AGITCCTCTC
GGCGCCTCCG
CGECCECECe
GCGTTCCCGG
Greeecaecece
AAACTTTCAC

AGACACCTTG
SAspSer Leu

ATACTGAAAG
snThr A uAr

AGGCCAGTTC
Ar gProVal P

AGATCCAGAG
sAspProQ u

GCATCCACCC
lylleH sPr

GGCCAGACGC
ACCCCCGECC
CCAGCAGCCT
CCACTCTGAA
CGCGAGCGEG

AGTGACGATG
Ser AspAspG

AACTATTTAT
gThrll eTyr

CAGAATCTCA
rod uSerd

GAACAAGGAG
d ud nd yA

GGACGACTTG
OAspAspLeu

LYN (NM 002350. 4)

GGEECCECECT
GCTGCAGCCT
CCGCGCCAGC
CCCCATACGC
CTCAAGTICAC
AAATATGCECGA

Metdy

GAGTAGATTT
| yval AspLe

GTGAGAGATC
Val Ar gAspP

GCTTTTACCT

nLeulLeuPro

ACATTGTGGT
spl | eVal Va

TCTTTCAAGA
Ser PheLysL

GCCGCTCECT
CCAGCCCECG
AGCCCCTCEC
AGGTCCTCCT
CGTGGAGCTC
TGTATAAAAT
Cysl | eLysS

GAAGACTCAA
uLysThrd n

CAACGTCCAA
roThr Ser As

GGACAGAGGT
d yd nArgP

AGCCTTGTAC
| Al aLeuTyr

AAGGAGAGAA
ysd yd uLy

CCCCGECCaT
GCAAGCGGGEG
CGCGCGTCCA
[cccoocosee
CGCCGCCCCG
CAAAAGGCGAA
erLysd yLy

CCAGTACGTA
Pr oval Ar gA

TAAACAGCAA
nLysd nd n

TTCAAACTAA
hed nThr Ly

CCCTATCGATG
ProTyr AspG

GATGAAAGTC
sMet LysVal

ATA

-225
-175
-125
-75
-25
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CTGGAGGAGC
Leud ud uH

AGAAGGCTTC
sd ud yPhe

CAGAAGAGTG
hrd ud uTr

CTTTTGGCAC
LeuLeuAl aP

AACATTAAAA
uThr LeuLys

ATGGTGATGT
i s@ yAspVa

TATTACATCT
TyrTyrlleS

ACATTACCAA
sHi sTyrdn

GTATTAGTCC
ysl | eSer Pr

ATGGAGAATG
i sdyd uTr

ATCCCCAGCA
Il eProSer A

GITTTTCAAG
pPhePhelLys

CAGGAAATAG
rod yAsnSe

GGAAGCTTCT
d ySer PheS

TATTAAGCAC
Il eLysH s

CTCCACGAAT
er ProArgl |

AAGCAGGCAG
Lysd nAl aA

CAAGCCACAG
oLysProd n

GTGGAAAGCA
pTr pLysAl a

ACTATGIGCC
snTyr Val Al

GATATAACCA
Aspl | eThr A

CGCTGGAGCT
rAl ad yAl a

CTCTGICTGT

er LeuSer Va

TACAAAATTA
TyrLysll eA

CACTTTTCCC
eThr PhePr o

ATGECTTGTG
spd yLeuCy

AAGCCATGCG
LysProTr pA

AAGTCCCTTT
LysSer LeuL

CAAACTCAAC
aLysLeuAsn

GGAAGGACGC
r gLysAspAl

TTCCTTATTA
PheLeul | eA

CAGAGACTTT
| Ar gAspPhe

GAAGTCTGCGA
rgSer LeuAs

TGTATCAGCG
Cysll eSerA

CAGAAGATTG
SArgArglLeu

ATAAAGATGC
spLysAspAl

TAACAAAAAA
euThr LysLy

ACCTTAGAAA
Thr Leud uT

AGAAAGGCAG
ad uArgdn

GAGAAAGTGA
rgd uSerd

GACCCTGTGC
AspProVal H

TAATGGEEEC
pAsnd ydy

ACATGATTAA
spMet | | eLy

GAGAAGCCTT
d uLysAl aC

CTGGGAGATC
aTrpdulle

326
109

376
126

426
142

476
159

526
176

576
192

626
209

676
226

726
242



CCCCGGGAGT
Pr oArgd uS

GGAAGTCTGG
yd uVal Trp

CCCTGAAGCC
hr LeuLysPr

CTCATGAAGA
LeuMet LysT

CACCAGGGAG
| Thr Argd u

GITTGCTGGA
er LeuLeuAs

AAGCTCATTG
LysLeul | eA

GCGGAAGAAC
UAr gLysAsn

CCGAGTCACT

erd uSer Le

GAAGATAATG

CCATCAAGTT

erlleLysLe

ATGCGTTACT
Met @ yTyr T

AGGAACTATG
od yThr Met

CCCTGCAGCA
hr Leud nHi

GAGCCCATTT
A uProlleT

TTTCCTGAAG
pPhelLeulLys

ACTTTTCTGC
spPheSer Al

TACATTCACC
Tyrll eH sA

CATGIGCAAA
uMet CysLys

AGTACACAGC

GGTGAAAAGG
uVal LysArg

ATAACAACAG
yr AsnAsnSe

TCTGIGCAAG
Ser Val d nA

TGACAAGCTC
SAspLyslLeu

ACATCATCAC
yrilelleTh

AGCGATGAAG
Ser Aspd uG

TCAGATTGCA
adnll eAl a

GGGACCTGCG
r gAspLeuAr

ATTGCAGATT
Il eAl aAspP

AAGGGAAGGT

CTTGGCCCTG GGCAGITTGG 776

Leud yAl aG

TACCAAGGTG
r Thr LysVal

CCTTCCTGGA
| aPheLeud

GTGAGCCTCT
Val ArgLeuT

CGAGTACATG
rd uTyr Met

GTGGCAAAGT
| yd yLysVa

GAGCGAATGG
G ud yMet A

AGCAGCTAAT
gAl aAl aAsn

TTGGECCTTGC
hed yLeuAl

GCTAAGITCC

| y@ nPhed

GCTGTGAAAA
Al aval LysT

AGAAGCCAAC
ud uAl aAsn

ACGCTGTGGT
yr Al aVal Va

GCCAAGGECA
Al aLysd yS

GCTGCTTCCA

| LeuLeuPro

CATACATCGA
| aTyrll ed

GITCTGGTCT
Val LeuVal S

TAGAGTAATT
aArgVallle

CTATTAAGIG

259

826
276

876
292

926
309

976
326

1026
342

1076
359

1126
376

1176
392

1226



d uAspAsnG

GACGGCTCCA
pThr Al aPr o

TGTGGTCCTT
al Tr pSer Ph

CCCTACCCAG
ProTyr ProG

CTACAGGATG
yTyr Ar ghet

TGAAAATGT G
et LysMet Cy

TTACAGAGCG
Leud nSerV

GCAGCAGCCT
nd nd nPro

CCTCATTTAG
TGTGCGGGEEA
CTCAGGAAGA
ATTCTCCACT

| uTyr Thr Al

GAAGCAATCA
d uAl al | eA

TGGAATCCTC
ed yllelLeu

GGAGAACTAA
| yArgThr As

CCCCGTGTGG
Pr oArgVal G

CTGGAAAGAA
sTrpLysd u

TCCTGGATGA
al LeuAspAs

TAGAGCACAG
St op

AGAGGAAAAG
TCATCTGCCG
ACACCCTCTA
CAGITGCAAC

aArgd udy

ACTTTGGATG
snPhed yCy

CTATACGAAA
LeuTyrd ul

TGCCGACGTG
nAl aAspVal

AGAACTGCCC
| UAsnCysPr

AAGGCAGAAG
LysAl ad uG

TTTCTACACA
pPheTyr Thr

GGAGACCCGT

TAACCATCAC
TGCCTGGATC
AATGGCGAAAG
TTGGACTTGT

GCTCTGCTTG ACAACATCTG AGTGCAGCCG

Al aLysPheP

TTTCACTATT
sPheThrll e

TTGTCACCTA
| eVal Thr Ty

ATGACCGCCC
Met Thr Al aL

AGATGAGCTC
0Aspd ulLeu

AGAGACCAAC
| UAr gProTh

GCCACGGAAG
Al aThr G uG

CCATTTGGCA

TGGTTGCACT
CTGAAATAGA
TATTCTGTAC
CCTCAGCAGC
TTTGAGAAGA

roll eLysTr

AAGTCTGATG
LysSer AspV

TGGGAAAATT
rdyLyslle

TGTCCCAGGG
euSer d nd

TATGACATTA
Tyr Aspl | eM

GTTTGACTAC
r PheAspTyr

GGCAATACCA
lyd nTyrd

GGGGTGECTG

TATGATTTCA
GCCTAAATTA
TCTTAGATGG
TGGTAATCTT
AAACATCTAT

409

1276
426

1326
442

1376
459

1426
476

1476
492

1526
509

*37

*87

*137
*187
*237
*287

&B07*

Y508H Y508F Y508*
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TCTCTCCAAA
ACTCAAAGTT
AAACTCATTT
TCTTTGITGCT
CTGITAGATT
TTTCAATGAT
ATTTTTCTTC
GGCGTGCACA
AGCTGCCCTG
GGAAAGGCGAG
TTAAGAGTCC
TTGACAATGT
TAGGGECCTTC
CATTATGITA
AGTGCCACAT
TGTAGCATGT
GIGACTACAA
TGTTCACTAA
CATGATGTGT
TTGATTTTAT
TGCATTTACA
GGECCAEEEETG
CCAAGITCTA
TTGATTGCCT
GITTTCAAAT
TGTTTAGGECT

AATGCACCCA
TCAGAGACCA
ATAAAGCTAA
TTGCCTTACT
TTGCAGGTGA
TTTTTTCCCC
TATGAACACT
TCTCTCTCTC
TCTGCTCACC
AAGAGCCTCA
AGCTTTTTCA
AGITTGGAAG
TAAAACATAA
AAGATCAAGT
TCGGGECCTAT
GTATGAGACT
GCCTCTAATA
ATTTTTCTCC
TTCACTTATG
TTTAATACAC
TTTTCAGCTG
GITAGAAGTG
CCTCCTTCCT
GAACACCTGA
AGGCTTAACA
TGAGGTGCTT

CTAAATTTTA
AATATTCTAA

ACTTTGITTC
AATTATTGAT

ACTACCTCTA
TTGCAATGAA
AATAACCGCGA
TGTTTAAAAA
AGTCAGCAGC
CTACCTCCCA
GCTCAGACCT
TTCCAGCAGG
CGAAGGCACC
GAAACTCGCTC
TTTCCACAAT
AACTAAGATT
GAGITTCCTT
ATTAATTTTA
TTTTATGATT
ATTTATACCC
AGCCACGGTG
TGTAAGCTTT
CTGITGIGTA
CTCGTCCAAT
TGGTCAGTGT
ATTCAACAGA
TTGAACATTT
ACATCCGITT
GCCATCATTA
AGAAGAT GGG
CTATGTGATT
TCACAAGTCC

TGTTTACAAA
TCCCCAATAA
TATATACATA
AAAAAAAAAA
TTAAAAATGT
AAATCTGAGA
GCTAGACATG
AGGAGCCCGT
GGCGCTCACCT
TGTGTTTAGA
TTCCTATATC
CTAATCTCTG
TGTTGCTTCA
GITGTACTCT
CAGCAATCTT
AAGGATATGA
GCAGGAGGTT
GAATGGAAAC
TATACCTAAT
AACATCTCAA
AAAAATTGGT
GCTACATGCT
CAGATTGGAG
ATGGEGEGGECCA
AAATTTCATT
ATAAAATATT
TTTTTAAATG
CATGITCAGA

TGGACATAGCG
TTGCAGAACT
GCATGACATT
CTAATCCAAC
CTTTCCCAGA
CTGITAAAAC
CCATAGGAGT
GAGCACGCAC
GGACCTCCCA
AGGAATATTT
CAGATTTGIT
AAGAACCTTA
AATATTTGAA
AGAAAGCTAA
TTCTAAATTG
AGGAACATAA
CAAGCGGTTC
TTCTGTATCA
ATTTCTATTT
GCTTTTTATT
CATCAGCTGG
TTAAACTTGC
AACCAAGGAG
GATAGAATTT
CTGIGIGITT
CTACTTTTTT
TCCTTTCTAA
ACTATAGAAT

*337
*387
*437
*487
*537
*587
*637
*687
*737
*787
*837
*887
*937
*987
*1037
*1087
*1137
*1187
*1237
*1287
*1337
*1387
*1437
*1487
*1537
* 1587
*1637
*1687



ATTACTGITA
GITTTTGIGI
TACCCAATAT
AGAAGTCTCT
ATTTAAAGAA
TTCCTCCTCT
TGTGATCCTT
GGTGTCCAGC
CAGICTCCTT
ATAATGAGGG
GIGCAAAATG
AAGACAGAAT
CAGCGGGAGA
ACACAGTGCGC
AGGATCGCCTT
TCTCTACAAA
GGTCCCAGCT
AGTCAAGCCT
AAGAGTGAGA
TTCCCTGGTG
TGACCCATAT
CTCAAAGGEG
CCTGGTGAAC
ACCAGTGTCC
GCGCATACCTC
TGAGCCACTG
CTGCCACAGA
AATAACTAAA

CATAATGICT
ACACCCCCCT
GITACATGGA
AGAAAATGAC
AATTATTAAA
TCTTGCCATT
ACCTCCATGT
ATGTGITGGAA
ACTTAGCTAT
GCTGAATAGG
GCTCATGICA
CCATACTCCC
TGTATGTCAG
TCATGCCTGT
GAGCTCAGEA
AAATTTTAAA
ACTCAGGAGCG
GCAGTGAGCT
CCCTGTCTCA
AATATAATGT
TACAAAGCCC
AGTGCGAAGAG
ATGAACGCTCA
TTAGTAGTAG
CTGAGGITCC
GGAACGTGTA
AGCCAGCAGC
AGGAGGGAAT

GCACACCTGG
GCTTGCATTT
GAGGAACTAT
TAGAGGTTTT
TTTATCTTCG
TTCCACTTGT
GGCCCCTTCA
GICACACGTT
AGGTTTCCAG
TGITTGTAGC
TCACACCTCA
TACCGCCAAG
TCTATTTTAA
AATCTCAGCA
GITAGACACC
AATTACGCTAA
CTGAGGTGEG
ATGATCGIGC
AAAAAAAAAA
ATCCTCAGIC
AGCCTTCTTT
AAGGAAGGAG
CTGAACCTAA
GGCGCCACCTG
ACAGAATCCC
CTGICCAAGC
CCTGECTGTC
TAATTTTGIT

TCCCTTGATT
TATTTCAGAA
AAAGAATCCC
TTTTTTAGCA
CCTTGITTTG
CTTTCCCTCC
CCAGCTTGGEG
CCCTTGATGA
CCTCCCTGTG
ATTTTCGEGT
GGTTATTGTA
ATTCTGACTT
AAGCTTCTCC
CTTTGGGAGG
AGCCTGAGCA
GIGITGGTGEC
AGGATTCCTT
CACTGCACTC
CCAAAAAAAC
TTGAGAGTCA
TTCCTCAGAT
GAAAAAAACG
AGGAGACTCA
GCCCTTCCGT
CTTGCAGAAA
CCCCTTCTAG
CCAAGEGTGC
GCCTACACCA

CAGTGGTAAG
CCACAAGTAT
TAAGGCAAAA
TAACAAATTT
CTTCTCCCAG
CAATCAAGCC
CCTCATCTCT
ACAGCACACA
ACAGACAGCC
ATCCAGTGGT
GAGAACTGA
AGCTGITGIG
AGTCAGCTAG
CTAAGGCAGG
ATATAGCAAG
ACATACCTAT
GAGCCCAGGA
CAGCCTGEEC
AAAAAAACCC
CCATTTGGTT
GGITTCATTT
TGCCTTCCTT
CAGGCTAGAA
GCCTTCTCCA
GTACTTCTGA
GGGAAATTCA
ATAAAAGGAT
GGGATAGATC

*1737
*1787
*1837
*1887
*1937
*1987
*2037
*2087
*2137
*2187
*2237
* 2287
*2337
*2387
*2437
*2487
*2537
* 2587
*2637
*2687
*2737
*2787
*2837
*2887
*2937
*2987
*3037
*3087



GAGGGCACTG
GGAGTCTGCT
ACTCTGTCAC
ACCTCCCCCT
GIAGCTGGAA
TTTAGTAGAG
TGACCTCAGG
AGTGIGAGCC
CCTCTCACAA
TGCAACCTCA
GCTCGCTCCC
TCGGACATCT
ACCGCCCAGC
GIGGAAGAGA
ATTTTAGATT
ATAAACATAC
GICCTTTGEC
AAGATCTGGA
TTAAAGCCAC
GAAATAAAAC

AAAGCATCAT
TTCTCGCTCT
GCAGCCTAGA
CTCTGGITGG
CTACAGGCAC
ATGEGGTTTC
CGATCCGCCT
ACTGIGCCCG
ACTACATCCA
GCTTCTGACA
CAGCTCTTCT
CCTCCTTCCT
TTTCCTCTTA
GATCGTAGTT
AAGTGAAGTIC
AAAGATACCC
AAATGATAAA
CAATGCTATC
AGAAGGAATA
CAGTGAAACA

AAGTATAAAC

TCATCTCCAC

CTCTTTTTTT
GITGCAGTGG
AGCGATTCTT
ACACCATCTC
ACCATGITAG
GCCTCCCCTT
GIcEEEGrer
GCGECCGTAG
CCTTCAAATA
GATGICACTG
CAGCCAAGAA
GCATCTTCCT
CTCTATTCCC
TTGCTGITCT
ATACACACAT
AATTATCTCT
ACTATTTCAC
GATTGECTTC
cC

LYN (NM 002350. 4)

[TTTTTTTTG
TGCGATCTCA
CTCCTGECCTC
GCCTGGECTAA
CCAGGECTGGT
CCCAAAGTGC
GCTTTCTICTT
CTCCTAAAAG
AATTAAATGC
CCAGGTTCCA
CACCTCTCAG
TTATTTTCCA
TACATTTTAA
TCCTGATGGA
TCTTTACTCA
AACTCACACA
AGCTGAGAGA
GCTTCATATT

GICAGCTTGT
ACAGAGTCTC
GCTCATTGCA
AGCCTCCCTA
TTTTTGTATT
CTCGAACTCC
TGGGATTACA
TATTCCCCGT
GACTCAATTC
TGGTCCTAGG
CAGCCAGITG
ATGAGATCAA
CTTCTGCCTG
CTCCACGAAT
AATGGTAATT
GGCCCCTCTT
ACGACCCT GG
TCGGGAGCAT
GITTCCTTGT

*3137
*3187
*3237
*3287
*3337
*3387
*3437
*3487
*35637
* 3587
*3637
*3687
*3737
*3787
*3837
*3887
*3937
*3987
*4037
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