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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGGCCGCGCCTGGGGCTTGCTCGTTGGACTCCTGGG

CGTCGTGTGGCTGCTGCGCTTGGGCCACGGCGAGGAGCGGCGGCCGGAGACAGCGGCACAGCGCTGCTTCTGCCAGGTTAGTGGTTACCTGGACGACTGT

ACCTGTGATGTCGAGACCATCGATAAGTTTAATAACTACAGACTTTTCCCAAGACTACAAAAGCTTCTTGAAAGTGACTACTTTAGATATTACAAGGTGA

ACTTGAAGAAGCCTTGTCCTTTCTGGAATGACATCAACCAGTGTGGAAGAAGAGACTGTGCCGTCAAACCCTGCCATTCTGATGAAGTTCCTGATGGAAT

TAAGTCTGCGAGCTACAAGTATTCTGAGGAAGCCAACCGCATTGAAGAATGTGAGCAAGCTGAGCGACTTGGAGCCGTGGATGAGTCTCTGAGTGAGGAG

ACCCAGAAAGCTGTACTTCAGTGGACCAAGCATGATGATTCGTCAGACAGCTTCTGCGAAATTGACGATATACAGTCCCCCGATGCTGAGTATGTGGACT

TACTCCTTAACCCTGAGCGCTACACAGGCTACAAGGGGCCAGACGCTTGGAGGATATGGAGTGTCATCTATGAAGAAAACTGTTTTAAGCCACAGACAAT

TCAAAGGCCTTTGGCTTCTGGGCGAGGAAAAAGTAAAGAGAACACATTTTACAACTGGCTAGAAGGCCTCTGTGTAGAAAAGAGAGCATTCTACAGACTT

ATATCTGGCCTGCACGCAAGCATTAATGTGCATTTGAGTGCAAGGTATCTTTTACAAGATACTTGGCTGGAAAAGAAATGGGGTCACAATGTCACAGAGT

TCCAGCAGCGCTTTGATGGGATTCTGACTGAAGGAGAAGGCCCACGAAGGCTGAGGAACTTGTACTTCCTGTACCTGATAGAGTTAAGGGCTCTCTCCAA

AGTGCTTCCATTTTTTGAGCGTCCAGATTTTCAGCTCTTCACTGGGAATAAAGTTCAGGATGCAGAAAACAAAGCGTTACTTCTGGAGATACTTCATGAA

ATCAAGTCATTTCCTTTGCACTTCGATGAGAATTCTTTTTTTGCTGGGGATAAAAACGAAGCACATAAACTAAAGGAGGACTTCCGGCTACACTTTAGGA

ACATTTCAAGAATCATGGACTGTGTTGGCTGCTTCAAGTGCCGCCTGTGGGGCAAGCTTCAGACGCAGGGGCTGGGCACTGCTCTGAAGATCTTGTTTTC

CGAAAAACTGATCGCAAATATGCCGGAAAGCGGACCAAGTTATGAGTTCCAGCTAACCAGACAAGAAATAGTATCACTGTTTAATGCATTTGGAAGGATT

TCCACAAGTGTGAGAGAACTAGAGAACTTCAGGCACTTGTTACAGAATGTTCACTGAGGAGGACGGTTGGAGCTAGCTGGCCAGACATGATAAGATACAT

TGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGC

AATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTG

GTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGG

GCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCT
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TTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTA

GGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAA

GCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGT

CAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCAC

AATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACA

GCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCA

GCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGT

CAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGT

CAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCC

CGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAA

AGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTAC

TGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAAT

GGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAA

GGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGA

AACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCT

TTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACC

CCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAAC

AGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTC

TGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGAT

TACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATG

GCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGC

TCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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