AGAGAAGAGG
GAGCTGAGGG
GGACCCCCAG

ATGGCCATGC
r Tr pProCys

CGTTGCAGGT
hr Leud nVa

CTTATCTGCC
Leul | eCysL

GCAGCCCAAG
| d nProLys

GGGAGCCCCT
rpd uProlLe

GICCTTGI GG
Val LeuVal G

AGGITGGTGT
CCTGCAGTICT
AGATGCTGAA

Met LeuLy

TCCATGCCGC
Ser Met Pr oP

CCTGGGAGCG
| Leud yAl a

TCCTGITGGCA
euLeuTr pd

GACGTGCCCA
AspVal Pr oA

GGAAGCAGAG
ud uAl a@ u

AAAGCATCCC

|l uSerl | ePr

ATA

PLD4 (NM 138790.5) -

GGAGCACAGG
GCCGECTGGAA
GCCTCTTTGG
sProLeuTrp

cceaececee
r oAr gAr gPr

CTGCECTGTGC
LeuAl aval L

AGTGCCCCGT
nVal Pr oArg

GGTCCTGGGA
rgSer Tr pd

GCCAGGCAGC
Al aArgd nG

CCAGGACCTG
0od nAspLeu

CAGCACCGAG
TCAGGATAGA
AAAGCAGCAG
LysAl aAl aV

GTGGGACAGA
oTr pAspArg

TGTGECTGCGEG
euTrpLeud

CCTCCCACCT
ProProThr T

GCATGCGCTCC
uHi sd ySer

AGAGGGACTC
I nAr gAspSe

CCATCTGCAG
Pr oSer Al aA

CCTGCCCCGT
CACCAAGGCA
TGGCCCCCAC
al Al aProTh

GAGGCTGGCA
d uAlad yT

CTCCGTGGECT
ySer Val Al a

GGGGCCAGGT
rpd yd nVa

AGCCCAGCTT
Ser Pr oAl aT

CTGCCACCTT
r Cysd nlLeu

CCGECAGCCC
| ad ySer Pr

-63
-13
38
13

88

138

46

188
63

238
80

288
96

338
113
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CTCTGCCCAG
oSer Al ad n

AGGAGAGCGT
| n@ uSer Va

ATCGGGGTCA
Il edyVal A

GCTGCAGCAG
sLeud nd n

GCCCGACACT
er ProThr Le

GGTGCCCATG
d yAl aHi sV

GCACTCCAAA
uHi sSerLys

CCAACATGCGA
| aAsnMet As

ATCTATAACT
Il eTyr AsnC

CCTCTGEECC
ProLeud yG

CCACGTGGCT
| Hi sVal Al a

ACGACTCGTC
snAspSer Se

CTGCTGGGCA
LeuLeud yA

GGCCAGGACA
uAl aAr gThr

TACGACAGGT
al Argd nva

TTCTGGGTTG
PheTr pVval V

CTGGCGGTCT
pTr pAr gSer

GCAGCCACCT
ysSer Hi sLe

AGGCCTGGECT
I nAl aTr pLe

TCATACTACT
SerTyrTyrT

TTCCCAGCTG
r Ser @ nLeu

GGAACATTTC
r gAsnl | eSe

TCCACCGACC
Ser Thr AspL

GCCCATGEEG
| ProMetdy

TGGATGGACG
al Aspd yAr

CTGACGCAGG
LeuThrd nV

GGCCCAAGAC
uAl ad nAsp

GCACGCTCCTG

ud nLeulLeu

GGTCCCTCAC
rpSer LeuTh

GGAGAGGCTC
d yd uAl aL

CCTGGCTGIG
r LeuAl aval

TGCAGGITCT
eud nVval Le

CGGCTCACCA
ArglLeuThr A

GCACATATAC
gHi sl 1 eTyr

TGAAGGAGCT
al Lysd uLe

CTGGAGAAGA
Leud uLysT

GACACTGCCC
AspThr Al aG

AGGGCCTGAC
rd yProAsp

TTCTGCAGAA
eulLeud nLy

GCCACCAGCA
Al aThr Ser S

GGCTGCCCGA
UAl aAl aArg

GCGGTGITTT
rgd yval Le

ATGGGCAGTIG
Met G ySer A

TGGCGCTGIC
ud yAl aval

CCTTCCAGAC
hr Phed nTh

388
130

438
146

488
163

538
180

588
196

638
213

688
230

738
246

788
263

R201
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CTACTGGGTA
r Tyr Tr pVal

AGAACTTCTC
| nAsnPheSe

GATGGGGTGC
Aspd yVal P

TCCCCAGGEC
sPro@ nG@y

GCGCCCAGEA
er Al ad nd

CGCTTCAGCC
Ar gPheSer H

GGCGGCAGCC
gAl aAl aAl a

GACTCAACAC
| yLeuAsnTh

CTCAGCAACC
LeuSer AsnP

GCCEGETGEEEG

CTGGEGEGTEC
Leud yVval P

ATCTCACTTC
r Ser H sPhe

CCACCACTGC
roThr Thr Al

CGCACCCGCEG
Ar gThr Ar gA

GTTCATCTAT
uPhel | eTyr

ACCCCCCGAG
i SProPr oAr

TTCGGCAAGG
Phed yLysG

GGACCCCACC
r AspProThr

CCGCGGCCAA
r oAl aAl aAs

AACCATTCCA

CCAAGCCTGT CCTCCCCAAA
roLysAl avVa | LeuProlLys

AACCGTTTCC AGCCCTTCCA
AsnAr gPheG | nPr oPheHi

CTACTTCTCA GCGICGCCAC
aTyr PheSer Al aSer ProP

ACCTGGAGEC GCTGCTGECG
spLeud uAl aleulLeuAl a

GCCTCCGTGA TGGAGTATTT
Al aSer Val M et d uTyr Ph

GTACTGGCCG GTGCTGGACA
gTyr Tr pPro Val LeuAspA

GCGTGCGCGT GCGCCTGCTG
| yval ArgVa | ArglLeulLeu

ATGITCCCCT ACCTGCGGTC
Met PhePr oT yrLeuArgSe

CGTCTCTGTG GACGTGAAAG
nVal Ser Val AspVal LysV

ACATCCCATT CAGCAGEGTG

ACCTGGCCTC
Thr Tr pPr oG

CGGCCTCTTT
sd yLeuPhe

CAGCACTCTG
r oAl aLeuCy

GTGATGGGGA
Val Met G yS

CCCCACCACG
eProThr Thr

ACGCGCTGCG
snAl aLeuAr

GTCCCCTGCG
Val d yCysG

CCTGCAGGECG
rLeud nAl a

TCTTCATCGT
al Phel | eva

AACCACAGCA

838
280

888
296

938
313

988
330

1038
346

1088
363

1138 A364Rfs*45

380

1188
396

1238
413

1288
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| Proval dy

AGTTCATGGT
ysPheMet Va

GAGGATTACT
G uAspTyrP

CCCTGECECG
rProd yAl a

TCTTTGAGCG
euPhed uAr

GCTCCGEECC
Al aProd yG

CTCGGCGACC
TTCAGCCGCT
CCCCTGECGAC
CGAGTCCAGC
GCCCCTTCCC
GCTTC

AsnHi sSer A

CACGGAGAAG
| Thrd uLys

TCAGCAGCAC
heSer Ser Th

CAGCCCGCGG
d nPr oAl aG

GGACTGGAGT
gAspTr pSer

AGGACTGCGT

| nAspCysVa

TCCTCCCGCA

CCCCCCTGAG
TGACTCCTGG

snl | ePr oPh

GCAGCCTACA
Al aAl aTyr |

GGCGEEEETG
r Al ad yVval

GGGCCACGGT
| yAl aThr Va

TCGCGCTACG
Ser ArgTyrA

TTGGCAGGGC
| Trpd ndy

CGCECeCTCC
AGCAGCCCEG
TCGCAAACCG
CCCCACCTCC
CCCACAGGECC

eSer Ar gVal

TAGGCACCTC
| ed yThr Se

GCCTTGGTGG
d yLeuval V

GCAGGAGCAG
| d ndu@n

CCGTCGGECCT
| aval d yLe

TGAGGEEEEC
St op

CCTCTGACCC
GICCGCACTG
CCCCCCTECT
TCCAGGGAGC
AGGCCTAAAA

AsnHi sSer L

CAACTCGTCG
r AsnTr pSer

TCACCCAGAG
al Thrd nSe

CTGCGGCAGC
LeuAr gd nL

GGACGGACAG
uAspd yd n

CTCTTTTTCT

CGECCTEEEC
CGCCAGGAGC
CTCTGATTTC
CCTCCAGGAA
AAAACTCGTG

430

1338
446

1388
463

1438
480

1488
496

*17

*67

*117
*167
*217
*267
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