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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCAGCATGCCATCTCCTCTCCCTGTCTCCTTCCTCCTCTTTCT

TACCTTAGTAGGAGGCAGGCCCCAGAAGTCCTTACTGGTGGAGGTAGAAGAGGGAGGCAATGTTGTGCTGCCATGCCTCCCGGACTCCTCACCTGTCTCT

TCTGAGAAGCTGGCTTGGTATCGAGGTAACCAGTCAACACCCTTCCTGGAGCTGAGCCCCGGGTCCCCTGGCCTGGGATTGCACGTGGGGTCCCTGGGCA

TCTTGCTAGTGATTGTCAATGTCTCAGACCATATGGGGGGCTTCTACCTGTGCCAGAAGAGGCCCCCTTTCAAGGACATCTGGCAGCCTGCCTGGACAGT

GAACGTGGAGGATAGTGGGGAGATGTTCCGGTGGAATGCTTCAGACGTCAGGGACCTGGACTGTGACCTAAGGAACAGGTCCTCTGGGAGCCACAGGTCC

ACTTCTGGTTCCCAGCTGTATGTGTGGGCTAAAGACCATCCTAAGGTCTGGGGAACAAAGCCTGTATGTGCCCCTCGGGGGAGCAGTTTGAATCAGAGTC

TAATCAACCAAGATCTCACTGTGGCACCCGGCTCCACACTTTGGCTGTCCTGTGGGGTACCCCCTGTCCCAGTGGCCAAAGGCTCCATCTCCTGGACCCA

TGTGCATCCTAGGAGACCTAATGTTTCACTACTGAGCCTAAGCCTTGGGGGAGAGCACCCGGTCAGAGAGATGTGGGTTTGGGGGTCTCTTCTGCTTCTG

CCCCAAGCCACAGCTTTAGATGAAGGCACCTATTATTGTCTCCGAGGAAACCTGACCATCGAGAGGCACGTGAAGGTCATTGCAAGGTCAGTGTGGCTCT

GGCTGTTGAGAACTGGTGGATGGATAGTCCCAGTGGTGACTTTAGTATATGTCATCTTCTGTATGGTTTCTCTGGTGGCTTTTCTCTATTGTCAAAGAGC

CTTTATCCTGAGAAGGAAAAGGAAGCGAATGACTGACCCCGCCAGGAGATTCTTCAAAGTGACGCCTCCCTCGGGAAACGGGACCCAGAACCAGTACGGG

AATGTGCTCTCCCTTCCTACATCTACCTCTGGCCAGGCCCATGCTCAGCGTTGGGCTGCTGGCCTAGGGAGTGTCCCTGGGTCCTATGGAAATCCACGCA

TTCAAGTCCAGGATACTGGAGCTCAGAGCCATGAAACAGGACTGGAAGAAGAAGGGGAGGCCTATGAAGAGCCAGACAGCGAGGAGGGCTCTGAATTCTA

TGAGAACGACTCCAACCTTGGGCAGGACCAGGTTTCCCAGGATGGGAGTGGCTATGAGAACCCCGAGGATGAGCCCATGGGTCCAGAGGAAGAAGACTCC

TTCTCCAATGCTGAGTCTTATGAAAATGCAGATGAGGAGCTGGCCCAACCAGTTGGCAGGATGATGGACTTCCTGAGCCCCCATGGGTCTGCGTGGGACC

CCAGCCGGGAAGCATCCTCGCTTGGGTCCCAGTCCTATGAAGATATGAGAGGGATCCTCTATGCAGCTCCTCAGCTCCACTCAATTCAGTCCGGTCCCAG

TCATGAAGAAGATGCAGACTCTTATGAAAACATGGATAAGTCTGACGACCTAGAACCAGCATGGGAAGGAGAGGGCCACATGGGGACTTGGGGAACCACG

TGACTCCCAAGTGACTAGCCTGGACTTCGTTAGGTCCCAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGC

AGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCA

TTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAAC
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TTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGC

CTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTC

CCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAA

TATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTT

GAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCAC

ATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCA

CAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGAT

GGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTC

TTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATC

TGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAA

AGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGAT

GTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGC

CAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCA

CCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGG

GCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGG

CGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTT

TCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCAT

AGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCG

GTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGC

TACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTT

GGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATC

CTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGC

AATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAAC
TAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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