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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCAGCATGCCCAGCTCGCTGTTCGCAGACCTGGAGCGCAACGG

CAGCGGAGGCGGAGGCGGAGGCAGCAGCGGAGGGGGAGAGACCCTGGATGACCAAAGAGCCCTGCAGCTCGCGCTCGACCAGCTCTCCCTGCTGGGGCTG

GACAGTGACGAGGGCGCCTCTCTGTACGACAGCGAGCCGCGCAAGAAGAGCGTGAACATGACCGAGTGCGTGCCAGTACCCAGTTCTGAGCATGTCGCCG

AGATCGTGGGGCGGCAAGGTTGTAAAATCAAAGCGCTGCGGGCGAAGACCAATACTTACATCAAGACCCCAGTTCGCGGGGAGGAGCCTGTCTTTGTTGT

GACGGGCAGGAAGGAGGATGTGGCCATGGCTCGGAGGGAGATCATCTCTGCTGCCGAGCACTTCTCCATGATCCGCGCCTCCCGGAATAAGAACACGGCA

CTCAACGGCGCGGTGCCTGGGCCGCCCAACCTGCCCGGGCAGACCACCATCCAAGTGCGGGTACCCTACCGCGTGGTGGGGCTCGTGGTGGGGCCCAAAG

GCGCCACAATCAAGCGCATCCAGCAGCAGACGCACACGTACATCGTGACGCCCAGCCGGGATAAGGAGCCGGTGTTCGAGGTGACCGGCATGCCAGAGAA

CGTGGATCGCGCTCGAGAGGAGATTGAGGCGCACATTGCTCTGCGTACCGGCGGCATCATTGAGCTCACAGACGAGAACGACTTCCACGCCAACGGCACC

GATGTGGGCTTCGATCTGCATCATGGGTCCGGCGGGTCCGGCCCAGGCAGCCTCTGGAGCAAGCCCACCCCCAGCATCACGCCCACCCCCGGCCGCAAGC

CTTTCTCTAGCTACCGCAACGACAGCTCCAGCTCGCTTGGCAGTGCTTCCACAGACTCTTATTTCGGCGGCGGGACCAGCAGCAGCGCAGCGGCTACCCA

GCGCCTGGCGGACTACAGCCCCCCTAGCCCCGCCCTGAGCTTTGCGCACAACGGAAACAATAACAATAACGGCAATGGGTACACCTACACAGCGGGGGGA

GAAGCCTCAGTGCCATCCCCCGACGGCTGCCCCGAGCTGCAGCCCACTTTTGACCCGGCTCCCGCTCCCCCACCTGGGGCACCACTTATCTGGGCCCAGT

TCGAGCGGTCCCCGGGAGGCGGACCTGCAGCTCCGGTATCTTCTTCCTGCTCTTCTTCTGCATCTTCGTCTGCTTCTTCCTCCTCCGTGGTCTTCCCCGG

GGGTGGCGCCAGTGCGCCCTCCAACGCCAACCTGGGGCTATTGGTGCACCGCCGGCTGCACCCTGGCACCAGCTGCCCGCGCCTGTCTCCACCCTTGCAC

ATGGCCCCGGGGGCGGGAGAGCACCACCTGGCTCGCCGGGTGCGCAGCGACCCGGGTGGAGGAGGCCTGGCCTACGCCGCTTATGCCAACGGGCTGGGGG

CACAGCTGCCTGGCTTGCAGCCGTCGGACACGTCGGGCTCCTCCTCTTCGTCCAGCTCCTCCTCCAGCTCTTCATCCTCTTCCTCCGGGCTTCGGCGTAA

AGGCAGCCGCGACTGCTCCGTGTGCTTCGAGAGCGAAGTGATTGCCGCGCTGGTGCCCTGTGGCCACAACCTCTTCTGCATGGAGTGCGCCAATCGCATC

TGTGAGAAGAGCGAGCCCGAGTGCCCGGTCTGCCACACCGCGGTCACTCAGGCCATCCGCATCTTTTCTTAAAGGCAGCTAGCTGGCCAGACATGATAAG

ATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATA

AGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACA

AATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCA

TCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTC

ATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTT

TTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGC

AAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAA

AGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGAC

AGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATG
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TGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCT

CCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATT

AATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCAT

TTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGA

AATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAG

TAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTG

ATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGAC

GTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCA

GCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGG

TGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGT

CCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCA

CGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACT

GGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCT

GCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCA

GCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTG

GTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAAC

ATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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