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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCATCATGAGCCTCTCCATGAGAGATCCGGTTATCCCTGGGAC

AAGCATGGCCTATCATCCCTTCCTACCTCACCGGGCGCCGGACTTCGCCATGAGCGCGGTACTGGGCCACCAGCCGCCTTTCTTCCCCGCGCTAACGCTG

CCTCCCAACGGCGCCGCGGCGCTCTCGCTCCCCGGAGCTCTGGCCAAGCCCATCATGGATCAGTTAGTGGGGGCTGCTGAGACCGGCATCCCTTTCTCAT

CCCTGGGACCCCAGGCACATCTGAGGCCTCTGAAGACCATGGAACCCGAAGAAGACGTAGAAGATGACCCTAAGGTGCACCTGGAGGCGAAGGAACTTTG

GGACCAGTTTCACAAGCGGGGTACAGAGATGGTCATCACGAAGTCAGGAAGGCGAATGTTCCCTCCGTTTAAAGTGAGGTGCTCTGGACTGGATAAAAAG

GCCAAGTATATTTTATTGATGGACATTATAGCTGCTGACGACTGTCGATATAAATTTCACAACTCTCGGTGGATGGTGGCCGGTAAGGCAGACCCCGAAA

TGCCAAAGAGAATGTATATACACCCGGACAGCCCCGCTACGGGGGAGCAGTGGATGTCCAAAGTCGTCACTTTCCACAAACTGAAACTCACCAACAACAT

ATCGGATAAACACGGATTTACTATACTAAACTCTATGCATAAGTACCAGCCGCGGTTCCACATCGTCAGAGCCAACGATATCCTGAAACTGCCTTACAGT

ACTTTTCGAACCTACCTGTTCCCGGAAACAGAATTCATCGCCGTTACTGCCTATCAGAATGACAAGATAACTCAGTTAAAAATAGACAACAATCCCTTTG

CAAAGGGTTTTCGAGACACTGGCAATGGCAGGAGAGAAAAAAGAAAGCAGCTCACACTGCAGTCCATGAGAGTGTTTGACGAGAGGCATAAGAAGGAGAC

TTCGGATGAGTCCTCCAGCGAGCAGGCAGCCTTCAACTGCTTTGCCCAGGCATCCTCTCCTGCTGTCTCCATCGTGGGGACATCCAACCTCAAAGATCTG

TGTCCCAGCGAAGCCGAGAGTGACGCCGAGGCTGAGAGCAAGGAGGAGCACGGCCCTGAGGCCTGCGACGCGGCCAAGATTTCCACCACCACGGCCGATG

AGCCAGGCCGCGACAAGGGCAGCCCAGCAACCAGGGCGCAGCTGTTCCCCGCGGAGCCCAGCCGGGCCCGCGACACCGCGCGTCTGGACAAGGCATCGCC

AGACTCGCGCCATAGCCCGGCCACCATCTCGTCCAGCACGCGAGTTCCGGGAGCTGATGAGCGCAGGAGTCCCGGGCGCGAGGGTCCAGTCGCCACCAAG

GTGGATGAGGCGCGCGCGATTCCTGCCAAGGACGCCTTCGCTCCACTGTCGGTGCAGACAGACGCCACCGCGCACCTAGCGCAGGGGCCCCTCCCGGGCT

TGGGTTTCGCCCCAGGCCTTGCGGGCCAGCAGTTCTTCAACGGGCACCCGCTCTTCCTGCACCCGGGCCAGTTCGCCATGGGCGGCGCCTTCTCTAGCAT

GGCTGCAGGCATGGGGCCCCTGCTGGCCACAGTATCCGGAGCATCCACCGGCGTCTCAGGCCTAGAATCCACAGCCATGGCCTCGGCTGCCGCAGCGCAG

GGACTGTCTGGGGCGTCGGCTGCCACCCTGCCCTTCCACCTCCAACAACACGTTCTGGCCTCCCAGGGCTTGGCTATGTCGCCTTTCGGGAGCCTGTTTC

CTTACCCCTACACATACATGGCTGCAGCAGCTGCAGCCTCCACCGCGGCCGCCTCCAGCTCCGTGCACCGCCACCCGTTCCTCAATTTGAACAGCATGCG

CCCCAGGCTGCGTTACAGCCCCTATTCCATCCCCGTCCCAGTGCCGGATAGCAGCAGTTTGCTGGCCACAGCTTTACCATCAATGGCTTCCGCCGCGGGG

CCCCTAGACGGCAAAGCGGCCGCCCTGGCAGCCAGCCCAGCCTCGGTGGCTGTGGACTCGGGGTCGGAACTGAACAGCCGCTCGTCCACGCTGTCCTCTG

GCTCAGTGTCCTTGTCACCCAAACTCTGCTCCGAGAAGGAGACGGCTACCAGCGAACTGCAGAGTATCCAGCGGCTGGTCAGTGGCTTGGAAGCCAAGCC
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AGACAGGTCTTGCAGCGGGTCCCCTTAAAAACAAGAAAAACAAAATCGCCCCCTCGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAA

ACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACA

ACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAA

TACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGC

ATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCA

CTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGC

TCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTT

AGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGA

GATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCC

TTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCC

CAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTG

AGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATG

GCGTCTCCAGC T TATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTG

TTACGACATTTTGGAAAGTCCCGTTGATTTA C T A G TCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGC

TATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCA

TGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGT

TTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTG

GGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCC T G C AG G TT AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGT

AAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGAC

TATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGG

AAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCC

GACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAG

CGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGT

TACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAA

AAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAA

CATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAAC
AAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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