GGAAGCAGTC
GCTACGGEEC

CCGTGGITCC
r Argd ySer

AGGGTCGGCT
| ud@ yArgLe

GGCCTTACAT
d yLeuThr S

ACAGAAGAAA

rd nLysLys

TATTCAAGAT

euPhelLysl |

GACAGCAGAT
AspSer Ar gS

ATACAAGTAT

STyrLysTyr

CCGATATTTC
| aAspl | eSe

TGITGTATGA
CysCyshMet |

TAAGTGTGAT
rLysCysAsp

GAGTTAAACA
|l yval Lysd

AAATTTGATT
LysPheAspT

PSMA6 (NM 002791.3) -

GCTGCAACTT
CCAGGGATTG

AGCGCCGGIT

Ser Al ad yP

CTACCAAGTA
uTyr @ nVal

CAGTAGCTGT
er Val Al ava

GTACCTGACA
Val Pr oAspL

AACTGAAAAC
eThr d uAsn

CCCAGGTACA
erd@nval @

GGCTATGAGA
dyTyrdQ ul

TCAGGTCTAC
rd nval Tyr

CCGGGAGGTG
TGITTAAAGT

TTGACCGCCA
heAspAr gHi

GAATATCCTT
Qd uTyr Al aP

CAGAGGGAAA
| Argd yLys

AATTATTGGA

ysLeulLeuAs

ATTGGITGIG
Il ed yCysV

GAGGGCACGC
nAr gAl aAr g

TTCCTGTGGA
| eProVval As

ACACAGAATG
Thr @ nAsnA

TTTTAATTGG TATAGATGAA
leLeull ed ylleAspdu

CCTGCAGGTT ACTACTGTGG
ProAl ad yT yr Tyr Cysd

AACTGAGICA ACCAGCTTCC
nThr d uSer Thr Ser PhelL

GGACATTTGA ACAGACAGTG
rpThr Phe@ ud nThr Val

o

CTTGIGIGCC TGGTGCGGGA
AGTGCTTCTA CCAACATGTC
Met Se

CATTACCATT TTTTCACCCG
sl 1 eThrll e PheSerProG

TTAAGGCTAT TAACCAGGGT

heLysAl al| eAsnG@ nGy

GACTGTGCAG TAATTGICAC
AspCysAl aV al Il eVal Th

TTCCAGCACA GTGACTCACT
pSer Ser Thr Val Thr Hi sL

TGATGACCGG AATGACAGCT
al Met Thr@ yMet Thr Al a

TATGAGGCAG CTAACTGGAA
Tyrd uAl aA | aAsnTr pLy

CATGCTGTGT AAAAGAATTG
pMet LeuCys LysArglleA

CTGAAATGAG GCCTCTTGGT
| a@ uMet Ar gProLeuQ@y

GAGCAAGGCC CTCAGGTATA
G ud@ nGE@ yP rod nval Ty

GTTTAAAGCC ACTGCAGCGG
yPheLysAl a Thr Al aAl aG

TTGAAAAAAA AGTGAAGAAG

eud uLysLy sVal LysLys

GAAACTGCAA TTACATGCCT

d uThr Al al | eThrCysLe

2Vers
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55
19
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52

205
69

255
85
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355
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605
202
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GICTACTGIT CTATCAATTG ATTTCAAACC TTCAGAAATA GAAGITGGAG 655
uSer ThrVal LeuSer!| eA spPheLysPr oSerdulle duValdyV 219

TAGTGACAGT TGAAAATCCT AAATTCAGGA TTCTTACAGA AGCAGAGATT 705
al Val ThrVa | G uAsnPro LysPheArgl |eLeuThrd uAl ad ulle 235

GATCCTCACC TTGITGCTCT AGCAGAGAGA GACTAAACAT TGTCGITAGT *14
AspAl aHi sL euVal Al aLe uAl ad uArg AspSt op

TTACCAGATC CGTGATGCCA CTTACCTGTG TGITTGGTAA CAACAAACCA * 64
ACATCATGGA GGTCCCTGGA TTGAAAAAGG AGCCTCTCCC ACTCCTCCTA *114
CCACCGAAGT GGTITAGGACT CTATATAAAT AAAAACAAGG CTTTTGGAAA *164
ATAATTGCAT CCTGITGITT TCA
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