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cys

agc
ser

aag
Lys

atg
Met

agg
Arg

gtc
val
420

act

g Thr
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Trp
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tcc
ser
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aac tcg
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aac ctt
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ctgkg?t
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Pro
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Glu

ASp
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Gly

Asn

Leu

Arg
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Asn

Met

TYFR
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Leu
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Met

Lys

Tyr
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Gly

Asn

Arg
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Pro

val
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Met

Glu
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cys

Pro
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Ile
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Glu
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Trp
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