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ATGCTAGGTGAAAAGATGAGAAATATAAGAAAAAGCAAGAAAAAAACATTAAGTGATGTT
ATGCTAGGTGAAAAGATGAGAAATATAAGAAAAAGCAAGAAAAAAACATTAAGTGATGTT
ATGCTAGGTGAAAAGATGAGAAATATAAGAAAAAGCAAGAAAAAA-CATTAAGTGATGTT

R EEEEEEEEEEEEEEEEEEEEEEEREEREEREERESRERESREERERESEEEIEEESEESEESEESEESEES]

TCCAAATTGACAGATTTATCTATAAGTTATATCTCTCAAATAGAAAGAGATGCTATTGAA
TCCAAATTGACAGATTTATCTATAAGTTATATCTCTCAAATAGAAAGAGATGCTATTGAA
TCCAAATTGACAGATTTATCTATAAGTTATATCTCTCAAATAGAAAGAGATGCTATTGAA

R EEEEEEEEEE R R R R R R R R R R R R R EEREREEEEEEEES]

CCATCCTTGTCTTCATTGAGAAAAATCGCTGAAGTTTTAGACACTCCTTTATATATGTTT
CCATCCTTGTCTTCATTGAGAAAAATCGCTGAAGTTTTAGACACTCCTTTATATATGTTT
CCATCCTTGTCTTCATTGAGAAAAATCGCTGAAGTTTTAGACACTCCTTTATATATGTTT

R EEEEEEEEEE R R R R R R R R R R R R EEEEEEEEEESE]

ATGGATGACAATAATACTGATGATTTAGTAATTAGAAAAGAAGATAGAGTTATGATGAAA
ATGGATGACAATAATACTGATGATTTAGTAATTAGAAAAGAAGATAGAGTTATGATGAAA
ATGGATGACAATAATACTGATGATTTAGTCATTAGAAAAGAAGATAGAGTTATGATGAAA

hhkhkhkhkhkhkhkhkhkhhhkhkddkdkdddbdkdddddddd dhdddddkddddddddddbddbdbdbdbdddddddk

TTTCCAAAGAGTGAAATGTTTTACGAGATAGTATCTCCAATGCCTACAACTGAATTTACA
TTTCCAAAGAGTGAAATGTTTTACGAGATAGTATCTCCAATGCCTACAACTGAATTTACA
TTTCCAAAGAGTGAAATGTTTTACGAGATAGTATCTCCAATGCCTACAACTGAGTTTACA
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CCTTCAATTTTATTTGTAGAGTTTGAACTTAAACCAGAAAGTGAGGATGCTAAAGATTAT
CCTTCAATTTTATTTGTAGAGTTTGAACTTAAACCAGAAAGTGAGGATGCTAAAGATTAT

CCTTCAATTTTATTTGTAGAGTTTGAACTTAAACCAGAAAGTGAGGATGCCAAAGATTAT
R A 2 2 T T T T2

ATCTATCATGCATCAGAAGAAATTATGGTGGTAACGAGTGGTGTGGTTGATATTTGTATG
ATCTATCATGCATCAGAAGAAATTATGGTGGTAACGAGTGGTGTGGTTGATATTTGTATG

ATATATCATGCATCAGAAGAAATTATGGTGGTAACGAGTGGTGTGGTTGATATTTGTACG
I Rt 2 T

GGTGAAAAGGTAGTTAGATTAAATCCAGGTGACTCAACATTTATAAAAGCTAATGTACCA
GGTGAAAAGGTAGTTAGATTAAATCCAGGTGACTCAACATTTATAAAAGCTAATGTACCA
GGTGAAAAGGTAGTTAGATTAAATCCAGGTGACTCAACATTTATAAAAGCTAATGTACCA

R EEEEEEEEEEEEEEEEEEEEEEREEEREEREEREEREEEEEREEREEREEEESEESEESRESESESESEESS]

CATAAAATCATCAATCCAAGTAAAGATACAATAGCTCGTGGATATGGAGTTATATCACCT
CATAAAATCATCAATCCAAGTAAAGATACAATAGCTCGTGGATATGGAGTTATATCACCT
CATAAAATCATCAATCCAAGTAAAGATACAATAGCTCGTGGATATGGAGTTATATCACCT
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CCAATTTGGCCAATAAAATCTAAATAA 567
CCAATTTGGCCAATAAAATCTAAATAA 566
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MEYYIVDSFATKLFKGNPAGVCVLDRIIPLELMQKIAEENNLPETAFVVKGKGNYELRWF
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IELSP#QANLIGCVPSAVYSSRDLILLLNSEQEVINYKPNYAQLRKLTDWLGIIITPQGS
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NTDFVSRYFCPELDSEDPVTGSSHCNFIPYWSEKLGKHKMVAAQLSNRGGIIQCEVLKDN
NTDFVSRYFCPELDSEDPVTGSSHCNFIPYWSEKLGKHKMVAAQLSNRGGIIQCEVLKDN
NTDFVSRYFCPELDSEDPVTGSSHCNLIPYWSEKLGKHKMVAAQLSNRGGIIQCEVLKDN
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