275
425

1325
442

1375
459

1425
475

1475
492

1525
509

1575
525

1625
542

1675
559



GAAATGCTGA
| yAsnAl ad

GGGAAATGCA
d yLysCysl

ATGTAATGAA
aCysAsnd u

GCCCCTGTGT
| yAr gCysVa

AAAGGAAAGC
Lysd yLysP

GAAACGAGTA
uLysAr gVal

TGAGCATCAA
euSerl | eAs

GICCTGGTITT
Val LeuVal P

TTGTGTGGAT
sCysVal Asp

ACCCCAGTAA

AGATGACACT
UASpAspThr

TCCCTTTCTG
| ePr oPheCy

ACTGACAACT
Thr AspAsnS

GCCCTATGTC
| ProTyr Val

CCTGTACAGT
roCysThr Va

CAGGATGTAA
d nAspVal |

TACTTTTCGGA
nThr Phed y

TCTCCTTGAT
heSer Leul |

AAGAAATTGG
LysLysLeuA

CGTCGAAATG

GITTGCTTGG
Val CysLeuA

CGAGAGGGAA
s@ uArgdu

CCTGCAAGGT
er CysLysVa

GATCGCTGAAC
AspAl ad uG

AGGATTTTGT
| d yPheCys

TTGAACGATT
| ed uAr gPh

AAGTTTTTAG
LysPhelLeuA

ATTTTGGATT
ePheTrplle

ATAAACAGTA
spLysd nTy

CTGAGCAGCA

ATCTTGGCAA
spLeud yLy

CAGCAGCTGG
d nd nLeuG

GTGCTGCAGG
| CysCysArg

AAAAGAACTT
| nLysAsnLe

GACATGAATG
AspMet AsnG

TTGCEATTTC
eTr pAspPhe

CAGACAACAT
| aAspAsnl |

CCTTTCAGCA
Pr oPheSer |

TGAATCTCTG

rd uSer Leu

TGGATTCTCC

GTGTAAGGAT
sCysLysAsp

AGTCCTGTGC
| uSer CysAl

GACCTTTCTG
AsplLeuSer G

ATTTTTGAGG
uPhelLeuAr g

GCAAATGTGA
| yLysCysd

ATTGACCAGC
Il eAspd nL

CGITGGGTCT
eVal d ySer

TTCTTGICCA
| eLeuVal Hi

TCTCTGITTC
Ser LeuPheH

ATCGGITCGC

1725
575

1775
592

1825
609

1875
625

1925
642

1975
659

2025
675

2075
692

2125
709

2175



i sProSer As

ATTATCAAAC
IlelleLysP

CCCTGIGATC

aProval Il e

TGGACACCAT
et AspThrl |

GGGITTGAGA
d yPhed uL

TGAGGATCTC
ed uAspLeu

TTAAACTGCA
heLysLeud

TTTAGITCTC
TGACCTACAA
TTAGCAGATG
GIGTGGITTG

nVal G uMet

CCTTTCCTGC
r oPhePr oAl

CCTTCGECGEC
Pr oSer Al aP

CCAGGAAGAC
ed nd uAsp

AGGACCCCTT
ysAspPr oPh

ACGGACCATC
Thr AspHi sP

GCGTCAGAAT
nAr gd nAsn

AGCTCTTCTG
ATCAATCACA
CTGGTCATGT
GCCCTTCTCC

LeuSer Ser M

GCCCCAGACT
aProd nThr

CAGCAGCTCC
r oAl aAl aPr

CCCAGCACAG
ProSer Thr A

CCCAAATAGC
ePr oAsnSer

CGGTCACCAG
roVal Thr Ar

CGTGTTGACA
Ar gVal AspS

ACTTAAGIGT
GCTTGTATTT
GITTGAACTT
TTTTGAAAAG

CCTTATTTTG
TGGTGCAAAA
TTTGTAAATT
CAGITTTTTT

AGCCTTTCAG
GCAGAAAATA
AATCTTTTAT
TTATACACTG

GITTTAGTTT

CAGCTGGATT
ATTGATAACA
TAATGAACCG

et AspSer Al

CCAGGECCGCC
Pr oG yArgL

AAAACTGGAC
oLysLeuAsp

ACTCACATAT
spSer H sMe

AGCACAGCTG
Ser Thr Al aA

AAGTGAAAAG
gSer d uLys

GCAAAGAAAC
erLysd uTh

GCAAAATATT
TGTGAAGACT
CCTGCAGGTA
GTAAGGTGAA
TTAAAATATC
GGGITATGAA
GCACTGACTA
CTGAATATGA

aSer Val Arg

TGCAGCCTGC
eud nPr oAl

CACCAGAGAA
H sd nArgM

GGACGAGGAT
t Aspd uAsp

CCAAGTCATT
| aLysSer Ph

GCTGCCTCCT
Al aAl aSer P

AGAGTGCTAA
rd uCysSto

TTTATAGATT
GGGAAGTGAC
AACAGITCTT
GGTGAATCTA
TTTTGACCTG
TATTTACGIT
GGGAAATGAT
GCCATTTGEC

725

2225
742

2275
759

2325
775

2375
792

2425
809

825

*50

*100
*150
*200
*250
*300
*350
*400



ATTTATTTGT
TGCCTTCAAC
ATTGTGGEGTC
AATATATATC
TTCTAAGACT
GCTATACATG
CCCTGATTTG
CCCTGITACT
GAGTGGTGEC
GCCACTACAC
AAAAAAAAAA
CAAAGATTGC
TTAACAACAA
AGCCAGGAGA
AAGACTTGAT
GAATTACTTC
TGTGTGAAGG
CATTAAAAGC
ACATTTTAAC
CATATCTCCT
TGITATACTA
CTAGTCATGA
GGITGAGTGG
AATGTAAGAA
CTTTGICATT
TAGCACTGAT

GATGACAACT
TAAAAACAAA
TATTTCTAGT
TAAATTTAGA
AATCCTCTCT
GIAGCCAGTT
CTGGGCAGIT
GATAGCGATA
TCATCCCTGT
TCCAGCCTGG
AAAAAAATTC
CTGITTTCAA
CAACAACAAA
TAGAATACTA
ACTTCAGAAA
TTACTTTATT
ATAAAAATCA
TTTTTTTCCC
TTGTAAATTT
CCTACCCcCC
ATACTTGAAC
TATTCTTATA
GGTGTGIGEG
AAACCATTTT
TATAGAATTA
ATCTGCATTA

GGAATAGITTT

GGAGATAAAT
TATTACCCAG
AATCATTTGG
AGAAACCTAA
GAATTTATGG
TTTCTGTATT
CATGCTCTTA
AATCCCAGCA
GIGACAGAGT
ACTATCTACA
ACACTATTGA
AAAAACAGGT
CCTGCCCTTA
CCCTTTTTAT
GCTCCAGGAT
TTAGCCTGGA
CTAAGAACTG
TGAGGGCCAGT
ATTTCCAAGG
TTGTACCTTA
CTTTAGITAC
TGTATGTATG
TATAAAATTG
ACAACCTGCT
ATAAATACTG

ITTTTTTTTT
CTAGTATACA
AGITTTTATG
GITAATATGG
CCACCTACCT
AATCTACCAA
TTATAAGTAT
GAAAATTCAC
CTTGGAGAGG
GAGACTCTGC
AACCTAGAAT
ATAAGAGGGT
TGTTTTGAAT
GCGTTCEEGEG
TGACCCACAA
TCTGGATGGEG
TTCTGATTTC
AAATGTGCTC
TAACCAAACC
ACATTTGITA
TGGTATTTCGC
ACTTTTGGAA
AGTGAAACAG
TGACTTTTTA
CAGGGTATAT
TCGAAACACA

ITTTTTTTTT
TTGICTCTAA
TAGCAGGGAA
CTCTTCATAA
TACAGTGAGG
CTGITTTAGGEG
CTTCATGTAT
TATTGCCTGCG
CTGAGGITGC
CTCAAAAAAA
ATTTAAAATA
GAGATATTTC
GIGATGAGCC
CTGTCCCCAC
GCAGATATTT
CTGCATTTAC
TATAAATTCC
ACCAGCCAAA
TGTGACTAAT
CTCAGATACT
TATCTTTTAA
TTTGATACAA
TTCTCAAAAG
AAAACATAGT
TTTATAGCTG
A

*450
*500
*550
*600
*650
*700
*750
*800
*850
*900
*950
*1000
*1050
*1100
*1150
*1200
*1250
*1300
*1350
*1400
*1450
*1500
*1550
*1600
*1650
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