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8 Appendix 

A. Multiple Sequence Alignments of Experimentally-

Mapped Nucleosome Datasets 

The sequence datasets were aligned using Clustal W (Aiyar, 2000; Higgins et al., 

1996; Thompson et al., 1994) and coloured using the MView multiple sequence 

alignment viewer application (Brown et al., 1998).  The results are also sorted by pair 

wise sequence identity. 



CHICKEN CORE DNA DATASET
Identities computed with respect to: (1) CC56_145/1-183

Colored by: consensus/65.0% and property

                              1 [        .         .         .         .         :         .         .         .         .         1         .         .         .         .         :         .         .         .  ] 183

  1 CC56_145/1-183              ---------------TGCTGCATCCAGGGCTTGCGTTCTTTACGTGTCTGTAAATTAGAATTACACAACAAAATATTATTAGCCCAAACAGATCT--ATTTGAC-CATGAATATTTTTTTTCAGAAACAGAGAACAAACACACTATGTTACAAGTTATAGAGA--------------------    

  2 CC129_143/1-183             ----------------TACCATTTTTCTATTCCTCTCTATAAAAATGTAGTCTGAGGATTCTAA-TTGGGGAATTTAGTTAGCTGATCCTGGTGGATGC-TTTCTTCCCCATGCTCCC--ATTAGCATGTATATTTTGCTTTAAAAAAAAAAAAGAAAAAAAT--------------------    

  3 CC239_147_TRIMMED/1-183     ----------------GTATTAATGTTCATTTTAAACTTATAT-TATCATTAAATGACAGAATC-ATATATATACATATATATATATATATATGTATGTGTATTTATGTA---TGCATAAAACAAGTGATACACAAAGCAATTGCTCACCATCCACCAACTGATGCT----------------    

  4 CC11_148_TRIMMED/1-183      ----------------CCCCAAACATCTGAGAA---ATTTCATTCATTGACAATAAAGGAAATAATACTGTGTTAATTAGATGACAAACTGAATGACATAAATAGTGAATATATAATAATTAAAAGAAGAAGTTCACATAATAGTTCTGATTAAAAAAAAAATCG------------------    

  5 CC21_142/1-183              --------------------TGGCATTCTTCTGCTTTCTAAGACTTTATAAATCTATAGGAGATATTCCACTGTTTCCTTCTCTGAT-CTTTGAGGATCTAAGGC-AAATTATCATTGCTTCAAATCTCCATCACTTCTA--CTTCTCTAATCCTATGCAAATGAG-----------------    

  6 CC24_146/1-183              --------------TGTTGTGATGAACAGATTCTTGACAGTTACCAGTTCTCTGACAGTAATTTCATGACTAAATGTCCTTATCTTTGTATATAGCCTGCAAAATTAATGTCACTGTGTACCTCCCAGAGA--ATAAAGTGAAACCCATTATGATGTGGGGA---------------------    

  7 CC186_142/1-183             -------------------TTGCTTTAAAGTTTCTAAAGTATTTTAATGTTATCTCAGATTTC---AACCTCTCTTTCCATTCCTCAGTCAAATGGCACGATATGTAACAACATACATTATTAAG---AGAAGTTATATA-AAACTCTTGAAAACCACCATATAAAGC---------------    

  8 CC72_143/1-183              ----------------TGTTGTTTACTTGGTAATAGCCGATGTCTGAGATTTTACTG-TGTGTACCTGTGTGTGTACAAACCTGCTCTGATA-CAGATCTCCCTACTGCTGAAAGAGCAGATAAAGAAGATACTCAAAGGCA--GAATTAAAATGTAAAAAAA--------------------    

  9 CC124_145/1-183             ------------CCCTTTCTTGTGTTTATTACTGT-TTTTACACTCATGTATATGAGTACTTCTTACAAACGAATGAATTTACAATCACAGTTCACCTGTGACATAGAGGTGATTTTGCATTTCCATTTGG--GAGAA-TGGAAAACAAACCAATGTTGGA----------------------    

 10 CC143_145/1-183             -----------------TCCTGGAGATCAGTTTACACTTTGACACTATGTCTGGTAGCTGGGTC-ACTCGTGCTGCTCTTGGATCTGCTTCCATGATTTGTGTATGCCAAGCTTCTATGATCTAAGAAACAGTT--TAATTAATGATTTAAACCTATTAAAAAAA------------------    

 11 CC234_145/1-183             ------------------TGTTTTTGTGGGCCTTGACAGTTGAAAAGATGATCATGCTTCCTCTGCCCTTATCTAAATTAACAATAGACAACTGAAACAACAGAGAAAATCACAAAATCTTTAGAAGTTGTGGACCTTT-TTCCTGAAACAGACAATGTTACTG-------------------    

 12 CC170_146/1-183             ----------------TCCCAGTTTGTACCTGTTTCATCTGAAATATGTCTAAATCAGATTCC---AGTTTCACTTT--GTGCAGAGGTTTAAAGGGCCAGGTTGTAGCAGTGATTATTTTTAATTATATTATTTCTTCATAAACCCCCGAAAAATTAAATAGGAAA----------------    

 13 CC68_144/1-183              ----------------TGGTGTTTTGAAACAATGTAGTCCTGAGAAACATTATTTTTAGTTCTGCTAATTTTACTGTGTTAGCCTGGGGCAAATGATTCAATCTTCAATAACAAAGA--AACAAT---AACAATAATACTTTGAAGTCAGAAAAGTCTACTATCA------------------    

 14 CC133_144/1-183             -----------------TTGTCTCTCTCCTTCCCCTGCCTCCCCTCTTCATCCAAGCGACAGGGAGTCATAGGGTTGCACTCCATTCAAAAAATAGCTGCGTCACATCACGTAGTCCAATCCCTCCAGCAGTGGGGAAAGGCACTGTAGCTCGAACAAATG----------------------    

 15 CC131_148_TRIMMED/1-183     ---------------------GTCCACTGCAAACGCAGTTTTTCATAAGTTCTCCCAAAACCTTCGTGCAGATGGTCAGAGAAGAGCTGGCAGGATACAAGGAATGCCTTGAAAGAGGAAATGAAAAGGAAAAAGATAAAGATAAAAAGAAAAAAGAAGAGAAAGAC----------------    

 16 CC45_145/1-183              ------------------TTGCATTTTTGTTGAAAGGAGCCATCTCCTCCTTCCCTGATC-AGGCAAGTGATGGTTCAATTGAAGATAATTCT--TGTTGCCTGACATTGCACTTAAGATACTTCAAGGCAGATTCTTTACTTCAGTAAAATAGCACGAGGAAGAT-----------------    

 17 CC04_142/1-183              --------------TGCACCATTT--TCAAAACCTGCCTGTTT-TCAGAGGACGCCTATGATTTGATGCTTCAATAATCACCCATTTATGTTTTCACTATTATTGCATCTTATGTG--GAAAAAAAACATTTACCAGC---TACACCATGTGAGATGAATGAAG-------------------    

 18 CC183_147_TRIMMED/1-183     ------------GCAAAATCATCATGGAGAGGCTCAGCACCTCATTAGGTTGTATGCAATTCATTCAGTTGGAGATTGTA---CGTTCATTAATGAAAT-GCTATCACTGATTATGTAGTAATCAATTTTTTCCTTTATCGTA-GAAATACTCTGACCATGCG--------------------    

 19 CC132_146/1-183             ----------------------CTGCTCTTTGCACAGTCTTGGACAATTTT-TTTCACCTTATT-TTTATGAAATGTGTCAAGGACTTGAGTTCTCTGTGTGATCCATCTCTCCATGCTGATAAACCTTGACACACTAATCTGTTACAGAAAGAGTCCACAGCATCCAGA-------------    

 20 CC123_145/1-183             ------------------TGAATCAGTGAAATTCTCCATGCGAAATGGAGGTTTATTCACCTTTATATATTGTCATTTAATAACCTCATAAGTGAAGAATTATG--AAACCAAGGTAATATTGAACCATGTTTTCCTAT-TTCCTGTCACACATGGTTTTTCTGCT-----------------    

 21 CC14_143/1-183              ----------------TGCCTTGGATCCTCTTGTTTCTATAAAATTGGAGT-TATTTATCTCAT-CTTTGGTTTGTTGCCTGTAGATCAGTGAGGTTTG-TGGCCCCAGTGTGCTTCTG-AGCTGCAACTGTGTACTACGTAAAATTATTATATCATTAAAGA--------------------    

 22 CC200_145/1-183             ---------------TTGGATATTTGTTTTAATTGAAAGAAGAATTGCAAATGGAAGGCTGACATATTCTTGATGAAATG-ACAAGGCAAGCAGAGAGCCATACAGAGCTGACAATGTGAGACAGAAAAAGGGGACTATTCTTTAAAGCACTAAATGTGAA----------------------    

 23 CC69_145/1-183              ------------TGTGTTGAGCTGTTTCAGCACATTAAACTGTTAAACTCACCCTACAGGAGTATTTTTTCCATATGAAAAAAATGGTTCCATATGG-TTAGAGGG----TCCAATAGAGAGAACAGGTAACACCTAAGACGGAATGGAAATGTATGAGGGA---------------------    

 24 CC156_143/1-183             -------------CTTCTGTGCACTCTGAACCGTGTAACAACAAACAAGT----TTGAGAATTTTGGATGTGAACAGCTTCTAATTTAGAGAGTAGAGTGACCAGTAAAAGCTACCAGTGTTGCCTACAAG--ACCAGGCAAAAAGCCAGAGATGCTCTGCA---------------------    

 25 CC77_145/1-183              ---------------TTGTATTGTTCCAAAATTTTCTCCTCTAAACATTTAATCCGTGCCTTTGCTTAATCGAGATGTTCTCCCTCAGTGCCAGATTTGGTGCAGAAGATTTCGGGCTCTGTGCCGCCAGCTGGGCAC-TCAGTGTCTGTCAGAATGGGAA----------------------    

 26 CC26_144/1-183              -------------------TCCCGTTTTTGGGAGCCAGGGGGCCCATGGTCCTACTACTCCCCTGTCACAGGCATAGATTTATCTA-GATTGATCTAGATAACTCCGTGACAACGTATAACC-TGAGTTTGAAAAGGATAGATATTGAAATCATTGTTTAATGCT------------------    

 27 CC17_146/1-183              --------------ATCCTTTATCAAACCTGAAAGCAAGGCTTCACAGTTTTTGCTG-----TTCATAGGACTGTGCTTAGCCAAAGTAGCAAAATGATTGTACCAAGATACCAAGATAAA-GAGAAGGAAAGAGAGAAAGAGAGAGAGACAGAGGAAGAAAGAAA-----------------    

 28 CC173_146/1-183             -------------GAGAAGTACACAGCTGGAACAGAGTAGAAAAACAGTCTTGCTTATAT-TTCTCACAACTAAAACTCCAGTAAATCTCATGGAGTTTG--AATCAGAC---TTCCAAGCCTGGAAGATATGAATCATAA-ATCAAAGAAGAAGGTATAGGAGAA-----------------    

 29 CC52_145/1-183              ----------------TTGTTTAAGCGGCTCCAGCAGCAAACTAGGTCCTTT-CAAGTTGCTGTGTACTTTGGTCTGTGTCACAAAT-TGACAGTTTCATCAGAAAACAAAGTGAAGACTGTTGAAAGCTAGC-CATGTTTTATGGAG-AAATAGCTCCAGCACA------------------    

 30 CC35_146/1-183              ---------------CAGCTTTGTTGACTATAAATTGAATCACAATCGTAACTGACAAGCTGAG-ATAC--TTTCTGGTTACTTGTACTGGGCAGAGAAATGTAGGCCCTCTGATGCTA-TGGGGAAATTATGCAGGAATCAGGTTGAAAAAAAAATCAAAAGAT------------------    

 31 CC07_145/1-183              -------------TGACA-TAGGGGCCTCAGAATGAAAGTCTTGCTCAGGGCATGTGTTTCTTCCCTGATCTGCTGCATCCCCCTGGGAGTCTTGCTTTCCTCCTTGACTCCATTTTCTTCCCAGTAGCATGACTA-GCAGTAACAAATACTTCATTGCA-----------------------    

 32 CC33_145/1-183              --------------------TTTTTAATTGCTCAGCTCTAGAGGTGAAATGTCTCACAGGATACTTTGGATCACATGAGCTAATAAAGTGCTTCCTGCTAAACTGAGAGGAACAGCCTTACTACCTTTACATTAACTCCTTGCTTTCTGTCTAAAAATGTAGGGA------------------    

 33 CC27_145/1-183              --------------------TGTTTTAAGACTCTCGACTTCTATGGCTTACAGAGCTGGGAAGGAAAGGTTGAGATGAGCAGCAGCC-TCAAACTCTTCTCAACCAACAAGC-GAGTAATTTTAAGGCTCCACAGCTAATATGTTCACTGGGAACTCAAATAAAGTA----------------    

 34 CC159_145/1-183             -----------------CTCTGTTCAGCATCCATACCTTGACCTGAACAAGATCCTGACACTAAGTACTCACATTTCTCAACTTTCAGATCGCTACAGGTCTGATCCATGCCT--TAGACTCACTCCAGCTATCATTGATTTTTCTTTTTTTAAAAAAAGAAAA-------------------    

 35 CC99_145/1-183              ---------------TTCCATGCTTATGTTATTTGCTGAACATTGATAGACATTGAGAAGAATAGATAATATCTTCCCCTTGAGTTTTGAATTTAAAAGTAGTTTTACTACTTCAAGTTCATCTTAGCCAATAAAGTTTTGGGTTTTGGACTACACATCT-----------------------    

 36 CC225_144/1-183             -------------------TAAATTTTCCAGTACAAAGTACAAACCGTTTA-AAATTAGGAAATACAAACTTCTGGACCAAGG-ATAAATTAAAGATGTTAACATGAAG-CTGTTTATTTCT-TTGTAAGAAATGTGAACGTCTCCTGCTTTACCTGTATTGTCATG----------------    

 37 CC118_142/1-183             ----------------CGGAAGTCTTGATTTCAACTGGATGACATTTTCCACTGCAAAACTGCCAGGGAAAGGTTT---TGTTCCTGCTAGTTGT-AATCTGATGTTATCAAGTACAGCAGCACTCGGAGT-TAAAAATTACAGCCCATTTTGAAGTCTTGCG--------------------    

 38 CC208_147_TRIMMED/1-183     ---------------TCATTATGGCTCAAACAC-ATGTTGCCTTTAATACAAGTGCATGATCTTGAATATTATTAAGGTTTAAATAAATTTAAATGTGACAAGCACAAGATTAAATGTGGCACATAAGCAACTTTAAACAGCTAATTAGGTTTTGTTGGTCC---------------------    

 39 CC178_142/1-183             ----------------TGCTGAAGTGATGGCTC-CCACATAACCTTCGCCTCCCTGATATCAAAACGACATTTAGTTAAGATTTTACAAATGAAAACCTTAACGATGATGAGAAAGAGAACT-----AAAAATATCGTTGTGGGTGTTAAATCCTACCAGGGCT-------------------    

 40 CC107_144/1-183             ----------------TGTTGTTCTCTACCTTTTTAATG-ACCTCAGCTCTCTGACTGCATCAGTTTACTTTTCTGGGTCTGCCTGGATTTCCTCTTCTTCCTCCTGTCCACTTAATTCCTG--CAACTATCAAACAC-CAGCTGCTGAAATCCAGGTTATGCA-------------------    

 41 CC125_145/1-183             ------------------TCTTTTGGAATGTGAATTAAGTTTAAAGCAAGAAAGGACAGATCAGAAAAGGAGCCTAGGGAATCTGCACAACAGAGGAAAAACAGCCAGGGATAATGCTGCCATACACTAAGCAGCAATGGCTACGTACTTCCAGAAATAAGGA--------------------    

 42 CC85_144/1-183              ---------------TGCTTATTGTGATATGAAAAAAAAAATCTCACTGTGACCTAAAAGGCTGATTAATTAGACAAACAAAAATGAAGCAGTAGAAGTCTT-TAGACATTG-TAGGCATTGCTGTGTGCTTTCACAGAAAGGAATGTCTGGGGGAGAGTA----------------------    

 43 CC84_145/1-183              --------------AGCATTCTCATGTGGTTCTGTCTCCTACCTTTTCTTTTTTGTCCTATTTACTTACTGCTCTCCAGTT--CCCCCCCTGGGCTTGCTGTTGCCTTCCAGTCCTATCCCCTTTATCCTTGAAATTC-AAGGGAATCGATGACAACAGGCT---------------------    

 44 CC216_145/1-183             -----------GTAATTTGAATTACCTTATTTCTTAACTCTGCAAAGCTGCACATTAAGAGTCCAGTGCATCTTGGAACAGG--CAAAGAGCCTCTACTGTAAATAA--CTCATCT-TGGGATATTCAAGGTGGTTAACAGAGTTTATGCTCTTTTGAACA----------------------    

 45 CC182_143/1-183             ---------ATGTCTGGTTTTCCCTCTTTTTAATGCAACATCCACTGTTAGCCCTTTGA---TCATCTATGAAGTAGGCAGAAC-ATAAAATATGTCTTGGCTTTATTTTAG--------TAGCTGAAAAATTAATAAACTAGAAAATCTAAACTAGAGAATTA-------------------    

 46 CC142_147_TRIMMED/1-183     ----------------GTATTTCTACCACTCATACTGCACCACAGCACTTGTGCACGGTGAGAGGTGGCCAGGAAGGATTAACA----TGACCTTTTC-TTAATAAACAGACTATAAGCTTTTAGAGACTGG---GTGGTAAACAAAGCAAAGTGCTTGAAAAGAGCAGA-------------    

 47 CC36_146/1-183              ---------------TGCATTTAAAGTTGATAAATGGGTGATGAAAGTGTTATTTTAAA-----ATAAGAAAATCACACAGAGA--AGCCATGAAATGTCATGTTGATGTTGCTAATAATTTCTGAATGCTGTGACTGTAAAACAGG-CTGTGGAATATAAAAATAGAA--------------    

 48 CC203_146/1-183             -------------TCCTGGTACTCAGCTCACAGAATCTTTGGGAGAGGACTTGCAC------TGTGAGATCTGATGCATGTGTTGGGCTTTTAGAGCTTTGCAATGAAACAGTTCTTAATAATAAGAAAAATGAATTGAAGGACTGATTTAGAAGGTAGGAGTGA------------------    

 49 CC53_143/1-183              -------------TTTTTTTTTTTTTTTTTTCTTTGGTTTTTACAGTCTTCTGGATTGAAGACCTCTATTAGTTGAAACACACAATGCTGCCTGTCAAAGTAAGGGAAGTTCCA-TGTGCCCCAGTTACCTGGGGTT--CCTTTGGCGCAGATACAGCT------------------------    

 50 CC176_144/1-183             ------------TTCCTTCCTTCAGTACTCCTTGCTCTTCAGTAGAAATATT-TTCTTATTACTTGTACTAGTTGAGATTATGGACCAAGCATTAGGAAAAACTTCATTTGCACA--AAAGCAGAACTCCTT-AGAAAGGCACAGTGGT-GCATCTCTGTG----------------------    

 51 CC48_145/1-183              -----------CGCTATCCAATCATCCGGA----CCACGCTTCTGTAGGTTACCTGCAAA-CATGCTGTGTGAGACAGTGACGAGTCCTTCACTGAAATCAATATAACCA--CATGCACTGCTTCACCGTGAGCTCTCCAGCACGACGTCATCATAAAAAGCT--------------------    

 52 CC168_143/1-183             -------------------TTTTTTTAATGTCTCTCCATTCTCTGGGGATTTTTGTTTTAACTCTTCCA---GCACACCATGC-AGAAGATACTGGTGAGTTGGTCCCATATTAGGGA-CACTCAGCATTACAGCACCTGAGTTTTCCCAAGAAGCTCAAATCATTA----------------    

 53 CC29_147_TRIMMED/1-183      -------------------CCTTGGTATTTCCTCCTAATCTGACAAGAACTGTTGACAATATTTTTTCTGAGTCATGAAGCACTGAAGCACCAAGGGAAGTCAGG---CTCTTGACTGGAGAGAAGCGTTGCTCCCAGCTGCTGACAGTAGTGCAAGCATAAACAGCT---------------    

 54 CC110_147_TRIMMED/1-183     -------------------GCTTTCTACCTCCTGCAGGAAGAAAGATTCATTTACATTAACTCACGTGACGCCAGATCCTGAGAACCACTCAGATGCAATTGCAGTCAAT-TAAGACAGTCTGGGGAATCAGGCAAAACTTCATCAAGATAAGCTACTAGAA-AGCA----------------    

A-1



 55 CC73_145/1-183              --------------CTCTTGCTCTCCAAATTTCTTTCCTCCTGTTTACTG-GCACAACTACTTC--TGCATCAAGGAACTGATCCAGATGGAAAATAACCCAGAAAA--AACATCAGCTGGCTTCTGGACTGGGCTCACAATGTAGCTGCACAACAGAAGGGCA-------------------    

 56 CC137_145/1-183             --------------------TGGGAATTGTGGATTTTTGAAGAA--AGCAAAGTCTCTACC-TGTTTCCTTAC----GTGTACATTTCCTTCCAC--AGGGATGTTGTAAGCACTCCGGATCAAGTTCTTAGCAATGAAATAATAATATACTGAAATGACAGACAGAGGAATGA---------    

 57 CC41_142/1-183              ---------------CCATATGTAAATAAATCTCTGGGTGCGTTCTATAAATAGCCACAACTCCTTCATTACAAATGGCCTTTTTGCTCTCAGCGCAGTTA-CACAGAACCTGAACCTTGTCCAGGTGGAGGTCATAGCATC-TTATGAGCGTACACCT------------------------    

 58 CC139_145/1-183             ----------------CTGGAAACTCTTACAACAAATAGAAAAATAACTGCAAATCATCAT-GGATTACACAGCACCACTGTTACAAATAGTTTTTAATATATT-AATGAGCGATGAAGAGATGTTTTAATAAATAGTTAATGAGTGATGCTATTGGTATACA--------------------    

 59 CC141_143/1-183             ---------------TGCTTAGCACCACTGTTTTCAACAGAAATCCCAAACCTAACTCTATCCCAGGCAAAACCATGACAGTCTGATTTGTCACATTTCTAAAGCCGAGGTTCAGA--AGTCACAGCGCAGCAGTTTGTTAGCACTGGTGTGCAAAAGCT-----------------------    

 60 CC106_144/1-183             --------------------TAAACTTCTGAGGACAATTCTGTCTTCTTTCACTCCACTTCTTT-TTTTTCTTCTTTTTACTGTGCTTGTAATTCATGAGTGAAGAATT----CAGGGTGATAAACAAAAAACCA-TGTTTAGACTCACACACTCTTCTTAAAACAAGTG-------------    

 61 CC163_143/1-183             ---------------------TGATCCAAGTGCACACTCATGTTTGGTG----GTCCTTCTTCAGCCTTTTCTAGGGGAACATTTATTAACCTTTTGTCTCTGGAAAAGTTTGACCCCACCAAAATTGCACTAATTATAAAAATACAGCTTCAGAAACACACAAAGTA---------------    

 62 CC195_142/1-183             ------------------CTCCTCAGTTTCTCTCTAGTTCATCTGTGTTGCATGCCA--ACTGTAGGAATAGGAAGGAAAGCAGCCTCAGTTTGCTGAAGGGAACATGACACCCTAAGTGTTCGGGCTAGGGAGGAGTTTAGCTGTGTATTTCATTTTTTTT---------------------    

 63 CC103_143/1-183             -----------------ATTTTTCATTTACCGATGCAAGACCTTTGAGTAAAATGGAAGGAGATAATCATCTGCT--CAACTCTGAAAACATAAAGCGAGGTTGT-ACATAAAAAGTGAC---GGGCTGTTTCTCTTCTTGGTTTGGAATTTAGTTTGTCTTTGGT-----------------    

 64 CC148_147_TRIMMED/1-183     ----------TGAGTATTCTCAAAAATGTGATATT-ACTCTTACTTTTCATGGGTAGTTCATTAGAGAATATAAAGACTACAAAACCATATAAA--GATATGCAATGTTAAGTACATGCAACTGCAGCTGT--ATAAA-TGACAGACATTCAATTTTAAACA---------------------    

 65 CC194_145/1-183             ---------------TTCTTGCAGACCTGTCTGAGTGATTTACAAAACCATGAGGGAGTCCTAATTAATAAATGAAAAAGGTTAGACACAGCTTAATACAGAGGGGGATGCGCTAGAACAAAA--TGAAGAATGTCTGAAAAT-TGCTGGGTACTTTAAAGGA--------------------    

 66 CC161_145/1-183             -------------GGCCATATGTATAACTGTACCCTGATCTTT-AATGGCTTCTCCCCTTTTGACTGCTGAAATTATATGCATTCAAACGTGTATTGAAATGACATACCTGTGGTCAGCTCCAGAGTTTTCTTCTCTTTGAGTAGTGAAGGAGGAAACA------------------------    

 67 CC01_142/1-183              -----------------------AGTTTCTGTCCATTCTT---TTTCATAAAAACATCAAAGAGTTTCATCTATTGGCAGCTTTGGTACCCCGTAGCCTTAGACT-GCTTTCATGTTGATCCAAGGAAGGTTCACAACCAGTTTTCTCTAGTCGGTGGCCCATGAGACA--------------    

 68 CC236_144/1-183             -------------------CTGTGAAACTTGCAATGCTTGCTCTGCAGAGACCACTGACTCTAACTTCTAACTTCTGTAAAAT---AGAT-GCTATAAAAATGTTTTAGTCTT--TGGCTTTTAGAAGGTCACTATTAAGTTTAGAAAACACAGAGGAAAAATCTTAGA--------------    

 69 CC188_143/1-183             ---------------TTTTCAGTGATGTGTTTGCATATATTGTGTT-CCAAAATACAATTTCAA---ATGAAGATTTAAAGTTGTCTGCCTTTTTAGATGGAATAGGATTGGAAGAGACCTTC--AAAGATCGTTCGGTCCAACTGCCTGAGCCCTCCAGGGTG-------------------    

 70 CC199_145/1-183             ------ACCA-GATTTCTGCTCTATAGGGCAGCTGGAAGTGAATTTCATTATC-TTGAGTCACAAT-TAGAAAAATGTTTGATCTCTTTACTTGT--ATAATCTTATGTGTGGCTGAGCAAAAAGAAAAAA--TGCAAAAGAAAGGTAGTGGAAAGAT-------------------------    

 71 CC128_146/1-183             -------------TCACTGATATTAAATTTGCTGACATCACTCTTCAACAAGCA--GATAGGGATTACATGGAGCCCAGGGAGAA-AAATGCAGACTGTCATTCTGTAGCCTCCGTGGCTTGAAAAAACTTGTCATAAAGGGGAGATTATGAAAAAAATGAT---------------------    

 72 CC120_147_TRIMMED/1-183     --------------------CCCAGTTGATAGAGAAAGAAGTTCTCTAGAGAGGA-ATACAGCACTCACAGGCATAGATGTATTTTTGGATACTCTGAGTACCTCTTTTGGTCTCTGTGTTCATCAGGCAGACCCAGTGTGGTGTCTCATTCTGCCTGGAAACCCTG----------------    

 73 CC81_145/1-183              -----------AGGTATTCTGGAAATTATATCTCT-CCTGATAATCTA-ATGCTTCATATATGTTTTAAGTGAAATACTGCTTATTCCTATAAAACGATTTACAGTGTCAGAGGTGT----TGGCAATACC--ATACC-TTACAGTGTCTCCATCAGGAAACTGG------------------    

 74 CC119_146/1-183             ---------------TGCTTCTC-CCGCTGTCCCCTTTCCTTCTGTCTGTTTTAACAGTGACCTTGCCA---CCACCAGAGTC-AAGCCACCACCACTCTCAAGCCTAATTTAATACTATTAAGGAAGAGTCAGCTTTTTCCTTATGCTGGAAGTATGCAATAACA-----------------    

 75 CC145_147_TRIMMED/1-183     -----------------GATTTGGAATCAAATAATCC--CAATTTCTGTGTCATTTGTGTTGTGATAAA-TGAAGCAGTTTTACACTAAGTGATTTGATGCTTCT-GAAGTTGCATTGCATTTGTTGGGTTTCTGTTTTGGGGTGGGTGATCTGGGGATGTTTTGGT----------------    

 76 CC65_144/1-183              --------------TACATTTTCGTCTTTTAATTTCACTCCTGGCTGTTGCATCTCAGTCTACC---ATGGCTCATATCT-GCCTTAACAACATCTTTATTCTTCCAGTTGAATATACCATACCTTTTAAGTATTGT-----CTGTGAA-TAGCAAGAGATTTTTACT---------------    

 77 CC220_143/1-183             --------------------------TGTAGATTAGCCTTAATTTTTGGCCTAGCTTGATTAACCTATTTTAAAAGCCTCCTTCTGTATGTTTTCTTGCAGCATATGTAAGAAAAAAATATAAAGCA-AGTATTTAAGCTACAGTGATGAGAAAACTCAGCTGGTTAACA-------------    

 78 CC184_143/1-183             ----------------TTCGTGTTGTAGGGGTGACAAAGTCACCAGAGATTTGCATGTGATCTA-ACACATCCTCCTA------CTCCATCCATAAGCTGTGAATGTAAAATCACTCTT-TCCAGGAATCTATTCATAAATAAAGAGAGAAATAGAGTGCAAGTTCA----------------    

 79 CC114_144/1-183             ---------------TGCAACAC--AGGAGCAGCAATAAAGCAAGACTGACAAAAGAACGTCAAACAACAAGGAAAACAGAGCAAAGCAAAACAAAGACACGAAATACAAGAGTCCAGCACATGAACTCAAGACAGCATGATC-GCAAAGCCAAACACAGGA---------------------    

 80 CC202_146/1-183             ------------TGCTGTAATCCCAACTATTCAAGCAAATTGCAGAAGCATCTTCTTAA---ACATTGCATGTTGGGGCAGAGG-GGAATATTCGCAATGCCTATGACAGAGCTCAGCCTTGGCTGAAGCCATCGCAGACTGCCCAATGCAGACAGGAGTAG---------------------    

 81 CC187_146/1-183             ----------TGTCTTTTATCTCTGATTAAATGATAACGGTAAGTCTGATTGAGTTCTGTTTGGTTGA--TTCTACTGTTGTGCTTCACTGCCTTATAGGCAGAT-GA-ATCAAGTTGGATGTTCTTGATAGGCTTAACTG---TGAAAACCTGATCAATGTT--------------------    

 82 CC217_145/1-183             ---------------TTATGATAGAGATAACAGGATGTATCCATTTGCGATAGCGCAGGAT--TAGGCATTATGATCCAGGAAGTTTGGTTCAGTTCTTGCCATAAAAGCCAAAATAAAGATGAAAATATAACCTATACACCAAAC--AGCCTCATTCATCAAA-------------------    

 83 CC130_142/1-183             ------------CTACTGAGAGAGAAACAACC-ACCGCTGTGAAGCTTCATTGCAGACAG--TAAGAATGAGAGAATTCTGCCAACTCACTTATTTCAAGGTTTTCCAATCTTAACAG----CCTATTACAATGATTAATGTGAGCA--AACACGTTTTAGCA--------------------    

 84 CC08_145/1-183              --------------TTTTTTTTTTTTTTTTTCCTGGGATAGAGGCTGTCA-GTCTTATATACAGCT---TGGGAAACAATGAAGAATGTTTCTAGCAGATTATGTATTACAGAAGGCAGTTGAGGTTCCTAC-ACAGGCTCTCATCC----AATTCTGTATTTTAGCA---------------    

 85 CC42_145/1-183              -----------TGCTTCTGTCCTTATAACACATTCAGGAATGCAGCCTTCATGTTCAAAGGACAGCCAAACTGTTTGCTTGGTCAATACACTTGTTAATAGTTTGGTAAACAGTACAAGAACACGTGGATTATTGCAGTTTGAAAGTGTTTTGAAG---------------------------    

 86 CC22_145/1-183              ----------------AGAAAAAGGGAGTCTATGTCCTCT--AGAAGAAGGGACAGGCTACTTGGGGAGATCACAAGGAAGTTGCTAAGGTATGCAGGGAGGAAGTTAGGAAGTCAAAAGTCCAACTTGAATCAGATTGGCCATAGCAGTAAAAGAGAATAAG--------------------    

 87 CC149_142/1-183             ------------------AGGGACAGGCATCCTGCCACTGGTGAG----GCCACCAAGAA--TGTGTGTCTGTGTAGCTTCCCAGCTACCATCAAGGGAAGATGCTGCACCATCACAGTATTCCTGAAAGAATGCTGAAAATGCTCATGAAAATGATGTAGTTGAG-----------------    

 88 CC224_144/1-183             ---------------------CTCTGGAGAAGAGCTAATGGAGAGCAGCCCTGTGGAGGGGGACTTGGAGTTTCATGTCAATGAAGAGCTTGAATGAGCCATAAGTGCCTTCATGCAGCCCCGATGGACGCATGAAACCTTGGCTCCATCAAAAAAGAGTTGGCT------------------    

 89 CC15_147_TRIMMED/1-183      ------------------GCTGCATTTCCTCACACACCTATATACATCTGTGACTGTGTGCAT--GTGTGTACTCATATAGAGCTTATCAGGGAGCTCTGCATTTTTATT---TATGTTGAGCAAGACTCTCAGACAGTCCTTACACATC-CAGACCTACTGTTTGTAAG-------------    

 90 CC112_145/1-183             ---------CAATGCACATGTGTGTTACTGCCCTGGTAACCTG-TTGAGCCGCTACCGGTGTGAATGCTCAGAGCTGTTGAAGAGTCAC-TGTTTTGCTCTAATA-AGCTGCGATC--TTTAGGAGCATCCTGCATTGTGATATTGCACGTTAATAGCA------------------------    

 91 CC30_144/1-183              --------------------------TCCAAAAAGGCATTTCCTCTCTATCTG--TAAACT-CTGGAATGTTAATGCATTTCTTGAGACTCTCTCATGCAACACCTGACTAAGAAAAATCCATAAAA-GGGGAACACTCAAGATATGCAGAAACAATTAAAAAAACCCCAAACA---------    

 92 CC167_147_TRIMMED/1-183     ------------------TATGAAGATTAATAAATAGGTGCAGTTGGCTGCCTCTAACAAGTTGCTCTTTAT---TTGCTTCCAAGCTGCAGGCTGAGTAAATTCAGGATCTGAGC-TCCTCCATCTCCATGACAATGCAG--TGATGTGCAGACACGATGCTAAATGAA-------------    

 93 CC39_148_TRIMMED/1-183      -------GCTTTACTGGGGCTTTTCATTGCTTATTTGGTTAGCCCTGAATCTATAATATGTTCAATCTTATGCCTTAGGGCTTCTGCTA---GTCACCTGCAGGGGACAAG--AGTAATTT-TCTTTC--ACTGCTTGATGATTTATTTGAGCAGCCAAGG----------------------    

 94 CC75_145/1-183              ----------CTACAAACTTATGTTGGCTGTCTGGAGAAACATGGCCAGTGGTTATTTCACCCCTTGCA---CCATGCCATG---AATGACAGAGGTAGCACAGATGCATATAAGTCAGTGCTCAGAGAGGCTGGGCACAGCAATTCTCCAAAGAGAAGAA----------------------    

 95 CC108_147_TRIMMED/1-183     ------------------------TTCTTGCTTCCTGATCCACTACCAT----ACACTAGGGCAAACA-AGGTAGAGATATCCCTCCTCATTCCCCTGTGCAAACCAGTTCTCTCTTCAACCAGCATTTAGC-CAGAAAGCACTGCAATAAAACTCACAAGTGTGTAATGAACAGG-------    

 96 CC136_145/1-183             --------AATGAAAAGCTATGAAAGA-GTACACAGGCAATCCTTACTCGCTTATCTGATTATGTAACTCTGAA--CGCAAGCAAATACTTGTAC-TGTGAAAGCGGG-AGCAGCTGCCTTCCAGAGCTGCAAG---AACTGTTTACACCTATTAGTGTGA----------------------    

 97 CC153_146/1-183             -------------ATCCCCCTTGTGCTGCAGTTCGGTTGTGGAGGCCATTAAACCATGTCTCTG--TGGTCCAAACAAGA--CCTCAG-GCCTGCAACTGTACA-AACATTTCTAGCTCAGCATTTGCTGCTGTTCTCATTAGTGTAAGAACACATAAGAAAACA------------------    

 98 CC96_145/1-183              ---------------------TCTGCTATATGC-TGCCCAGAAGAAATGCCTGTTTGGGTGACAGATTTTGTGCTAGTTACAGACACAAAAA-CCTGACTGAGCTCCTACAGAAAAGACTCTTGCCAGTTCTGGCTTTGATTTGAGCTCTTGAGGAACTGGAAAAGCA---------------    

 99 CC231_146/1-183             --------------TCCAGATTTATGCTGTGCAGCACTTGGGAATAATTCATGGCAACCCTTCC---TCAAAAAGCAACT-CAACCTACAACCCCACCTTTGCATTTCCTGCTGCTACTTTCACGCCCAACCATTTTA--TTCCATCAT--GACCTGAGCATTAAAGA---------------    

100 CC215_144/1-183             --------------------CTGGTGGAAGGCTGAGTTCGGCTTTTGTGTAGGCTGAAAAAGACTCGGAGTGGGACTGTGCTTGGCTTTCATCTTTAGTAAATATAAATCACCA-GCAGTGCTTTGGCTGAAATGTAGGGGTGGTGGCTTCTGAGGTGTAAGAGG------------------    

101 CC31_144/1-183              -----------AGTTTTGTTACAGTTTTAACATATTAAGTTGGGGT---TGTCCCAACT----------TTCTGTTGCATAGGAGAGAGCTCTCTTGCCAAGGAGAGCTTGTAACCTAATCTGAAATTGGATGTGAGCTAGGCTGATGAGAGGAGAAGGGAGTGAGGA---------------    

102 CC162_143/1-183             ----------------CTGCAGTCTATGCAAATATCCTTTTGTTCAAGAATGG--TAGACCACTAGGATGTTCTGTTACTTCTGGAAACAGTAGCA-GCATCTGGGGACAAAGATTATTACAGGGAA-TTA-ATTGTCCAAGAGGGGAAAATGCATTTGTTGAA-------------------    

103 CC212_145/1-183             ---------------------TGCTTTGAGCACACAATAGAGGATCATGTTGAGTTCCTCATCAACCAATGCTCCAAGTCCGCCTCCATAGGGTTCTCCTTCAGCCA--TTCTCCTTCAGCTGAACTGGAAGTGTTAAACATAGTGCCATTCAGAGTCTCTGAAAGCT---------------    

104 CC155_144/1-183             ----------------------------TTTCTAAACCATATAACTTATAGACCCTTGGAAATCTGTGATTGCAACATCATTCAGGTTTGGATTTGCTGTAGTAAGTGGTTACCTGAGTTGCCACTGGACCACAGGGTCAGTTTTGAAAGTCAAGGATCTCACTAACTTACG-----------    

105 CC34_144/1-183              ------------TCCTTTAGTTGAAGCCTAATGCAAGCAGTTAA---GGTGGATCTCAGATTTTGTGT--TATTAGGATTAAATTATTCCTGGTTTTCACCATGT-TA-GTGTTGTTCCTTTTCTGTGGTGGTTTGCACTG---TGAAAGTCTGAGAAGTAGTGCA-----------------    

106 CC100_142/1-183             ---------TTTTGTTGGCATTCTGACTGTCTGTTTTGCCTTTCCACAAGCAATAATGGGCTGGTTCTAAAGC-----AGATTTTGCTT---GAACACACAGGATTTCAAA--TGAAATTT-TACTGCAGACTGAATAAGGAGGAATAATGGCAGGTAAACA---------------------    

107 CC192_146/1-183             ------------CGGGTTGCGCTGT---ACCTCCTTGGAATGCCGTACCCTCCCCCGAAGCCTGCTTATCAGCCCTGCAGGAGATGTTACCACATTC-CTCCAAGGACCTTCCCCCCCCCTCCCCGACTGACTTCAGTGAAGGATATAAGCCTTGAGAGGGA---------------------    

108 CC177_145/1-183             ------TTGTCAACTCCACTGTCAGCAGGTTTCTATTTGCAACTGGGTTTTGTTGTTGTTGTTGTTTGTTTGTTTGAAGTC--CTAACTTGGCAGAGGTCACTTTCATCCATTTCTCTCCTG-----CCTTGAAAATT-GAATTTTGCAAGCTCAGCAG------------------------    

109 CC190_147_TRIMMED/1-183     ----------GTTCTAATTCAATTGATGGACT-TCTTGTATTCAGTGAGCTTTGAATGAGATGAAAGAAAGGC----ATTGTAGTGCTA---TAACCATCGTGGTGCCAGG--TTAAATCTCTAGCTCACACCACAGAATCAATATGAACAGCATGTTGTCATTGG-----------------    

110 CC238_145/1-183             --------------------------TGGTTGTTTTCCCACAATCTTCTTTATCCTGCTGTTTAAATTAT--TAAACATGCA-AAAGACAGAACATACTTTTGCCT--TGAGGCTTGCATCTCTATCAGTTAATCTAATTTTTCATTTGCATTC-ATCATAGATGTAACAACTACAG------    

111 CC80_145/1-183              ---------------------CTACTCCTTTTTTCACTGG-CAGAAGTTCTTGGA--GGTTACAGACTTCCCCATCTGCC---TAATACACATTCCCCCTTGTATGTGACCTATTAGGCCGTGCAGGAGCCTGCCCACCACAGGTGAAGCAGGGAAATCCA--AGCTCAGTCCT---------    

112 CC147_146/1-183             ---------------------CCCATTCCCGGGGATGCGATGTGGCAACAGTAACTGCTGCCTTCCTCCTTCCCTCCAACCCCAATGC-----CACACCTTTACACCATTAACACAACAC-CACAGAGGACTGCAAGGGGAACCAAATTAAAGAGTAAAGAACCAAACAAAAA----------    

113 CC205_145/1-183             ------------------------CTGTTGCCAGTATCAACATACTGCCT-TTTATGTAAAAGAGA---TGATAGATTCTATTGTGCATCTGCATGGGTGTAGGTGTCCAACATGTGTGTGCAATATGACAGCCAGAAAGCACTCTATGCATATAGGAGAGGCTGTTTAAAGA----------    

114 CC63_145/1-183              ---------------ACCATCTAGTACACTGTCTTAAATCTA--CTGCCA-TTTAGGTAATTATCA---AGGGCAACG-TAAGAGATGTATATGATGTACTCTGCATATTTAAAGCAAGGCTAGGTTCTTGCTGTATTGTCTTAACTCTTAAATTCCTTACTTTCCT----------------    
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115 CC78_145/1-183              -----------------------TGCCTTGTCAGC-TCAACAGACAGGCA-TTGGGATGGGAAAGAACTTGGATGAGGCTAAAAGGGGGAGTTCTCATCACCAGTGTTTGTGATGAGGGAACAGGAAGTGCTTCACTGATGTCTTTTATTGGATGCCACAATATTTTCCG-------------    

116 CC23_144/1-183              -------------TGCTTCTTTCTATCTTTTTTCCTGGTCAGTTACCCTGGAGGCCCCAATGCTCCCGCAGGGATGGGCATCCCGCCGCACACCAGGCCACCAGCCGATTTCACC--CAGCCAGCAGCTGCTGCTGCCGCCGCTGCAGTTGCAGCTGCA------------------------    

117 CC179_143/1-183             -------CAAGCTTCTCATTAAATTACATGATTTAAAGGGAATGTAACTGG-CTAACATTTAATAATAAGACGTCCCTTTTTTTCTGGGTCTTTGTATGCCTTTATTAC-CTACTTAAGGTT-TAATATTGAAACC--TTGCAATAATTTTTGAA----------------------------    

118 CC82_145/1-183              -----------------------AGCTAAAAGGGAAAGGGGGGGCGGGGGGGAAC----AACCTATCAGGCTGTTTAATGGACCCATGGAGATCTTGAAAA---CTGCATGCATTTTGGGCCACCGTATAAGAAGGAAGATATAGCAGAATTGGGATAAAAA-GCTGAAAACTGGA-------    

119 CC70_144/1-183              ----------------TCTTGGGCAGAGGGAAAAAGGAGCCTACTCAGTCTGCTTCTTCCACAGGTCACCTACTGCCTGTCTGCTGGACATGGGGAAGCTCAGAAATGATCCATAATGTTTGTATGAGCTTCATTTTGTGTGCCCTACATTTTGTCTGCA-----------------------    

120 CC05_146/1-183              ------------------------AGCCAAACCATGTATAAACGTTGCCAAACTGCACTACTCTAGGAATCGCAGTGTTAGCAACATC--TTCTTAGGACAGCACTTGACTTCATGAGCATTAAGTCTTCGCTGTTATAAGCCTTCATCCTCCAAAACTTAAGCATACAACA-----------    

121 CC206_144/1-183             CTTTCTACGACAGCAGCAGCACCATCAGGTAAACAAAACAGGTTTCTAATGTTATGGAATGACAGTATTTAAAATTTATTTATTTATTTATTTAT--TTATTTATTTAATACAATCAATGTCATTAGGACA--GGGAAAAAAAAACAA-----------------------------------    

122 CC98_143/1-183              ---------------TCCCAGTCCAACAGATTTTGGTCTGTTTTTGAA----CTGAGAAGTCT---CCATCCATTCCAAATACCTGTTGCATGTGTACAC-GTTTTCCTCCTTTCCATTCCCAGTCTTCACTATGGATTTGTCCCTTG--CTACACGTCCTCTACTCT---------------    

123 CC116_146/1-183             ----------------CGGGCATGGCCTTGCTCAGCAAGG--GGAGGAAAAGCCTGAAGGGCACGAGAAGGGGATAGAGAAGGGCAGGCAGTAGGTGTGAAGCTGCGAGCAGAGTAGAGAGCAACTTGGCAGAGCAGCAAGCAGAGTAGGCAAGTGTTGAGGTT-------------------    

124 CC55_145/1-183              --------AGCTGTTTTTTTTTTTTTCCAGAGCTCTGCTAATTTACATTTTCCCTCCAAGAGCCATCTTGCAGGATAGAA----GTTGTGCGGT-GTTTCTTGCCTTGTTTCTGAG--GCTTGTGGTGACTGT---GGTATTTGTCCTGATAAAA-GATCTGCT-------------------    

125 CC94_146/1-183              TGTGAGATGTGAATCTTTATGTCTTCTTCATAG-GTTTTTCTATATCAGT----CAGAGTATCTTCAGTGTG----GCTGTTCCCTTA---AGTTGTATAAATACTTATATCTATGAAAAATGCCCATAGGGAATCAAGAAAAAAAATAAATATTCTC-------------------------    

126 CC196_145/1-183             -----------TTCCTCCAACTTTAAGAACCAGCTTTAAAG--GTTTTTCCAAAGGCTTGTCTA--CATAATCTAAATAAATAAAA--AAGTCAAAGATGCT---TATGAAAGTG-ACAGCATGCTATCATTAAAGCATATAA-ATTATGTTAGTTCTAGAAATGCT----------------    

127 CC211_143/1-183             ----------------CCGGAGAATTCCAACAGCTCCCACCTGGGTTCAGAGCAGGGGA-TGGGATCGGGGTTCTGGCCTCACAACCTGCAAAGAACATCACCAGGAC-TGCAGGT-GACCCCACAGCCCTGCATGGGATGCTCAAAGAGTTTGGTTTCCCA---------------------    

128 CC25_143/1-183              --------------CTCTGACCACCTCTCCTATAAGGAAAGG-------CTGACAGAATG-GGCCTTGAATAGCTTGCAAACAAGAAAGCTCTGATGAGACCTCACTGTGGCCTTCTGGTACTTGAAGGGAGCATATAAACAGGAGGGGGGAACGGCTGTTTTCA------------------    

129 CC12_145/1-183              ----------------AGCTTCTTCTCGTGCTCCCAAGGATTAACACTATT-ACACTGTG--TCCATTACATCTGTTCCAAGACATCCATGACCACAGTTTACCTGAGGTCTACTTAAGGCT-TATTATCATCCC---ATGGTTATGGTTGCAGCTGTGTTTCCATGG---------------    

130 CC20_146/1-183              ---------------ACCAACTTCTCCTGACCACCCACACCACGGCCAAGGTAGAGGGACTTACACTGTGGATACATCATACCTGCCTGAAGAGAGCA---CCAGGAC-CACAGTG-GACAGCACAAGCAGA---GAGGACCGCTGAAAATCAGGATCCGAAAGCACGG--------------    

131 CC46_146/1-183              ---------CCTCCTCTCCCATTGTCACAG-----CCCGCCATGCTGTGAGAATTGGAAG-CTGGCTGGGTGGATTTGTGACATCAAGGTCAA-AAACTTTTTATGACCAACCATAGAGC---TAGTTCAAATGCAAGTGAAACGTCATTCTTTGAAGTTATGCA------------------    

132 CC127_144/1-183             ----------------TCCTAACATCCAAAGTGACCCTCCCCTGATGCAGCTCCATGCCATTTCCCTGGGTCTATCTCTAACAGATTGAG-GATGCCAGCCTTGAAGGCTACCTTGGATTCCTCCACACCCTTCTGATACAGGCTGGGGCTCAGGCCAGCA----------------------    

133 CC06_145/1-183              -----------ACCAACGTCAAA-ACCCAAAGAGCCGAGCAGAGCGCTGCAAGTGAGCAGAGTGCT---ACAAGTGGTTGACCGACCTG--AGCAAAGTGTTTAGGTGAGGACTGCAGCTCACCAAAACATTCCCAAGCAGCTCTATGC--ACGAACAGAAGTA-------------------    

134 CC223_146/1-183             ---------------CGCCCTGAGGGCCGTGCCTGGGCACTGCT------CTGGGCTGGGAGTGTGGGTTTTAC--AGCCCACATTTAATTGTCCCTGCGGCCGCGAGTGGTTGGAGCGCTCCCGAGCATTAAGGTTAAATGATGATATCACAACTTACGATGTTTGCA--------------    

135 CC59_146/1-183              ----------------AAGTTGATCGTAAAAAG--GTGCATACCTAACACA---GGGAAACTCTAAACTTCA--GCAATCAGTCACAAGAAGAGAATTCCCTGCATGCTCTAAGGAAGAGTA-GTTCTGAACTGATTGTTCTCAGAACAAGAAAAGGAAGGTTGATGGCA-------------    

136 CC219_148_TRIMMED/1-183     --------GCTGACGGTGTTGCTCAGCCATTGGGCTGGTGTGTGAGCTGGAAGGGAGAAGGCCTGC---AGCTGTGCCTGGGTAAGCCAC-AGCCGTAGGTTTGTCAAACACGTGAGTCGTACCAGTGCAT-CCCTTGCAGCTGCA-GC--AAGAGGAGAAG---------------------    

137 CC235_147_TRIMMED/1-183     ------GTGGGATTTGCTGGGAACTCCTAGTTCCTTTTTATAGGGCCGCTATTCCTGGGGGATTTCTGTGAGGGGATTTCTGACCTTT----GCACAAGAAGCCATCAGGTCGCGGAGCGG--CACAGAAA--TTGAACAGAAAAGCTTAAGTGACTTGG-----------------------    

138 CC122_148_TRIMMED/1-183     ------------CCGGTCCTGTTCTGCCAAAGGGATGGAGAAAAAACAATCCTTAAGGTCAATGAC---ACAAGGGGCCATCCCCTGGGA-ACAGCTGCAAGTGATGGACCGCCTTGCTGAACGGGACCGAACTGGACGAGCTGTGCATTAACAGCCCGAAG---------------------    

139 CC229_146/1-183             ------------CTATATGCGAGCCCCCAGGTGTCTCCAGGAGTTCACTCTCTTTATTCTACAGGTCAG--AATGAGGAATGATGTTGCATTACGATCATGATA-----TTTGCATTGCTGATAAGTTTCTTGATTGAAAAGCTCTGTGTACTGCTTTTTCAGCA------------------    

140 CC89_143/1-183              ---------GCTTCAAATTACCTGAGAGACTTATCTCCTGAAGACAGACCTATTCGGAACAAATGGCAAAATCTCTCGGGGCTTCAAAAGCCGACATGCAAAGATGTCTGGCATTCAAATGTTAGCCACTACTGAGCATGCTGCATGAGGCT-------------------------------    

141 CC191_144/1-183             ------------TGATTGTACTCTCGCAGCATATCGAATTCCAGCCAGG--GCTGCTTCCAC---TTCTGTGCTTCCTTCATTTTTTTTCTCGGGTAGCTCAAATTTTATTCCTTTTATGT---TGTATTTCGGCTTCT---CCCACCGTTTTGACCATGGTTGAGG----------------    

142 CC54_147_TRIMMED/1-183      -----------------------TCTCAAGTTACCACAGGGCAATAATTCTTACA--TAATAACAACATGCCTGGATTCA---AGATTAAAAAGTGAGCTTTCATGTCAT-TCTGATTGTGTTAAATGGAAAGCCTACAAAGCACCCCACACATAGGTGAC--AGAGAGGTTATTCG------    

143 CC180_147_TRIMMED/1-183     ----------------GAAAGGTGGGAAGAGGAATTGGGA--AGAGAAAAAGTGGAAGAGAGAGGAGAGGAGAGGGGAGGAGAGGAGAGGAGAGGAGAGGAGAGGAGAGGAGAGGAGAGGAGGGGATGGGAGAGGAGAGGAGAGGAGAAAGGAGGGAAGAGGAA-------------------    

144 CC109_149_TRIMMED/1-183     ------------CAAAATAGGGGGAAAAAACTGTTTGT-GCTGTTTAGGATCCTTCTAATCCAGGGCAACAAATGCACTCTCCAGTCACCCTGCCATCTTGATGA-G--TTTCTGTGGGTGGTTGGTTGTTTTTTTTTGGACTTTTGACCTGGTATTGTTTG---------------------    

145 CC228_145/1-183             --------------AGCATTTGGTCTTATTGAATCTCATCCCATTGGCTTCAGCCCAGCTATCC---AGTCTACCCAGAT-CCCTCTGTAGGGCCTCGCTACCCTCAGGC----AGATAGACACTTCCAGTCAGCCT----GCTGTCAT-CTGCAAACTTACTGAGGGTGCA-----------    

146 CC71_145/1-183              -----------GAATACTCAAGTTTGGAAAAGCTC----AGATTGCACTAAAATGCCAAGATAAACATGAAAAAATAACA----TGCTTCCACTTGCCCCTCCAGCTGTTTCTTAGCTGCTTTGAGCCAGTGTCCAAGCAGCCATGTTGGTGAGATGACATGCA-------------------    

147 CC74_145/1-183              ------------TCCCTCCTTAACATCCTCATTCCCTAAGAATTTCAT----GCAACTTCTTGCAGTAACACTCCTCTCATTTTCTGTGTTAGCTGTTCCCAGATGGAC-ATATCTATTCCT-TATGAGGGAAAAC--CTGATCAAAGTTGGGCACATTTTTTGA------------------    

148 CC61_144/1-183              --------------AGCTTCATGGCCTAGTAAAACTT-TTAAACATGTTTGAG----ACTGTCA---AGGC-ACACAGAT-TTCTAGAAGAACATTTCACACACTCAAGGCTGAAGATAGAAGTTTTCATCTAGTCTT--AACTGCCTTTCTGCATCATTACTTTATTAA-------------    

149 CC237_145/1-183             ------------AGCTCATTCACAGCCCTATGCAAATATGGTGGCTTGTGGTATG----CATCTACTACACAGTGTAATGTTCTGCAGAAATACCTGAG-----CTATCCTTGAGTAGGAACAGT-TTTAGGATGAAAAACATGACAGCTGTGGCATTGCAATGCTG----------------    

150 CC221_145/1-183             -----------TGGTGGAGTTTTTGCCCAGAGCATTCGTGACTGTCAGAGTCACCTTGTACTTCACTGTTGAGAAGAGC-----TGGAGGTATCTGATATGACATCTGTTTTTGGG--GAAGATGTCCTTCTCACAGACCATCTCTCTCGTGCCATGTCTGGA--------------------    

151 CC91_144/1-183              --------------------TGGTTTAGAGGAGACTCCTTCTCCTCCCTGCACAA----GACATGGAAGCTGTATGGGGCAGCCAC--TGAAGCGAGGCTCCAGCAG-AAGC-AGACGAGCCCCAGACTCCAT-GTTACTAAGCCGACTCCATGAGCAGATCCAATTCAAGCT----------    

152 CC104_146/1-183             -------------------TGCATTGATGGACT-CCAAAGCCCCATTGAACTCCTTATTCTCAA--GAGGCTTGGTGGAGGA-----AGGTGTACCGCCTAGGGGAGATGAGGGAAATTCCTTGTAAAAGAACCTTGTAAGAAGGGGTAGATGTGCACATAGTTACAAAAGAA----------    

153 CC115_145/1-183             ------------TCAAATGAAGGAGAAAAAATGTCATTTT----CATACTCAGTAGTCACTAGTGTGAAAATGTAGGAAGGCTCTGAGG--TGACCCTTCTAAAGGACCATCTTTAAGATGATGGTT-CTGTTGTGGAATCAACATTAGTTTTGGTTTCAAGGT-------------------    

154 CC204_144/1-183             ---------------CTCAAGCAGAGCTTGGACCTCAGTGTGTGGT---CCTCCCCAGTG-AGGTCTGCTCATGTTCCTGGGCCGGGAAATACCATGCCAACTGGATCCC---ACTTGGCAGAGAA--GAAACAATGCCAAGCCAGAGAGCAGGGATGGAAGCGTAGA---------------    

155 CC169_146/1-183             --------TGCACAGACAGCAAACGACTCAGCGGTACGTGCTTGGAAGAAAACAGCTGTCCTGCTCAGGAGGTGTGTGGCTGAACAAAGAACTGATGGTCACTGTTTCCAACACACACTTCCCAGAAG-ATGACTAAGCTTTAACAAATTGTGCT----------------------------    

156 CC43_146/1-183              ---------TTCTCTATTCTTCCTGATCGTGTGATCTGATGAACCCAGCACCCTCTTTGTTCTCTTGC--TGGGACCCTTCCTTACTGAAGGCTTT--TTCTTCT-GC-GTTGCATT-TATTTTTGGAGCATAGTTATT----TCTTTTAGCTGAGGATAATTGCT-----------------    

157 CC67_145/1-183              ----------CAGTGGTCCTGGC-CGTAGAGCAACCATGGAGCAACCTAGCTC-AGGAACTTCTTCTGTTTCAAAGAC--ACAGCCTTCT-GGGGCTAGCCTTG--GCCCACACTGGGTCATCTCACATGCCTCTGAGGTGGCACGAGCCAAGGGACAGTGG---------------------    

158 CC111_142/1-183             ---------------------TCTCTTCTGTTGCCACCAG-CGAAAATAACTGGC--AGTTTCAGGCCTCGTGCTTTG-----TGATA-ACCTACAATATTGTTGGCAA--TATTCCTCATGGTGGTAGTGGGTGCACCGAGGGAGGAAATAGCAAATGAATCAGCACGGGCAT---------    

159 CC193_148_TRIMMED/1-183     ---------------CCTTCTCCCCAGAGCTCCTCTCCAGCAGGTCATGCCCCAGCCTGTACTGATACTTGTGGTTGTTCCTTCCCATGTGCAAGACTCCACGTTTGCTTTTGTTAAACCT---CACCTGGTTTCTTGCTGCCCAGCTCTCCA---GTCTGTCCAGG----------------    

160 CC105_146/1-183             -----------------TAGCTGTCACCCAGCCCTAGCAGGGAGGTGTC--------CAGCCCAGGACTAGCAAAAGGCAGAGAAACATTCAGCAGAAGTTGGAAGTA---TGAGA---TTTGGAGCTTCAG-CATCTTTTGATTCGAGGAGGAAAGAACAG-CTTACATGTGTCAGGT----    

161 CC117_145/1-183             ----CGTCGACGTGCAACTTAGCTGATGTAACTTATGGGAGGAGTAGG--CTCCTAAATGAGCTGCTCCTGTGTGCTCTGAAGATGGTTCATTTGAACCATTTTTACCTACTCTAAGGTGTT--TGGTCAGCCAAGTGCTGTCTGACTGAAGA------------------------------    

162 CC175_145/1-183             ---------------------------ACTCCAACAGCTTCACAGTAACAATTCTAATGAAAAAGC---TTCTTCAGAACATATTCAGTAAATGACAGACTGAGAATGGCT--TGGCTATGCAACCACTCAC-GAAGGCCAGGAACACTCACTGCAAAAATTTCCAGCAAGCTCTTTG-----    

163 CC157_142/1-183             ---------------CTTTCAGGCCACATGGCCCCAACACCAGATATTGCA--AGGCAGCTATGCAACACCC--CTAACCCTTCCCCAG-ACAGCCCTTCATCCATGCTTTTATCTCACCG---TAGCGCTTATTAAGGAAACAGGCTGTGAAAATGTGTTTCCA------------------    

164 CC210_146/1-183             ---------CCACCAACAAGAGCCTGACTCTGCCCTCACTGTACTTTCCT-TCAGTGATTCATTGACACGACTGGGATC---CCCTGAGCCTCCTTTTCTCCAGGCTGAACAGCCTCAGCTCTGTCAGCTTCTCCTCATAGCAGAGGCATTTCAGGCCC------------------------    

165 CC160_148_TRIMMED/1-183     ------------------GAGGAGAGGTGTAGAGCTGGGGAGAATTATCCCATCCTTGATGATGTGCACTTGCC--AGTGCACACCTGCATCACC--TGGGGCTCAGCAGGCTCC-----TCCATTTCTTCGTG-TGCTCCCTTTCTTCCCCCAGTTTAGAGTGGGATTACTTG---------    

166 CC37_144/1-183              ---------------------AGGCAAAAGCCCAGCTTGAGCT-CAACCTGGCTGCTGGGGTAAAAGGGAACAAGAAACTCTTTTACAAGTATAT--CTAGAGTAAGAGGAGGA-CCAGGGAGAATCTCCATTCTCTACTGGATGA--GGCTGGGAACGTGGCCACTGAGG------------    

167 CC57_143/1-183              ------------------------------CTGGTCACTTGCAGCCAACTCCTTTTCGTACCCACCTACAACTCTTACACCAG-TCCTATCTTATCCAGTTCAACAAGAACACTTC--CCATTTGGTGTGGTGTGGAGGTACTGTAGCATACGTAGAAAAAACCTCACGCTCACCT-------    

168 CC38_147_TRIMMED/1-183      ----------TCCAACACCCTCTGAACAAGCAGGATGGCATGCTGTGAACAGACCTGTTTATTAAGCACAAA--GGAGTTTCCAGGATTTGCTCTCAGACAGGTCAGGAGGTTTCCTCCAGAAGAGCCAGAAACATGCTGTTCTGGTGAGACTGTGCA-------------------------    

169 CC214_142/1-183             ---------------TGCCTTTAGCAGTCTCCTTCCAGCCTGCAGCCCTGCAGTGGGG-CACGGTG-GGCTCGG--GGCTGCAGACCCACAGGCAGGCACTCCCTAGTCTGCCAAATAATAGCCTGG---AAGAAGGGGGGAGTGAGGCTGCAGCTATTGCACG-------------------    

170 CC44_144/1-183              -----------CACAGCAGGATATCT-CCAGATACACACAATGCTCTC---TCTGGGTCCTCTTCCTGCGCCTCTCACAAGAGACTGGGCCACCGCTCCCACCGCCGCCACAGGGGTGTAGGTGGCAACAACTGTGCATCACACCGAGGAGTGTCACCT------------------------    

171 CC10_146/1-183              --------------CGATGCGCTCCATGAACGGCTCGCGGAGGAACAGCGGCTCCTCGT--TGGTCTCCAGCTCTTCGGCCTCCTCCAACCTCAGCCACCTGGAGGAGGACACCTGGATCCTCTGGGGCCGCATCGTCAACGAGTGGGACGAGTGGAGGAAG---------------------    

172 CC28_145/1-183              --------------------------TGTTTGACAAGCCTGAGCTGGCTC---CCAGATGTTTAAATTGTCCTCAGCCTGTG-ATAATTTATTTATCTGTTTATGTG-TGTTACCAGAAAAAGTATCTCTCAGACTCTTGACTCATTTGCAGGGGAATCCAGAGGGAACAGTAGCA-------    

173 CC146_144/1-183             -------------------TGTAAAATAATCTG-GTGGTATGC-----TGTGATGGAAAACCAG---ATGAAAGAAGATGGCT-----CACGTTCATTTAGGGGGGGATGGACTTACAGAAAC--TGGACTTGGGGGGCATGTATGATGGTTTTTTGATAGGCACCGAGTGCTGAAGGT----    

174 CC49_147_TRIMMED/1-183      --------------GCGCCAGCTTCTG-CTCCTGGAGGCGCTTCTGCCTCTGCCGGTC-CATGTTGCGGCTCAGCAGGTTGGTGACGGTCATGCGGGGCCCGGCCAGCTCG--AAGTGGTAGCCCAGCTTGAGCAGCGTGGTGTTCTCCTTCAGCAGCTTGGCG-------------------    
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175 CC126_146/1-183             --------------------------TTTTCCCACTAAATCAAAGTGACA-TTCCCCTAAGGATGA---AATTATACAACCTA------AATTACTTGAATCATGATGGCTCCTAGTTTCACCACTGCTTGC-CAAATTTTGTACAAATGCAGTCATTTAACTTCCTCAGCCTTTCTTAAGGA    

176 CC158_144/1-183             ------------TGCCCAGTTGGTCTCTAAAAACCGTGGGTACGTAG-GCA---GGCAGCTTCTCTACCC--------TCAGCTTTGCGCCTGGCACTCCCCAAAACCTGCCAAGCTCCGC---TTTCTCTCAGAGTTATCTCAGAG-AGCTTTAGAATGGCTGAGGTCTCA-----------    

177 CC60_145/1-183              --TCCCCACCCCACGATGCTAGCCCC-CCATGTGCAGGCAGTGCCATGCGGTGTGGGCATTATTCCTGCCGACACCACA--------------CTCTCCAACTGAGAGAACTGGAGAACCCATCCCTACTGACCCATCCCGTGCAAAGCGCGGCCCCATCAG---------------------    

    consensus/100%              .......................................................................................................................................................................................    

    consensus/90%                        ....................................................................................................................................................................              

    consensus/80%                          ..............................................................................................................................................................                  

    consensus/70%                            ...........................................................................................................................................r..............                    
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LEVITSKY NUCLEOSOME DATASET
Identities computed with respect to: (1) NM0014/1-331

Colored by: consensus/65.0% and property

                     1 [        .         .         .         .         :         .         .         .         .         1         .         .         .         .         :         .         .         .         .         2         .         .         . 

  1 NM0014/1-331       --------------------------------------------------------------------------------------------TGAAGGACCTGGAA-TATGGCGA--GAGAACTGAAAATCACCGAAAATG--AGA-AATACACACTTTAGGACG-----TGAAATATGGCG---AGGAAAACTGAAAAAGATGGAAAATTTAGAAATATCCACTGTAGGA

  2 NM0006/1-331       ----------------------------------------------------------------------------------------------AGGGACATGGAA-TATGGAGA--GAAAACTGAAAATCACGGAAAATG--AAA-AATACACACTTTAGGACG-----TGAAATATAGCG---AGGAAAACTGAAAAAGGTGGAATATTTAGAAATGTCCACTGTAGGA

  3 NM0004/1-331       --------------------------------------------------------------------------------------------TGAAGGACCTGGAA-TATGGCGACGGAAAACTGAAAATCACGGAAAATG--AGA-AATACACACTTTACGACG-----TGAAATATGGCG---AGGAAAACTGATAAAGGTGGAATATTTAGAAACGTCCACTGT----

  4 NM0034/1-331       ----------------------------------------------------------------------------------------------TAGGACCTGGAG-TATGGCGA--GAAAACTGAAAATCACAGAAAATG--AGA-AATACACACTTTAGGATG-----TGAAATATGGCG---AGGAAAACTGAAAAAGGTGGAAAATTCAGAAATGTCCACTGTAGG-

  5 NM0016/1-331       ----------------------------------------------------------------------------------------------GAGGACCTGGAA-TATGGTGA--GAAGACTGAAAATCACGGAAAATG--AGA-AATACACACTTTTGGACG-----TGAAATATGGCG---AGGAAAACTGAAAAAGGTGGAAAATTTAGAAATGTCCACTGTAGGA

  6 NM0033/1-331       ---------------------------------------------------------------------------------------------AGAGGACCTGGAA-TATGGCGA--GAAAACTGAAAATCACGGAAAATG--AGA-AATACACACTTTAGGACA-----TGAAATATGGCG---AGGAAAACTGAAAAAGGTGGAAAATTGAGAAATG-CCACTGTAGGA

  7 NM0010/1-331       ------------------------------------------------------------------------------------------------TGACCTGGAA-TATGGCGA--GAAACCTGAAAATCACGCAAAATG--AGA-AATACACACTTTAGGACA-----TGAAATATGGTG---AGGAAAATTGAAAAAGGTGGAATATTAAGAAATGTCCACTGTAGGA

  8 NM0019/1-331       -----------------------------------------------------------------------------------------------AGGACCTGGAA-CATGGCGA--GAAAACTGAAGATCACGGAAAATG--AGA-AATACACACTTTAGGGCG-----TGAAATATGACG---AGGAAAACTGAAAAAGGTGGAGAATTTAGAAATGTCCACTGTAGGA

  9 NM0038/1-331       -----------------------------------------------------------------------------------------------AGGACCTGGAA-TATGGCGA--GAAAACTGAAAATCACGGAAAATG--AGA-AACACGCGCTTAAGGACA-----TGAAATATGGCG---AGAAAAACTGAAAAAGGTGGAATATATAGAAATGTCCACTGTA---

 10 NM0054/1-331       -------------------------------------------------------------------------------------------------GACCTGGAA-AATGGCGA--GAAAACTGAAAATCACGGAAAATG--TGA-AATACACACTTTAGGACA-----TGAAATATGGCG---AGGAAAATTGAAAAAGTTGGATAATTTAGAAATGTCCACTGTAGGA

 11 NM0009/1-331       ----------------------------------------------------------------------------------------------------CCGGAA-TATGGCGA--GAAAACTGAAAATCACGTAAAATG--AGA-AATACACACTTTAGGACG-----TGAGATATCGCG---AGGAAACCTGAAAAAGGTGGAAAATTTAGAAATG-TCACAGTAGGA

 12 NM0042/1-331       ----------------------------------------------------------------------------------------------AAGGACCTGGAA-TATGACGA--GAAAACTGAAAATCACGGAAAATG--AGA-GATACACACTTTAGGACG-----TGAAATATGGCG---AAGAAAACTGAAAAGGTCGGAAAATTTAGAAATGTCCACCGTAGAC

 13 NM0049/1-331       -----------------------------------------------------------------------------------------------AGGACCTGGAA-CATGGTGA--GAAAACTGAAAATCACAGAAAATG--AGA-AATAGACACTTTAGGACG-----TGAAATATGACG---AGGAAAACAGAAAAAGTTGGAAAATTTAGAAATGTCTAACGTAGGA

 14 NM0041/1-331       ------------------------------------------------------------------------------------ATGCACACTGTAGGACCTGGAA-TATGGCGA--GAAAACTGAAAATTAAGGAAAATG--AGA-AATATACACTTTAGGACG-----TGAAATATGGCG---AGGAGGACTGAAAGAGGTGGAAAATTTAGATACGTCCAC-------

 15 NM0022/1-331       ------------------------------------------------------------------------------------------------------GGAA-TATGGCGA--GAAAACAGAAAATCACGGGAAATG--AGA-AATACACACTTTAGGACG-----TGAAATATAGCG---AGGGGAACTGAAAAAGGTGGAAAATTTAGAAATGTCCGCTGTAGGA

 16 NM0015/1-331       --------------------------------------------------------------------------------------------------------AA-TGTGGCGA--GAAAAGTGAAAATCACGGAAAATG--AGA-AATAAACACTTTAGGAAG-----TGAAATATGGCG---AGGAAAACTGAAAAGGATGGAAAATTTAGAAATGTCCACTGTAGGA

 17 NM0017/1-331       ----------------------------------------------------------------------------------------------------------------AGA--GAAAACCGAAAATCACGGAAAATG--AGA-AATACGCACTTTAGGACG-----TGAAATATGGCG---AGGAAAACTGAAAAAGGTGGAAAATTTAGGGATGTCCACTGTAGGA

 18 NM0013/1-331       ----------------------------------------------------------------------------------------------TAGGACGTGGAA-TATGGCAA--GAAAACTGAAAATCATGGAAAATG--AGA-AACATCCACTTGATGACT-----TGAAAAATGACG----AAATCACTAAAAAACGTGAAAAAT-GAGAAATGCACACTGAAGGA

 19 NM0039/1-331       ------------------------------------------------------------------------------------------------------------ATGGCGA--GAAAACTGAAAATCACGGAAAATG--AAA-AATACACACTTCAGGACG-----TGAAATATGGCG---AGGAAAACTGAAAAAGGTGGAAAATTTAGAAATGTCCACTGTAGGA

 20 NM0070/1-331       -----------------------------------------------------------------------------------------------AGGACGTGGAA-TACGGCAA--GAAAACTGAAAATCATGGAAAATG--AGA-AACATCCACTTGACGACT-----TGAAAAATGACG----AAATCACTAAAAAACGTGAAAAAT-GAGAGATACACACTGAAGGC

 21 NM0046/1-331       ------------------------------------------------------------------------------------------------------------------A--GAGAACTGAAAATCACCGAAAATG--AGA-AATACACGCTTTAGGACG-----TGAAATATGGCG---AGGAAAACTGAAAAAG-TGGAAAATTTAGAAATGTCCACTGTAGGA

 22 NM0012/1-331       ----------------------------------------------------------------------------------------------TAGGACGTGGAA-TATGGCAA--GAAAACTGAAAATCATGGAAAATG--ATA-AGCATCCACTTGACGACT-----TGAAAAATGACG----AAATCACTAAAAAACGTGAAAAAT-GAGAAATGCACACTGGAGGA

 23 NM0053/1-331       ------------------------------------------------------------------------------------------------------------ATGGCGA--GAAAACTGCAAATCACGGAGAATG--AGA-AATACACACTTTAGGACG-----TGAAGTATGGCG---AGGAAAACTGAAAAAGGTGGAAAATTTAGAAATGTCCGCTGTAGGA

 24 NM0069/1-331       ----------------------------------------------------------------------------------------------TAGGACGTGGAA-TATGGCAA--GAAATCTGAAAATCATGGAAAATG--AGA-AGCATCCACTTGATGACT-----TGAAAA-TGACG----AAATCACTAAAAAACGTGAAAAAT-GAGAAATGCACACCGTAGAC

 25 NM0037/1-331       -----------------------------------------------------------------------------------------------AGGACGTGGGAGTATGGCAA--GAAAACTGAAAGTCATGGAAAGTG--AGA-AACATCCACTTGATGACT-----TGAAAAATGACG----AAATCACTGAAAGACGTGAAAAAT-GAGA-ATGCACACTGTAGGA

 26 NM0011/1-331       ------------------------------------------------------------------------------------------------------------ATGGCGA--GAAAACTGAAGTTCACGGAAAATGG-AGA-AATACACACTTTAGGATGCAG--TGAAATATTGAGCGAAGGAAAACTGAAAAAGGTGGAAAATTTAGAAATGTCCACTGTAGGA

 27 NM0031/1-331       ------------------------------------------------------------------------------------------------------------------A--GAACACTGAAAATCACGGAAAATG--AGA-AATACACACTTTAGGACG-----TGAAATATGGCG---AGGAAAACTAAAAAAGGTGGAAAATTTAGAAATGTCCACTGTAGGA

 28 NM0024/1-331       ---------------------------------------------------------------------------------------------TGACGACTTGAAA-AATGACGA--GATCACTAAAAAATGTGAAAAATG--AGA-AATGCACACTGAAGGAGC-----TGGAATATGGTG----GGAAAACTGGAAATTACGGAAAAT-GAGAAATACACACTTTAGGA

 29 NM0002/1-331       -----------------------------------------------------------------------------------------------AGAACGTGGAA-TAAGGCAA--GGAAACGGAAAATCATGGAAAATG--AGG-AACATCCAATTGACGACT-----GGAAAAATGACG----AAATCACTAAAAAACGTGAAAAAT-GAGAAATGGACACTGAAGGA

 30 NM0005/1-331       -----------------------------------------------------------------------------------------------AGGACGTGAAA--TTGGCGA--GGAAACTGGAAAG-GTGGAATATTT-AGA-GATGTGCACTGTAGGACG-----TGGAATATGGCA-----AGAAAGTGAAAAGCATGGAAAAT-GAGAAACATCCACTTGACGA

 31 NM0048/1-331       ------------------------------------------------------------------------------------------------------------------A--GAAAACTGAAAATCACGGAAAATT--AGA-AATACACACTTTAGGACG-----TGAAATATGGCG---AGGAAAATGGAAAAAGGTGGAAAATTTAGCAGTGTCCACTGTAGGA

 32 NM0021/1-331       ------------------------------------------------------------------------------------------------------------------A--GAAAACTGAAAATCACGGAAAATG--AGG-AATACACACTTTAGGACG-----TGAAATATGGCG---AGGAAAACTGAGAAAGTGGGAAAATTTAGAAATGTCCACTGTAGGA

 33 NM0072/1-331       -----------------------------------------------------------------------------------------------AGGACGTGCAA-TAAGGCAA--GAAAACTGAAAATCATGGAAAATG--AGA-AACATCCACTTGACGACT-----TGAAAAATGACA----AAATCACTAAAATACGTGAAAAAT-GAGAAATGCACCCTGAAGGA

 34 NM0050/1-331       -----------------------------------------------------------------------------------------------AGGACGTGCAA-TAAGGCAA--GAAAACTGAAAATCATGGAAAATG--AGA-AACATCCACTTGACGACT-----TGAAAAATGACA----AAATCACTAAAATACGTGAAAAAT-GAGAGATGCACCCTGAAGGA

 35 NM0086/1-331       ------------------------------------------------------------------------------------------------------------ATGGCAA--GAAAACTGAAAATCATGGAAAATG--AGA-AACATCCACTCGACGACT-----TGAAAGATGACG----AAATCACTAGAAAACGTGAAAAAT-GAGAAATGCTCACTGAAGGA

 36 NM0023/1-331       --------------------------------------------------------------------ACGTGAAAAATGAGAAATGCACACTGAAGGACCTGAAA-TATGGCGA--GAAAACTGAAAATCACGGAAAATG--AGA-AATACACACTTTAGGACG-----TGAAATATGGCG---AGGAAAACTGACAAAGGCGG--------------------------

 37 NM0003/1-331       ------------------------------------------------------------------------------------------------------------ATGGCTA--GAAAACTGAAAATCATGGAAAAAG--AGA-AACATCCACTTGACGACT-----TGAAAAATGTCG----AAATCACTAAAAAACGTGAAAAAT-GAGAAATGCACACTGAGGGA

 38 NM0080/1-331       -----------------------------------------------------------------------TGGAAAATTAGAAACATCCACTTGATGACTTGAAT-AATGACGA--AATCACTAAAAAACGTGAAAGATG--AGA-AATGCACACTGAAGGACC-----TGGAATATGGCG----AGAAAACTGAAAATCACGGA-------------------------

 39 NM0047/1-331       -----------------------------------------------------------------------------------------ATTTGTAGAACAGTGTATATCAATGAGTTACAATGAAAAAACATGGAGAATGATAAA--TACCACACTGTAGAACATA---TTAG----ATGAGT--GAGTTACGCTGAAAAACACATACGTTGGAAACCGGCATTG-----

 40 NM0043/1-331       -------------------------------------------------------------------------------------------ATGTAGGACAGTGTATATCAACGAGTTACAATGAGAAA-CATGGAAAATGATAAA--AACCACACTGTAGAACAGA---TTAG----ATGAGT--GAGTTACACTGAGAAACACATTCGTTGGAAACGGC----------

 41 NM0008/1-331       -----------------------------------------------------------------------------------------ATTTGTAGAACAGTGTATATCAATGAGCTACAATGAAAAT-CATGGAAAATGATAAA--AACCACACTGTAGAACATA---TTAG----ATGAGT--GAGTTACACTGAAAAACACATCCGTTGGAAACCGGCAT-------

 42 NM0020/1-331       -----------------------------------------------------------------------------------AACAGGATTTGTAGAACAGTGTATATCAATGAGTTACAATGAGAAA-CGTGGAAAATGATAGA--AACCACACTGTAGAACATA---TTAT----CTGAGT--GAGTTACACAGAAAAACACATTCGTTGGAAACGGG----------

 43 NM0079/1-331       --------------------------------------------------------------------------TTACACAGGAAACAGCTCGGGATCCGCCCGGGCTAGAGCGG------CCGCCACCGCGTGGAGCTCCAGCTT-TTGTTCCCTTTAGTGAGGGTTAATTGCGCGCT-TGCGTAATCATGGTCATAGCTGTTTCCTATGTGAAATTGTTATCCGC----

 44 NM0078/1-331       ---------------------------------------------------------------------------------------AAGACAAAATATGCACGATGTCACATGCAGGACCGCCGATTGTATTGATACCATTACGTTATGCGTGGACGTCGGCTGT---AGTCCTAAGCGCACCCCG--ACCGAGTTCTGT-GTACGAAAC--CTACCAGCTCCTTCGACG

 45 NM0030/1-331       ---------------------------------------------------------------------------------------CAAACGACCAATACGCCCGTTATCTTAAG--ACTTATCGAGTCATTC----GCTGGTTA-AACTATCACATGCA-ACC---AATGTTTTGTTGGCGTGGTCTCAATGCCCTCTCAACCAATATAATGGGCTCCGACCCACTGTT
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 46 NM0084/1-331       ------------------------------------------------------------------------------------------GCTCGCACACCCGACATAGGGCATCGTAACGCCTGTAATAGCTGACACCCG--CTA-CGTA-CGCTATTCGCGC---CGCTGCCCTGATTACCACTGCTCCCACGCCTCTCGGT------AGGCCTACGCCTTTGCTTGTC

 47 NM0051/1-331       ---------------------------------------------------------------------------------------------CGACGACTACAGCCGCTATTCAGGTTACACCCAAACCCGAGTCATTCGTGCCTGCTACCAGCTC-CATTGC-TACACGCGGCTAA-----CCCCTGATGACGGAGT--ATTTGCTGCGCAGCTCCCAT-TGCCCCACC

 48 NM0087/1-331       -----------------------------------------------------------------------------AGGGAGGGTTCTGACCTCAGAACTCAGGAGG--TGGATCAGAGCCCCAGACTGCTAGACACATGCCCTGAAAGAGGAAAGCTTGCCTGCAG-AGAGTGCTCTGACCA-------CTGGAACTCAGGAAAGAGC---TAGT--------------

 49 NM0028/1-331       --------------------------------------------------------------------------------------------------------TTGGTCAC-TGTGTTAAGTAGGGTGTGGTGGCATTCACCTGTAGTCCTAACATTCGTGAGGTAGAGGTAGGAGGGTC---AGAAATTCAAAGTTATCTTCAGCTGCTCTATAGTTCAAGGCCGGGGC

 50 NM0083/1-331       --------------------------------------------------------------------------GAGGACAAGAGCACCTAACTACACT---AAAGCCGGACCGTTGGCGCTCACCCTGTGGTG--ATCAATCTCCCACCACGCTTTCCACCTGACAGCG---CAGAGTATCCCAGTCAATATAGTTCCGCATCAAGACAGAAACGTCAATGACCC-----

 51 NM0085/1-331       -------------------------------------------------------------------------------AGCAGCAGCAGCAACAGTAGTAGAAGCAGCAGCACTAACGACAGC-ACAGCAGTAGCAGTAATAGAAGC-AGCAGCAGCAGCAGTAGCAGTAGCAGCAGCAGCAGCAGCAATTTCAACAAC-AGCAGCAGCAGCT-----------------

 52 NM0064/1-331       -------------------------------------------------------------------------ACTCAAAGAACAAAGATCCTGCTAACCACGG-CATTAGGGAACGG-GCGGTACCGATGCCGTTCTGGT--CGACAGCGCATAGCCC-CGGTCCAACTCCGTGCGGCCTAGAACGTTACGTACCCTAGATGC-AGCGGAACTCTTGCGTGTCG------

 53 NM0027/1-331       -------------------------------------------------------------------TACACACACTAACACACACACATGCACACATACACACAGACACATGCACATATACACACACATACACACGCATACACACACATACACACACATATACACACACATGCA-CACTTACACACACATGCACACACAC------------------------------

 54 NM0056/1-331       ----------------------------------------------------------------------------CTTCCTCATGCATGAGCTTGCATGAGCTTGCATATGCTCACATACCACACATGTGAGTCTACACACAATG-AGC------ACACACACACACACACACATCACTAACCGTCTCGGTCTGGCCATCATAGTCTGGC--------------------

 55 NM0067/1-331       ------------------------------------------------------------CAC-TGTGACAACAATGTGGAACATTGTGACATCACAGTGGCGAACAGCGACAAAACAGTAAAGGAGTCTGACAGCACAGTGGAAAACAGTGACAGAACTGTG-GAGCACTGTGATTGCACCATGGAGCA-TGTTACACCAC-----------------------------

 56 NM0026/1-331       -----------------------------------------------------------------TACACACACACCACATCATGCATACACACACATCAATGCA-ATGCATACACACATACATACACATACTAACACATACACTCACACACACGCAGAAAT---TATGCATGCATCATCGACATTGGCACGCA-------------------------------------

 57 NM0073/1-331       ------------------------------------------------------------CAC-TGTGACAACAATGTGGAACATTGTGACATCACAGTGGCGAACAGTGACGGAACAGTAAAGGAGTCTGACAGTACAGTGGAAAACAGTGACGGAACTGTG-GAGCACTGTGATTACACCATGGGACA-TGTTGCACCAC-----------------------------

 58 NM0061/1-331       -------------------------------------------------------------------------------------------TGTGAACAACCAATCAACGGTGGCAGTGCAGCATGG----TCTA-TCAGGTTGTA-CAGGCCAGAGCGAGACTAAAAT--CAATTCC------ACACAAACCCTCTTACCAA----CGTTAGGACCATGATCT--CTCGC

 59 NM0040/1-331       ------------------------------------------------------------------------------------------CAACGCTCACCTGGTCCGGACCCTCG--ACGCCTCTATCCACTTCCACCTAGCCAA-TGGA-CGCTCGACGAGCTTACAGCTCCGCGCGCACTCCTAATCTGTAACCTTAAACT------GCGCATTGGCCCCGATTCCAT

 60 NM0029/1-331       --------------------------------------------------------------------------------------------CCCTAAGCTGTCAGGAGCTTCTGATACCACCGGCCTTAGTGCCAGCTGTGCCAT-CGC--CGGTGCTTC--GACGCTGCTTGTCCGCGGCATAACTTACTATCATG--CAGCACACCGTTAATCGCTTTCCTTTTGCTT

 61 NM0032/1-331       --------------------------------------------------------------------------------------------CCCTAAGCTGTCAGGAGCTTCTGATACCACCGGCCTTAGTGCCAGCTGTGCCAT-CGC--CGGTGCTTC--GACGCTGCTTGTCCGCGGCATAACTTACTATCATG--CAGCACACCGTTAATCGCTTTCCTTTTGCTT

 62 NM0071/1-331       ------------------------------------------------------------CAC-TGTGACAACAAAGTGGAACATTGTGACATCACAGTGGCGAATAGCGACAAAACAGTAACGGAGTCTGACAGCACGGTGGAAAACAGTGACAGAACTGTG-GAGCACCGTGGTTGCACCATGGAGCA-TGTTACGCCAC-----------------------------

 63 NM0058/1-331       ------------------------------------------------------------CAC-TGTGACAACAATGTGGAACATTGTGACATCACAGTGGCGAACAGTGACAAAGCAGCAAAGGAGTCTGACAGCACAGTGGAAAACAGTGACAGCAGACTGTGAGCACAGTGATTGCACCATGGAGCA-TACTACACCAC-----------------------------

 64 NM0035/1-331       ----------------------------------------------------------AGCAC-TGTGACAACACAGTGGAGCAGCTTAACACCACAGTGTAGCACTATGACATCAGAGTTGAGCACTGTGTCACCACTCAGAGAAC-TATGACACTACAGTA-GAGCACTGTAACATCACAGTCGAGCACTGTAACACCACATATGCGCAT-------------------

 65 NM0074/1-331       ------------------------------------------------------------CAA-TGTGACATCACA-TGTAGCATGGTGAAATCCCAGTGGAATACTGTGACACCACATTGGAGCACAGTGACGCCACAGTGGAGCA-TGTGGCACCACAGTG-GAGCACTGTGAAACCACAGTGGAGCACTGGG------------------------------------

 66 NM0065/1-331       ------------------------------------------------------------CAA-TGTGACATTACA-TGTAGCATGGTGAAATCCCAGTGGAATACTGTGACACCACATTGGAGCACAATGACACCACTGTGGAGCA-TGTGACACCACAGTG-GAGCACTGTGAAACCTCAGTGGAGCACTGGT------------------------------------

 67 NM0075/1-331       ---------------------------------------------------------------CCAGATAGCATTCCGGCTC-CCTAACGACTGTGACGCTGGTCTGTGCAGCAACG-----CCAATGACTTCACACCAATTGCTT-TCCTGCTCTACCCA-GATGTACAGATGTG-GTCTTCAAAAGTAACCTTGTTCGTGCGCAATACTGCCCG---------------

 68 NM0066/1-331       ---------------------------------------------------------------GCAGTGCTCACAT-ACAGCGCACACATACAGTGCTCCATATA-GTGCACACATACA-GTGCACACATACG-GTGCTCACGTACA-GTGCTCACATACAG-TGTACACATACAGTACACACATACAC-TGCACA-----------------------------------

 69 NM0059/1-331       ---------------------------------------------------------GAGCACCTGTGACACCACAAGGGGGCCTTGTGACTGCACAGAGGGGCACTGTGTCACAACAGTGGAATGCTGTGACAGTACAGTGGAGCAGTGTGACAAAACAGTG-GAGTACTGTGACACAATAGTAGGGCAATATGAC----------------------------------

 70 NS0002/1-331       -----------------------------------------------------------------------------------------------------------------------AAACTGAAAATCACGGAAAATG--AGA-AATACACACTTTAGGACG-----TGAAATATGGCG---AGGAAAACTGAAAAAGGTGGAAAATTTAGAAATGTCCACTGTAGGA

 71 NM0060/1-331       --------------------------------------------------------ATGCGCAGACGCACACACATGAGCATGCGCAGACGCACATACATGAGCGTACGCAGACGCACACACATGAGCATGCGCGCGCG-------ACACACACACACACACACACACACACACG--AGTGGCAAGGCGGGGG--------------------------------------

 72 NM0068/1-331       --------------------------------------------------------ATGCGCAGACGCACACACATGAGCATGCGCAGGCGCACATACATGAGCATACGCAGACGCACACACATGAGCATGCGCGCGCACACACACACACACACACACACACACACACACACACG--AGTGGCAAGGCGGGG---------------------------------------

 73 NM0063/1-331       --------------------------------------------------------ATGCGCTGACGCACACACATGAGCACGCGCAGACGCACATACATGAGCGTACGCAGACACACACACATGAGCATGCGCGCGCG-----------ACA-ACACACACGCTCACACACACG--AGTGGCAAGGCGGGG---------------------------------------

 74 NM0036/1-331       ------------------------------------------------------AGGTCTATAAGCGTCTATAAGCGTCTATG--AAC-GTCTATAAAC-GTCTATAAACGCCTATAAACGCCTATAAACGCCTATACAAGCCTA----TAAACGCCTATACACGTCTATG-CACGACTATACACGTCT------------------------------------------

 75 NM0044/1-331       ------------------------------------------------------AGGTCTATAAGCGTCTATAAACGTCTATA--AAC-GTTTATAAAC-GTCTATAAACGCCTATAAACACCTATAAACGCCTATACAAGCCTA----TAAACGCCTATACACGTCTATA-CACGCCTATACGCGTCT------------------------------------------

 76 NM0018/1-331       ------------------------------------------------------AGGTCTCTAAGCGTCTAAAAACGCCTATA--AAC-GTTTATAAAC-GTCTATAAACGCCTACAAACGCCTATAAACGCCTATACAAGCCTA----TAAACGCCTGTACACGTCTACA-CACGTCTATACACGTCT------------------------------------------

 77 NM0062/1-331       -----------------------------------------------------------GAGAGTAACATAGGCACAGGTGTGGAGAGTAACACAGGCACAGGT--GTGG-AGAGT----ACACACAGGCACAGGCGTGGA-GAGTACACACAGGCACAGG-TGTGGAGAGCACAC-ACAGGCACAGGTGTGGAGAG----------------------------------

 78 NM0045/1-331       ------------------------------------------------------AGGTCTATAAGCGTCTATAAACGTCTATA--AAC-GTCTATAAGC-GTCTATAAACGCCTATAAGCGCCTATAAACGCCTATACGAGCCTA----TAAACGCCTATACACGGCTATA-CACGTCTATACACG---------------------------------------------

 79 NM0082/1-331       -----------------------------------------------------------GAGAGTAACACAGGCACAGGTGTGGAGAGTAACACAGGCACAGGT--GTGGGAGAGTG---ACACACAGGCACAGGTGAGGA-GAGTACACACAGGCACAGG-TGTGGAGAGCACAC-ACAGGTGCGGAGAG----------------------------------------

 80 NM0077/1-331       -----------------------------------------------------------GGGCTGTAGAATCTGATGGAGGTGTAGGATGGATGGACAGTATGACAAAAG-----GG--TACTAGCCTGGGACAGCAGGATTGGTG-GAAAGGTTACAGGC-AGGCCCAGCAGGCTCGGACGCTGTATAGAG---------------------------------------

 81 NR0013/1-331       --------------------------------------------GGAATCCCAACAATTACATCAAAA---TCCACATTCTCTTCAAAATCAATTGTCCTGTACTTCCTTGTTC-ATGTGTGTTCAAAAACGTTATATTTATAGGA-TAATTATACTCTATTTCTCAACAAGTAATTGGTTGTTTGGCCGAGCGGTCTAAGGCGCCTGATTCAAGAAATATCTTGACCGCA

 82 NM0081/1-331       ----------------------------------------------------------TAGACCAGGTGAGCAGGAGGCGGACAGCAGGGAA------CAG--TCTGGAGGGCAGGAAAGAGCTCTGAGGAG------CCATAGCGGGTAAAGCTG-----------AGGATGGGTTT--AAGC---AAAAGCCAGA--CCAAGGACAGGAGGATGTGCACACTGC-----

 83 NP0017/1-331       ---------------------------------TTCTAGAATCAAACGTACCACAAACAGATTCAGGAATACTCGGAATTCAGTATAAACTAAAGCAACTTTTTAAAATTAG-TAGGGAGAACCAGGTGTGGTGGTACACACCTTTAATTCCAGCACATGGGAGGCAGGGGCAGGCAGATCTTTGTGAGTTCAAGGGCAGCCTGGTCTACATGGCAAGTTCCAGGCTAGCC

 84 NG0041/1-331       --------------------------------------------------------TCTTACTACAATTTTTTTGTCTAAAGAGTAATACTAGAGATAAACATAAAAAATGTAGAGGTCGAGTTTAGATGCAAGTTCAAGGAGCGA-AAGGTGG--ATG-GGTAGGTTATATAGGGATATAGCACAGAGATATA--TAGCAAAGAGATACTTTTGAGCAATGTTTGTGGAA

 85 NP0020/1-331       -------------------------------------------------------ATCTGAAAGTTTCCCCATGTCCAACAAGACTAGAACAAACAAGTCCTGCGTAGTCGCCTGTCGGTTTCTGGGTGTGGTGGTATAGCCCTGTAATCCCAGCATTTGGGAAGCTGAGGTGGGAGGATC---GGGAGTTCAAGGTCAGCTTGGGCTACTTAGAAAGACCTTGTCTCAAA

 86 NR0023/1-331       ---------------------------------------------------GTCTTTCTTAGAAAACGTTGTTAGAGACGCTGTCACTTACACTGAACACGCTAGAAGAAAAACCGTCACTGCTATGGA-CGTTGTCTACGCCCTC-AAGAGACAAGGCAGAACTCTCTATGGTTTCGGTGGTTGAACAAAATATTTATCTTAAAAAATTAAAAAGTAAAAAGCTGCATGC

 87 NG0018/1-331       -----------------------------------------------GGTTCCAGCTGACACCGAA-ATGGAAGAGGTAGATTAGGTAGAACATCATGGCCTTGAATAGGTTATAAACAAAACATAATATAACGTATAGGTA--TT-CGAAT----GAATAAATAAGTATGTAAATAGGGCATCTGCATGGAAATA-ACTGGGTAAAACATTACAATGTATTTTTTTAGAG

 88 NP0010/1-331       ------------------------------------------------------TGGTCCCTGTTTTCGAAGAGATCGCACATGCCAAATTATCAAATTGGTCACCTTACTTGGCAAGGCATATACCCA-TTTGGGATAAGGGTAA-ACATCTTTGAATTGTCGAAATGAAACGTATATAAGCGCTGATGTTTTGCTAAGTCGAGGTTAGTATGGCTTCAT-CTCTCATGA

 89 NP0005/1-331       --------------------------------------------------TATTACCTTCTGCTCTCTCTGATTTGGAAAAAGCTGAAAAAAAAGGTTTAAACCAGTTCCCTGAAATTATTCCCCTACTTGACTAATAAGTATATA-AAGACGGTAGGTATTGATTGTAATTCTGTAAATCTATTTCTTAAACTTCTTAAATTCTACTTTTATAG---TTAGTCTTTTTTT

 90 NR0009/1-331       ----------------------------AGATATTAACTACCCATTTGGATTTAATATCCGATCCAAGACTCTATACCTGATGGTTGGAAGTTCTAAAACAATTTATTTTGTTGGGG-AAGACAAAGAGTCGAATAAAACGCTAAT-TAATTTTATTGTACATCTTGGCTTCAGTGCCATTATT--AATTTTCAAGCTTTAAAGTTTTAGTTCAAGTCTGGAATCGTAGCA

 91 NR0004/1-331       -----------------------------------------TTATACATTTAAATGCTAGAAAATTTA--AGTAAAACATTTATAAATAAAAGTAAAATAGTTTTAGGAATATGAGTAAATAGTTTTTTTTAT-GTAAAAAACATT-TTATCA--ATTTCATTTATTCATTTTAGTTAAATTTTTCATTCACAAAAAACTTTTTTTTGGTAAAATAAAGACTTTATAAAGA

 92 NR0018/1-331       -------------------------------------------------------GCTTTAAAGCAGCATTCAGAAATAATTTTCGATCGTTAAAAATACAG-ATACTTTCTTAAATAACATAATATTAATATAATAAATAATATT-TTCTTA--AATTATTAATGTGTTTGCTTGTTATTAATGTGTTTTCATGCATATTTTAAAATAATTTGTTCTGAAATCAATCGAT

 93 NR0021/1-331       -------------------------------CAGAGTCCCTTGCCCCGCACGACACTTTCACTGCTTTAAAGGATGTTCGCACAAAGAACAAATAAAAATAT-ATATTTTTGTATTAACCTCTTCTTTAATTTAATAAATGTTGAG-CTGACA--ATTAAAATAAGATTATTTTTATTCCTTCTCTGGCAGAATTAGTATTTTTACATATGAT-TTACCGTTTATATGTAC

 94 NP0024/1-331       -----------------------------------------------------------AAAGTGTTCACTGGGGAACTGCACAATATGACTGCTTTTAACCGTAGTGATTTCAAATATTGAGCCATGCTGTTGCAGTCTTAAAAACTGGAGACCTAAGGGCAGCTTTCTTCTAGTCACCCAATCCAGCACTTTTTTAAAAAATCAGTAAAACTCTTCGACCACCAAGGAA

 95 NM0025/1-331       ----------------------------------------------GGTGTGTGTGA-GTGTTTATGAGTATGTGTACACATG-TTCGTATAC-ATGTGTGT-ATACAAGCAT-GTA--TGCAT-ATGTGCGCG-TGTATGCGTGT-TCATGAGTATGTGT-GTACATGTTCGTATACA-TGCGTGTATGCAT-GCATGC-------------------------------

 96 NG0039/1-331       ----------------------------------------------TTTTGAAAAGCAAGCATAAAAGATCTAAACATAAAATCTGTAAAATAACAAGATGTAAAGATAATGCTAAATCATTTGGC--TTTTTGATTGATTGTACA-GGAAAATATACATCGCAGGGGGTTGACTTTTACCATTTCACCGCAA---TGGAATCAAACTTGTTGAAGAGAATGTTCACAG--

 97 NP0009/1-331       -------------------------------------ACAAAGAAATATATATTAAATTAGCACG----TTTTCGCATAGA----ACGCAACTGCACAATGCCAAAAAAGGTAAAAGTGATTAAAAGAGTTAATTGAATAGGCAATCTCTAAACGAATCGATACAACCTTGGCACTCACACGTGGGACT-AGCACAGACTAAATTTATGATTCTGGTCCCTGTTTTCGAAG

 98 NM0076/1-331       ----------------------------------------------------TAGCTTGTGTCACCTGGCATG-GCATGTGTCACTTGGGCATAGCATGTGTCACCTGGGCATAGCA--TGTGTCACCTGGGCATAGCACGTAT-C-ATCTGGGCATAGCTTGTGT-CACCTGGGCATAGCACGTGTCATCTG-GCA----------------------------------

 99 NR0005/1-331       ---------------------------------ATTTTAAATCCTAAAAATAAATAATTCATATATAAGAGCGCATTTAGAAGTATAAATTTTGCTGTCGGCCATACTAAGGTGAAAA-CACCGGATCCCATTCGAACTCCGAAGT-TAAGCGCCTTAAGGCTGGGTTAGT-ACTAAGG-TGGGGGACCGCTTGGGAAGTCCCAGTGTCGACAGCCTTTTTATTTTTTTTG

100 NP0001/1-331       ---------------------------------------------AAATTCTTACTTTTTTTTTGGATGGACGCAAAGAAGTTTAATAATCATATTACATGGCATTACCACCAT-ATACATATCCATATAC-ATATCCATATCTAA-TCTTACTTATATGTTGTGGAAATGTAAAGAGCCCCATTATCTTAGCCTAAAAAAACCTTCTCTTTGGAACTTTCAGTA-ATACG

101 NM0001/1-331       ------------------------------------------------CAAGACCGAGTTACTAAACAGGACTATTACTGCCACGCCAATT--GTAGCGCGCAGCACGTCTCTGCTCACCACTATCCTCTTGTTGACGCTATTGCT-ACTATCGCATCCCGCTTAGCTATACCTACTGA-TGCTCAATTACCCGCC-----------------------------------

102 NP0021/1-331       ------------------------------------------------TCTTTGTATGATAATGTCCATACAATATATTAATATTGAAAACAGTCATGCCATAGAACAA-TTTTGTTCAGTAAATG-TACATCACATAAGTAACTT-CAAATTTTAGAAGGGATAATTTTAAAGTCAGGCAGGCAGCATTAAAGAAGAATGAGGAAATCAATTTAAAATTCTTTTTTAAAG

103 NR0003/1-331       -----------------------------------------------TTACATATTTTAGCTATTTGACTACTTTAATGCTAGTAAATTAAAATGAATTTAATTCATTTTCACTTTAAAACACTTATTTTAAT-A-AAA-TATATG-ATTTTA--AAATGATAAAATATTTTTTAAGAGGTAAATTTAAGAAATTAGTTAAATTTTAAAGAAAAAGCATCTAAAAATGGAC

104 NG0042/1-331       --------------------------TTTTCGAGTTAGCGTGTTTGAATACTGCAAGATACA-AGATAAATAGAGTAGTTGAAACTA-GATATCAATTGCACACAAGATCGGCGCTAAGC-ATGCCACAAT-TTGGTATATTATGT-AAAAC---ACCACCTAAGGTGCTTGTTCGTCAGTTTGTGGAAAGGTTTGAAAG-ACCTTCAGGTGAGAAAATAGCATTATGTGC

105 NR0002/1-331       --------------------------------AGATAAGAATTAGATGTTTATATTCTGCTAATTTCACTGGTGAAAATGTAGCAAATAGAAATTATTTTAATCTAATAA-ACTAGCAAATAGTATTTAAAAC-A-AAAATATTTG-TTTTTT--ATGTTGTAAAATGTTTTAAATTAGATAAAATTTACAAATTTACAAATTTTCAAGCAAAATAGGTTCTAAAAAATGA
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106 NP0014/1-331       ---------------------------------------------------GGGGCGCGGCGATTTTTTAAAATGTATGCATGTAAATAAAACCTGTGCTGGTTAGGCATCATCATTTTTGGTCTCATCGTTCTATGATAAATATA-AATA---TAAATATGTACACGAGTACATAGCATTTAGTTTTCATAGCTAAGCAAGTCTAATTTTAATGAATCTAGCCAAATTTT

107 NM0052/1-331       --------------------------------------------------------GTGTGTGCACGTGCGCGTGTGCATGTG-TGTGTGCGT-GTGCGTGT-GTGTGTGCAT-ATG--TGTGT-GTGCGTGTG-TGTGCGCGCGT-GTGTGTGTGTGTGT-GTGTGTGTGTGTGTGTGTTGAGACAAGGTCT--------------------------------------

108 NR0010/1-331       -------------------------------------TTGATAAGAACTTCAATCTTTGACTAGCTAG---CTTAGTCATTTTTGAGATTTAATTAAT--ATTTTATGTTTATTCATATATAAACTATTCA---AAATATTATAGA-ATTTAA--ACATTTTAACATCTTAATCATTCATAAATAACTAAAAATCAAAGTATTACATCAATAAATAACTTTTACTCAATGT

109 NR0001/1-331       ------------------------------GGCCGGGCTTGTTTTCCTGCCTGGGGGAAAAGACCC--TGGCATGGGGAGGAGCTGGGCCC-CCCCCAGAAGGCAGCACAAGGGGAGGAAAAGTCAGCCTTGTGCTCGCCTACGGCCATACCACCCTGAAAGTG--CCCGATATCGTCTGATCTCGGAAGCCAAGCAGGGTCGGGCCTGGTTAGTACTTGGATGGGAGACC

110 NG0031/1-331       ------------------------------------------------CGGCCCCAGCGAGGAAGAAATGATTATGCAACAGATGATGATCAAGCTCAGCATGGGCATCAGTGGACAGTGCTTCAAGGAGTGTGTGACTAG--CTTCAGCTCTGGCCAGATGGTTCCCCAAGAGGCAACTTGCATTCAGTCATGCGCCAAGCGCCAACAGTCTGCATTCATGGCCATGAAT

111 NP0004/1-331       ----------------------------------------------CAGTTCATAGGTCCATTCTCTTAGCGCAACTACAGAG--AACAGGGCACAAACAGGCAAAAAACGGGCACAACCTCAATGGAGTGATGCAACCTGCCTGG-AGTAAATGATGACACAAGGCAATT-GACCCACGCATGTATCTATCTCATTTTCTTACACCTTCTATTACCTTCTGCTCTCTCTG

112 NP0006/1-331       --------------------------------------------------CTTTGTTTGACAAAAATGTTGCCTAAGGGCTC-TATAGTAAACCATTTGGAAGAAAGATTTGACGACTTTTTTTTTTTGGATTTCGATCCTATAAT-CCTTCC--TCCTGAAAAGAAACATATAAATAGATATGTATTATTCTTCAAAACATTCTCTTGTTCTTGTGCTTTTTTTTTACCA

113 NP0018/1-331       ---------------------------------------GCTAGCCAGGGCAGCATAGTGAAGCT--CTGCTTACAAAAGCAAAACAAAAAACCGGGAAAACCTTCAGTTTTTGAATAAGACACATATGTGAGTTCCTAAGATGCA-TGAA-CGCCACAGAGAC---CACTCAAGAGAGCACCAAGGCTCCTACGCAAAGGCAAGT-TAGCTCCAGAGCCCTAGGAGAGCT

114 NR0015/1-331       -----------------------------CTTTTCTTACCTTTTACATTTCAGCAATATATATATATATTTCAAGGATATACCATTCTAATGTCTGCCCCTAAGAAGATCGTCGTTTTGCCAGGTGACCACGTTGGTCAAGAAATC-ACAGCCGAAGCCATTAAGGTTCTTAAAGCTATTTCTGATGTTCGTTCCAATGTCAAGTTCGATTTCGAAAATCATTTAATTGG-

115 NM0057/1-331       ----------------------------------------------TGTGTATGTGGTGTGTATGTGTGTGTATGTG-GTGTG-TGTGTGTAT-GTGTATGT-GTGTGTGCGT-GAA--TGTGT-GTGTGTGTA-TGTA-GTGTGT-GTGTGTGTATGTG--GTGTGTGTGTGTATGTGGTGTGTGTGTGTG---------------------------------------

116 NG0010/1-331       --------------------------TATCACATAATGAATTATACATTATATAAAGTAATGTGATTTCTTCGAAGAAT--ATACTAAAAAATGAGCAGGCAAGATAAACGAAGGCAA---AGATGACAGAGCAGAAAGCCCTAGT-AAAGC--GTATTACAAATGAAACCAAGATTCAGATTGCGATCTCTTTAAAGGGTGGTCCCCTAGCGATAGAGCACTCGATCTTC

117 NG0015/1-331       ---------------------------------------AACGGGAAAAAGTTAGTTGTGGTGATAGGTGGCAAGTGGTATTCCGTAAGAACAACAAGAAAAGCATTTCATATTATGGCTGAACTGAGCGAACAAGTGCAAAATTT-AAGCATCAACGACA-ACAACGAGAATGGTTATGTTCCTCCTCACTTAAGAGGAAAACCAAGAAGTGCCAGAAATAACATGAGCA

118 NG0011/1-331       ---------------------------------------------------------CCCCTAGCGATAGAGCACTCGATCTTCCCAGAAAAAGAGGCAGAAGCA-GTAGCAGAACAGG-CCACACAATCGCAAGTGATTA-ACGTCCACACAGGTATAGGGTTTCTGGACCATATGATACATGCTCTGGCCAAGCATTCCGGCTGGTCGCTAATCGTTGAGTGCATTGGT

119 NP0003/1-331       --------------------------------------------------TATATAAATGCAAAAACTGCATAACCACTTTAACTAATACTTTCAACATTTTCGGTTTGTATTACTTCTTATTCAAATGTAATAAAA-GTATCAAC-AAAAAATTGTTAATATACCT------CTATACTTTAACGTCAAGG-AGAAAAAACTATAATGACTAAATCTCATTCAGAAGAAG

120 NR0022/1-331       --------------------AAAAATTTATAAATAATTTTAAAACAATAAATAGAAAAACAAATAAGATTATAAAAACTTACAAAAATGGCCGGTGGTAAAGGTGGTAAAGGTATGGGTAAAGTCGGAGCCAAGAGACACTCCAGA--AAGTCTAACAAGGCTTCCA---TTGAAGGTATTACT--AAGC--CCGCTATCAGAAGATTAGCTAGAAGAGGTGGTGTTAA--

121 NG0001/1-331       ---------------------------------------------ATATCTTCCCATTTTTGGGTGGTGCCGGACCATACTACTCTTTCCCT--GGCGACTATGGTATTTCTCGTGATTTGCCTGAAGGTTGTGAAATGAAGCAAC-TGCAAATGGTTGGTAGACATGGTGAAAGATACCCTACTGTCAGTCTGGCTAAGACTATCAAGAGTACATGGTAT--AAGTTGAG

122 NG0030/1-331       ----------------------------------------GCTGAGCAAACAAACAAGCGCAGCGAACAAGCTAAACAATCTGCAATAAAGTGCAAGT-TAAAGTGAATCAATTAAAAGTAACC---AACAACCAAGTAATTAAAC-TAAAAACTGCAACTACTGAAATCAACCAAGAAGTCATTATTGAAG--ACAAGAAGAGAACTCTGA--ATACTTTCAACAAGTCG

123 NG0016/1-331       ----------------------------------------------------AGAGGAAAACCAAGAAGTGCCAGAAATAACATGAGCAACTACAATAACAACAACGGCGGCTACAACGGTGGCCGTGGCGGTGGCAGCTTCTTTAGC-AACAACCGTCGTGGTGGTTACGGCAACGGTGGTTTCTTCGGTGGAAACAAC-GGTGGCAGCAGATCTAACGGCCGTTCTGGT

124 NS0011/1-331       -------------------------------------------------------AAACTGCTTCCTCTGTATAAATCAAAGCAAAATGTAAATAGCGTTGACAAGTGATTACAGAAGTTAGGTGAGGTTAATTACCAATTTTTTT-TTTTAA--AATTGGTGAAATAAGATTACGTTTAAAGGAGCATTAACAGGTTTACTCATAACAATCATTTTCAAATTTCCCTATG

125 NR0011/1-331       -------------------------------------------CTACGCTTAGATTTTAACTTTATCCC-ACTTTAATTTCAA-GCGTAAAAATAA---AAATCCCACACAAAAATTAAGTGGAAATTGATGCAAAAATTTCACTA-AAATTT--AATTCAATAAATATGTAAAAATGGTTGATCTCTATAATTTATGAGATTTGCATTATTTAAGGCTTATAAGAAATTT

126 NM0055/1-331       ------------------------------------------------TGCGTGTGGTGCGGATGTGTGCATGTGTGTGTGTGGTACAGGTGT-GAGTATGT-GTGTGTACAC-GCA--TGTGT-TTGTGTGTGGTGCAGATATGT-GCATGTGTGTGTGTGGTACAGGTGTGTGAGTA-TGTGTGTGTG-----------------------------------------

127 NR0014/1-331       ---------------------------------------------------AGAAAAAGGAAAGGTGAGAGGCCG-GAACCGGCTTTTCATATAGAATAGAGAA-GCGTTCATGACTAAATGCTTGCATCACAATA-CTTGAAGTT-GACAATATTATTTA-AGGACCTATTGTTTTTTCCAATA-GGTGGTTAGCAATCGTCTTACTTTCTAACTTTTCT-TACCTTTTA

128 NG0036/1-331       -------------------------------------------ATTCCGATGCTGACTTGCTGGGTATTATATGTGTGCCCAATAGAAAGAGAACAATTGACCCGGTTATTGCAAGGAAAATTTCAAGTCTTGTAAAAGCATATAA-AAATAGTTCAGGCA-CTCCGAAATACTTGGTTGGCGTG-TTTCGTAATCAACCTAAGGAGGATGTTTTGGCTCTGGTCAATGAT

129 NS0001/1-331       ---------------------------------------------GGAAGCCCATAGAGGGCTATGGTGAACAACGAAATATC-TTCCGTTCAAAACTGGAAAGAAGCTTTCTGAGAAACTGCTCTGTGTTCTGTTAATTCATCTC-A---CAGAGTTACATCTT-----TACCTTCAAGAAGCCTTTCGCTAAGGCTGTTCTTGTGGAATTGGCAAAGTTATATTTGGAA

130 NR0016/1-331       -----------------------------------TCAAGTTCGATTTCGAAAATCATTTAATTGGTGGTGCTGCTATCGATGCTACAGGTGTCCCACTTCCAGATGAGGCGCTGGAAGCCTCCAAGAAGGTTGATGCCGTTTTGT-TAGGTGCTGTGGGTGGTCCTAAATGGGGTACCGGTAGTGTTAGACC-TGAACAAGGTTTACTAAAAATCCGTAAAGAACTTCAA

131 NS0007/1-331       --------------------------GGGCTTCTCATGGTGGCTCTGAGAAGCCAGGGAA---ACTGGAGGTGGGAGGGGCCTC-TCGGGACTCCACTGGGCTTGGTGCA-TTGGAAGAGGGCCTCATCTCCAG--TTGAGGCAGGAACCGCAGG-GTACCTCT--GATTTCAGACTCCGATCGCAGGGTCCCTGCAGACTGGGGACAGG--AGAGTCAGGC-CTCGTCTT

132 NP0007/1-331       --------------------------------------------------AAGCTTTCCTTTTCCTTTTGGCTGGTTTTGCA-GCCAAAATATCTGCATCAATGACAAACGAAACTAGCGATAGACC---TTTGGTCCAC---TTC-ACACCCAACAAGGGCTGGA-TGAATGACCCAAATGGGTTGTGGTACGATGAAAAAGATGCCAAATGGCATCTGTACTTTCAATA

133 NR0012/1-331       -----------------------------------------TAAGAAATTTTAAATTTAACGCGGAAG---CTTCATTTTTAGATAAAATTTATTAATC-ATCATTAATTTCTTGAAAAACATTTTATTTATTGATCTTTTATAAC-AAAAAA--CCCTTCTAAAAGTTTATTTTTGAATGAAAAACTTATAAA-AATTTATGAAAACTACAAA-AAATAAAATTTTTAAT

134 NG0013/1-331       ---------------------------------------------CCAGAGCGGTGGTAGATCTTTCGAACAGGCCGTACGCAGTTGTCGAACTTGGTTTGCAAAGGGAGAAAGTAGGAGATCTCTCTTGCGAG--AT-GATCCCGCATTTTCTTGAAAGCTTTGCAGAGGCTAGCAGAATTACCCTCCACGTTGATTGTCTGCGAGGCAAGAATGATCATCACCGTAGTG

135 NP0002/1-331       -----------------------------------------------------------TACTAGCTTTTATGGTTATGAAGAGGAAAAATTGGCAGTAACCTGGCCCCACAAACCTTCAAATGAACGAATCAAATTAACAACCAT-AGGATGATAATGCGATTAGTTTTTTAGCCTTATTTCTGGGGTAATTAATCAGCGAAGCGATGATTTTTGATC-TATTAACAGAT

136 NG0037/1-331       ------------------------------------ACCTAAGGAGGATGTTTTGGCTCTGGTCAATGATTACGGCATTGATATCGTCCAACTGCATGGAG--ATGAGTCGTGGCAAGAATACCAAGAGTTCCTCGGTTTGCCAGTTATTAAAAGACTCG-TATTTCCAAAAGACTGCAACATACTACTCAGTGCAGCTTCA---CAGAAACCTCATTCGTTTATTCCCTT

137 NP0025/1-331       -----------------------------------------CTCTGCGCACGGGCTTTTTCTGAGAGA---CCCATGTTTCCTTTTTACTTTTATAAACAGT--TTACATGCT--ATGTTTCTAGAAGGAGGGGAAACCTA----A-TCCCCCTAATCCAATGGCGGGGAGGAAATAGGGTGG--GGTGGGGTGGGGTGGGGTGGGGGGA--GGGAAATATCTCG-CTACT

138 NM0007/1-331       ---------------------------------------TATCGTGTCCGGTG-CTGGCTCTCAACGCGTGGCAGTAAGCTCGCCGTTAGTC-ACTCTATCTGCATTTTTC-TGTATAACGGTTCACGTTTATC---CCTGCATCA-CGCATTCTT-------TAGCTCGTACCGGCCTCGCT---TGCATTCTACTCCCG------------------------------

139 NG0017/1-331       -----------------------------------CTTGACTAAGTTATTATATGAAACTGCTTTGTTGACTTCCGGCTTCAGTTTGGACGAACCAACTTCCTTTGCATCAAGAATTAACAGATTGATCTCTTTGGGTTTGA-ACA-TTGATGAGGATGAAGAAACAGAG-ACTGCTCCAGAAGCATCCACCGCAGCTCCGGTTGAAGAGGTTCCAGCT--GACACCGAAA

140 NG0035/1-331       ----------------------------------------GCATTGGTGACTATTGAGCACGTGAGTATACGTGATTAAGCACACAAAGGCAGCTTGGAGTATGTCTGTTATTAATTTCACAGGTAGTTCTGGTCCATTGGTGAAAGTTTGCGGCTTGCAGAGCACAGAGGCCGCAGAATGTGCTCTAGATTCCGATGCTGACTTGCTGGGTATTATATGTGTGCCCAATA

141 NP0016/1-331       ------------------------------------------------------AGTTATCATGACCTCTTAGTTGGCTATGGTCTATGGGTAAT--TATTA-ACCATTATTTAATTCAAAGAAAAATA-TATAATATTAAGCATT-AGTTTA--AAATAA-AATGT-TATATTATTTGATAAAGTGACCAAGGGTATATGTTTTGTTGTTTAATTTTGATTTTTTT---T

142 NG0021/1-331       ----------------------------------GAGCGTGAGGTGACCATCGAGCAGACTGGCGAGCCGGCAAAGAAGTCCGCCGAGGAGCCAAAAGACAAA-ACCGCCAGTCAGTAGAAATAAGTTGAGATTATACTAAAACCG-ATAAA-ATGCTAGT--GAACTCCTATGTTTAGATATTCCAAAACCTAT---CAAATTTAAGTTCTTGTTAAATTAACAAGTTAA

143 NS0010/1-331       ------------------------------------------GTATCTTTTGTCCAATATGAAGAAGGTCAACATGAGGATGG--GAATGATAATT-GATAG-CATATAATATTATTCTTTTGTCAATACTAGTGTTTAGGATATT-TCTACT--AATACCTAATACCTCAATGGTCCAATACTAAATAAGGTACTATTCATTGTATTGATTGATTCTGCATTTATCT--T

144 NG0007/1-331       ------------------------------------------AAGTTTGTCAAGGAGAACCCATATTTCACAAACAGAATGT-CTGTCAACAACCAACCATTCAAGTCTGAGAACGACCTAAGTTACTA-TAAAGTGTACGGCCTA-CTGGATCAAAACATCTTGGAATTGTACTTCAACGATGGAGATGTGGTTTCTACAAA----TACCTACTTCATGACCACCGGTAA

145 NG0012/1-331       -------------------------------------------------TTGAGTGCATTGGTGACTTACACATAGACGACCATCACACCACTGAAGACTGCGGGATTGCTCTCGGT--CAAGCTTTTAAAGAGGCCCTACTGGCG-CGTGGAGTAAAAAG-GTTTGGATCAGGATTTG-CGCCTTTGGATGA-GGCACTTTCCAGAGCGGTGGTAGATCTTTCGAACAGG

146 NR0008/1-331       --------------------------------------GTTTTTGTTTCGTCGTGCTTGGCATAATGGAAAATC----ATCCTTCTTTGTGATAAAATAGAAAACAAAATGGCTAGTACAATCTTGAGACACCCGA-TGCTGGGTT-TTGGGTACAAA--G-ACTGCCAATACGTCCATCCCCTA-TCGAATTACCAA--ATATTGTTTTCTAATTTGGGTATTAAGTTCG

147 NS0013/1-331       -----------------------------------------------TATATTATTATTCAATAGAAGTAATAAAGAAAAAGTTGGTAAAGCAACTTAACAGTAAAAAGGTAATGATTGAAAAAG---TTTTTGAACATCT--------AAGCTATATGTTGATGGGTTTACAATTTTACCATTAGTACTCATGCCTAGTACTTTTCTGTTCGTCCTTAATGTCCGCGATT

148 NR0006/1-331       ------------------------------------------------TGAGAACTAAACACTTGAAT--TCAGATATAAGTATTATAATTCAGGAATCTGAGATTTACGGAATTATAAATCCAGATGGAC-TAGAGCATGCCCAA-GCGTAAGTAAACGGTTTTTCAAAGACTGGAGA---GATGTTTTGGGTGAGTTCGATTTTAGGTGTTGAGTATATAAAG-AGTGG

149 NS0012/1-331       ---------------------------------------TTTAGAGCAAGCGCCTTTGTGAGCCCTCCCGGTTACGACGCCTTGGCAATGTAGCAGATAACTCTGCACTTCTAGAATCATTCCACTACGACATTTGGCTCATCACC-AGCT-CGCGAGAAATGT---AAATAAGCCAACAACCAAGAATGCGTAACATTAAAGAATACAGTTGCTTTCATTTCGGCGTGAT

150 NG0025/1-331       -----------------------------------------AAAGGATTTATTAAATTAATATGAGTATTCTAGTCTTTAGCTCATTACAAATACAATGCAATAAATTAGGAACAATTAAGTAGG-------GGAATGATGATGGA-TGATGTTGGATGATGATGGCTCCTTTACTTGTCCTTGCCGTTGGGTG--CTCCGTTCTCCTTGCCCTTCACCTCGCTTTCATTT

151 NP0012/1-331       --------------------------------------------------AGTGCAGTTGTCAGTTGCAGTTCAGCAGACGGGCTAACGAGTACTTGCATCTCTTCAAATTTACTTAATTGATC---AAGT---AAGTAGCAAAAG---GGCACCCAATTAAAGGAAATTCTTGTTTAATTGAATTTATTAT--GCAAGTGCGGAAATAAAATGACAGTATTAATTAGTAA

152 NG0033/1-331       ---------------------------------------------GAGAGCAACGATTCACTTTTATTATAACAAAG--ATTAAAAACATACTCTTTTCTTA-A-ATACTCCAGCTAGTCACACCATTTACTTCATATCAGCCCTT-TCTTCA--GTGCATTTTATTTT--TTCTATGAAATCTTGTTTACTCTTCTTCATACAAAATATTTTATCTCACTTTTAATGCTT

153 NG0003/1-331       --------------------------------------------GCTCCATGGTGGTTGATTACAACAACACGAGTGGGTTTTTCAATGATACTATTGATCCAAGACAAAGATGCGTTGCGATTTGGAC-TTATA-ACACTCCTGA-AAGTGAAGAGCAATACATTAGC--TATTCTCTTGATGGTGGTTACACTTTTACTGAATACCAAAAGAACCCTGTTTTAGCTGCC

154 NR0019/1-331       --------------------------------------------------------GTCTATGTAGTCAAATAA-ATAAATCAAATAAAAAATAAAAAGAAA-CAATTTTTGTATTA---TCCTTTATTATGTAATATATATTACA-TTCCGC--AACAAAATTAGCCAATTTCCGTGCTGAATTTTACATAGGTTTTATTTTTTACAGACGT-TTGAAGGGACAGTGTCA

155 NR0024/1-331       ----------------------------------------------ATCTGAGAGAGTATGCTTTTTTC-TATCGAGTGTTA--GTGTAGCAATTTTCTAAAGTGCATTGAGAGATTGAGCAGAAATGTTTAGAACTTATTCACAT-CAAATT--AACTTAAGAAAAATAATAACTTACTTAATCAATTCACAATTAGCCATTATGAATAACTAAA--CTAAAACATAAAG

156 NS0008/1-331       ----------------------CCGCTTGCCTCTCGAGATGTCCCCGGGGAGAGAGGCCGC-TTGTCGAGCTGTATTTGGAA---CCTGGGGTTTTTTCCGAACGATGCACGGAAAAACTGCCCCTTCGTGTTG--ACTTCATTCACAGGCTGGAGTTCGGAGA--GG---TGTCCGGGCATC---GGGTTCTTATCAAGAGGGGACCGG--GAAATCGGGGTCCTACGGA

157 NG0005/1-331       -------------------------------------TGCCAACGAAGGTTTCTTAGGCTACCAATACGAATGTCCAGGTTTGATTGAAGTCCCAACTGAGCAAGATCCTTCC---AAATCTTATTGGGTCATGTTTATTTCTATC-AACCCAGGTGCACCTGCTGGCGGTTCCTTCAACCAATATTTTGTT--GGATCCTTCAATGGTACTCATTTTGAAGCGTTTGACA

158 NG0020/1-331       ------------------------------------------TGGACGAGAGCGTGGTCCTGGTGGAGGCAAAATCGGAGCAGCAGGA-GGCCGAACAAGGTGGCTATAGTTCCAGG--CACTT-CCTCGGCCGATACGTTCTGCC-GGATGGATACGAGG-CGGACAAGGTGTCCTCGTCGCTGAGCGACGA-CGGCGTTCTGACCATCAGTGTGCCCAATCCTCCAGGC

159 NG0027/1-331       --------------------------------------CACAAAGTGGCGCATGATGTGACCATGGTCGTCCTGGCGTTCCTCATGCTTGCCCTCG-ACCAAGATGGAGTCGTCCACCACCTTCACGT-TGAGCTCACTGGGCTTG-AACTGGGCGACGTCCATGCACACCTGGAATCCATCCTTGCCCACATGGGCGGTTGCCGGCCAGTGAATGTCGTTGCGGTTGGCC

160 NG0028/1-331       ------------------------------------GAATGTCGTTGCGGTTGGCCATCTCGCGCCGCAAAGCCAAAACCTGGCCGGCGGGCGACGATGGGCATATCGGCGATGCGCAAGGGCATCCGTTGATGGA-ACGGCGCTG-CTGAGTGCCAAGGG-GCAGCACGTAGCGGGAATGCGGA-TGCAATCCCAGTCCAAGCTCGTAGATGGGGCTGCGGGGCTCCTGG

161 NS0014/1-331       -----------------------------------------------TTAGAGCAATCATTGAAAGTACTAGATACATTTTAGCCAGAGAGGACTCGT-TGACGTAGAATTAAAATTC----AAATGAA-TTTCCGCCCCATTCAT-ATACCCCAAATAACAAACATATTAAAACTTCATAATTATTCAAAATGTGGAGTAGTAATAGAAGAGCAGTACCT-TCAAAATTG

162 NG0009/1-331       ----------------------------------TTCATTCAACGTTTCCCATTGTTTTTTTCTACTATTGCTTTGCTGTGGGAAAAACTTATCGAAAGATGACGACTTTTTCTTA-ATTCTCGTTTTAAGAGCTTGGTGAGCGCT-AGG--AGTCACTGCCAGGTATCGTTTGAACACGGCATTAGTCAGGGAAGT---CATAACACAGTCCTTTCCCGCAATTTTCTTT

163 NP0015/1-331       -------------------------------------------------GGTTGAGATTAACGCCTATGACCAGGGCAACCGCACCACGCCGTCCTACGTGGCTTTCACAGACTCGGAACGCCTCAATGGTGAACCGGCCAAGAACCAGGTGGCCATGAACCCCAGAAACACAGTGTTTGACGCCAAGCGACTCATCGGCCGAAAATACGACGAT-CCCAAAATCGCAGAG

164 NP0008/1-331       --------------------------------------------AAAACTTTATGATTTCAAAGAATAACCTCCAAACCATTGAAAATGTATTTTTATTTT-----TATTTT--CTCCCGACCCCAGTTACCTGGAATTTGTTCTT-TATGTA--CTTTATATAAGTATAATTCTCTTAAAAATTTTTACTACTTTGCAATAGACATCATTTTTTCACGTAATAAACCCAC

165 NS0003/1-331       -----------------------------------------------ATTACATGCGAATCCTATTGGGAACCTACTGAATTCACCATGATACTTAGATTCCGTTCCTCAAA-ATGTTGCTCCATATTG-AAAAG-CAAACTCATA-CAAGCATGTCCCAT-TGGGAAC--TCACTGAATTCGCCTAGAAATTTTGATTCCATTCG-TGAAAATTTTTCTATATC-CCGAA
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166 NS0005/1-331       --------------------------------------------AAAGAACGTCCGCTCTG-CTCTCGAATCGCGACGGGTATC-TCTTGGAGCTCACTGGGTGGACTCA-AGGGAGTCAAGCCTCCTGAGGCG--TTTGGAGAGAGGTCGCGAGATTGGTCTC--TAGGCCACGCAGGAGACGAAGGCCCTCATCTCTCGATGACGGGG--GAATCTCGGGGTTGTTCTC

167 NS0004/1-331       ---------------------------------------TGGCCCAGGCAAGTCCAATCTTCCATTCGAGTTGCGAAGGAAAGC-TGGGGATTGCTCTCGAGTGACTGCA-GGGCCAATAGACCTCATCTAGGC--TTGTGTCCAGAAGCCAGTG-TTCCTCTC--CAGGGGCGACAGGGATCTCGGGGTTGCATTCCAGACGCACCCGG--GGAGACAGGCATTCATCTC

168 NG0004/1-331       ------------------------------------------------AAAGAACCCTGTTTTAGCTGCCAACTCCACTCAATTCAGAGATCCAAAGG-TGTTCTGGTATGAACCTTCTCAAAAATGGA-TTATGACGGCTGCCAA-AT-CACAAGACTACAAA---ATTGAAATTTACTCCTCTGATGACTTGAAGTCCTGGAAGCTAGAATCTGCATTTGCCAACGAAG

169 NR0007/1-331       ----------------------------------------CCGAACTCCGAAGTTAAGCGGTTTAAGGCCTGTTAAGTACTGA--GGTGGGGGACCACTCGGGAACTTCAGGTGCTGATAGCTTTTTGCTCCTGAA-GCTATCTTT-TTGCACTCTTTCTT-TTTATCTATCCACCCTTCAGTAC-TTCTCACACTATCCAGGTTGGCGAGTTTTTGTTTCGTCGTGCTTG

170 NG0002/1-331       --------------------------------------------------ATGAAAAAGATGCCAAATGGCATCTGTACTTTCAATACAACCCAAATGACACCGTATGGGGTACGCCATTGTTTTGGGGCCATGCTACTTCCGATG-ATTT-GACTAATTGGGA---AGATCAACCCATTGCTATCGCTCCCAAGCGTAACGATTC----AGGTGCTTTCTCTGGCTCCAT

171 NG0032/1-331       ------------------------------------AGGCCAAGCAAGGAGCTGGCATGTTCTGAGCAACTTCTTCAAGTCCTCCTTCTCATCACTGAGCGAGTAAGGATTTTAAGTGTTGTTAAGTTGACTTTGCAGCACTCTTG-ATAAATGTACTTGACGGAATCACTCTCTTAAGAAGATATAAAACTT-----TGAACTAGAGCATCAGTGTAACTAA-ATGTTAA

172 NR0020/1-331       ---------------------------------------------CTCTTCAATAATAACACATTCTTCAGTTA-ACACATGGAAAAAATATAAAATAGCTA-GTTTTATTTTATTA---TTTTCTGTTATTTTATAAATATTGCC-GTCATC--AATGTAATTTCATTAATTTCAAACTGTCTTACACAGAATTCAGATTTTTTTTTTAGATGTTTAAGGTTCAGAGTCC

173 NS0009/1-331       ----------------------GAGGCCACGTCTGGA-ATGTCTTCGTG-AGACCGGCCTC-ATCCTGAGGTGCGACCGGAAGGATCGGGAACCCCTTCCAGACAAAGCA-GGGGAGTCGACCCTCCTGTCCAG--ATCAGGAGGGGAGAAAGGGCTCAGAGGA--GGGGGTGCCGGAAAACCTCAGTGTTCCTCTCGAG-GGAGACCGG--GATTTCGGGGAACTTTGTG

174 NG0014/1-331       --------------------------------------AGTGCGTTCAAGGCTCTTGCGGTTGCCATAAGAGAAGCCACCTCGCCCAATGGTACCAACGATGTTCCCTCCACCAAAGGTGTTCTTATGTAGTGACACCGATTATTT-AAAGCTGCAGCATACGATATATATACATGTGTATATATGTATACCTATGAATGTCAGTAAGTATGTATACGAACAGTATGATAC

175 NS0006/1-331       -------------------------------------------------GTGTGCGGTTT--CTCACGAGGTACGACGGCGAGG-TCAGTGAGCCTCTCGTGGGGCGCCA-GGGAAGTCGGGTCTCCATGCGAG--TGGCGAGGGGGAGCGCGTCATTGCTCCC--GAGCCATGGTAGGGGAATGTGGCC-TCGAGACGTGTTGAAGAAG--GTCTCTCGAGGTCTTTCTC

176 NG0040/1-331       ---------------------------------------------ATGTGGATTGCGCATACT-TTGTGAACAGAAAGTGATAGCGTTGATGATT---CTTCATTGGTCAGA-AAATTATGAACGGTTT-CTT---CTATTTTGTC-TCTATATACTACGTATAGGAAA--TGTTTACATTTTCGTATTGTTTTCGATTCACTCTA-TGAATAGTTCTTACTACAATTTTT

177 NG0029/1-331       ---------------------------------------------GTACGTAATTTTAAATTAAAAACACTAACAATCATCTGCATGCAATTGTCTGTATTAATCTAATAAATAAATAGCTTTTTTAAGTTAGTATGTAAATACAT-TTTGAAGAATATCTTGTCAAAGT--TCCATAGGCCTTTCTGGCGG--ACAACATCCG--CTAACA--AACCCTTCGATTATCTC

178 NP0023/1-331       --------------------------------------CTCAGACCCTGAGGCGCCGGCCATGGCCCCACTGAGACACAGGAAGGGCCGCGCCAGAGCACTGAAGACGCTTGGGGAAGGGAACCCACCTG--GGACCCAGCCCCTGGTGGCTGCGGCTGCATCCCAGG-TGGGCCCCCTCCCCGAGGCTCTTCAAGGCTCAAAGAGAAGC---CAGTGTAGAAAAGCAAAC

179 NG0022/1-331       ---------------------------------------------TCGATGGTGCCCTTCTATGAGCCCTACTACTGCCAGCGCCAGA-GGAATCCCTACTTGGCCCTGGTT---GG--ACCGATGGAGCAGCAGCTGCGCCAGCT-GGAGAAACAGGTGG-GCGCCTCGTCGGGATCGTCGG-GAGCCGTGT-CGAAAATCGGAA-AGGATGGCTTCCAGGTCTGCATGG

180 NG0006/1-331       -----------------------------------------------ACTCGACTGGTACCCTAGAGTTTGAGTTGGTTTACGCTGTTAACACCACACAAACCATATCCAAATCCGTCTTTGCCGACTT-ATCACTTT--GGTTCA-AGGGTTTAGAAGATCCTGAAGA-ATATTTGAGAATGGGTTTTGAAGTCAGTGCTTC----TTCCTTCTTTTTGGACCGTGGTAA

181 NP0019/1-331       --------------------------------------------ACCAAGCTGAGAGTCAGCTTGTGTGCCCAGGAGGGAGGCGTTGGGTCA------GAGCCTCTGGAGGACCCCTGAAGTCTCTTCTCAGTGTTCTCTATCACAGGGAGAGCTGTCAGCCCCTGGAATGTGGTTCT--ATGTCTAGAAAACTATC--CCATAAATAACAGGAAGCCCAAGGTTTACCAA

182 NG0008/1-331       ---------------------------------------------CCTACTTCATGACCACCGGTAACGCTCTAGGATCTGTGAACATGACCACTGGTGTCGATA-ATTTGTTCTACATTGACA---AGTTC-CAAGTAAGGGAAG-T-AAAATAGAGGTTATAAAACTTATTGTCTTTTTTATTTTTTT-----CAAAAGCCATTCTAAAG-GGCTTTAGCAACGAGTGA

183 NP0013/1-331       -----------------------------------------------GCGCACTAGCTCTGCTTTTGCGCGTACGACAACAACTACATTTAAAATTTCTCGA-AACTCATGGCATTTATTGGGAAAGGTTAGTTA---GTTTTATT-TTTTG-----TTTTTAGAGCAGCATTCAATTTAGACTTTTATAAAAGAAATTTCTAATT-TGATCCCTCGTTTATCAAACGATA

184 NP0011/1-331       --------------------------------------------ATTTGTTTCTCAGTGCACTTTCTGGTGTTCCATTTTCTATT-GGGCTCTTTACCCCGCATTTGTTTGCAGATCACTTGCTTGCGCATTTTTA--TTGC-ATT-TTACATATTACACATTATTTGAACGCCGCTGCTGCTGCATCCGTCG--ACGTCGACTGCACTCGCCCCCACGA-GAGAACAGTA

185 NP0022/1-331       -----------------------------------TAACCGATGGGAACACGTCTCCACCAAGACAGCGCTCAGGACTGGTTCTCCTCGTGGCTCCCAATTCAGTCCAGGAGAAGCAGAGATTTTGTCCCCATGGTGGGTCATCTGAAGAAGGCACCCCTGGTCAGGG-CAGGCTTCTCAGACC-------CTGAGGCGCCGGCCATGGC---CCCACTGAGACACAGGAA

186 NP0026/1-331       --------------------------------------------CGGATCACCGGCTTTTGGCTGCTCTCACCAAATCAGCTGCAAGAAGATTAGAGCTCAAAAGAATTACA-GAAAGAGAGCC--------TTTTTCTTTTCTTCCTTGTGGG-GTTCCTTTCATTT-CGTGCTCTCCTTTCTCTGCCAGCCAGTCCGTCCGTCCTTGCG--TCCACTGCACCTGCACAC

187 NG0034/1-331       ----------------------------------------TACCTGGGCGGGACGCGCCAGGCCGACTCCCGGCGAGAGGATGGGGCCAGACTTGCGGTCTGCGCTGGCAGG-AAGGGTGGGCCCGACTGGATTCCCCTTTTCTGCTGCGCGGGAGGCCCAGTTGCTG-ATTTCTGCCCGGATTCTGCTGCCCGGTGAG---GTCTTTGC---CCTGCGGCGCCCTCGCCC

188 NG0038/1-331       -----------------------------------------GCAGCTTCACAGAAACCTCATTCGTTTATTCCCTTGTT--TGATTCAGAAGCAGGTGGGACAGGTGAACTTTTGGA---TTGGAACTCGATTTCTGAC--TGGGT-TGGAAGGCAAGAGAGCCCCGAAA--GCTTACATTTTATGTTAGCTGGTGGACTGACGCCAGAAAATGTTGGTGATGCGCTTAGA

189 NR0017/1-331       ------------------------------------------------GTTTACTAAAAATCCGTAAAGAACTTCAATTGT-ACGCCAACT--TAAG-----ACCATGTAACTTTGCATC-CGACTCTCTTTTAGAC-TTAT--CT-CCAATCAAGCCACAATTTGCTAAAGGTACTGACTTCGTTGTTGTCAGAGAATTAGTGGGAGGTATTTACTTTG-GTAAGAGAAA

190 NG0019/1-331       ------------------CGCCCGTTTGGAGTGTGGCGCTACCGAGGAACTGGCAGCATATTGCCCGCTGGCAGGAGCAGGAGTTGGCTCCGCCGGCCACCGTCAACAAGGATGGCTACAAACTCACCCTGGA---CGTCAAGGACTACAGCGAGCTGAAGGT---CAAGGTGCTGGACGAGAGCGTGGTCCTGGTGGAGGCAAAATCGG--AGCAGCAGGAGGCC-----

191 NG0024/1-331       ---------------------------------------------------------------------------------------------------------GATCCAGCAGGTGGGACCCGCCCATCTCAATGTGAA--GGAGAATCCCAAGGAGGCGGTGGAGCAGGACAATGGCAACGATAAGTAGAGGACTCGTTCCGGGAGATGCCCTGCATTATTTAACCAT

192 NG0026/1-331       -------------------------------GCTTTCATTTGCCTTAACGT-TGAGGTGAGCGGGTCCCACTTGCTGAATTTGAATGATGCGCTCC-TTGGACTTG---TCCTCGACGGCCTGCGGCT-TGGGAATACTGACGGTG-AGC---ACGCCATCCGACGACAGCTGCGAGACCACTTGCTCCGCCTTG-TAGCCATCGG-----GAACCTTGTAGCGGCGCACA

193 NG0023/1-331       TGAGGCTGATAAGGTGGCCTCCACCTTGTCCTCCGATGGTGTCCTGACCATCAAGGTGCCCAAGCCACCGGCAATCGAGGATAAGGGCAACGAGCGCATCGTTCAGATCCAGCAGGTGGGACCCGCCCATCTCAATGTGAA--GGAGAATCCCAAGGAGGCGGTGGAGCAGGACAATGGCAACGATAAGTAGAGGACTCGTT-----------------------------

    consensus/100%     .......................................................................................................................................................................................................................................

    consensus/90%                                         ....................................................................................................................................................................................................

    consensus/80%                                              ...............................................................................................................................................................................................

    consensus/70%                                                   .....................................................................r.................y...r......... ....................................................................................

MView 1.47.3, Copyright © Nigel P. Brown, 1997-2002.
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A-CGTG-----------------------------------------------------------------------------------------------    

A-CG-------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

A-CG-------------------------------------------------------------------------------------------------    

A-CGTGG----------------------------------------------------------------------------------------------    

A-CGTG-----------------------------------------------------------------------------------------------    

A-CGTGG----------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

A-CGTGGA---------------------------------------------------------------------------------------------    

A-CGTG-----------------------------------------------------------------------------------------------    

C-GTGGA----------------------------------------------------------------------------------------------    

A-CGTGG----------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

A-CGTGG----------------------------------------------------------------------------------------------    

A-CGTGG----------------------------------------------------------------------------------------------    

A-CGTGG----------------------------------------------------------------------------------------------    

ACCTGA-----------------------------------------------------------------------------------------------    

A-CGTGGAATATGGC--------------------------------------------------------------------------------------    

CC---------------------------------------------------------------------------------------------------    

A-CGTGGT---------------------------------------------------------------------------------------------    

ACCTGG-----------------------------------------------------------------------------------------------    

A-CGTGGAATATGGC--------------------------------------------------------------------------------------    

CCTGG------------------------------------------------------------------------------------------------    

ACATGGA----------------------------------------------------------------------------------------------    

A-CGAGGAATATGG---------------------------------------------------------------------------------------    

A-CGTGGAATATGGC--------------------------------------------------------------------------------------    

ACGTG------------------------------------------------------------------------------------------------    

ACCTGG-----------------------------------------------------------------------------------------------    

ATT--------------------------------------------------------------------------------------------------    

A-GGTGGAATATGGCA-------------------------------------------------------------------------------------    

ATCGTGGAATATAGCAGGC----------------------------------------------------------------------------------    

ACCTGGAATATGGCGAG------------------------------------------------------------------------------------    

ACCTGGAATATGGCGAG------------------------------------------------------------------------------------    

ACCTG-AATATGG----------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

ACCTGGAATATGGCGAG------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

GCGATGT----------------------------------------------------------------------------------------------    

TCACCGCTTTCGCC---------------------------------------------------------------------------------------    
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CGACACTGTCCCG----------------------------------------------------------------------------------------    

CCTCCGC----------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

CTG--------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

CATCTCCCCCCAACCCCG-----------------------------------------------------------------------------------    

TATCACCCGCCCTCT--------------------------------------------------------------------------------------    

TCCGCACAGCTCAC---------------------------------------------------------------------------------------    

TCCGCACAGCTCAC---------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

A-CGTGGAATATGGCAAGAAAACTGAAAATCATGGAAAATGAGAAACATCCACTTGACGACTTGAAAAATGACGAAATCACTAAAAAACGTGAAAAATGAG    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

AGTTAACTGTGGGAATACT----------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

CAGG-------------------------------------------------------------------------------------------------    

AGCGGTATTCGCAATATTTTAGTAGCTCGTTA---------------------------------------------------------------------    

AAGAAGTGGAGGGGGGGTGGTGGTGGTG-------------------------------------------------------------------------    

CTTACTCAAAGGTAATAGTGTAA------------------------------------------------------------------------------    

GTTTTCGCTATTCCGACGCGTCTAGT---------------------------------------------------------------------------    

AGAATAAGAACAACAACAAATAGAGCA--------------------------------------------------------------------------    

TTAGTTTTAAAACACCAAGAACTT-----------------------------------------------------------------------------    

AC---------------------------------------------------------------------------------------------------    

ATAACTTAAAGAAAAAG------------------------------------------------------------------------------------    

TTTCCTCGCCACATATGCATTACCGTCTA------------------------------------------------------------------------    

CCGTTT-----------------------------------------------------------------------------------------------    

AAAAAAAAAAGGATGGAGGTTAAAAGACG------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

---GCGCATACGCTACAATGACCCGA---------------------------------------------------------------------------    

GAGATCGCACATGCCA-------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

GTCAAGT----------------------------------------------------------------------------------------------    

GCTTAACTGC--TCATTGCTA--------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

GACTTACTTACTG-GATTTTTG-------------------------------------------------------------------------------    

CAAAAATGAAGTATTTCCTTTTT------------------------------------------------------------------------------    

CTGCT------------------------------------------------------------------------------------------------    

AGAAAATA---------------------------------------------------------------------------------------------    
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TAAGTTTTACCATGACATGATCAGA----------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

TCAAAGAAATTATTGGGG-----------------------------------------------------------------------------------    

CGCCT------------------------------------------------------------------------------------------------    

TGATATCCAAGGTCAACTCC---------------------------------------------------------------------------------    

GATTTGGAAAAAGCTGAAAA---------------------------------------------------------------------------------    

ATATATCTTACTTTTTTTTTTCTC-----------------------------------------------------------------------------    

TGCTCATGGGACAGGGC------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

CCCA-------------------------------------------------------------------------------------------------    

AACTACAATAA------------------------------------------------------------------------------------------    

TGACTTACACATAGACGACCATCACACCAC-----------------------------------------------------------------------    

GTGATTGTACCTGAGTTCAATTCTAGCGC------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

GCAATTACACTCG---TCAATTC------------------------------------------------------------------------------    

GTTACCGAGGAAGAACTCA----------------------------------------------------------------------------------    

TGGTAGATGGATCGATGGCAAACA-----------------------------------------------------------------------------    

GCATGTTTAGAGCAAGCGCCTTTGTGAG-------------------------------------------------------------------------    

TTAAATTTAACGCGGAAGCTT--------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

ACATTTCAGCAATATATATATATATTTC-------------------------------------------------------------------------    

TTACGGCATTGATATC-------------------------------------------------------------------------------------    

AGTCCATAGAGGGCTATGGTGAAAA----------------------------------------------------------------------------    

ATTGTAC----------------------------------------------------------------------------------------------    

TGGGTTGAG--------------------------------------------------------------------------------------------    

ACAACCCAAATGACACCGTATGGGGTACG------------------------------------------------------------------------    

TTAAAATAATTTTGATAAGA---------------------------------------------------------------------------------    

GAGAGTGCGTTCAAGGCT-----------------------------------------------------------------------------------    

TATA-TAAATGCAAAAACTGCATAACCACTTT---------------------------------------------------------------------    

TGTTTGATTCAG-----------------------------------------------------------------------------------------    

TTTTTAATCCGGACAAGCTCATTTGCGT-------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

ATGGAAGAGG-------------------------------------------------------------------------------------------    

AGAAAGAGAA-------------------------------------------------------------------------------------------    

TTTCTGCAACAGCTATG-AGCATTGTGCAAACATATT----------------------------------------------------------------    

ATTTTAAAACAA-----------------------------------------------------------------------------------------    

TTCTCTTGAACCGTAAATATC--------------------------------------------------------------------------------    

ACGCTCTAG---GATCTGTGAA-------------------------------------------------------------------------------    

GCCGTACGCAGTTGTCGAACTTGGT----------------------------------------------------------------------------    

GAATCTCGCCAATATTTAAG---------------------------------------------------------------------------------    

TTAGAGCAATCATTGAAAGTACTAGATA-------------------------------------------------------------------------    

GCCTTACTATAATTATCGCTATCGGC---------------------------------------------------------------------------    

TGGT-ACGGCACCCA--------------------------------------------------------------------------------------    

T--GCCTTAACGTTGAGGTGAGC------------------------------------------------------------------------------    

AATATTTTGTAAAATCATATATAATCAAATT----------------------------------------------------------------------    

TAAGTTT---GCATTTCTCTTTAATCT--------------------------------------------------------------------------    

CAACTCCACTCAATTCAGA----------------------------------------------------------------------------------    

AATTGTCC-CGTACGACCTCTTCAATAATAACACAT-----------------------------------------------------------------    

GCTAATTTATTACTTATACATAAA-----------------------------------------------------------------------------    

AATGTGGA---------------------------------------------------------------------------------------------    

AATCAATCTAGAG----------------------------------------------------------------------------------------    

CGTGCAGGAGACACTCAAG----------------------------------------------------------------------------------    

CATCTCGCGCC------------------------------------------------------------------------------------------    

GAGTTCATCC-------------------------------------------------------------------------------------------    

GATTTCTTCAGTTTCCCACCCGGGA----------------------------------------------------------------------------    

TTTCTATTACT------------------------------------------------------------------------------------------    

GGACATGAAGCACTGGCCTT---------------------------------------------------------------------------------    

CAATCGTAATGTAGTTGCCTTACA-----------------------------------------------------------------------------    

ACAGTCCACTTATTACTACTGCGGCC---------------------------------------------------------------------------    
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CGAGCGGCGGCCCCAGTGTGCGG------------------------------------------------------------------------------    

CGAGTGGAAGCAAAGAAC-----------------------------------------------------------------------------------    

GGTTTCTTAGGCTACCAATACGAAT----------------------------------------------------------------------------    

GGCATAATGGAAAATC-------------------------------------------------------------------------------------    

TGGTGGTTGATTACAACAACACGAGTGGG------------------------------------------------------------------------    

ATTTGCACCGCTT----------------------------------------------------------------------------------------    

CCTTGCCC-CGCACGACACTTTCA-----------------------------------------------------------------------------    

GGG--------------------------------------------------------------------------------------------------    

CTGAAGATG--------------------------------------------------------------------------------------------    

CGGGTTGAGGCAGGAAACCCTGGGTTCCCT-----------------------------------------------------------------------    

TTTGTCTAAAGAGTAATACTAGAGATAA-------------------------------------------------------------------------    

CTAAC--ATAATTAACTTAAGCAGCC---------------------------------------------------------------------------    

CAGGTCAGGCCCGG---------------------------------------------------------------------------------------    

GATGTGTCGCACTTCAAGCCCAGCGA---------------------------------------------------------------------------    

ACTCTAAGGTCAAGTTTGTCAAGGAG---------------------------------------------------------------------------    

ATCTCTGCTGTACAGGATGTTCTA-----------------------------------------------------------------------------    

ACGAAT--GTAAAACTTTATGATTTCAAAG-----------------------------------------------------------------------    

ACAAAGCTATATTCATAATTTTTTCTCT-------------------------------------------------------------------------    

ATTTAAGGAGCTGCGAAGGTCC-------------------------------------------------------------------------------    

AGGGCCGCGCCAGAGC-------------------------------------------------------------------------------------    

CAGGTCA---CCCCGACCCGCACTGTTCTA-----------------------------------------------------------------------    

CAGGGCAAAGTCCCAGCC-----------------------------------------------------------------------------------    

ATTAAATGGCGTTATTGGTGT--------------------------------------------------------------------------------    

AGGAAGACGATGGTGATGGTGTCGCTTGGGAT---------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

TTATCAAAGTCATACATCTGTTTTATAAGCTGTAGTTATCCAAGGACACTTCACTCATACACAATAGCCATTAAGGG------------------------    

AAAGTGGCGCATGATGT------------------------------------------------------------------------------------    

-----------------------------------------------------------------------------------------------------    

.....................................................................................................    

............................                                                                             

........................                                                                                 

....................                                                                                     
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