GICTGCCECC
CTCCCEEECG

TGGCGGEECGEC

et Al ad yA

TCGGACGCCG
Ser AspAl aG

CATGACTTTG
| Met Thr Leu

TCCAGGTCAA
hed nVal Ly

AAGATCGAGG
Lysll ed uG

GAAGACCTCA
yLysThr Ser

TCAGCCTCAG
GICCTGECCT

CGCGICCeCT

aAl aSer Pro

AGGTGCTGCA
| uval LeuH

TTCTACTCCA
PheTyr Ser L

GCTGGAGACG
sLeud uThr

GGGCCATTGA
| yAl al | eAs

CGGGACTTTG
Ar gAspPheA

ATA

PLCGL (NM 002660. 3)

CCCCAACCTC
GIGCCECCEC

TGCGCCAACG
CysAl aAsnG

CCTCTGCCEC
sLeuCysArg

AGAAGTCGCA
ysLysSerd

CGCCAGATCA
ArgdnlleT

CATTCGTGAA
pll eArgd u

ATCGCTATCA
SpArgTyrd

AGCCGECCECC
CGCCCCCAGC

GCTGCGEECC
| yCysd yPr

AGCCTCGAGG
Ser Leud uV

GCGACCCGAG
nArgProd u

CGTGGAGCCG
hr Tr pSer Ar

ATTAAGGAGA
Il eLys@ ul

AGAGGACCCA
nd uAspPro

GITGCGECTTG
GICGGAGCCA

-50
1

M1

[eccococees
od yAl aPro

TGGGCACCGT
al d yThrVva

CGGAAGACCT
ArgLysThr P

GGGCGCCGAC
gd yAl aAsp

TCCGCCCAGG
| eAr gProd

GCTTTCCGGC
Al aPheAr gP

51
17

101
34

151
51

201
67

251
84

301
101

>Vers

cDNA + Protein

2025-11-04
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CGGACCAGTC
r oAspd nSe

AAAACGCTGA
LysThr LeuS

CAAGCCCTTA
eLysd yLeu

TGCAGATTGA
eud nll ed

CGTGAGGATC
Ar gd uAspA

CAACTACCGG
| AsnTyr Arg

TGGAGCAGCG
eud ud nAr

CGCAGCCTCA
Ar gSer LeuM

AGCCAGTACT
uAl aSer Thr

TTCCTGAGIT

ACATTCCTTT
r H sCysPhe

GCCTGCAAGC
er Leud nAl

ACTTGGCTGA
Thr Tr pLeuM

GAGGTCCCTC
uArgTr pLeu

GTATATCAGC
rgll eSerAl

GTCCCCAACA
Val Pr oAsnM

CAGCGGCGGAC
gSer d yAsp

TGTACAGCGC
et Tyr Ser Al

CTGAGCECCTG
LeuAr gAl aG

CCAGCAGITC

GTCATTCTCT
Val | | eLeuT

CACATCTGAG
aThrSerd u

TGGAGGATAC
et d uAspTh

CGGAAGCAGT
ArgLysd nP

CAAGGACCTG
aLysAsplLeu

TGCGCTTCCT
et ArgPhelLe

ATCACCTACG
Il eThr TyrG

CCAGAAGACG
ad nLysThr

GGGAGCGGECC
| y& uAr gPr

CTTCTTGACT

ATGGAATGCGA
yrd yMetd

GATGAAGTGA
Aspd uVal A

ATTGCAGGCA
rLeud nAl a

TTTACTCAGT
heTyr Ser Va

AAGAACATGC
LysAsnMet L

CCGAGAGCGG
uAr gd uArg

GGCAGTTTGC
| y3 nPheAl

ATGGACCTCC
Met AspLeuP

GGAGCTTTGC
od uLeuCys

ACCAGGGEGA

ATTTCGCCTG
uPheAr gLeu

ACATGTGGAT
sniet Tr pl |

CCCACACCCC
ProThr ProL

GGATCGGAAT
| ASpAr gAsn

TGTCCCAGGT

euSer d nVa

CTGACGGACC
LeuThr AspL

TCAGCTGTAC
ad nLeuTyr

CCTTCTTGGA
r oPheLeud

CGAGTGTCCC
Ar gVal Ser L

GCTGTGEECT

351
117

401
134

451
151

501
167

551
184

601
201

651
217

701
234

751
251

801



euPr od uPh

GTTGATCGCC
Val AspAr gL

CTTACGAGAG
oLeuArgd u

TCCTGITCTC
heLeuPheSe

TGCCCGGACA
CysProAspT

GCACAACACG
rH sAsnThr

AAGCCTATGC
| UAl aTyr Al

TGCTGGGACG
CysTr pAspG

TACCACCAAG
uThr Thr Lys

CCTTTGITGGC
| aPheVal Al

ed nd nPhe

TCCAGGTGCA
eud nval d

ATCGAGGAGC
Il ed ud uP

CAAAGAGAAC
rLysd uAsn

CCATGAACAA
hr Met AsnAs

TACCTGACCG
TyrLeuThr G

TCGCTGCCTG
aAr gCysLeu

GCCCGGATGG
| yProAspd

ATCAAGITCT
I | eLysPheS

CTCAGAGTAC
aSer d uTyr

LeuLeuAspT

GGAGITCATG
nd uPheMet

CATACTTCTT
roTyr PhePh

AGTGTGTGGA
Ser Val Tr pA

CCCTCTTTCC

nProLeuSer

GGGACCAGTT
| yAspd nPh

CGGATGGGCT
ArgMet G yC

GATGCCAGTT
yMet Pr oVal

CAGATGTCCT
er AspVal Le

CCAGTCATCC
ProVval || eL

yrd nd yd

CTCAGCTTCC
LeuSer PhelL

CCTGGATGAG
eLeuAspd u

ACTCGCAGCT

snSer d nLe

CACTACTGGA
Hi sTyr Trpl

CTCCAGTGAG
eSerSerd u

GTCGCTGCAT
ysArgCysl |

ATTTACCATG
Il eTyrH sG

GCACACCATC
uH sThril e

TGTCCATTGA

euSerl | ed

uLeuTr pAl a

TCCGAGACCC
euAr gAspPr

TTTGTCACCT
PheVal Thr P

GGATGCAGTA
uAspAl aval

TCTCCTCCTC
| eSer Ser Se

TCCTCCTTGG
Ser Ser LeuG

TGAGTTGGAC
ed uLeuAsp

GGCACACCCT
| yHi sThrLe

AAGGAGCATG
Lysd uHi sA

GGACCACTGC
uAspHi sCys

267

851
284

901
301

951
317

1001
334

1051
351

1101
367

1151
384

1201
401

1251
417



AGCATTGCCC
Serll eAl aG

GGACACACTC
yAspThr Leu

CACCCAACCA
er ProAsnd

GAGGGCAGTG
G udySerA

CGACATCAGC
nAspl | eSer

TGAACCACGA
al AsnH sd

TACTACTCTG
Tyr Tyr Ser G

GCCCAAGGAG
uProLysd u

TCCATGGGAA
heH sd yLy

AGCAGAGAAA
| nA nAr gAs

CTCACCAAGC
LeuThr LysP

GCCTTAAGAGG
nLeuLysArg

CCTACGAGGA
| aTyrd ud

AACTCTATCA
AsnSer || eL

ATGGTATCCC
uTrpTyrPro

AGGAGACCAG
| ud uThr Se

GICAGCAGCCA
Val Ser Ser S

GCTAGGGGCA
sLeud yAl a

CATGGCCCAA
nMet Al a@ n

CCGTGGAGAT
rovVal d ul |

AAGATCCTCA
Lysl | eLeul

GGTGCCTACA
uVal ProThr

AGAATGGCAT
ysAsnd yl |

CACTACTTTG
H sTyr PheV

CAGTGACCAG
r Ser Aspd n

GCACAGAGCT
er Thr d uLe

GGGCGTGACG
A yAr gAspG

TACTTCAAGA
Tyr PheLysL

CTCTGCCGAC
eSer Al aAsp

TCAAGCACAA
| eLysHi sLy

TCCATGATGT
Ser Met Met T

CCTCTACCTG

eLeuTyr Leu

TTCTGACCAG
al LeuThr Se

GGCAACGAGG
d yAsnd uA

GCACTCCAAT
uHi sSer Asn

GGCGTCACAT
| yArgHi sl |

AGGTGCTGGEG
ysVal Leud

GGGCTCCCCT
d yLeuPr oS

GAAGCTGGCT
sLysLeuAl a

ACTCTGAGAA
yr Ser @ uAs

GAGGACCCTG
A uAspProV

CAGCAAGATC
rSerLyslle

ATGAGGAGGA
spd ud ud

GAGAAGTGGT
d uLysTr pP

CGCTGAGCGC
eAl ad uArg

1301
434

1351
451

1401
467

1451
484

1501
501

1551
517

1601
534

1651
551

1701
567



CTCGCTTACTG
LeuLeuThr G

CGTGCGAGAG
uVal Argd u

GGAACGGGAA
rgAsnd yLy

ACCCCCAAGT
Thr ProLysP

CCTCATCACG
pLeul | eThr

TGCGACTTTC
et ArgLeuSe

TGGTACCACG
TrpTyrH sA

CGTCCCTCGT
gVal Pr oArg

CATATGCCAT
er Tyr Al al |

CAGCAAGAGG

AGTACTGCAT
| uTyr Cysl |

AGTGAGACCT
Serd uThr P

AGTCCAGCAC
sVal d nHi s

TCTTCTTGAC
hePheLeuTh

CACTACCAGC
H sTyrd nG

AGAGCCTGTC
rd uProVval

CGAGCCTGAC
| aSer LeuTh

GATGGGGCCT
Aspd yAl aP

CTCTTTCCGG
eSer PheAr g

GCCAGACAGT

CGAGACCGGA
ed uThrdy

TCGTGGGCGA
heval d yAs

TGCCGTATCC
CysArgll eH

AGACAACCTC
r AspAsnlLeu

AGGT GCCCCT
| nVal ProLe

CCACAGACCA
Prod nThr A

CAGAGCACAG
r Ar gAl ad n

TCCTGGIGCG
heLeuVal Ar

GCTGAGGGCA
Al ad ud yL

GATCCTAGGG

GCCCCTGACG
Al aPr oAspG

CTACACGCTC
pTyr Thr Leu

ACTCCCGGCA
i sSer Argd

GICTTTGACT
Val PheAspS

GCCCTGTAAT
UAr gCysAsn

ACGCCCACGA
snAl aH sd

GCTGAGCACA
Al ad uH sM

GAAGCGGAAT
gLysArgAsn

AGATCAAGCA
ysl |l eLysHi

AACTCGGAGT

GCTCCTTCCT
| ySer PhelLe

1751
584

TCTTTCTGGC
Ser PheTr pA

1801
601

AGATGCTGGG
nAspAl ad y

1851
617

CCCTCTATGA
erLeuTyr As

1901
634

GAGTTTGAGA 1951
d uPhed uM 651

GAGCAAAGAG 2001
uSerLysd u 667

TGCTAATCGCG 2051
et LeuMet Ar 684

GAACCCAACT 2101
d uProAsnS 701

TTGCCGTGIC 2151
sCysArgVval 717

TCGACAGCCT 2201



d nd nd uG

TGITGACCTC
uVal AspLeu

AGCTGCGCTA
ysLeuArgTy

GAGCCTGACT
d uProAspT

AGAGGCAAAC
| d uAl aAsn

ACTACAAGGC
spTyr LysAl

ATCCAGAATG
Il ed nAsnV

AGGGAAGAAG
yd yLysLys

ACCCCGTGGC
snProVal Al

CTAGGGGACT
Leud yAspL

| y@ nThr Va

ATCAGCTACT
Il eSerTyrT

TCCCATCAAC
rProll eAsn

ACGGGEECCCT
yrd yAl alLe

CCTATGCCAA
ProMet ProT

CCAGAGGGAG
ad nArgd u

TGGAGAAGCA
al d uLysd

CAGCTGTGGT
G nLeuTr pP

CCTGGAGCCG

aLeud uPro

TGCTGCEEEG
eulLeuArgd

| Met Leud y

ATGAGAAACA
yrd uLysHi

GAGGAGGCAC
d ud uAl aL

GTATGAGGGA
uTyrd udy

CTTTCAAGTG
hr PheLysCy

GACGACGCTGA
Aspd uLeuT

AGAGGGAGCC
nd ud ydy

TCCCATCAAA
hePr oSer As

GAGAGGGAGC
d uArgd uH

GGTCTTGGAT
yVal LeuAsp

AsnSer G uP

CCCGCTATAC
sProLeuTyr

TGGAGAAGAT
eud uLysl |

CGCAACCCTG
Ar gAsnPr oG

TGCAGTCAAA
sAl aVal Lys

CCTTCATCAA
hr Phel | eLy

TGGTGCCCGAG
TrpTr pArgG

CTACGTGGAA
nTyrVal A u

ACTTGGACGA
i sLeuAspd

GTGCCGCCTT
Val Pr oAl aC

heAspSer Le

CCCAAGATGA
ArgLysMet L

TGGCACAGCT
ed yThr Al a

GCTTCTATGT
| yPheTyr Va

GCCCTCTTTG
Al aLeuPheA

GAGCGCCATC

sSerAlalle

GGGACTACGG
| yAspTyrd

GAGATGGTCA
d uMet Val A

GAACAGCCCC
uAsnSer Pro

GTCAGATTGC
ysd nl | eAl

734

2251
751

2301
767

2351
784

2401
801

2451
817

2501
834

2551
851

2601
867

2651
884



CATCCGTCCT
all eArgPro

TGGCGTCGGT
et Al aSer Va

GAGCTGCAGG
d uLeud nA

CGCCAGCCTC
pAl aArgLeu

TGGAGCTCTC

eud uLeuSe

GAGAAGATTG
G uLysl | eG

GGAAACCAAG
od uThrLys

TTCAGTACAA
eud nTyr As

CTGGATTCCT
LeuAspSer S

GAGGGCAAGA
G ud yLysA

GGCCCACTGG
| Al aHi sTrp

ACTGGGTGAA
spTrpVal Ly

ACTGAAGGGA
Thrd ud yL

TGAACTTGIC
rd uLeuVval

GCACAGAACG
| yThr G uAr

GCTGAGAAAT
Al ad uLysT

TCGACTGCAG
nArgLeud n

CCAACTACGA
er AsnTyr As

ACAACCGECT
SnAsnArgLe

TCCCTGGATG
Ser LeuAspV

AAAGATCCGT
sLysll eArg

AGATAATGGA
yslleMetd

GTCTACTGCC
Val Tyr CysA

TGCTTGCTAC
gAl aCysTyr

ACGTGAACAA
yrVal AsnLy

CTCTCCCGCA
LeuSer Ar gl

TCCTTTGCCC
pProLeuPro

CTTCGICTTC
uPheVal Phe

TTGCTGCCGA
al Al aAl aAs

GAAGTGGECCC
d uVval Al aG

ACGGAGGAAG
UAr gArgLys

GGCCTGITCC
r gProVval Pr

CGGGACATGT
Ar gAspMet S

GGCCAAAGGC
sAl aLysdy

TCTACCCCAA
| eTyr ProLy

ATGTGGATCT
Met Trpl | eC

TCCATCAGCA

2701

Serl | eSerM 901

CTCACAGGAG
pSerd nd u

AGACAGCAGA
| NThr Al aAs

AAGATTGCCC
Lysl | eAl aL

CTTTGATGAA
oPheAspd u

CATCCTTCCC
er Ser PhePr

AAGAAGTTCC
LysLysPhelL

GGGCCAGCGA
sd yd nArg

GTGCCAGTCA
ysd ySerd

2751
917

2801
934

2851
951

2901
967

2951
984

3001
1001

3051
1017

3101
1034

S1021F
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GCTTGTGGECC
nLeuVal Al a

AGGCCCTCTT
| nAl aLeuPh

ACCATGCGGG
Thr Met Ar gA

GCTGGAGCCA
yLeud uPro

CAAAGAATGCG
roLysAsnd

GGAGCTGAGT
d yAl ad uT

TGGACTCAAC
nGd yLeuAsn

ACCCTGAATT
snProd uPh

AGTGACCAGA
Ser Aspd nA

GACAGGATAC

CTCAACTTCC
LeuAsnPheG

CATGACGGGEC
eMet Thrdy

ATGAGGCCTT
spd uAl aPh

TGTGCCATCT
CysAl all eS

CCGAGCCATT
yArgdylle

ATGACAGCAC
yr AspSer Th

CCTGTATGGC
ProVval Tr pP

TGCCTTTCTG
eAl aPhelLeu

ATTTCCTGGC
snPhelLeuAl

AGAGCAGTCC

AGACCCCTGA
| nThr Pr oAs

AGGCACTGTG
Ar gHi sCysG

CGACCCCTTT
eAspPr oPhe

CTATTGAGGT

erll ed uva

GTGTGICCTT
Val CysPr oP

CAAGCAGAAG
rLysd nLys

CAGCCAAGCC
r oAl aLysPr

CGCTTCGTGG
Ar gPheVal V

TCAGGCTACT
ad nAl aThr

CTTTGAAGAA

CAACCCTATG
pLysPr oMet

GCTACGTGCT
| yTyrVal Le

GACAAGAGCA
AspLysSer S

GCTGEEEEECC
| Leud yAl a

TTGTGGAGAT
heval d ul |

ACAGAGTTTG
Thr A uPheV

CTTCCACTTC
oPheH sPhe

TGTATGAGGA
al Tyrd ud

TTCCCAGTAA
PheProVval L

CAACTACAGT

CAGATGAACC
d nMet AsnG

GCAGCCAAGC
ud nPr oSer

GCCTCCGCGG
er LeuAr gd

CGACATCTGC
Ar gHi sLeuP

TGAGGTGGCT
ed uVval Al a

TGGTGGACAA
al Val AspAs

CAGATCAGTA
AdnlleSerA

AGACATGITT
uAspMet Phe

AAGGCCTGAA
ysd yLeulLy

GAGGACCTGG

3151
1051

3201
1067

3251
1084

3301
1101

3351
1117

3401
1134

3451
1151

3501
1167

3551
1184

3601



sThrd yTyr

AGITTGGCCTC
| uLeuAl aSe

AATGGTGACC
Asnd yAspL

AGATGCCTCA
r AspAl aSer

AATCCCCCTA
| uSer ArgTy

CTCGCAGACC
LeuAl aAspH

GGTCAATGGA
gVal Asndy

AGCAGGTCGCT
CAGCCCCCTG
AGCAGTGAAT
TTTTGGECCT
TTTCGCATTA
CCATCTTGIG
GCCTCAGCCA
AGTGGAGGAG

Ar gAl aval P

CCTGCTGATC

rLeuLeul | e

TCAGTCCCTT
euSer ProPh

GGCCACCTGT
d yd nLeuP

CCAGCAGCCG
rd nd nPro

ATTTTGACAG
i sPheAspSe

GACAACCGCC
AspAsnAr gL

GIGCGCCTTG
TGGCGCECCTT
GCTAGACAGA
CCATGCCCCA
AGCACACACA
GGGCCAGGAC

roLeulLysAs

AAGATTGACA
Lysl | eAspl

CAGTGGTACG
eSerd yThr

TTCATGGCCG
heH sd yAr

TTTGAGGACT
Phe@ uAspP

TCGAGAACGA
r Argd uArg

TCTAGITGTA
euSt op

TAGAATGCCG
CCGEGTCTCG
AACCAAGCCA
GCTCTGGATG
TCTGGCCCTG
CATGGCCGAA

nAsnTyr Ser

TTTTCCCTGC
| ePhePr oAl

TCCCTGCGGEG
Ser LeuAr gG

AGCCCGGGAA
gAl aArgd u

TCCGCATCTC
heAr gl | eSe

AGGGCCCCAA
Ar gAl aPr oA

CCCCAGCCTC

CGAACTGGEGT
CAGCCTGAAG
TTAATGAGAT
AAGGCAAAAA
ACTTCTGGAG
GCCCCTTGGA

GIGGCACAGG AGACTCCAAG GAGCTACTGA

GAGGAGGAGC

CTTCCTGEEC

CAGGGAAACA

d uAspLeuG

CAAGCAGGAG
aLys@ nd u

AGCGGGECTC
| UAr gd ySe

GCCTCCTTTG
d ySer PheG

CCAGGAGCAT
rd nd uH s

GAAGGACTCG
r gAr gThr Ar

GITGGAGAGC

TCTTTGGAAG
CCTGGATTCC
GITATTACTG
CTGTACTGTG
ATGGATCCTT
GAGAGAGECT
CATTCCTAAG
AAGTTTACAT

1201

3651
1217

3701
1234

3751
1251

3801
1267

3851
1284

*25

*75

*125
*175
*225
*275
*325
*375
*425



TGTCCTGTAG
CCTGCAGITT
AGAAGGGTITC
GCCCATGECT
AAAAATAGCA
TACTCCTCCT
CAGGTGGECT
CTGTCAGGAA
CCTATTTTGG
TTTCCCTGAG
GGTGGEEGTAC
GCTTCTAACT
GCAGCCCTCA
AAGGTGCCTC
ACATTTGGEEC
TCTGACTGCC
GCTCTTTCGG
AACAGTCGCC
GAAATTTCTC
CAGGAGITGT
AGCAGAGTAC
GACCTGGAAA
TCAAAAATGT
GCCTCTAGGA
AAGGCCCTTC
TGGAACAAAA
GGATGACATG
TTCTTGIGIG

CTTTAAAACC
GGCCCTCGAG
TGCCCTGCCT
GGGAACATGA
GIATTATTTT
GCTCCTCACC
GCCTGCTGTG
TGEEEEECEE

ACAGCTGEEC
CCAGGGECAGA
GAGGAGGAGG
CCCAGCCTGA
TCGTCTCAAT
CCTGTAGGEA
TTAAGAGGAC
GCCAGCGTGG

TGAGGITTTT

GAATGAAAAA
AGCCAGTTAG
GGTAAAAAGA
CCTCTGAGEA
ATAGCATAGC
TCAGGGTTGG
AAATAAATCA
GGCCTCAGGA
AGATGATTAT
AGGTTAAGCA
GGGTCCACTC
ATCCTGCCTG
CAACCAGAGC
TGCATTCAGT
CTTGGCAGCT
TCTTCCTGAA
ATGACGCCAC
AACTGATGAT
ACTTTCTTTT

TGITTTTAAG
GGGATTGAGG
GIGCTGAATG
TCCAGCGATG
CAGAGGECCGG
CAGCATTCAG
CCATTTCCTA
TCCTCATGIC
AAGCCTGITG
TCTGCAGTAG
GCAAGACCTG
TCTCCTGCCC
GGITCTTTGT
CCCTTTCCAG
TCGTTAACAC
GAAATCTCTG
GCTCTGITTC
ACAAAAAATT
AGCCAGTATC
ACAGCTTCAC

AGGGTGAGAA
GGAATGTAGG
ACACAGCACA
AAGATACAGG
GGTATTGTAA
AACCTTGGAG
TTAGITTGIG
GAAGAGAAGA
TCAAAGAAGA
AGITGCCTGA
AAGCTGCCAT
GAGATGGGAA
GGICCAGGECC
CACACACAAA
GITCTGCTGC
CTTTTTCCTT
CATGGGACAT
AAGCAGGTAG
TAACCCCTCC
ACCCTCTGAG
GGCCAGCCAG
TTCCACAGAA
TGCCAGGTCGC
GCGCCCTTTCA
CATAGITGEC
TAAGATAGAT
AAACAGCGAT
AGTCCCAGIT

GCTAGATGCC
GCCTGCATGG
AGGGCACATT
GGATCATGIT
CTAAGITATT
AGGAGAGT GG
ATGTAAGGCA
AATACCAGAG
CTCAGTATGC
CTCCTGEGTG
CCTTGCTGCA
GGTTAGAAAG
CGTGGGCGCA
CCTACTGCCC
CCTCTTAAGA
TGACTTGTAT
GCTCACTAGA
GAAATTTCTG
TCTGGECECTAA
GGTGIGICTG
TTTTGGTGGT
ACCTCTCCTT
CATTCTGATT
ACACAGTITGA
TGTGCTGGGA
CCGEGETTCCGT
AGTGCTCAGG
CATAGAGAGG

*475
*525
*575
*625
*675
*725
*775
*825
*875
*925
*975
*1025
*1075
*1125
*1175
*1225
*1275
*1325
*1375
*1425
*1475
*1525
*1575
*1625
*1675
*1725
*1775
*1825



AGGGTGECTT
GGCCCTCATG
AGGTTTCCTA
CCCATCCACG
TTTTAGITTT
GGAACACAAC
TAGACCTGAG
CACTGCAAAT
AAGCAAATTT
ATGITGATTG
CTTGEEECCG
TGCAGGCCGT
TCTCAACCCT
CTGGTACCCG
TTTAAATGAG
AAAAGAGCAG
ATGECECTCCC
TCTGECTGAC
TTCACTTTCA
GCCTACAAGG
CTGCGGGAAG
CCATGAGCAG
CATCACCTGA
TTCAACTTGA
AAAGCAAATA
GATCATGCCT

TTTCCCATAC
ATCCATGITT
TCAGAGAAGG
TTGGTTAGGA
CATCAATACG
CTGGGGAACA
GCTCACCTCT
GITTTGATTG
AAAGATCATT
ACCCAGAAGG
AATCCTTTGG
GICCCTACAG
AACAGCACAT
GGCCCTTAGC
TAACAAGGGT
GCAGEECCGEG
TTGCAGGCTC
AGACCAGCGA
ACAGCTTTGG
TCAGGGGCAT
ATGGCAGGAG
AAAAGGCAGG
GACGCTTGAAC
GCCCATCACT
GGITCAGGTT
TCTTCACATT

ACAAGAAGGT
CCTCTCTAGG
AAGAGGACTG
CGTCCTTGEC
TATCTCTATT
GACAGCTCTG
CTTGEECTCT
TTCTTCCTAG
TTCACTTCAA
CAGAGTGITT
CATCAGGAGT
TGCGACAGCT
TAGCACCACT
ATAGGTATTG
TGAAAAACCC
GAGAGGCGAAG
CTTGITCTCC
CAAGTAGACT
CTCAGCAGAC
TCTGCCCCCG
CAGITTCTGA
GGICTGCCTC
ATCACTAAGG
CACCATGTGA
ATCCCACCAG
TTAATTAAAT

cejjeeejjeee
TTTTTATGEC
TGTAGGCCCT
GIGITTGITA
TGCTGAACAA
CCTTTCTTAA
GTAAGACATT
TGGAAAACGT
GATTCCTCCA
GITGGTGEEG
TGTTTGCCCC
CAGCGTTATG
TGGGGAGCTT
TTCAAAACCT
TGATTTTGCC
TCAGIGGTAC
TGCCATCACC
GGGITCAAAG
ATGTACACAT
CCACAGGACT
CCTCAGITGA
CTGACCAAGC
ACCTAGACAC
GITCTGITGA
ACTAACTCGCG
GGATCAAGCA

AATTCACCTG
CTGGAGAGAA
TCTGTTAGGEG
GIGITGACCC
GIGICTTTCT
GCCAGCTTTG
GCCTTTGCCT
GCCAACTCTC
GACCTGACAA
AAGACCCTTA
ATCCCATGCA
ACCTGTGGAG
CTGAAAAATA
CTCAAGGTGA
AGCACAAACC
CAGAAGGTAG
AGTAGAACCT
TGACAGACCT
ACAAAGTAGA
AAAGACTCGCC
GIATCTGIGG
ACATCTTGAA
TCACTTGICT
GCGTGCGTAG
TGAATGAAAG
CA

*1875
*1925
*1975
*2025
*2075
*2125
*2175
*2225
*2275
*2325
*2375
*2425
*2475
*2525
*2575
*2625
*2675
*2725
*2775
*2825
*2875
*2925
*2975
*3025
*3075
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