GCTCTGGGAG TACGACATGG
Met A

GCCGCCCECCT GCCECCTTTG
| yAr gArgLe uArgProLeu

GGAGGAAAAC CAATTCTGTIG
d yd yLysP roll eLeuCy

CAGGCGAAAC CCAGCCTGGA
OAr gAr gAsn Pr oAl aTr pS

AGACCGCCGA GGACAAGGAG
I nThr Ala@ uAspLysd u

GAGAGCGTGC AGGGTTCCAC
G uSerVal G I nd ySer Th

GAACCTTTTG GACATTGITG
sLysLeulLeu AsplleVal A

TTATACGGGA GCTGATCTCC

ATA

TRAP1 (NM 016292. 3)

CGCGCGAGCT
| aArgd uLe

CTGCGEECEC
LeuAr gAl aP

TCCTCGCGAGG
sProArgArg

GCTTGCAGEC
er Leud nAl

GAACCCCTGC
d uProlLeuH

TTCCAAACAT
rSerLysH s

CCCGGTCCCT
| aArgSer Le

AATGCCAGCG

GCGEEECECTG CTGCTGIGEG 34

uAr gAl aLeu

CGGCGCTGEC
r oAl aLeuAl

ACCACAGCCC

LeuLeuTr pG

GGCCGTGCCG
aAl aval Pro

AGTTGGEECCC

12

28

134

Thr Thr Al aG | nLeud yPr 45

AGGACGACTG
ad yArglLeu

ACTCGATTAT

isSerllell

GAGTTCCAGG
d uPhed nA

GTACTCAGAA
uTyrSerd u

ATGCCTTGGA

TTCAGCACGC
PheSer Thr G

CAGCAGCACA
eSer Ser Thr

CCGAGACAAA
| ad uThr Ly

AAAGAGGT GT
Lysd uVval P

AAAACT GCGT

184
62

234
78
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hel | eArgd

CACAAACTGG
H sLysLeuV

GCAGACCAAT
ud nThr Asn

GGATGACACA
| yMet Thr G

GGGTCAAAGG
G ySer LysA

CAAGATCATC
rLysllelle

CTGACAGAGT
| aAspAr gVa

TACCAGTGGC
Tyrd nTrpL

GGGAGTTAGA
rdyval Arg

AGGAGTITTTC
ysd uPheSe

uLeul | eSer

TGTCTGACGG
al Ser Aspd

GCCGAGAAAG
Al ad uLysG

GGAAGACCTG
nd ud ulLeu

CCTTCCTGGA
| aPhelLeuAs

GCCCAGTTTG
d yd nPheG

GGAGGTCTAT
| G uval Tyr

TTTCAGATGG
euSer Aspd

ACCGGGACAA
Thrd yThrL

CAGCGAGGCC
r Ser A uAl a

AsnAl aSer A

CCAAGCACTG
yd nAl aLeu

GCACCATCAC
[ yThrll eTh

GTGTCCAACC
Val Ser AsnL

TGCTCTGCAG
pAl aLeud n

GAGIGEGITT
| yval d yPh

TCCCCCTCCG
Ser ArgSer A

TTCTGGAGTG
ySer d yVal

AAATCATCAT

ysllellell

CGGGTGCGAG
Ar gVal Ar gA

spAl aLeud

CCAGAAATGG
Prod uMet G

CATCCACGAT
riled nAsp

TGGGGACGAT
eud yThrl |

AACCAGGCTG
Asnd nAl aG

CTACTCAGCT
eTyr Ser Al a

CAGCCCCGGG
| aAl aProQ@

TTTGAAATCG
Phed ul | eA

CCACCTGAAA
eHi sLeulLys

ATGTGGTAAC
spVal Val Th

uLysLeuArg

AGATTCACTT

lull eHi sLe

ACTGGTATCG
Thrd yll eG

TGCCAGATCG
eAl aAr gSer

AGGCCAGCAG
| uAl aSer Se

TTCATGGTGG
PheMet Val A

GAGCCTGGGT
ySerLeudy

CCGAAGCTTC
| ad uAl aSe

TCCGACTGCA
Ser AspCysL

GAAGTACAGC
rLysTyr Ser

128

434
145

484
162

534
178

584
195

634
212

684
228

734
245

784
262

834
278



AACTTCGTCA
AsnPheVal S

GCAGGCCATC
ud nAl all e

AGGAGTTCTA
| ud uPheTy

CTGCACTATA
LeuH sTyrL

GCCCGACATG
| Pr oAsphet

GCGTTGCACT
er Val Al aLe

ATCCTGCCCA

Il eLeuProL

CATTCCCCTG
pl | eProLeu

GGAAACTCCG
rgLysLeuAr

GCTTCCCCTT
er PheProLe

TGGATGATGG
Tr pMet Met A

CCGCTACGTC
r ArgTyr Val

AGACGGACGC
ysThr AspAl

AAACCGTCCA
LysProSer M

GTACAGCCGC
uTyr Ser Ar g

AGTGCCTGCG
ysTr pLeuAr

AACCTCAGCC
AsnLeuSer A

GGACGITTTA
gAspVal Leu

GTACTTGAAT
uTyr LeuAsn

ACCCCAAGCGA
spProLysAs

GCGCAGCCTC
Al ad@ nAl aH

ACCGCTCAAC
aProLeuAsn

TGITTGATGT
et PheAspVa

AAAGTCCTCA
LysVal Leul

CTTCATCCGA
gPhel | eArg

GGGAGCTGCT
rgd uLeulLe

CAGCAGAGGC
@ nd nArgL

GGAAGGCGEA

TGAACACCTT

G yAr gArgM et AsnThr Le

TGTCCGTGAG
pVal Argd u

ACGACAAGCC
i SAspLysPr

ATCCGCAGCA
Il eArgSer |

GAGCCGGGAG
| Ser Argd u

TCCAGACCAA
| ed@ nThr Ly

CGTGTGGTGG
d yVval val A

GCAGGAGAGC
ud nd uSer

TGATCAAATT
eul | eLysPh

TGGCAACATG
Trpd nHi sG

CCGCTACACC
OAr gTyr Thr

TCTTCTACGT
| ePheTyr Va

CTGGGCTCCA
Leud ySer S

GGCCACGGAC
sAl aThr Asp

ACAGTGAGGA
spSer d uAs

GCACTCATCA
Al aLeul | eA

CTTCATTGAC
ePhel | eAsp

884
295

934
312

984
328

1034
345

1084
362

1134
378

1184
395

1234
412

1284
428

3
T
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CAGAGTAAAA
d nSer LysL

CCTGITCATG
yLeuPheMet

AGGACATACGC
| uAspl | eAl

CAGCTAACCA
d nLeuThr S

CAACATCTAC
gAsnl | eTyr

CCTACTATGA
roTyrTyrd

GAGCAGITTG
d ud nPheA

GAAGCTGATC

sLysLeul | e

AGAAGTTTCGA
| uLysPhed

ACGGAGGAGC

AAGATCCTCGA
ysAspAl ad

CGGGAGGGCA
Argd ud vyl

AAAGCTGCTG

alLyslLeulLeu

GCCTCTCAGA

er LeuSer d

TACCTGTGCG
Tyr LeuCysA

GGCCATGAAG
uAl aMet Lys

ATGAGCTCAC
spd uLeuTh

TCTGTGGAGA
Ser Val A uT

GGACAGGTCC
UAspAr gSer

TCATGCECCTG

GAAGTATGCA
uLysTyr Al a

TTGIGACCGC
| evVal Thr Al

CGCTACGAGT
ArgTyrd uS

ATACGCCAGC
uTyr Al aSer

CCCCCAACCG
| aPr oAsnAr

AAGAAAGACA
LysLysAspT

CCTGCTGCAC

rLeuLeuH s

CGGACATAGT
hr Aspl | eVa

CCACGCCGCCG
Pr oAl aAl aG

GATGAGAAAT

AAGTTTTTTG
LysPhePheG

CACCGAGCAG
aThrd ud n

CCTCGECGECT

er Ser Al aLe

CCCATCCGEG
Ar gMet Ar gA

TCACCTGGCA
gHi sLeuAl a

CAGAGGTTCT
hr d uval Le

CTTCGTGAGT
LeuAr gd uP

CGTGGATCAC
| Val AspHi s

AGTGCCTATC
| uCysLeuSe

GIGCTGEEGT

AAGATTACGG
| uUAspTyrd@

GAGGTCAAGG
d uVval LysG

GCCCTCCGGEG
uProSerdy

CCGGCACCCG
| ad yThr Ar

GAGCACTCAC
d uH sSerP

CTTCTCCTTT
uPheCysPhe

TTGACAAGAA
heAspLysLy

TACAAGGAGG
TyrLysd uG

AGAGAAGGAG
rd uLys@u

CCCGTGICAC

1334 Y444N
445

1384
462

1434
478

1484
495

1534
512

1584
528

1634
545

1684
562

1734
578

1784
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Thr d ud@ uL

CAACGTGAAG
r AsnVal Lys

TGCTGGAGAT
al Leud uMe

AAGACCCAGG
LysThrd nG

CCCCACGCAC
nPr oArgH s

CTGGCCTGEC
rod yLeuAl

GCTGCTGGAC
Al aAl ad yL

GCTCCTTGTIC

uLeulLeuVal

ACTGACACCA
TTTAAAGGTA

eulMet Al aTr

GTGACCCTCC
Val Thr LeuA

GGGGGECTGCC
td yAl aAl a

AGGAGCGCGC
| u@ uAr gAl

GCGCTCATCA
Al aLeul | eL

TCAGCTGCTG

ad nLeuleu

TTGTTGACGA
euVal AspAs

AAGGCCCTGG
LysAl aLeuG

CAGATGACAG
TTTCTTAACC

pMet Ar gAsn

GACTGGACAC
rgLeuAspTh

CGCCACTTCC
Ar gH sPhelL

ACAGCTCCTG

ad nLeulLeu

AGAAGCTGAA
ysLysLeuAs

GTGGATCAGA
Val Aspd nl

CCCTAGGEECC
pPr oAr gAl a

AGCGACACTG
| UAr gHi sSt

CCCCACCTCC
CEA

Val Leud yS

CCACCCTGCC
r Hi sProAl a

TGCGCATGCA
euArghvet d

CAGCCCACGC
d nProThrL

TCAGCTGCGC
NG nLeuArg

TATACGAGAA
| eTyr d uAs

ATGGTGGGCC
Met Val G yA

ACAGCCAGGG
op

TTGACGCTTTA

er ArgVval Th

ATGGTCACCG
Met Val Thr VvV

GCAGCTGGECC
nd nLeuAl a

TGGAGATCAA
eud ul | eAs

GCAAGCGAGC
Al aSer G uP

CCCCATGATT
nAl aMetl | e

GCTTGAATGA
rgLeuAsnd

GGCCAGAAGG

TTTACCTAAA

595

1834
612

1884
628

1934
645

1984
662

2034
678

2084
695

*19

*69
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