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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGACGAGGGGCCCGTGGACCTGCGCACCCGGCCCAA

GGGCACCCCGGGCGCCGCGCTGCCACTCCGCAAACGCCCGCTGCGCCCCGCGTCCCCAGAGCCCGCAACCACGCGCAGCCCCGCTGGACCCCTGGACGCC

CTGCGCAGCGGCTGCGACGTCCCGGTTGTCCCTGGGCCCCCCCACTGTGTGGCCAGGCCGGAGGCCCTTTACTACCAGGGACCTTTGATGCCCATTTACT

CTACCCCGACGATGGCCCCCCACTTTCCGCTGCTGAACCTGCCTACTCACCCCTACTCCATGATATGCCCCATGGAACACCCCCTTTCAGCTGATATTGC

CATGGCCACTCGGGTGGATGAGGATGGAGACACGCCTCTCCACATCGCTGTGGTCCAGAATAACATAGCCGCTGTCTACCGAATACTCAGCCTTTTCAAG

CTTGGGAGCCGCGAAGTAGACGTCCATAACAACCTGCGGCAGACCCCGCTCCACCTGGCTGTCATCACCACATTACCAGACATGGTCCGGCTCTTGGTGA

CAGCTGGTGCCAGCCCCATGGCCCTGGATCGTCACGGCCAGACTGCAATTCACCTGGCATGCGAGCACCGCAGCCCCAGCTGCCTGCAGGCCCTGCTGGA

CAGCGCAACCTCAGGCTCCGTGGACCTGGAGGTTCGCAATTATGAAGGGCTCACTGCCCTGCACGTGGCCGTGAACACCGGGTGCCAGGAGGCTGTTCTG

CTGCTCCTGGAGCGTGGCGCGGACATCGATGCAGTGGATATCAAGAGCGGCCGCTCCCCACTCATCCACGCCGTGGAGAACAACAGCCTGAACATGGTGC

AACTCCTGCTGCTGCACGGCGCCAACGTGAACGCTCAGATGTATTCTGGCAGCTCGGCTCTGCATTCTGCGTCTGGCCGCGGGCTTCTGCCTCTGGTGCG

CACGCTGGTGCGCAGCGGGGCTGACAGCGGCCTCAAGAACTGTCACAATGACACACCTCTCATGGTGGCGCGCAGCCGCAGGGTCATTGATATCTTAAGG

GGGAAGGCCTCTCGGGCTGCTTCAGGGTCACAGCCTGAGCCATCCCCAGACCAAAGTGCCACCAACTCCCCCGAGAGCAGCAGTCGTCTCAGCTCCAATG

GCCTCCAGTCCTCGCCAAGCTCCTCACCCTCGCTGTCTCCCCCGAAAGATGCTCCTGGCTTCCCCGCGACTCCCCAAAACTTTTTCCTTCCCACAACATC

TACACCTGCCTTCCTGCCCTTCCCAGGAGTCCTCCGAGGCCCTGGCCGGCCCGTACCCCCTTCCCCAGCTCCAGGAAGCAGCTGAGACGGATGGGGGGGC

AGACCCGGACTCATGTGGAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATT

TGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGG

GGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCC

TCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGT
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TTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCA

GAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTT

GGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAA

TGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCAC

CCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATG

GCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCT

TGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATA

GTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC T TATCTGACGGTTCACTAAACGAG

CTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTA C T A

G TCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCA

TCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACC

GTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGG

AAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTT

ATGTAACGCC T G C AG G TT AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGC

TCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTC

CCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGG

TATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTG

AGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAA

GTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCC

GGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTA

CGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTT

ATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCT
GTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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