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GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGGGGCTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCC

GCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACC

GGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTT

TCTGTTCTGCGCCGTTACAGATCCAAGCTGTGACCGGCGCCTACCTGAGATCACCGGTCACCATGGCTATTGCTCTGCAGCCCAGTGATCTGGTCTTCGA

GTTTGCAAGCAACGGGATGGATGATATCCACCAGCTGGAAGACCCTTCAGTGTTCCCAGCCGTGATCGTGGAACAGGTCCCCTATCCTGAATTAGTGCAT

CTGTGCTCAGGACTGGATCTGGATGAGGTCCACAATGGCATCATAAGGGACAGGACCTTGTGCATGACACAGGATCAGATTTTAGAAGGCAGTATTTTGC

TGACAGATGATGATGTATCCACCTCAAATAACGTGTCATCCACTGAAGTCCTATTCAATGTGGCAACTCCCAGTGATGTCCTGGATGAGAAGCAGATCTT

CAGCTCACCGGAAGTGCTTTCAGACTCCAACTCTGTTCAGGCCATCAATCTACCCAACTTCCTGCTCTCTACCCCTGAACCTGATGACCTGAAGAAGACA

AGTGATGCTGGTGACCAGAAGGAGCATTCTGAGGAGGAGAAGGTCTCCAGAGAGGAAAATCTTAGGAAGATGGGGAAGGCACGGAAGAGAAACCGAAAGA

CCAAGAACAACCGAAGTACCTCACCTGTCACTGACCCTAGCATGCCTATACGGAAGAAATCCAAAGATGGCAAAGGCAGCACCATTTATCTGTGGGAGTT

CCTCCTGGCTCTTCTGCAAGACAGAAACACCTGCCCCAAGTACATTAAGTGGACGCAGAGAGAGAAGGGCATCTTCAAGTTGGTGGACTCCAAGGCTGTG

TCCAAGCTGTGGGGCAAGCAGAAAAACAAACCTGACATGAACTACGAGACCATGGGGCGAGCCCTGAGATATTATTATCAAAGAGGAATCCTGGCCAAAG

TGGAAGGGCAGAGGCTGGTATACCAGTTCAAGGAGATGCCTAAGGACTTGGTGGTGATTGATGATGAAGAAGAGAGCCCTGAGACACCAGAAGACTCTTC

CCAGGCCTCGACTTCCTCCACACCCTCGACCAGTACCATCCGGAGAGCCAGCTCCAGGGTCGGAACCAGAGCCTCCCCCGAGGACAAGGATAGCCCTCCC

TGGGAGAAGCCAAAAGTCCAACACACTGGTCTCCAGCCATCTGCAAGCCTGGAGTTAGGATTGTCTGTGGATGAGGAGGTTCCCACCACCTCCACCATGC

TTGCCAGCCCACTACAGAGCCAGGCCAGGCTCACCAAAACTGTGAGTTCTTCTCCAGCACCCAGTAACATCCACCTAGGAGTAGCCCCTGTGGGGCCTGG

CTCCACTGTCACCCTGCAGACCATCCCGCTGACTACGGTGCTGACCAATGGGCCTCCTGCCAGTACTACTGCTCCAACTCAACTCGTTCTTCAGAGTGTC

CCGCAGGTGTCAACATTCAAGGACACCTTCACTTTGCAGACCTCCTTCCCCCTGAACACCAATTTGCAAGAGAACCAGGTGGCAACCCAAGGGGCCCCAC

TGATCCTCAGTGGTCTCCCCCAACTTCTGGCTGGGGCCAACCCTCAGAGCAACCCAGCTCCATCCCAGGTCATAGGTGCTGGGTCAGCAGGGCCTAGCTC

TCAGCCCCCTGGGACTGTGATTGCTGCCTTTATCAGGACTTCCAGTGGCACATCAGTGCCTGTGGTAAAGGAGGGGCCCTTGAGGTCCTCTTCATATGTG

CAGGGTGTGGTTACTGGGGCACCCGTGGAGGGGCTGTTGGTTCCTGAAGAGACCCTGAGAGAGCTCCTGAGAGATCAGGGTCATCTTCAGCCACTTCCGA

GTCAGGTGCTCTCAAGGGGTTCCCATAACCTGAGCCTTGTGGGGAACCAGACTCTCTCTCCCCCTAGCCACCCCACTGTTGGGCTAACCCCAGTGGCTGA

GCTCGAGCTCTCGTCAGGCTCAGGGCCCCTGTTCGTAACTGAGCCTAGTGTGACCAGATCCCCAACCCAGGCCCCTTTCTCCCCATTCAATCCCACTTCC

CTCATTAAGATGGAACCCCAAGATATATAAACAAAGGGAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGC
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AGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCA

TTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAAC

TTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGC

CTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTC

CCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAA

TATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTT

GAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCAC

ATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCA

CAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGAT

GGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTC

TTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATC

TGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAA

AGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGAT

GTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGC

CAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCA

CCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGG

GCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGG

CGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTT

TCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCAT

AGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCG

GTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGC

TACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTT

GGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATC

CTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGC

AATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAAC
TAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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