Python-GDH plasmid
CCCCCGGCCACGGGGCCTGCCACCATACCCACGCCGAAACAAGCGCTCATGAGCCCGAAGTGGCGAGC
CCGATCTTCCCCATCGGTGATGTCGGCGATATAGGCGCCAGCAACCGCACCTGTGGCGCCGGTGATGCC
GGCCACGATGCGTCCGGCGTAGAGGATCGAGATCGATCTCGATCCCGCGAAATTAATACGACTCACTAT
AGGGGAATTGTGAGCGGATAACAATTCCCCTCTAGAAATAATTTTGTTTAACTTTAAGAAGGAGATATAC
ATATGCACCACCACCACCACCACGACGTTCCGCTGACCCCGAGCCAGTTTGCGAAAGCGAAAAGCGAGA
ACTTCGACAAAAAAGTCATCCTGAGCAACCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATAATC
AGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAACCCGGAAAGCGGCAGCGTTAAA
ACCGTCTTTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGTTTC
ATCCGGACTTCAAAAACAACCCGTACATCTACATCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACA
AAGAGCTGCCGAATCAGACCATCATCCGTCGCTATACCTACAACAAAAGCACCGACACCCTGGAAAAAC
CGGTTGATCTGCTGGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCGG
ACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACTGGCATACCTGTTTCTGCCGAACCA
AGCACAACATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTTCT
GCGTCTGAATCTGGACGGTAGCATTCCGAAAGACAACCCGAGCTTCAACGGCGTTGTTAGCCATATCTA
TACCCTGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCCCGAACGGTAAACTGCTGCAGTCTGAACA
GGGTCCGAATTCTGACGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTGC
AGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGCAGCGGCAAACAAAAGCATCAAAG
ACCTGGCCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCGGC
AAAAACTTTGTTCCGCCGCTGAAAACCCTGTATACCGTCCAGGACACCTACAACTATAACGATCCGACCT
GCGGCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCGAGTTCTGCATACGTTTACAAAGGCGGCA
AAAAAGCGATCACCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGCA
TCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCCGATGTTCAAAAGCAACAACCGTTA
TCGCGACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACGTTCA
GAAAGACGACGGTAGCGTTACCAATACCCTGGAAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGC
GAAATGACTCGAGCACCACCACCACCACCACTGAGATCCGGCTGCTAACAAAGCCCGAAAGGAAGCTG
AGTTGGCTGCTGCCACCGCTGAGCAATAACTAGCATAACCCCTTGGGGCCTCTAAACGGGTCTTGAGGG
GTTTTTTGCTGAAAGGAGGAACTATATCCGGATTGGCGAATGGGACGCGCCCTGTAGCGGCGCATTAAG
CGCGGCGGGTGTGGTGGTTACGCGCAGCGTGACCGCTACACTTGCCAGCGCCCTAGCGCCCGLTCCTTT



CGCTTTCTTCCCTTCCTTTCTCGCCACGTTCGCCGGCTTTCCCCGTCAAGCTCTAAATCGGGGGCTCCCTTT
AGGGTTCCGATTTAGTGCTTTACGGCACCTCGACCCCAAAAAACTTGATTAGGGTGATGGTTCACGTAGT

GGGCCATCGCCCTGATAGACGGTTTTTCGCCCTTTGACGTTGGAGTCCACGTTCTTTAATAGTGGACTCT
TGTTCCAAACTGGAACAACACTCAACCCTATCTCGGTCTATTCTTTTGATTTATAAGGGATTTTGCCGATT
TCGGCCTATTGGTTAAAAAATGAGCTGATTTAACAAAAATTTAACGCGAATTTTAACAAAATATTAACGT
TTACAATTTCAGGTGGCACTTTTCGGGGAAATGTGCGCGGAACCCCTATTTGTTTATTTTTCTAAATACAT
TCAAATATGTATCCGCTCATGAATTAATTCTTAGAAAAACTCATCGAGCATCAAATGAAACTGCAATTTAT
TCATATCAGGATTATCAATACCATATTTTTGAAAAAGCCGTTTCTGTAATGAAGGAGAAAACTCACCGAG
GCAGTTCCATAGGATGGCAAGATCCTGGTATCGGTCTGCGATTCCGACTCGTCCAACATCAATACAACCT
ATTAATTTCCCCTCGTCAAAAATAAGGTTATCAAGTGAGAAATCACCATGAGTGACGACTGAATCCGGTG
AGAATGGCAAAAGTTTATGCATTTCTTTCCAGACTTGTTCAACAGGCCAGCCATTACGCTCGTCATCAAA
ATCACTCGCATCAACCAAACCGTTATTCATTCGTGATTGCGCCTGAGCTAGACGAAATACGCGATCGCTG
TTAAAAGGACAATTACAAACAGGAATCGAATGCAACCGGCGCAGGAACACTGCCAGCGCATCAACAAT
ATTTTCACCTGAATCAGGATATTCTTCTAATACCTGGAATGCTGTTTTCCCGGGGATCGCAGTGGTGAGT
AACCATGCATCATCAGGAGTACGGATAAAATGCTTGATGGTCGGAAGAGGCATAAATTCCGTCAGCCAG
TTTAGTCTGACCATCTCATCTGTAACATCATTGGCAACGCTACCTTTGCCATGTTTCAGAAACAACTCTGG
CGCATCGGGCTTCCCATACAATCGATAGATTGTCGCACCTGATTGCCCGACATTATCGCGAGCCCATTTA
TACCCATATAAATCAGCATCCATGTTGGAATTTAATCGCGGCCTAGAGCAAGACGTTTCCCGTTGAATAT
GGCTCATAACACCCCTTGTATTACTGTTTATGTAAGCAGACAGTTTTATTGTTCATGACCAAAATCCCTTA
ACGTGAGTTTTCGTTCCACTGAGCGTCAGACCCCGTAGAAAAGATCAAAGGATCTTCTTGAGATCCTTTT
TTTCTGCGCGTAATCTGCTGCTTGCAAACAAAAAAACCACCGCTACCAGCGGTGGTTTGTTTGCCGGATC
AAGAGCTACCAACTCTTTTTCCGAAGGTAACTGGCTTCAGCAGAGCGCAGATACCAAATACTGTCCTTCT
AGTGTAGCCGTAGTTAGGCCACCACTTCAAGAACTCTGTAGCACCGCCTACATACCTCGCTCTGCTAATC
CTGTTACCAGTGGCTGCTGCCAGTGGCGATAAGTCGTGTCTTACCGGGTTGGACTCAAGACGATAGTTA
CCGGATAAGGCGCAGCGGTCGGGCTGAACGGGGGGTTCGTGCACACAGCCCAGCTTGGAGCGAACGA
CCTACACCGAACTGAGATACCTACAGCGTGAGCTATGAGAAAGCGCCACGCTTCCCGAAGGGAGAAAG
GCGGACAGGTATCCGGTAAGCGGCAGGGTCGGAACAGGAGAGCGCACGAGGGAGCTTCCAGGGGGA
AACGCCTGGTATCTTTATAGTCCTGTCGGGTTTCGCCACCTCTGACTTGAGCGTCGATTTTTGTGATGCTC
GTCAGGGGGGCGGAGCCTATGGAAAAACGCCAGCAACGCGGCCTTTTTACGGTTCCTGGCCTTTTGCTG



GCCTTTTGCTCACATGTTCTTTCCTGCGTTATCCCCTGATTCTGTGGATAACCGTATTACCGCCTTTGAGTG
AGCTGATACCGCTCGCCGCAGCCGAACGACCGAGCGCAGCGAGTCAGTGAGCGAGGAAGCGGAAGAG
CGCCTGATGCGGTATTTTCTCCTTACGCATCTGTGCGGTATTTCACACCGCATATATGGTGCACTCTCAGT
ACAATCTGCTCTGATGCCGCATAGTTAAGCCAGTATACACTCCGCTATCGCTACGTGACTGGGTCATGGC
TGCGCCCCGACACCCGCCAACACCCGCTGACGCGCCCTGACGGGCTTGTCTGCTCCCGGCATCCGCTTAC
AGACAAGCTGTGACCGCCTCCGGGAGCTGCATGTGTCAGAGGTTTTCACCGTCATCACCGAAACGCGCG
AGGCAGCTGCGGTAAAGCTCATCAGCGTGGTCGTGAAGCGATTCACAGATGTCTGCCTGTTCATCCGCG
TCCAGCTCGTTGAGTTTCTCCAGAAGCGTTAATGTCTGGCTTCTGATAAAGCGGGCCATGTTAAGGGCG
GTTTTTTCCTGTTTGGTCACTGATGCCTCCGTGTAAGGGGGATTTCTGTTCATGGGGGTAATGATACCGA
TGAAACGAGAGAGGATGCTCACGATACGGGTTACTGATGATGAACATGCCCGGTTACTGGAACGTTGT
GAGGGTAAACAACTGGCGGTATGGATGCGGCGGGACCAGAGAAAAATCACTCAGGGTCAATGCCAGC
GCTTCGTTAATACAGATGTAGGTGTTCCACAGGGTAGCCAGCAGCATCCTGCGATGCAGATCCGGAACA
TAATGGTGCAGGGCGCTGACTTCCGCGTTTCCAGACTTTACGAAACACGGAAACCGAAGACCATTCATG
TTGTTGCTCAGGTCGCAGACGTTTTGCAGCAGCAGTCGCTTCACGTTCGCTCGCGTATCGGTGATTCATT
CTGCTAACCAGTAAGGCAACCCCGCCAGCCTAGCCGGGTCCTCAACGACAGGAGCACGATCATGCGCAC
CCGTGGGGCCGCCATGCCGGCGATAATGGCCTGCTTCTCGCCGAAACGTTTGGTGGCGGGACCAGTGA
CGAAGGCTTGAGCGAGGGCGTGCAAGATTCCGAATACCGCAAGCGACAGGCCGATCATCGTCGCGCTC
CAGCGAAAGCGGTCCTCGCCGAAAATGACCCAGAGCGCTGCCGGCACCTGTCCTACGAGTTGCATGATA
AAGAAGACAGTCATAAGTGCGGCGACGATAGTCATGCCCCGCGCCCACCGGAAGGAGCTGACTGGGTT
GAAGGCTCTCAAGGGCATCGGTCGAGATCCCGGTGCCTAATGAGTGAGCTAACTTACATTAATTGCGTT
GCGCTCACTGCCCGCTTTCCAGTCGGGAAACCTGTCGTGCCAGCTGCATTAATGAATCGGCCAACGCGC
GGGGAGAGGCGGTTTGCGTATTGGGCGCCAGGGTGGTTTTTCTTTTCACCAGTGATACGGGCAACAGCT
GATTGCCCTTCACCGCCTGGCCCTGAGAGAGTTGCAGCAAGCGGTCCACGCTGGTTTGCCCCAGCAGGC
GAAAATCCTGTTTGATGGTGGTTAACGGCGGGATATAACATGAGCTGTCTTCGGTATCGTCGTATCCCAC
TACCGAGATGTCCGCACCAACGCGCAGCCCGGACTCGGTAATGGCGCGCATTGCGCCCAGCGCCATCTG
ATCGTTGGCAACCAGCATCGCAGTGGGAACGATGCCCTCATTCAGCATTTGCATGGTTTGTTGAAAACC
GGACATGGCACTCCAGTCGCCTTCCCGTTCCGCTATCGGCTGAATTTGATTGCGAGTGAGATATTTATGC
CAGCCAGCCAGACGCAGACGCGCCGAGACAGAACTTAATGGGCCCGCTAACAGCGCGATTTGCTGGTG
ACCCAATGCGACCAGATGCTCCACGCCCAGTCGCGTACCGTCTTCATGGGAGAAAATAATACTGTTGAT



GGGTGTCTGGTCAGAGACATCAAGAAATAACGCCGGAACATTAGTGCAGGCAGCTTCCACAGCAATGG
CATCCTGGTCATCCAGCGGATAGTTAATGATCAGCCCACTGACGCGTTGCGCGAGAAGATTGTGCACCG
CCGCTTTACAGGCTTCGACGCCGCTTCGTTCTACCATCGACACCACCACGCTGGCACCCAGTTGATCGGC
GCGAGATTTAATCGCCGCGACAATTTGCGACGGCGCGTGCAGGGCCAGACTGGAGGTGGCAACGCCAA
TCAGCAACGACTGTTTGCCCGCCAGTTGTTGTGCCACGCGGTTGGGAATGTAATTCAGCTCCGCCATCGC
CGCTTCCACTTTTTCCCGCGTTTTCGCAGAAACGTGGCTGGCCTGGTTCACCACGCGGGAAACGGTCTGA
TAAGAGACACCGGCATACTCTGCGACATCGTATAACGTTACTGGTTTCACATTCACCACCCTGAATTGAC
TCTCTTCCGGGCGCTATCATGCCATACCGCGAAAGGTTTTGCGCCATTCGATGGTGTCCGGGATCTCGAC
GCTCTCCCTTATGCGACTCCTGCATTAGGAAGCAGCCCAGTAGTAGGTTGAGGCCGTTGAGCACCGCCG
CCGCAAGGAATGGTGCATGCAAGGAGATGGCGCCCAACAGT

ER-LBD gene
AAGAAGAATTCACTGGCGTTGTCGCTTACGGCTGACCAAATGGTTTCTGCTCTGCTTGACGCCGAACCTC
CGATCCTGTACTCTGAATACGACCCGACTCGTCCTTTTTCAGAGGCGAGTATGATGGGGCTGCTTACGAA
TCTGGCAGACCGCGAGTTGGTACATATGATTAATTGGGCTAAACGTGTGCCGGGTTTCGTGGACTTGAC
CCTGCATGACCAGGTCCACCTGTTAGAATGCGCCTGGTTAGAGATTTTAATGATCGGACTTGTCTGGCGT
AGCATGGAACACCCCGGAAAACTGTTATTTGCCCCTAACTTGCTGCTGGACCGCAACCAGGGGAAGTGT
GTCGAAGGAATGGTGGAAATTTTCGACATGCTTCTTGCCACTTCCTCGCGTTTTCGTATGATGAATTTACA
GGGAGAAGAGTTCGTTTGTTTAAAGTCAATCATCTTACTGAATAGCGGGGTTTACACATTCTTATCTTCC
ACTCTTAAATCACTGGAGGAGAAAGACCATATTCACCGTGTCCTGGACAAGATCACAGATACTCTTATCC
ATCTTATGGCGAAGGCAGGCTTAACACTTCAACAGCAACATCAGCGCCTTGCTCAGCTTCTGTTGATTTT
AAGCCATATCCGTCACATGTCAAACAAGGGTATGGAACACCTTTACAGTATGAAGTGTAAGAACGTCGT
TCCATTGTATGATTTGTTACTGGAAATGCTTGACGCTCACCGTCTGCATGCACCT

Oligo Primers Sequence
GDH_oligoP_DI-1_FFragl-59 56.8C ATATAGATGCCGTCCCGTCT
GDH_oligoP_DI-1_RFragl-59 56.2C TCTTTCCTGTGCCCACGT

GDH_oligoP_DI-2_FFrag60-116_59.1C CCCTTTAATCAGATGCGTCGTC



GDH_oligoP_DI-2_RFrag60-116_56.9C
GDH_oligoP_DI-3_FFrag117-174_58.1C
GDH_oligoP_DI-3_RFrag117-174_58.0C
GDH_oligoP_DI-4_FFrag175-232_56.9C
GDH_oligoP_DI-4_RFrag175-232_56.9C
GDH_oligoP_DI-5_FFrag233-289_57.6C
GDH_oligoP_DI-5_RFrag233-289_55.9C
GDH_oligoP_DI-6_FFrag290-346_57.8C
GDH_oligoP_DI-6_RFrag290-346_55.9C
GDH_oligoP_DI-7_FFrag347-404_58.2C
GDH_oligoP_DI-7_RFrag347-404_55.8C
GDH_oligoP_DI-8_FFrag405-461_56.6C
GDH_oligoP_DI-8_RFrag405-461_58.1C

Backbone Primers
GDH_geneP_DI-1_RFragl1-5957.4C
GDH_geneP_DI-1_FFragl1-5957.8C

GDH_geneP_DI-2_RFrag60-11659.5C

GDH_geneP_DI-2_FFrag60-11658.4C
GDH_geneP_DI-3_RFrag117-17463.0C
GDH_geneP_DI-3_FFragl117-17457.1C

GDH_geneP_DI-4_RFragl75-23256.7C

GTAGTAATAAGGGCGACCCG

TTGGTCATGTGCTTTTCGTCTC

GGTATCGGATACTCAGACGTCT

TCCGACGGGGAGTATACG

TAACTGCTTCAGGCCAACG

CATGTTTAGGAACGCTACCGT

TAATCTCCGTTCCCTCCCC

GTACATGAAACGATGGACCGTC

GGTATAGTCTCCTCAGCGC

GGCGAGAGGAGATATACGTCT

ATCGAACAGCTGTGCACC

TTATAATCATCCTCCCCGCG

AAATAGGATGTGTGCTCGCG

Sequence

ATACGTCTCGCATATGTATATCTCCTTCTTAAAGT
TAAA

ATACGTCTCCGTTAACCCGGAAAGCGG

ATACGTCTCTAACGCGCAGAATTTTACCGG

ATACGTCTCGCTGCCGAATCAGACCATCA

ATACGTCTCGCAGCTCTTTGTCGGTACTTTTCG

ATACGTCTCCCAACTGGCATACCTGTTTCTG

ATACGTCTCGTTGGTTACGGCCCTGATC



GDH_geneP_DI-4_FFragl75-23256.0C ATACGTCTCGGGTCACCGTAATCCGC

GDH_geneP_DI-5_RFrag233-28957.0C ATACGTCTCGACCCAGGGTATAGATATGGCT

GDH_geneP_DI-5_FFrag233-28960.0C ATACGTCTCTAGCGCAGCGGCAAACAA

GDH_geneP_DI-6_RFrag290-34661.9C ATACGTCTCCGCTATAATTCGCGTATGCATAGC

GDH_geneP_DI-6_FFrag290-34659.4C ATACGTCTCCGAAATGACCTATATTTGCTGGCC

GDH_geneP_DI-7_RFrag347-40458.4C ATACGTCTCTTTCGCCGCAGGTCGG

GDH_geneP_DI-7_FFrag347-40458.7C ATACGTCTCCGTTCCGATGTTCAAAAGCAA

GDH_geneP_DI-8_RFrag405-46159.3C ATACGTCTCGAACGGCATCGTCGTAGGT

GDH_geneP_DI-8_FFrag405-46160.6C ATACGTCTCATGACTCGAGTGAGATCCGGC
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Sequence

ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACAGCGGGAGACCGGGET
CTCTGAGCGACGTTCCGCTGACCCCGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCG
ACAAAAAAGTCATCCTGAGCAACCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACAGCGGGAGACCGG
GGTCTCTGAGCGTTCCGCTGACCCCGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCG
ACAAAAAAGTCATCCTGAGCAACCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTAGCGGGAGAC
CGGGGTCTCTGAGCCCGCTGACCCCGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCG
ACAAAAAAGTCATCCTGAGCAACCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGAGCGGGA
GACCGGGGTCTCTGAGCCTGACCCCGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCG
ACAAAAAAGTCATCCTGAGCAACCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGAGCG
GGAGACCGGGGTCTCTGAGCACCCCGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCG
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ACAAAAAAGTCATCCTGAGCAACCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCA
GCGGGAGACCGGGGTCTCTGAGCCCGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCG
ACAAAAAAGTCATCCTGAGCAACCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCGGGAGACCGGGGTCTCTGAGCAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCG
ACAAAAAAGTCATCCTGAGCAACCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCAGCGGGAGACCGGGGTCTCTGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCG
ACAAAAAAGTCATCCTGAGCAACCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGAGCGGGAGACCGGGGTCTCTGAGCTTTGCGAAAGCGAAAAGCGAGAACTTCG
ACAAAAAAGTCATCCTGAGCAACCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTAGCGGGAGACCGGGGTCTCTGAGCGCGAAAGCGAAAAGCGAGAACTTCG
ACAAAAAAGTCATCCTGAGCAACCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAGCGGGAGACCGGGGTCTCTGAGCAAAGCGAAAAGCGAGAACTTCG
ACAAAAAAGTCATCCTGAGCAACCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAAGCGGGAGACCGGGGTCTCTGAGCGCGAAAAGCGAGAACTTCG
ACAAAAAAGTCATCCTGAGCAACCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAGCGGGAGACCGGGGTCTCTGAGCAAAAGCGAGAACTTCG
ACAAAAAAGTCATCCTGAGCAACCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
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ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGGGAGACCGGGGTCTCTGAGCAGCGAGAACTTCG
ACAAAAAAGTCATCCTGAGCAACCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCAGCGGGAGACCGGGGTCTCTGAGCGAGAACTTCG
ACAAAAAAGTCATCCTGAGCAACCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAGCGGGAGACCGGGGTCTCTGAGCAACTTCG
ACAAAAAAGTCATCCTGAGCAACCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACAGCGGGAGACCGGGGTCTCTGAGCTTCG
ACAAAAAAGTCATCCTGAGCAACCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCAGCGGGAGACCGGGGTCTCTGAGCG
ACAAAAAAGTCATCCTGAGCAACCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAGCGGGAGACCGGGGTCTCTGA
GCAAAAAAGTCATCCTGAGCAACCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAGCGGGAGACCGGGGTCTC
TGAGCAAAGTCATCCTGAGCAACCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAAGCGGGAGACCGGGG
TCTCTGAGCGTCATCCTGAGCAACCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCAGCGGGAGACCGG
GGTCTCTGAGCATCCTGAGCAACCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
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ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCAGCGGGAGAC
CGGGGTCTCTGAGCCTGAGCAACCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCGGGA
GACCGGGGTCTCTGAGCAGCAACCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
AGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAGCG
AGACCGGGGTCTCTGAGCAACCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
CAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
AGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACA
GCGGGAGACCGGGGTCTCTGAGCCTGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACC
TGAGCGGGAGACCGGGGTCTCTGAGCAATAAACCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACC
TGAATAGCGGGAGACCGGGGTCTCTGAGCAAACCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACC
TGAATAAAAGCGGGAGACCGGGGTCTCTGAGCCCGCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACC
TGAATAAACCGAGCGGGAGACCGGGGTCTCTGAGCCACGCTCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
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ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCCCG
AGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACCTGA
ATAAACCGCACAGCGGGAGACCGGGGTCTCTGAGCGCTCTGCTGTGGGGTCCGGATAATC
AGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGCACA
GGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACC
TGAATAAACCGCACGCTAGCGGGAGACCGGGGTCTCTGAGCCTGCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACC
TGAATAAACCGCACGCTCTGAGCGGGAGACCGGGGTCTCTGAGCCTGTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACC
TGAATAAACCGCACGCTCTGCTGAGCGGGAGACCGGGGTCTCTGAGCTGGGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACC
TGAATAAACCGCACGCTCTGCTGTGGAGCGGGAGACCGGGGTCTCTGAGCGGTCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACC
TGAATAAACCGCACGCTCTGCTGTGGGGTAGCGGGAGACCGGGGTCTCTGAGCCCGGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACC
TGAATAAACCGCACGCTCTGCTGTGGGGTCCGAGCGGGAGACCGGGGTCTCTGAGCGATA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACC
TGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATAGCGGGAGACCGGGGTCTCTGAGCA
ATCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACC
TGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATAATAGCGGGAGACCGGGGTCTCTGA
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GCCAGATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACC
TGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATAATCAGAGCGGGAGACCGGGGTCTC
TGAGCATTTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACC
TGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATAATCAGATTAGCGGGAGACCGGGGT
CTCTGAGCTGGCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACC
TGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATAATCAGATTTGGAGCGGGAGACCGG
GGTCTCTGAGCCTGACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACC
TGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATAATCAGATTTGGCTGAGCGGGAGAC
CGGGGTCTCTGAGCACCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACC
TGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATAATCAGATTTGGCTGACCAGCGGGA
GACCGGGGTCTCTGAGCGAACGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACC
TGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATAATCAGATTTGGCTGACCGAAAGCG
GGAGACCGGGGTCTCTGAGCCGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACC
TGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATAATCAGATTTGGCTGACCGAACGCA
GCGGGAGACCGGGGTCTCTGAGCGCAACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACC
TGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATAATCAGATTTGGCTGACCGAACGCG
CAAGCGGGAGACCGGGGTCTCTGAGCACCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
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ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACC
TGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATAATCAGATTTGGCTGACCGAACGCG
CAACCAGCGGGAGACCGGGGTCTCTGAGCGGTAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACC
TGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATAATCAGATTTGGCTGACCGAACGCG
CAACCGGTAGCGGGAGACCGGGGTCTCTGAGCAAAATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACC
TGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATAATCAGATTTGGCTGACCGAACGCG
CAACCGGTAAAAGCGGGAGACCGGGGTCTCTGAGCATTCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACC
TGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATAATCAGATTTGGCTGACCGAACGCG
CAACCGGTAAAATTAGCGGGAGACCGGGGTCTCTGAGCCTGCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACC
TGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATAATCAGATTTGGCTGACCGAACGCG
CAACCGGTAAAATTCTGAGCGGGAGACCGGGGTCTCTGAGCCGCGTTAGGAGACGTGGGC
ACAGGAAAGA
ATATAGATGCCGTCCCGTCTCCTATGCACCACCACCACCACCACGACGTTCCGCTGACCC
CGAGCCAGTTTGCGAAAGCGAAAAGCGAGAACTTCGACAAAAAAGTCATCCTGAGCAACC
TGAATAAACCGCACGCTCTGCTGTGGGGTCCGGATAATCAGATTTGGCTGACCGAACGCG
CAACCGGTAAAATTCTGCGCAGCGGGAGACCGGGGTCTCTGAGCGTTAGGAGACGTGGGC
ACAGGAAAGA
CCCTTTAATCAGATGCGTCGTCTCCCGTTAGCGGGAGACCGGGGTCTCTGAGCAACCCGG
AAAGCGGCAGCGTTAAAACCGTCTTTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTC
AAAACGGTCTGCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACAGCGGGAGACCGGGGTCTCTGAGCCCGG
AAAGCGGCAGCGTTAAAACCGTCTTTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTC
AAAACGGTCTGCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGAGCGGGAGACCGGGGTCTCTGAGCG
AAAGCGGCAGCGTTAAAACCGTCTTTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTC
AAAACGGTCTGCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
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TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTLCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGGAGACCGGGGTCTCTGA
GCAGCGGCAGCGTTAAAACCGTCTTTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTC
AAAACGGTCTGCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTLCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCAGCGGGAGACCGGGGTCTC
TGAGCGGCAGCGTTAAAACCGTCTTTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTC
AAAACGGTCTGCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGGGAGACCGGGGT
CTCTGAGCAGCGTTAAAACCGTCTTTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTC
AAAACGGTCTGCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTLCGCCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCAGCGGGAGACCGG
GGTCTCTGAGCGTTAAAACCGTCTTTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTC
AAAACGGTCTGCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAGCGGGAGAC
CGGGGTCTCTGAGCAAAACCGTCTTTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTC
AAAACGGTCTGCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAAGCGGGAG
ACCGGGGTCTCTGAGCACCGTCTTTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAA
AACGGTCTGCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACATCAG
CGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCCCTTATT
ACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCAGCG
GGAGACCGGGGTCTCTGAGCGTCTTTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTC
AAAACGGTCTGCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCA
GCGGGAGACCGGGGTCTCTGAGCTTTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTC
AAAACGGTCTGCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTLCGCCC
TTATTACTAC
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CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTAGCGGGAGACCGGGGTCTCTGAGCCAGGTTCCGGAAATCGTTAACGACGCAGACGGTC
AAAACGGTCTGCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTEGCCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGAGCGGGAGACCGGGGTCTCTGAGCGTTCCGGAAATCGTTAACGACGCAGACGGTC
AAAACGGTCTGCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTAGCGGGAGACCGGGGTCTCTGAGCCCGGAAATCGTTAACGACGCAGACGGTC
AAAACGGTCTGCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGAGCGGGAGACCGGGGTCTCTGAGCGAAATCGTTAACGACGCAGACGGTC
AAAACGGTCTGCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCEGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAAGCGGGAGACCGGGGTCTCTGAGCATCGTTAACGACGCAGACGGTC
AAAACGGTCTGCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCAGCGGGAGACCGGGGTCTCTGAGCGTTAACGACGCAGACGGTC
AAAACGGTCTGCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAGCGGGAGACCGGGGTCTCTGAGCAACGACGCAGACGGTC
AAAACGGTCTGCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACAGCGGGAGACCGGGGTCTCTGAGCGACGCAGACGGTC
AAAACGGTCTGCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACAGCGGGAGACCGGGGTCTCTGAGCGCAGACGGTC
AAAACGGTCTGCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
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TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTLEGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAAGCGGGAGACCGGGGTCTCTGAGCGACGGTC
AAAACGGTCTGCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACAGCGGGAGACCGGGGTCTCTGAGCGGTC
AAAACGGTCTGCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTAGCGGGAGACCGGGGTCTCTGAGCC
AAAACGGTCTGCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTLCGCCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAGCGGGAGACCGGGGTCTCTGA
GCAACGGTCTGCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACAGCGGGAGACCGGGGETCTC
TGAGCGGTCTGCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTAGCGGGAGACCGGGET
CTCTGAGCCTGCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGAGCGGGAGACCGG
GGTCTCTGAGCCTGGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTLEGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGAGCGGGAGAC
CGGGGTCTCTGAGCGGTTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCLCC
TTATTACTAC
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CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTAGCGGGA
GACCGGGGTCTCTGAGCTTTGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTAGCG
GGAGACCGGGGTCTCTGAGCGCGTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGA
GCGGGAGACCGGGGTCTCTGAGCTTTCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGT
TTAGCGGGAGACCGGGGTCTCTGAGCCATCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGT
TTCATAGCGGGAGACCGGGGTCTCTGAGCCCGGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGT
TTCATCCGAGCGGGAGACCGGGGTCTCTGAGCGACTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGT
TTCATCCGGACAGCGGGAGACCGGGGTCTCTGAGCTTCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGT
TTCATCCGGACTTCAGCGGGAGACCGGGGTCTCTGAGCAAAAACAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGT
TTCATCCGGACTTCAAAAGCGGGAGACCGGGGTCTCTGAGCAACAACCCGTACATCTACA
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TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGT
TTCATCCGGACTTCAAAAACAGCGGGAGACCGGGGTCTCTGAGCAACCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTLCGCCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGT
TTCATCCGGACTTCAAAAACAACAGCGGGAGACCGGGGTCTCTGAGCCCGTACATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCTTT
CAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGTTTC
ATCCGGACTTCAAAAACAACCCGAGCGGGAGACCGGGGTCTCTGAGCTACATCTACATCAG
CGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCCCTTATT
ACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGT
TTCATCCGGACTTCAAAAACAACCCGTACAGCGGGAGACCGGGGTCTCTGAGCATCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGT
TTCATCCGGACTTCAAAAACAACCCGTACATCAGCGGGAGACCGGGGTCTCTGAGCTACA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGT
TTCATCCGGACTTCAAAAACAACCCGTACATCTACAGCGGGAGACCGGGGTCTCTGAGCA
TCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGT
TTCATCCGGACTTCAAAAACAACCCGTACATCTACATCAGCGGGAGACCGGGGTCTCTGA
GCAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTEGCCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGT
TTCATCCGGACTTCAAAAACAACCCGTACATCTACATCAGCAGCGGGAGACCGGGGTCTC
TGAGCGGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCCC
TTATTACTAC
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CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGT
TTCATCCGGACTTCAAAAACAACCCGTACATCTACATCAGCGGCAGCGGGAGACCGGGGT
CTCTGAGCACCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGT
TTCATCCGGACTTCAAAAACAACCCGTACATCTACATCAGCGGCACCAGCGGGAGACCGG
GGTCTCTGAGCTTCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGT
TTCATCCGGACTTCAAAAACAACCCGTACATCTACATCAGCGGCACCTTCAGCGGGAGAC
CGGGGTCTCTGAGCAAAAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTLCGCCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGT
TTCATCCGGACTTCAAAAACAACCCGTACATCTACATCAGCGGCACCTTCAAAAGCGGGA
GACCGGGGTCTCTGAGCAACCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGT
TTCATCCGGACTTCAAAAACAACCCGTACATCTACATCAGCGGCACCTTCAAAAACAGCG
GGAGACCGGGGTCTCTGAGCCCGAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGT
TTCATCCGGACTTCAAAAACAACCCGTACATCTACATCAGCGGCACCTTCAAAAACCCGA
GCGGGAGACCGGGGTCTCTGAGCAAAAGTACCGACAAAGAGCTGCGGAGACGGGTCGCCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGT
TTCATCCGGACTTCAAAAACAACCCGTACATCTACATCAGCGGCACCTTCAAAAACCCGA
AAAGCGGGAGACCGGGGTCTCTGAGCAGTACCGACAAAGAGCTGCGGAGACGGGTCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGT
TTCATCCGGACTTCAAAAACAACCCGTACATCTACATCAGCGGCACCTTCAAAAACCCGA
AAAGTAGCGGGAGACCGGGGTCTCTGAGCACCGACAAAGAGCTGCGGAGACGGGTCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGT
TTCATCCGGACTTCAAAAACAACCCGTACATCTACATCAGCGGCACCTTCAAAAACCCGA
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AAAGTACCAGCGGGAGACCGGGGTCTCTGAGCGACAAAGAGCTGCGGAGALCGGGTCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGT
TTCATCCGGACTTCAAAAACAACCCGTACATCTACATCAGCGGCACCTTCAAAAACCCGA
AAAGTACCGACAGCGGGAGACCGGGGTCTCTGAGCAAAGAGCTGCGGAGACGGGTCGCLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGT
TTCATCCGGACTTCAAAAACAACCCGTACATCTACATCAGCGGCACCTTCAAAAACCCGA
AAAGTACCGACAAAAGCGGGAGACCGGGGTCTCTGAGCGAGCTGCGGAGALCGGGTCGLCC
TTATTACTAC
CCCTTTAATCAGATGCGTCGTCTCCCGTTAACCCGGAAAGCGGCAGCGTTAAAACCGTCT
TTCAGGTTCCGGAAATCGTTAACGACGCAGACGGTCAAAACGGTCTGCTGGGTTTTGCGT
TTCATCCGGACTTCAAAAACAACCCGTACATCTACATCAGCGGCACCTTCAAAAACCCGA
AAAGTACCGACAAAGAGAGCGGGAGACCGGGGTCTCTGAGCCTGCGGAGACGGGTCGCLCC
TTATTACTAC
TTGGTCATGTGCTTTTCGTCTCCGCTGAGCGGGAGACCGGGGTCTCTGAGCCCGAATCAG
ACCATCATCCGTCGCTATACCTACAACAAAAGCACCGACACCCTGGAAAAACCGGTTGAT
CTGCTGGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAGCGGGAGACCGGGGTCTCTGAGCAATCAG
ACCATCATCCGTCGCTATACCTACAACAAAAGCACCGACACCCTGGAAAAACCGGTTGAT
CTGCTGGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATAGCGGGAGACCGGGGTCTCTGAGCCAG
ACCATCATCCGTCGCTATACCTACAACAAAAGCACCGACACCCTGGAAAAACCGGTTGAT
CTGCTGGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGAGCGGGAGACCGGGGTCTCTGAGC
ACCATCATCCGTCGCTATACCTACAACAAAAGCACCGACACCCTGGAAAAACCGGTTGAT
CTGCTGGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCAGCGGGAGACCGGGGTCTCTG
AGCATCATCCGTCGCTATACCTACAACAAAAGCACCGACACCCTGGAAAAACCGGTTGAT
CTGCTGGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
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TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCAGCGGGAGACCGGGGTCT
CTGAGCATCCGTCGCTATACCTACAACAAAAGCACCGACACCCTGGAAAAACCGGTTGAT
CTGCTGGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCAGCGGGAGACCGGGG
TCTCTGAGCCGTCGCTATACCTACAACAAAAGCACCGACACCCTGGAAAAACCGGTTGAT
CTGCTGGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTAGCGGGAGACCG
GGGTCTCTGAGCCGCTATACCTACAACAAAAGCACCGACACCCTGGAAAAACCGGTTGAT
CTGCTGGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCAGCGGGAGA
CCGGGGTCTCTGAGCTATACCTACAACAAAAGCACCGACACCCTGGAAAAACCGGTTGAT
CTGCTGGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATAGCGGG
AGACCGGGGTCTCTGAGCACCTACAACAAAAGCACCGACACCCTGGAAAAACCGGTTGAT
CTGCTGGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCAGC
GGGAGACCGGGGTCTCTGAGCTACAACAAAAGCACCGACACCCTGGAAAAACCGGTTGAT
CTGCTGGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AGCGGGAGACCGGGGTCTCTGAGCAACAAAAGCACCGACACCCTGGAAAAACCGGTTGAT
CTGCTGGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAGCGGGAGACCGGGGTCTCTGAGCAAAAGCACCGACACCCTGGAAAAACCGGTTGAT
CTGCTGGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTACAAC
AAAAGCGGGAGACCGGGGTCTCTGAGCAGCACCGACACCCTGGAAAAACCGGTTGATCTG
CTGGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCGGACC
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AGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGTATCCG
ATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCAGCGGGAGACCGGGGTCTCTGAGCACCGACACCCTGGAAAAACCGGTTGAT
CTGCTGGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCAGCGGGAGACCGGGGTCTCTGAGCGACACCCTGGAAAAACCGGTTGAT
CTGCTGGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACAGCGGGAGACCGGGGTCTCTGAGCACCCTGGAAAAACCGGTTGAT
CTGCTGGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCAGCGGGAGACCGGGGTCTCTGAGCCTGGAAAAACCGGTTGAT
CTGCTGGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGAGCGGGAGACCGGGGTCTCTGAGCGAAAAACCGGTTGAT
CTGCTGGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAGCGGGAGACCGGGGTCTCTGAGCAAACCGGTTGAT
CTGCTGGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAAAGCGGGAGACCGGGGTCTCTGAGCCCGGTTGAT
CTGCTGGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGAGCGGGAGACCGGGGTCTCTGAGCGTTGAT
CTGCTGGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
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TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTAGCGGGAGACCGGGGTCTCTGAGCGAT
CTGCTGGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATAGCGGGAGACCGGGGTCTCTGAGC
CTGCTGGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGAGCGGGAGACCGGGGTCTCTG
AGCCTGGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGAGCGGGAGACCGGGGTCT
CTGAGCGCAGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAAGCGGGAGACCGGGEG
TCTCTGAGCGGTCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTAGCGGGAGACCG
GGGTCTCTGAGCCTGCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGAGCGGGAGA
CCGGGGTCTCTGAGCCCGAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGCGGG
AGACCGGGGTCTCTGAGCAGTAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGC
GGGAGACCGGGGTCTCTGAGCAGTAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
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GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGT
AGCGGGAGACCGGGGTCTCTGAGCAAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGT
AAAAGCGGGAGACCGGGGTCTCTGAGCGATCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGT
AAAGATAGCGGGAGACCGGGGTCTCTGAGCCATCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGT
AAAGATCATAGCGGGAGACCGGGGTCTCTGAGCCAGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGT
AAAGATCATCAGAGCGGGAGACCGGGGTCTCTGAGCAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGT
AAAGATCATCAGAGCAGCGGGAGACCGGGGTCTCTGAGCGGTCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGT
AAAGATCATCAGAGCGGTAGCGGGAGACCGGGGTCTCTGAGCCGTCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGT
AAAGATCATCAGAGCGGTCGTAGCGGGAGACCGGGGTCTCTGAGCCTGGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
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TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGT
AAAGATCATCAGAGCGGTCGTCTGAGCGGGAGACCGGGGTCTCTGAGCGTAATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGT
AAAGATCATCAGAGCGGTCGTCTGGTAAGCGGGAGACCGGGGTCTCTGAGCATTGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGT
AAAGATCATCAGAGCGGTCGTCTGGTAATTAGCGGGAGACCGGGGTCTCTGAGCGGTCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGT
AAAGATCATCAGAGCGGTCGTCTGGTAATTGGTAGCGGGAGACCGGGGTCTCTGAGCCCG
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGT
AAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCGAGCGGGAGACCGGGGTCTCTGAGC
GACCAGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTACAAC
AAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGTAAAG
ATCATCAGAGCGGTCGTCTGGTAATTGGTCCGGACAGCGGGAGACCGGGGTCTCTGAGCC
AGAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGTATCCG
ATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGT
AAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCGGACCAGAGCGGGAGACCGGGGTCT
CTGAGCAAAATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGT
AAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCGGACCAGAAAAGCGGGAGACCGGGG
TCTCTGAGCATCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGT
AAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCGGACCAGAAAATCAGCGGGAGACCG
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GGGTCTCTGAGCTACTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGT
AAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCGGACCAGAAAATCTACAGCGGGAGA
CCGGGGTCTCTGAGCTATACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGT
AAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCGGACCAGAAAATCTACTATAGCGGG
AGACCGGGGTCTCTGAGCACCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGT
AAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCGGACCAGAAAATCTACTATACCAGC
GGGAGACCGGGGTCTCTGAGCATTGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGT
AAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCGGACCAGAAAATCTACTATACCATT
AGCGGGAGACCGGGGTCTCTGAGCGGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGT
AAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCGGACCAGAAAATCTACTATACCATT
GGCAGCGGGAGACCGGGGTCTCTGAGCGATCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGT
AAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCGGACCAGAAAATCTACTATACCATT
GGCGATAGCGGGAGACCGGGGTCTCTGAGCCAGGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGT
AAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCGGACCAGAAAATCTACTATACCATT
GGCGATCAGAGCGGGAGACCGGGGTCTCTGAGCGGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGT
AAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCGGACCAGAAAATCTACTATACCATT
GGCGATCAGGGCAGCGGGAGACCGGGGTCTCTGAGCCGTAACCAACGGAGACGTCTGAGT
ATCCGATACC
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TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGT
AAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCGGACCAGAAAATCTACTATACCATT
GGCGATCAGGGCCGTAGCGGGAGACCGGGGTCTCTGAGCAACCAACGGAGACGTCTGAGT
ATCCGATACC
TTGGTCATGTGCTTTTCGTCTCCGCTGCCGAATCAGACCATCATCCGTCGCTATACCTAC
AACAAAAGCACCGACACCCTGGAAAAACCGGTTGATCTGCTGGCAGGTCTGCCGAGTAGT
AAAGATCATCAGAGCGGTCGTCTGGTAATTGGTCCGGACCAGAAAATCTACTATACCATT
GGCGATCAGGGCCGTAACAGCGGGAGACCGGGGTCTCTGAGCCAACGGAGACGTCTGAGT
ATCCGATACC
TCCGACGGGGAGTATACGTCTCCCCAAAGCGGGAGACCGGGGTCTCTGAGCCTGGCATAC
CTGTTTCTGCCGAACCAAGCACAACATACCCCGACCCAACAAGAACTGAACGGCAAAGAC
TACCACACCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGAGCGGGAGACCGGGGTCTCTGAGCGCATAC
CTGTTTCTGCCGAACCAAGCACAACATACCCCGACCCAACAAGAACTGAACGGCAAAGAC
TACCACACCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCAAGCGGGAGACCGGGGTCTCTGAGCTAC
CTGTTTCTGCCGAACCAAGCACAACATACCCCGACCCAACAAGAACTGAACGGCAAAGAC
TACCACACCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACAGCGGGAGACCGGGGTCTCTGAGC
CTGTTTCTGCCGAACCAAGCACAACATACCCCGACCCAACAAGAACTGAACGGCAAAGAC
TACCACACCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGAGCGGGAGACCGGGGTCTCTG
AGCTTTCTGCCGAACCAAGCACAACATACCCCGACCCAACAAGAACTGAACGGCAAAGAC
TACCACACCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTAGCGGGAGACCGGGGTCT
CTGAGCCTGCCGAACCAAGCACAACATACCCCGACCCAACAAGAACTGAACGGCAAAGAC
TACCACACCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGAGCGGGAGACCGGGG
TCTCTGAGCCCGAACCAAGCACAACATACCCCGACCCAACAAGAACTGAACGGCAAAGAC
TACCACACCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
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AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAGCGGGAGACCG
GGGTCTCTGAGCAACCAAGCACAACATACCCCGACCCAACAAGAACTGAACGGCAAAGAC
TACCACACCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACAGCGGGAGA
CCGGGGTCTCTGAGCCAAGCACAACATACCCCGACCCAACAAGAACTGAACGGCAAAGAC
TACCACACCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAAGCGGG
AGACCGGGGTCTCTGAGCGCACAACATACCCCGACCCAACAAGAACTGAACGGCAAAGAC
TACCACACCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCAAGC
GGGAGACCGGGGTCTCTGAGCCAACATACCCCGACCCAACAAGAACTGAACGGCAAAGAC
TACCACACCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
AGCGGGAGACCGGGGTCTCTGAGCCATACCCCGACCCAACAAGAACTGAACGGCAAAGAC
TACCACACCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATAGCGGGAGACCGGGGTCTCTGAGCACCCCGACCCAACAAGAACTGAACGGCAAAGAC
TACCACACCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCAGCGGGAGACCGGGGTCTCTGAGCCCGACCCAACAAGAACTGAACGGCAAAGAC
TACCACACCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGAGCGGGAGACCGGGGTCTCTGAGCACCCAACAAGAACTGAACGGCAAAGAC
TACCACACCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
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TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCAGCGGGAGACCGGGGTCTCTGAGCCAACAAGAACTGAACGGCAAAGAC
TACCACACCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAAAGCGGGAGACCGGGGTCTCTGAGCCAAGAACTGAACGGCAAAGAC
TACCACACCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAACA
TACCCCGACCCAACAAAGCGGGAGACCGGGGTCTCTGAGCGAACTGAACGGCAAAGACTA
CCACACCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGACAAC
CCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCTGAAG
CAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAAAGCGGGAGACCGGGGTCTCTGAGCCTGAACGGCAAAGAC
TACCACACCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAGCGGGAGACCGGGGTCTCTGAGCAACGGCAAAGAC
TACCACACCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACAGCGGGAGACCGGGGTCTCTGAGCGGCAAAGAC
TACCACACCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAGCGGGAGACCGGGGTCTCTGAGCAAAGAC
TACCACACCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAAGCGGGAGACCGGGGTCTCTGAGCGAC
TACCACACCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACAGCGGGAGACCGGGGTCTCTGAGC
TACCACACCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
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AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACAGCGGGAGACCGGGGTCTCTG
AGCCACACCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACAGCGGGAGACCGGGGTCT
CTGAGCACCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCAGCGGGAGACCGGAGG
TCTCTGAGCTACATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACAGCGGGAGACCG
GGGTCTCTGAGCATGGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGAGCGGGAGA
CCGGGGTCTCTGAGCGGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAGCGGG
AGACCGGGGTCTCTGAGCAAAGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAAGC
GGGAGACCGGGGTCTCTGAGCGTTCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTT
AGCGGGAGACCGGGGTCTCTGAGCCTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
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TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTT
CTGAGCGGGAGACCGGGGTCTCTGAGCCGTCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTT
CTGCGTAGCGGGAGACCGGGGTCTCTGAGCCTGAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTT
CTGCGTCTGAGCGGGAGACCGGGGTCTCTGAGCAATCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTT
CTGCGTCTGAATAGCGGGAGACCGGGGTCTCTGAGCCTGGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTT
CTGCGTCTGAATCTGAGCGGGAGACCGGGGTCTCTGAGCGACGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTT
CTGCGTCTGAATCTGGACAGCGGGAGACCGGGGTCTCTGAGCGGTAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTT
CTGCGTCTGAATCTGGACGGTAGCGGGAGACCGGGGTCTCTGAGCAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTT
CTGCGTCTGAATCTGGACGGTAGCAGCGGGAGACCGGGGTCTCTGAGCATTCCGAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTT
CTGCGTCTGAATCTGGACGGTAGCATTAGCGGGAGACCGGGGTCTCTGAGCCCGAAAGAC
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AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTT
CTGCGTCTGAATCTGGACGGTAGCATTCCGAGCGGGAGACCGGGGTCTCTGAGCAAAGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTT
CTGCGTCTGAATCTGGACGGTAGCATTCCGAAAAGCGGGAGACCGGGGTCTCTGAGCGAC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTT
CTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGACAGCGGGAGACCGGGGTCTCTGAGC
AACCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTT
CTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGACAACAGCGGGAGACCGGGGTCTCTG
AGCCCGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTT
CTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGACAACCCGAGCGGGAGACCGGGGTCT
CTGAGCAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTT
CTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGACAACCCGAGCAGCGGGAGACCGGGE
TCTCTGAGCTTCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTT
CTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGACAACCCGAGCTTCAGCGGGAGACCG
GGGTCTCTGAGCAACGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAACA
TACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTTCTG
CGTCTGAATCTGGACGGTAGCATTCCGAAAGACAACCCGAGCTTCAACAGCGGGAGACCGG
GGTCTCTGAGCGGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCTGAAGC
AGTTA
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TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTT
CTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGACAACCCGAGCTTCAACGGCAGCGGG
AGACCGGGGTCTCTGAGCGTTGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTT
CTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGACAACCCGAGCTTCAACGGCGTTAGC
GGGAGACCGGGGTCTCTGAGCGTTAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTT
CTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGACAACCCGAGCTTCAACGGCGTTGTT
AGCGGGAGACCGGGGTCTCTGAGCAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTT
CTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGACAACCCGAGCTTCAACGGCGTTGTT
AGCAGCGGGAGACCGGGGTCTCTGAGCCATATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTT
CTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGACAACCCGAGCTTCAACGGCGTTGTT
AGCCATAGCGGGAGACCGGGGTCTCTGAGCATCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTT
CTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGACAACCCGAGCTTCAACGGCGTTGTT
AGCCATATCAGCGGGAGACCGGGGTCTCTGAGCTATACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTT
CTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGACAACCCGAGCTTCAACGGCGTTGTT
AGCCATATCTATAGCGGGAGACCGGGGTCTCTGAGCACCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTT
CTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGACAACCCGAGCTTCAACGGCGTTGTT
AGCCATATCTATACCAGCGGGAGACCGGGGTCTCTGAGCCTGGGTCGGAGACGTTGGCCT
GAAGCAGTTA
TCCGACGGGGAGTATACGTCTCCCCAACTGGCATACCTGTTTCTGCCGAACCAAGCACAA
CATACCCCGACCCAACAAGAACTGAACGGCAAAGACTACCACACCTACATGGGCAAAGTT
CTGCGTCTGAATCTGGACGGTAGCATTCCGAAAGACAACCCGAGCTTCAACGGCGTTGTT
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AGCCATATCTATACCCTGAGCGGGAGACCGGGGTCTCTGAGCGGTCGGAGACGTTGGCCT
GAAGCAGTTA
CATGTTTAGGAACGCTACCGTCTCCGGGTAGCGGGAGACCGGGGTCTCTGAGCCACCGTA
ATCCGCAAGGTCTGGCATTTACCCCGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGA
ATTCTGACGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACAGCGGGAGACCGGGGTCTCTGAGCCGTA
ATCCGCAAGGTCTGGCATTTACCCCGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGA
ATTCTGACGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAGCGGGAGACCGGGGTCTCTGAGCA
ATCCGCAAGGTCTGGCATTTACCCCGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGA
ATTCTGACGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATAGCGGGAGACCGGGGTCTCTGA
GCCCGCAAGGTCTGGCATTTACCCCGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGA
ATTCTGACGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGAGCGGGAGACCGGGGTCTC
TGAGCCAAGGTCTGGCATTTACCCCGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGA
ATTCTGACGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAAGCGGGAGACCGGGET
CTCTGAGCGGTCTGGCATTTACCCCGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGA
ATTCTGACGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTAGCGGGAGACCGG
GGTCTCTGAGCCTGGCATTTACCCCGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGA
ATTCTGACGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGAGCGGGAGAC
CGGGGTCTCTGAGCGCATTTACCCCGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGA
ATTCTGACGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
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CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCAAGCGGGA
GACCGGGGTCTCTGAGCTTTACCCCGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGA
ATTCTGACGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTAGCG
GGAGACCGGGGTCTCTGAGCACCCCGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGA
ATTCTGACGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCA
GCGGGAGACCGGGGTCTCTGAGCCCGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGA
ATTCTGACGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAGCGGGAGACCGGGGTCTCTGAGCAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGA
ATTCTGACGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACAGCGGGAGACCGGGGTCTCTGAGCGGTAAACTGCTGCAGTCTGAACAGGGTCCGA
ATTCTGACGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAGCGGGAGACCGGGGTCTCTGAGCAAACTGCTGCAGTCTGAACAGGGTCCGA
ATTCTGACGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAAAGCGGGAGACCGGGGTCTCTGAGCCTGCTGCAGTCTGAACAGGGTCCGA
ATTCTGACGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGAGCGGGAGACCGGGGTCTCTGAGCCTGCAGTCTGAACAGGGTCCGA
ATTCTGACGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGAGCGGGAGACCGGGGTCTCTGAGCCAGTCTGAACAGGGTCCGA
ATTCTGACGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
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CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGAGCGGGAGACCGGGGTCTCTGAGCTCTGAACAGGGTCCGA
ATTCTGACGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTAGCGGGAGACCGGGGTCTCTGAGCGAACAGGGTCCGA
ATTCTGACGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAAAGCGGGAGACCGGGGTCTCTGAGCCAGGGTCCGA
ATTCTGACGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGAGCGGGAGACCGGGGTCTCTGAGCGGTCCGA
ATTCTGACGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCCCG
AACGGTAAACTGCTGCAGTCTGAACAGGGTAGCGGGAGACCGGGGTCTCTGAGCCCGAAT
TCTGACGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTGCAG
GCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGAACG
GAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAGCGGGAGACCGGGGTCTCTGAGCA
ATTCTGACGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATAGCGGGAGACCGGGGTCTCTGA
GCTCTGACGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTAGCGGGAGACCGGGGTCTC
TGAGCGACGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
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CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACAGCGGGAGACCGGGGT
CTCTGAGCGACGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACAGCGGGAGACCGG
GGTCTCTGAGCGAAATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAAGCGGGAGAC
CGGGGTCTCTGAGCATCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAGCGGGA
GACCGGGGTCTCTGAGCAACCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACAGCG
GGAGACCGGGGTCTCTGAGCCTGATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGA
GCGGGAGACCGGGGTCTCTGAGCATCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGA
TCAGCGGGAGACCGGGGTCTCTGAGCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGA
TCGTTAGCGGGAGACCGGGGTCTCTGAGCAAAGGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGA
TCGTTAAAAGCGGGAGACCGGGGTCTCTGAGCGGCGGCAATTACGGTTGGCCGAACGTTG
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CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGA
TCGTTAAAGGCAGCGGGAGACCGGGGTCTCTGAGCGGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGA
TCGTTAAAGGCGGCAGCGGGAGACCGGGGTCTCTGAGCAATTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGA
TCGTTAAAGGCGGCAATAGCGGGAGACCGGGGTCTCTGAGCTACGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGA
TCGTTAAAGGCGGCAATTACAGCGGGAGACCGGGGTCTCTGAGCGGTTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGA
TCGTTAAAGGCGGCAATTACGGTAGCGGGAGACCGGGGTCTCTGAGCTGGCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGA
TCGTTAAAGGCGGCAATTACGGTTGGAGCGGGAGACCGGGGTCTCTGAGCCCGAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGA
TCGTTAAAGGCGGCAATTACGGTTGGCCGAGCGGGAGACCGGGGTCTCTGAGCAACGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGA
TCGTTAAAGGCGGCAATTACGGTTGGCCGAACAGCGGGAGACCGGGGTCTCTGAGCGTTG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
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CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGA
TCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTAGCGGGAGACCGGGGTCTCTGAGCG
CAGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGA
TCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTGCAAGCGGGAGACCGGGGTCTCTGA
GCGGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGA
TCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTGCAGGCAGCGGGAGACCGGGGTCTC
TGAGCTATAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGA
TCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTGCAGGCTATAGCGGGAGACCGGGGT
CTCTGAGCAAAGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGA
TCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTGCAGGCTATAAAAGCGGGAGACCGG
GGTCTCTGAGCGACGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGA
TCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTGCAGGCTATAAAGACAGCGGGAGAC
CGGGGTCTCTGAGCGATAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGGA
ACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGA
TCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTGCAGGCTATAAAGACGATAGCGGGA
GACCGGGGTCTCTGAGCAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGG
AACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGA
TCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTGCAGGCTATAAAGACGATAGCAGCG
GGAGACCGGGGTCTCTGAGCGGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGG
AACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGA
TCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTGCAGGCTATAAAGACGATAGCGGCA
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GCGGGAGACCGGGGTCTCTGAGCTATGCATACGCGAATTATAGCGGGAGACGGGGAGGG
AACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGA
TCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTGCAGGCTATAAAGACGATAGCGGCT
ATAGCGGGAGACCGGGGTCTCTGAGCGCATACGCGAATTATAGCGGGAGACGGGGAGGG
AACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCCCG
AACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGATCG
TTAAAGGCGGCAATTACGGTTGGCCGAACGTTGCAGGCTATAAAGACGATAGCGGCTATGC
AAGCGGGAGACCGGGGTCTCTGAGCTACGCGAATTATAGCGGGAGACGGGGAGGGAACG
GAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGA
TCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTGCAGGCTATAAAGACGATAGCGGCT
ATGCATACAGCGGGAGACCGGGGTCTCTGAGCGCGAATTATAGCGGGAGACGGGGAGGG
AACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGA
TCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTGCAGGCTATAAAGACGATAGCGGCT
ATGCATACGCGAGCGGGAGACCGGGGTCTCTGAGCAATTATAGCGGGAGACGGGGAGGG
AACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGA
TCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTGCAGGCTATAAAGACGATAGCGGCT
ATGCATACGCGAATAGCGGGAGACCGGGGTCTCTGAGCTATAGCGGGAGACGGGGAGGG
AACGGAGATTA
CATGTTTAGGAACGCTACCGTCTCCGGGTCACCGTAATCCGCAAGGTCTGGCATTTACCC
CGAACGGTAAACTGCTGCAGTCTGAACAGGGTCCGAATTCTGACGACGAAATCAACCTGA
TCGTTAAAGGCGGCAATTACGGTTGGCCGAACGTTGCAGGCTATAAAGACGATAGCGGCT
ATGCATACGCGAATTATAGCGGGAGACCGGGGTCTCTGAGCAGCGGGAGACGGGGAGGG
AACGGAGATTA
GTACATGAAACGATGGACCGTCTCCTAGCAGCGGGAGACCGGGGTCTCTGAGCGCAGCGG
CAAACAAAAGCATCAAAGACCTGGCCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGG
TTACCAAAGAAAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAAGCGGGAGACCGGGGTCTCTGAGCGCGG
CAAACAAAAGCATCAAAGACCTGGCCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGG
TTACCAAAGAAAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
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GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGAGCGGGAGACCGGGGTCTCTGAGCG
CAAACAAAAGCATCAAAGACCTGGCCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGG
TTACCAAAGAAAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAGCGGGAGACCGGGGTCTCTGA
GCAACAAAAGCATCAAAGACCTGGCCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGG
TTACCAAAGAAAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAGCGGGAGACCGGGGTCTC
TGAGCAAAAGCATCAAAGACCTGGCCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGG
TTACCAAAGAAAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCGGGAGACCGGGET
CTCTGAGCAGCATCAAAGACCTGGCCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGG
TTACCAAAGAAAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCAGCGGGAGACCGG
GGTCTCTGAGCATCAAAGACCTGGCCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGG
TTACCAAAGAAAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAGCGGGAGAC
CGGGGTCTCTGAGCAAAGACCTGGCCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGG
TTACCAAAGAAAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAAGCGGGA
GACCGGGGTCTCTGAGCGACCTGGCCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGG
TTACCAAAGAAAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACAGCG
GGAGACCGGGGTCTCTGAGCCTGGCCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGG
TTACCAAAGAAAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGA
GCGGGAGACCGGGGTCTCTGAGCGCCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGG
TTACCAAAGAAAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
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CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCAGCGGGAGACCGGGGTCTCTGAGCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGG
TTACCAAAGAAAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAGCGGGAGACCGGGGTCTCTGAGCAACGGTGTTAAAGTTGCAGCAGGCGTTCCGG
TTACCAAAGAAAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACAGCGGGAGACCGGGGTCTCTGAGCGGTGTTAAAGTTGCAGCAGGCGTTCCGG
TTACCAAAGAAAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTAGCGGGAGACCGGGGTCTCTGAGCGTTAAAGTTGCAGCAGGCGTTCCGG
TTACCAAAGAAAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAGCGGGAGACCGGGGTCTCTGAGCAAAGTTGCAGCAGGCGTTCCGG
TTACCAAAGAAAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAAGCGGGAGACCGGGGTCTCTGAGCGTTGCAGCAGGCGTTCCGG
TTACCAAAGAAAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTAGCGGGAGACCGGGGTCTCTGAGCGCAGCAGGCGTTCCGG
TTACCAAAGAAAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAAGCGGGAGACCGGGGTCTCTGAGCGCAGGCGTTCCGG
TTACCAAAGAAAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
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GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAAGCGGGAGACCGGGGTCTCTGAGCGGCGTTCCGG
TTACCAAAGAAAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCAGCGGGAGACCGGGGTCTCTGAGCGTTCCGG
TTACCAAAGAAAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTAGCGGGAGACCGGGGTCTCTGAGCCCGG
TTACCAAAGAAAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGAGCGGGAGACCGGGGTCTCTGAGCG
TTACCAAAGAAAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTAGCGGGAGACCGGGGTCTCTGA
GCACCAAAGAAAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAGCGGGAGACCGGGGTCTC
TGAGCAAAGAAAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAAGCGGGAGACCGGGGT
CTCTGAGCGAAAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGGC
CCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGGGAGACCGGG
GTCTCTGAGCAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATACC
GTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGGAG
ACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCAGCGGGAGAC
CGGGGTCTCTGAGCGAGTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
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CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGAGCGGGA
GACCGGGGTCTCTGAGCTGGACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGAGCG
GGAGACCGGGGTCTCTGAGCACCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCA
GCGGGAGACCGGGGTCTCTGAGCGGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCG
GCAGCGGGAGACCGGGGTCTCTGAGCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCG
GCAAAAGCGGGAGACCGGGGTCTCTGAGCAACTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCG
GCAAAAACAGCGGGAGACCGGGGTCTCTGAGCTTTGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCG
GCAAAAACTTTAGCGGGAGACCGGGGTCTCTGAGCGTTCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCG
GCAAAAACTTTGTTAGCGGGAGACCGGGGTCTCTGAGCCCGCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC



GDH_DI
_290-
346_ins
ertion3
26
GDH_DI
_290-
346_ins
ertion3
27
GDH_DI
_290-
346_ins
ertion3
28
GDH_DI
_290-
346_ins
ertion3
29
GDH_DI
_290-
346_ins
ertion3
30
GDH_DI
_290-
346_ins
ertion3
31
GDH_DI
_290-
346_ins
ertion3
32
GDH_DI
_290-
346_ins
ertion3
33
GDH_DI
_290-
346_ins

GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCG
GCAAAAACTTTGTTCCGAGCGGGAGACCGGGGTCTCTGAGCCCGCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCG
GCAAAAACTTTGTTCCGCCGAGCGGGAGACCGGGGTCTCTGAGCCTGAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCG
GCAAAAACTTTGTTCCGCCGCTGAGCGGGAGACCGGGGTCTCTGAGCAAAACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCG
GCAAAAACTTTGTTCCGCCGCTGAAAAGCGGGAGACCGGGGTCTCTGAGCACCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCG
GCAAAAACTTTGTTCCGCCGCTGAAAACCAGCGGGAGACCGGGGTCTCTGAGCCTGTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCG
GCAAAAACTTTGTTCCGCCGCTGAAAACCCTGAGCGGGAGACCGGGGTCTCTGAGCTATA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCG
GCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATAGCGGGAGACCGGGGTCTCTGAGCA
CCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCG
GCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATACCAGCGGGAGACCGGGGTCTCTGA
GCGTCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCG
GCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATACCGTCAGCGGGAGACCGGGGTCTC
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TGAGCCAGGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCG
GCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATACCGTCCAGAGCGGGAGACCGGGGT
CTCTGAGCGACACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCG
GCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATACCGTCCAGGACAGCGGGAGACCGG
GGTCTCTGAGCACCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCG
GCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATACCGTCCAGGACACCAGCGGGAGAC
CGGGGTCTCTGAGCTACAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCG
GCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATACCGTCCAGGACACCTACAGCGGGA
GACCGGGGTCTCTGAGCAACTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCG
GCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATACCGTCCAGGACACCTACAACAGCG
GGAGACCGGGGTCTCTGAGCTATAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAGG
AGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCG
GCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATACCGTCCAGGACACCTACAACTATA
GCGGGAGACCGGGGTCTCTGAGCAACGATCCGACCTGCGGCGAAAGGAGACGCGCTGAG
GAGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCG
GCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATACCGTCCAGGACACCTACAACTATA
ACAGCGGGAGACCGGGGTCTCTGAGCGATCCGACCTGCGGCGAAAGGAGACGCGCTGAG
GAGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCG
GCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATACCGTCCAGGACACCTACAACTATA
ACGATAGCGGGAGACCGGGGTCTCTGAGCCCGACCTGCGGCGAAAGGAGACGCGCTGAG
GAGACTATACC
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GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCG
GCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATACCGTCCAGGACACCTACAACTATA
ACGATCCGAGCGGGAGACCGGGGTCTCTGAGCACCTGCGGCGAAAGGAGACGCGCTGAG
GAGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCG
GCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATACCGTCCAGGACACCTACAACTATA
ACGATCCGACCAGCGGGAGACCGGGGTCTCTGAGCTGCGGCGAAAGGAGACGCGCTGAG
GAGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCG
GCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATACCGTCCAGGACACCTACAACTATA
ACGATCCGACCTGCAGCGGGAGACCGGGGTCTCTGAGCGGCGAAAGGAGACGCGCTGAG
GAGACTATACC
GTACATGAAACGATGGACCGTCTCCTAGCGCAGCGGCAAACAAAAGCATCAAAGACCTGG
CCCAGAACGGTGTTAAAGTTGCAGCAGGCGTTCCGGTTACCAAAGAAAGCGAGTGGACCG
GCAAAAACTTTGTTCCGCCGCTGAAAACCCTGTATACCGTCCAGGACACCTACAACTATA
ACGATCCGACCTGCGGCAGCGGGAGACCGGGGTCTCTGAGCGAAAGGAGACGCGCTGAG
GAGACTATACC
GGCGAGAGGAGATATACGTCTCCCGAAAGCGGGAGACCGGGGTCTCTGAGCATGACCTAT
ATTTGCTGGCCGACCGTTGCACCGAGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGA
TCACCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGCATC
AAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACAGCTG
TTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGAGCGGGAGACCGGGGTCTCTGAGCACCTAT
ATTTGCTGGCCGACCGTTGCACCGAGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCG
ATCACCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCAGCGGGAGACCGGGGTCTCTGAGCTAT
ATTTGCTGGCCGACCGTTGCACCGAGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCG
ATCACCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATAGCGGGAGACCGGGGTCTCTGAGC
ATTTGCTGGCCGACCGTTGCACCGAGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCG
ATCACCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTAGCGGGAGACCGGGGTCTCTG
AGCTGCTGGCCGACCGTTGCACCGAGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCG
ATCACCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
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ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCAGCGGGAGACCGGGGTCT
CTGAGCTGGCCGACCGTTGCACCGAGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCG
ATCACCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGAGCGGGAGACCGGGG
TCTCTGAGCCCGACCGTTGCACCGAGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCG
ATCACCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGAGCGGGAGACCG
GGGTCTCTGAGCACCGTTGCACCGAGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCG
ATCACCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCAGCGGGAGA
CCGGGGTCTCTGAGCGTTGCACCGAGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCG
ATCACCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTAGCGGG
AGACCGGGGTCTCTGAGCGCACCGAGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCG
ATCACCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCAAGC
GGGAGACCGGGGTCTCTGAGCCCGAGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCG
ATCACCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGCGGGAGACCGGGGTCTCTGAGCAGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCG
ATCACCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTAGCGGGAGACCGGGGTCTCTGAGCTCTGCATACGTTTACAAAGGCGGCAAAAAAGCG
ATCACCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
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GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTAGCGGGAGACCGGGGTCTCTGAGCGCATACGTTTACAAAGGCGGCAAAAAAGCG
ATCACCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCAAGCGGGAGACCGGGGTCTCTGAGCTACGTTTACAAAGGCGGCAAAAAAGCG
ATCACCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACAGCGGGAGACCGGGGTCTCTGAGCGTTTACAAAGGCGGCAAAAAAGCG
ATCACCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTAGCGGGAGACCGGGGTCTCTGAGCTACAAAGGCGGCAAAAAAGCG
ATCACCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAGCGGGAGACCGGGGTCTCTGAGCAAAGGCGGCAAAAAAGCG
ATCACCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAAGCGGGAGACCGGGGTCTCTGAGCGGCGGCAAAAAAGCG
ATCACCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCAGCGGGAGACCGGGGTCTCTGAGCGGCAAAAAAGCG
ATCACCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAGCGGGAGACCGGGGTCTCTGAGCAAAAAAGCG
ATCACCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAGCGGGAGACCGGGGTCTCTGAGCAAAGCG
ATCACCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
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ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAAGCGGGAGACCGGGGTCTCTGAGCGCG
ATCACCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGAGCGGGAGACCGGGGTCTCTGAGC
ATCACCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCAGCGGGAGACCGGGGTCTCTG
AGCACCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCAGCGGGAGACCGGGGTCT
CTGAGCGGTTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTAGCGGGAGACCGGGEG
TCTCTGAGCTGGGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGAGCGGGAGACCG
GGGTCTCTGAGCGAAAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAGCGGGAGA
CCGGGGTCTCTGAGCAATACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATAGCGGG
AGACCGGGGTCTCTGAGCACCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
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GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCAGC
GGGAGACCGGGGTCTCTGAGCCTGCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCGA
GTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTGAG
CGGGAGACCGGGGTCTCTGAGCCTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGCATC
AAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACAGCTG
TTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTG
CTGAGCGGGAGACCGGGGTCTCTGAGCGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTG
CTGGTTAGCGGGAGACCGGGGTCTCTGAGCCCGAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTG
CTGGTTCCGAGCGGGAGACCGGGGTCTCTGAGCAGTCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTG
CTGGTTCCGAGTAGCGGGAGACCGGGGTCTCTGAGCCTGAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTG
CTGGTTCCGAGTCTGAGCGGGAGACCGGGGTCTCTGAGCAAACGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTG
CTGGTTCCGAGTCTGAAAAGCGGGAGACCGGGGTCTCTGAGCCGCGGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTG
CTGGTTCCGAGTCTGAAACGCAGCGGGAGACCGGGGTCTCTGAGCGGCGTTATCTTCCGC
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ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTG
CTGGTTCCGAGTCTGAAACGCGGCAGCGGGAGACCGGGGTCTCTGAGCGTTATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTG
CTGGTTCCGAGTCTGAAACGCGGCGTTAGCGGGAGACCGGGGTCTCTGAGCATCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTG
CTGGTTCCGAGTCTGAAACGCGGCGTTATCAGCGGGAGACCGGGGTCTCTGAGCTTCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTG
CTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCAGCGGGAGACCGGGGTCTCTGAGCCGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTG
CTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGCAGCGGGAGACCGGGGTCTCTGAGC
ATCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTG
CTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGCATCAGCGGGAGACCGGGGTCTCTG
AGCAAACTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTG
CTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGCATCAAAAGCGGGAGACCGGGGTCT
CTGAGCCTGGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTG
CTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGCATCAAACTGAGCGGGAGACCGGGG
TCTCTGAGCGATCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
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GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTG
CTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGCATCAAACTGGATAGCGGGAGACCG
GGGTCTCTGAGCCCGACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTG
CTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGCATCAAACTGGATCCGAGCGGGAGA
CCGGGGTCTCTGAGCACCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTG
CTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGCATCAAACTGGATCCGACCAGCGGG
AGACCGGGGTCTCTGAGCTATAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTG
CTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGCATCAAACTGGATCCGACCTATAGC
GGGAGACCGGGGTCTCTGAGCAGTACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTG
CTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGCATCAAACTGGATCCGACCTATAGT
AGCGGGAGACCGGGGTCTCTGAGCACCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTG
CTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGCATCAAACTGGATCCGACCTATAGT
ACCAGCGGGAGACCGGGGTCTCTGAGCACCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTG
CTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGCATCAAACTGGATCCGACCTATAGT
ACCACCAGCGGGAGACCGGGGTCTCTGAGCTACGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTG
CTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGCATCAAACTGGATCCGACCTATAGT
ACCACCTACAGCGGGAGACCGGGGTCTCTGAGCGACGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTG
CTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGCATCAAACTGGATCCGACCTATAGT
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ACCACCTACGACAGCGGGAGACCGGGGTCTCTGAGCGATGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTG
CTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGCATCAAACTGGATCCGACCTATAGT
ACCACCTACGACGATAGCGGGAGACCGGGGTCTCTGAGCGCCGTTCGGAGACGGTGCACA
GCTGTTCGAT
GGCGAGAGGAGATATACGTCTCCCGAAATGACCTATATTTGCTGGCCGACCGTTGCACCG
AGTTCTGCATACGTTTACAAAGGCGGCAAAAAAGCGATCACCGGTTGGGAAAATACCCTG
CTGGTTCCGAGTCTGAAACGCGGCGTTATCTTCCGCATCAAACTGGATCCGACCTATAGT
ACCACCTACGACGATGCCAGCGGGAGACCGGGGTCTCTGAGCGTTCGGAGACGGTGCACA
GCTGTTCGAT
TTATAATCATCCTCCCCGCGTCTCCCGTTAGCGGGAGACCGGGGTCTCTGAGCCCGATGT
TCAAAAGCAACAACCGTTATCGCGACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACG
TTCTGACCGATACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGAGCGGGAGACCGGGGTCTCTGAGCATGT
TCAAAAGCAACAACCGTTATCGCGACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACG
TTCTGACCGATACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGAGCGGGAGACCGGGGTCTCTGAGCT
TCAAAAGCAACAACCGTTATCGCGACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACG
TTCTGACCGATACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAGCGGGAGACCGGGGTCTCTGA
GCAAAAGCAACAACCGTTATCGCGACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACG
TTCTGACCGATACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCGGGAGACCGGGGTCTCTG
AGCAGCAACAACCGTTATCGCGACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCT
GACCGATACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGGAAAAT
CCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACACATCCT
ATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAGCGGGAGACCGGGGT
CTCTGAGCAACAACCGTTATCGCGACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACG
TTCTGACCGATACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
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TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAGCGGGAGACCGG
GGTCTCTGAGCAACCGTTATCGCGACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACG
TTCTGACCGATACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACAGCGGGAGAC
CGGGGTCTCTGAGCCGTTATCGCGACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACG
TTCTGACCGATACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTAGCGGGA
GACCGGGGTCTCTGAGCTATCGCGACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACG
TTCTGACCGATACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATAGCG
GGAGACCGGGGTCTCTGAGCCGCGACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACG
TTCTGACCGATACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCA
GCGGGAGACCGGGGTCTCTGAGCGACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACG
TTCTGACCGATACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACAGCGGGAGACCGGGGTCTCTGAGCGTTATTGCAAGTCCGGACGGTAACGTTCTGTACG
TTCTGACCGATACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTAGCGGGAGACCGGGGTCTCTGAGCATTGCAAGTCCGGACGGTAACGTTCTGTACG
TTCTGACCGATACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTAGCGGGAGACCGGGGTCTCTGAGCGCAAGTCCGGACGGTAACGTTCTGTACG
TTCTGACCGATACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGCGGGAGACCGGGGTCTCTGAGCAGTCCGGACGGTAACGTTCTGTACG
TTCTGACCGATACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
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AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTAGCGGGAGACCGGGGTCTCTGAGCCCGGACGGTAACGTTCTGTACG
TTCTGACCGATACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGAGCGGGAGACCGGGGTCTCTGAGCGACGGTAACGTTCTGTACG
TTCTGACCGATACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACAGCGGGAGACCGGGGTCTCTGAGCGGTAACGTTCTGTACG
TTCTGACCGATACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAGCGGGAGACCGGGGTCTCTGAGCAACGTTCTGTACG
TTCTGACCGATACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACAGCGGGAGACCGGGGTCTCTGAGCGTTCTGTACG
TTCTGACCGATACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTAGCGGGAGACCGGGGTCTCTGAGCCTGTACG
TTCTGACCGATACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGAGCGGGAGACCGGGGTCTCTGAGCTACG
TTCTGACCGATACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACAGCGGGAGACCGGGGTCTCTGAGCG
TTCTGACCGATACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
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TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTAGCGGGAGACCGGGGTCTCTGA
GCCTGACCGATACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGAGCGGGAGACCGGGGTCTC
TGAGCACCGATACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCAGCGGGAGACCGGGGT
CTCTGAGCGATACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATAGCGGGAGACCGG
GGTCTCTGAGCACCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCAGCGGGAGAC
CGGGGTCTCTGAGCGCAGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAAGCGGGA
GACCGGGGTCTCTGAGCGGTAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAGCG
GGAGACCGGGGTCTCTGAGCAACGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACA
GCGGGAGACCGGGGTCTCTGAGCGTTCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACG
TTAGCGGGAGACCGGGGTCTCTGAGCCAGAAAGACGACGGTAGCGTTACCAATACCCTGG
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AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACG
TTCAGAGCGGGAGACCGGGGTCTCTGAGCAAAGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACG
TTCAGAAAAGCGGGAGACCGGGGTCTCTGAGCGACGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACG
TTCAGAAAGACAGCGGGAGACCGGGGTCTCTGAGCGACGGTAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCGACG
TTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACGTTCAG
AAAGACGACAGCGGGAGACCGGGGTCTCTGAGCGGTAGCGTTACCAATACCCTGGAAAAT
CCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACACATCCT
ATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACG
TTCAGAAAGACGACGGTAGCGGGAGACCGGGGTCTCTGAGCAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACG
TTCAGAAAGACGACGGTAGCAGCGGGAGACCGGGGTCTCTGAGCGTTACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACG
TTCAGAAAGACGACGGTAGCGTTAGCGGGAGACCGGGGTCTCTGAGCACCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACG
TTCAGAAAGACGACGGTAGCGTTACCAGCGGGAGACCGGGGTCTCTGAGCAATACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
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TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACG
TTCAGAAAGACGACGGTAGCGTTACCAATAGCGGGAGACCGGGGTCTCTGAGCACCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACG
TTCAGAAAGACGACGGTAGCGTTACCAATACCAGCGGGAGACCGGGGTCTCTGAGCCTGG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACG
TTCAGAAAGACGACGGTAGCGTTACCAATACCCTGAGCGGGAGACCGGGGTCTCTGAGCG
AAAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACG
TTCAGAAAGACGACGGTAGCGTTACCAATACCCTGGAAAGCGGGAGACCGGGGTCTCTGA
GCAATCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACG
TTCAGAAAGACGACGGTAGCGTTACCAATACCCTGGAAAATAGCGGGAGACCGGGGTCTC
TGAGCCCGGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACG
TTCAGAAAGACGACGGTAGCGTTACCAATACCCTGGAAAATCCGAGCGGGAGACCGGGEGT
CTCTGAGCGGTAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACG
TTCAGAAAGACGACGGTAGCGTTACCAATACCCTGGAAAATCCGGGTAGCGGGAGACCGG
GGTCTCTGAGCAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACG
TTCAGAAAGACGACGGTAGCGTTACCAATACCCTGGAAAATCCGGGTAGCAGCGGGAGAC
CGGGGTCTCTGAGCCTGATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACG
TTCAGAAAGACGACGGTAGCGTTACCAATACCCTGGAAAATCCGGGTAGCCTGAGCGGGA
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GACCGGGGTCTCTGAGCATCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACG
TTCAGAAAGACGACGGTAGCGTTACCAATACCCTGGAAAATCCGGGTAGCCTGATCAGCG
GGAGACCGGGGTCTCTGAGCAAATTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACG
TTCAGAAAGACGACGGTAGCGTTACCAATACCCTGGAAAATCCGGGTAGCCTGATCAAAA
GCGGGAGACCGGGGTCTCTGAGCTTCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACG
TTCAGAAAGACGACGGTAGCGTTACCAATACCCTGGAAAATCCGGGTAGCCTGATCAAAT
TCAGCGGGAGACCGGGGTCTCTGAGCACCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACG
TTCAGAAAGACGACGGTAGCGTTACCAATACCCTGGAAAATCCGGGTAGCCTGATCAAAT
TCACCAGCGGGAGACCGGGGTCTCTGAGCTACAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACG
TTCAGAAAGACGACGGTAGCGTTACCAATACCCTGGAAAATCCGGGTAGCCTGATCAAAT
TCACCTACAGCGGGAGACCGGGGTCTCTGAGCAAAGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACG
TTCAGAAAGACGACGGTAGCGTTACCAATACCCTGGAAAATCCGGGTAGCCTGATCAAAT
TCACCTACAAAAGCGGGAGACCGGGGTCTCTGAGCGCGAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACG
TTCAGAAAGACGACGGTAGCGTTACCAATACCCTGGAAAATCCGGGTAGCCTGATCAAAT
TCACCTACAAAGCGAGCGGGAGACCGGGGTCTCTGAGCAAATGACGGAGACGCGAGCACA
CATCCTATTT
TTATAATCATCCTCCCCGCGTCTCCCGTTCCGATGTTCAAAAGCAACAACCGTTATCGCG
ACGTTATTGCAAGTCCGGACGGTAACGTTCTGTACGTTCTGACCGATACCGCAGGTAACG
TTCAGAAAGACGACGGTAGCGTTACCAATACCCTGGAAAATCCGGGTAGCCTGATCAAAT
TCACCTACAAAGCGAAAAGCGGGAGACCGGGGTCTCTGAGCTGACGGAGACGCGAGCACA
CATCCTATTT



