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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGGGAGCCCCAGACTGGCAGCCTTGCTCCTGTCTCT

CCCGCTACTGCTCATCGGCCTCGCTGTGTCTGCTCGGGTTGCCTGCCCCTGCCTGCGGAGTTGGACCAGCCACTGTCTCCTGGCCTACCGTGTGGATAAA

CGTTTTGCTGGCCTTCAGTGGGGCTGGTTCCCTCTCTTGGTGAGGAAATCTAAAAGTCCTCCTAAATTTGAAGACTATTGGAGGCACAGGACACCAGCAT

CCTTCCAGAGGAAGCTGCTAGGCAGCCCTTCCCTGTCTGAGGAAAGCCATCGAATTTCCATCCCCTCCTCAGCCATCTCCCACAGAGGCCAACGCACCAA

AAGGGCCCAGCCTTCAGCTGCAGAAGGAAGAGAACATCTCCCTGAAGCAGGGTCACAAAAGTGTGGAGGACCTGAATTCTCCTTTGATTTGCTGCCCGAG

GTGCAGGCTGTTCGGGTGACTATTCCTGCAGGCCCCAAGGCCAGTGTGCGCCTTTGTTATCAGTGGGCACTGGAATGTGAAGACTTGAGTAGCCCTTTTG

ATACCCAGAAAATTGTGTCTGGAGGCCACACTGTAGACCTGCCTTATGAATTCCTTCTGCCCTGCATGTGCATAGAGGCCTCCTACCTGCAAGAGGACAC

TGTGAGGCGCAAAAAGTGTCCCTTCCAGAGCTGGCCTGAAGCTTATGGCTCAGACTTCTGGCAGTCAATACGCTTCACTGACTACAGCCAGCACAATCAG

ATGGTCATGGCTCTGACACTCCGCTGCCCACTGAAACTGGAGGCCTCCCTCTGCTGGAGGCAGGACCCACTCACACCCTGCGAAACCCTTCCCAACGCCA

CAGCACAGGAGTCAGAAGGATGGTATATCCTGGAGAATGTGGACTTGCACCCCCAGCTCTGCTTTAAGTTCTCATTTGAAAACAGCAGCCACGTTGAATG

TCCCCACCAGAGTGGCTCTCTCCCATCCTGGACTGTGAGCATGGATACCCAGGCCCAGCAGCTGACGCTTCACTTTTCTTCGAGGACATATGCCACCTTC

AGTGCTGCCTGGAGTGACCCAGGTTTGGGGCCGGATACCCCCATGCCTCCTGTGTACAGCATCAGCCAGACCCAGGGCTCAGTCCCAGTGACGCTAGACC

TCATCATCCCCTTCCTGAGGCAGGAGAATTGCATCCTGGTGTGGAGGTCAGATGTCCATTTTGCCTGGAAGCACGTCTTGTGTCCTGATGTCTCCCATAG

ACACCTCGGGCTCTTGATCCTGGCACTGCTGGCTCTCACCGCTCTAGTGGGTGTAGTTCTGGTCCTCCTCGGCCGGCGCCTACTGCCAGGCTCCGGTCGA

ACAAGGCCAGTTTTACTCCTACATGCAGCGGACTCAGAGGCACAGCGACGCCTGGTGGGAGCTTTGGCCGAACTGCTGCGGACGGCGCTGGGAGGTGGAC

GCGACGTGATCGTGGATCTCTGGGAAGGGACGCACGTAGCACGCATTGGACCACTGCCGTGGCTTTGGGCAGCGCGGGAGCGCGTGGCGCGGGAGCAGGG

CACAGTGCTGCTCCTGTGGAACTGTGCGGGTCCCAGCACCGCCTGCAGCGGTGACCCGCAGGCTGCGTCCCTTCGCACCTTGTTGTGCGCTGCTCCACGT

CCGCTGCTGCTCGCCTACTTCAGTCGCCTCTGCGCCAAAGGTGACATCCCCCGGCCGCTGCGCGCTCTGCCACGCTACCGCCTGCTTCGTGACCTGCCGC

GCCTGCTGAGAGCACTGGATGCTCAGCCTGCCACCCTAGCCTCCAGCTGGAGTCACCTTGGGGCTAAGCGGTGCTTGAAAAACCGTCTGGAGCAGTGTCA

CCTGCTGGAACTTGAGGCTGCCAAAGATGACTACCAAGGCTCAACCAATAGTCCCTGTGGTTTCAGCTGTCTGTAGCCTCAGCTAGCTGGCCAGACATGA

TAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCAT
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TATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTC

TACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATA

GGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCT

CTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATG

TTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGA

CAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGC

ACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCC

TGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTC

AATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCG

ACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGAT

GATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGC

CCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACT

TGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGC

CAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACA

CTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTAT

TGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAG

GCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCA

GAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATAC

CTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTG

TGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGC

CACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGT

ATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCA

AGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGAT

TTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAAC

TAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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