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<210> 1

<211> 321

<212> PRT

<213> Homo sapiens

<400> 1

Ser Ala Lys Ser Arg Thr Ile Gly Ile Ile Gly Ala Pro Phe Ser Lys
1 5 10 15

Gly Gln Pro Arg Gly Gly Val Glu Glu Gly Pro Thr Val Leu Arg Lys
20 25 30

Ala Gly Leu Leu Glu Lys Leu Lys Glu Gln Glu Cys Asp Val Lys Asp
35 40 45

Tyr Gly Asp Leu Pro Phe Ala Asp Ile Pro Asn Asp Ser Pro Phe Gln
50 55 60

Ile Val Lys Asn Pro Arg Ser Val Gly Lys Ala Ser Glu Gln Leu Ala
65 70 75 80

Gly Lys Val Ala Glu Val Lys Lys Asn Gly Arg Ile Ser Leu Val Leu
85 90 95

Gly Gly Asp His Ser Leu Ala Ile Gly Ser Ile Ser Gly His Ala Arg
100 105 110

Val His Pro Asp Leu Gly Val Ile Trp Val Asp Ala His Thr Asp Ile
115 120 125

Asn Thr Pro Leu Thr Thr Thr Ser Gly Asn Leu His Gly Gln Pro Val
130 135 140
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<220>
<223>

<400> 2
atgtctgcga

cgcggtggtg
aaagagcagg
gatagcccgt
gcaggtaagg
catagcttag
atttgggttg
catggccagc
ggctttagct
gacgtcgacc
acggaagtgg
ggccgtaaga
acgccagcca
acggaggaaa
agcttaggta
ttagcatgtt
ccgaagtga

<210> 3

<211> 353
<212> PRT
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<400> 3

agagccgtac
tggaagaggg
agtgcgacgt
tccaaatcgt
tggccgaggt
caattggctc
acgcccatac

cggttagctt

gggtcacgcc
caggtgagca
accgcttagg
aacgtccaat
ccggcacgcec
tctataagac
agacgccgga

tcggtttagc

Homo sapiens

gatcggcatt
tccgacggtt
taaggactac
taagaatccg
caagaaaaac
tatctctggt
ggatatcaat
cttactgaag
atgtatttct
ctacatctta
catcggcaag
ccatctgagc
ggtcgttggt
gggtttactg

agaagttacc

ccgcgaggsc

Codon Optimized DNA Sequence

attggtgcgc
ctgcgtaagg
ggtgacttac
cgctctgtgg
ggtcgtatta
catgcccgtg
acgccattaa
gagctgaagg
gccaaggata
aagaccctgg
gtgatggagg
ttcgatgttg
ggtttaacgt
agcggtctgg
cgtaccgtta

aaccataaac

cgttctctaa
ccggtttatt
cattcgcgga
gtaaagcaag
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tgcacccaga
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tcgtgtacat
gtatcaagta
agacgctgag
acggcttaga
atcgcgaagg
acattatgga

acacggcggt

caattgatta

aggtcagcca
agaaaagctg
catcccgaat
cgagcagtta
aggcggtgat
tttaggtgtc
cggcaatctg
agatgttccg
tggcttacgt
tttcagcatg
ctatctgctg
cccgagecttt
cctgtatatc
ggttaatcca
cgcgatcacg

tctgaatcca
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