ATA

TBXASL (NM 001061. 7)

ACTCCATGIG ATGTTTGCTT GGTTGCCTGT

CACGGTTCCC ATAAGGECGG CGAGATCAGC

CCACCACTCT GGGGTCTCAG AGGAATGATG
Met

ATTGGAAGTG AATGGCCCCA TGGTGACGGT
sLeud uVal Asnd yProM et Val Thr Va

TGGCCCTCCT GAAATGGTAC TCCACATCAG
euAl aLeulLe uLysTrpTyr SerThr Ser A

TTAGGCCTCA GACATCCCAA GCCTTCTCCT
Leud yLeuA rgHi sProLy sProSerPro

TTTICCGCCAG GGTTTTTGGEG AAAGCCAAAT
ePheArgd n d yPheTr pG | uSer d nMe

GACCICTGTIG TGGGTACTAT CTTGGICGIC
| yProLeuCy sd yTyrTyr Leud yArgA

GAGCCAGACA TGATCAAGCA GGIGITGGTT
G uProAspM et || eLys@ nVal LeuVal

TCCCTTTTCT
CTCCTGICTC
GAAGCCTTGG
d uAl aLeuG

GGCCCTGTCA
| Al aLeuSer

CATTCTCAAG
| aPheSer Ar

TTCATTGGAA
Phel | ed yA

GGAGCTCAGA
td uLeuArg

GGATGITTAT
r ghet Phel |

GAGAACTTCA
d uAsnPheS

ACCTGCAGAG - 78
ATCTGGAAGA - 28
GGITTCTAAA 23
| yPheLeulLy 8

GTGGECTCTCT 73
Val Al aLeuL 25

ACTGGAGAAG 123
gLeud uLys 41

ACTTGACATT 173
snLeuThr Ph 58

AAGCTGTATG 223
LysLeuTyrG 75

TGITATTTCT 273
eVal I | eSer 91

GTAACTTTAC 323
er AsnPheTh 108

2Vers

cDNA + Protein
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CAACAGAATG
r AsnAr ghvet

TGITTTTACG
euPhelLeuAr

GCTTTCAGTC
Al aPheSer P

CTGCGACCTT
aCysAspLeu

CATTTGACAT
| aPheAspl |

AGCGTCGCCT
Ser Val Al aP

CTTTGTGAAA
oPheVal Lys

TCCTGGTTTT

| eLeuVal Le

ATTTTGCCCA
Il eLeuPr oA

GCGTCGEGTT
Al aSerd yL

TGACAAAAGA
gAspLysArg

CTGAAAAGCT
rod uLyslLe

CTCCTGGCTC
LeuLeuAl aH

CCAGACGTGC
ed nArgCys

TTGGCACCCC
hed yThr Pr

CACTGCAAGC
H sCysLysA

ACTCTTATCA

uLeulLeuSer

ATAAGAACCG

TGGAGTTCAA
eud uPhelLy

TGGGAAGAGG
Tr pG ud uVv

GAACGAGATG
uAsnd uMet

ATTTAAAACG
i sLeuLysAr

TACTGCAATT
Tyr CysAsnT

GGTGGACTCC
oVal AspSer

GTTTCTTCGA
r gPhePhed

TTTCCATCCA
PhePr oSer |

AGACGAACTG

GTCGGTAGCC
sSer Val Al a

TCAGAGGTGC
al Argd yA

GITCCCCTCA
Val ProLeul

CTATGCGGAA
gTyrAlad u

ACACCACAGA
yr Thr Thr As

TGGCAGGCCC
Tr pd nAl aP

ATTCTGCATC
uPheCysl |l e

TAATGGICCC
| eMet Val Pr

AATGECTTTT

snLysAsnAr gAspd uLeu AsnG yPheP

GACACCGTTC
AspSer Val L

CCTGATGICT
aLeulMet Ser

TCAGCCAAGC
| eSer d nAl

TCTGGGGACG
Ser d yAspA

TGTGGTTGCC
pVal Val Al a

CTGAGGATCC
rod uAspPr

CCCAGACCTA
Pr oAr gPr ol

ACTGECCCGG
oLeuAl aArg

TTAACAAACT
heAsnLysLe

373
125

423
141

473
158

523
175

573
191

623
208

673
225

723
241

773
258



CATTAGGAAT
ul | eArgAsn

GGAGAGACTT
r gAr gAspPh

ATGGGCGTGC
Met A yVal G

GI'GCAAGCCG
yCysLysPro

CTTTGACTGT
roLeuThr Va

GGCTATGAAA
dyTyrd ul

CACCAACCCT
aThr AsnPro

AGGAGAAACA
ysd uLysHi

TATCTGGACA
Tyr LeuAspM

CAGATTCACA

GTGATTGCCT
Val | | eAl aL

CCTCCAAATG
eLeud nMet

AAGACTTTGA
| nAspPheAs

AACCCTTCCC
AsnPr oSer A

GGATGAGATT
| AspA ulle

TCATCACCAA
| ell eThr As

GACTGCCAAG
AspCysd nG

CATGGCCCCT
sMet Al aPro

TGGTGATTGC
etVal | | eAl

CGGGAGCCAG

TGCGGGACCA
euAr gAspd

GICCTGGATG
Val LeuAspA

CATCGTCAGA
pl | eval Arg

GGCAACACCA
rgd nHi sd@d

GTGGCCCAGG
Val G yd nA

CACACTTTCT
nThr LeuSer

AGAAGCTTCT
| uLysLeule

GAGITCTGCA
d uPheCysS

AGAGACCCTG
ad uThr Leu

CTCAGGACTG

GCAAGCTGCC
nd nAl aAl a

CCCGACATTC
| aAr gHi sSe

GACGITTTCT
AspVal PheS

GCCCAGCCCT

nProSer Pro

CCTTCATCTT
| aPhel | ePh

TTTGCCACCT
PheAl aThr T

GAGAGAGGTA
uAr gd uVval

GCCTCGAGGA
er Leud ud

AGGATGTACC
Arghvet Tyr P

CGAGGTCCTG

GAAGAGAGGEC
d ud uArgA

823
275

TGCAAGTICCC
r Al aSer Pro

873
291

CCTCTACTGG
erSerThrd

923
308

ATGGCCAGCC
Met Al aAr gP

973
325

CCTCATCGCT 1023
eLeul | eAl a 341

ACCTACTGGC 1073
yr LeuLeuAl 358

GACGTTTTTA 1123
AspVal PheL 375

AGGCCTGCCC 1173
ud yLeuPro 391

CGCCACGCTTT 1223
r oPr oAl aPh 408

GGGCAGCGCA 1273



eAr gPheThr

TCCCCGCAGG
| ePr oAl ad

CCTGAGCACT
Prod uHi sT

TGAGGCCCGG
ad uAl aArg

GCCCACGGAG
| yPr oAr gSe

ACACTGCTCC
Thr LeuLeuH

CCAGGTACCG
rd nval Pro

GTGICTATAT
lyval Tyrl|

GGGAGGCGCAC
TTTTGGAAAA
ATAAGAGGTT
GCACTTGGTT

Ar gd uAl aA

CGCTGTGCTA
yAl aVal Leu

GGCCAAGCCC
r pProSer Pr

CAGCAGCACC
d nd nHi sA

CTGCCTCGGG
rCysLeudy

ACGIGCTGCA
i sVal LeuHi

CTGCAGCTAG
Leud nLeuG

CAAGATCGTA
eLysl | eval

CCCCAAATTC
ATGTCACTCGA
CTTTACATAA
TTGACATTCC

| ad nAspCy

GAGATGGCCG
d uMet Al aV

GGAGACCTTC
od uThr Phe

GGCCCTTCAC
r gPr oPheTh

GTGCGICTAG
Val ArgLeuG

CAAGTTCCGG
sLysPheArg

AATCCAAATC
| uSer LysSe

TCCCCCTGAC
Ser ArgSt op

AAAGAAAACC
AGTGATTGAA
CATTTCCTAA
CAA

sd uVal Leu

TGGGTGCCCT
al A yAl aLe

AACCCTGAAA
AsnPr od uA

GTACCTGCCC
r TyrLeuPro

GGCTGCTTGA
| yLeuLeud

TTCCAAGCCT
Phed nAl aC

TGCCCTAGGT
rAl aLeudy

ACAGAAGCCT

CTAAGTGTGG

AGAGICGCCTG
ATCCTTAATA

d yd nArgl

GCACCATGAC
uHi sHi sAsp

GGTTCACGGEC
r gPheThr Al

TTCGEEECCG
Phed yAl aG

GGTCAAGTTG
uVal LysLeu

GCCCTGAGAC
ysProd uTh

CCAAAAAATG
ProLysAsnG

GCCCEGTGEG

ATGTTCAGAA

GCATGCAAGG
AACGITTGIT

425

1323
441

1373
458

1423
475

1473
491

1523
508

1573
525

*21

*71

*121
*171
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