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ATGACCGACGCAACCATCCéCCACGACCACAAATTCGCCéTCGAAACCCTGCCCGTCAGéCTTGAAGACGAAATGCGCAAAAGCTAlCTCGAlTACGCCATGAGCGTCATTGTCGGGCGCGCGCTGCCGGACGT.CGCGA
ATGACCGACGCAACCATCCGCCACGACCACAAATTCGCCCTCGAAACCCTGCCCGTCAGCCTTGAAGACGAAATGCGCAAAAGCTATCTCGACTACGCCATGAGCGTCATTGTCGGGCGCGCGCTGCCGGACGTTCGCGA
ATGACCGACGCAACCATCCGCCACGACCACAAATTCGCCCTCGAAACCCTGCCCGTCAGCCTTGAAGACGAAATGCGCAAAAGCTATCTCGACTACGCCATGAGCGTCATTGTCGGGCGCGCGCTGCCGGACGT TCGCGA
ATGACCGACGCAACCATCCGCCACGACCACAAATTCGCCCTCGAAACCCTGCCCGTCAGCCTTGAAGACGAAATGCGCAAAAGCTATCTCGACTACGCCATGAGCGTCATTGTCGGGCGCGCACTGCCGGACGT TCGCGA
ATGACCGACGCAACCATCCGCCACGACCACAAATTCGCCCTCGAAACCCTGCCCGTCAGCCTTGAAGACGAAATGCGCAAAAGCTATCTCGACTACGCCATGAGCGTCATTGTCGGGCGCGCGCTGCCGGACGTTCGCGA
ATGACCGACGCAACCATCCGCCACGACCACAAATTCGCCCTCGAAACCCTGCCCGTCAGCCTTGAAGACGAAATGCGCAAAAGCTATCTCGACTACGCCATGAGCGTCATTGTCGGGCGCGCGCTGCCGGACGTTCGCGA
ATGACCGACGCAACCATCCGCCACGACCACAAATTCGCCCTCGAAACCCTGCCCGTCAGCCTTGAAGACGAAATGCGCAAAAGCTATCTCGACTACGCCATGAGCGTCATTGTCGGGCGCGCGCTGCCGGACGT TCGCGA

ATGACCGACGCAACCATCCGCCACGACCACAAATTCGCCCTCCAAACCCTGCCCGTCAGCCTTGAAGACGAAATCCGCAAAAGCTATCTCCACTACGCCATGAGCGTCATTCTCCGCCCCECECTCCCGCACCTTCECEA

160 180 200 220 240 260 280
1 1 1 | I 1 |

CGGHCTEAABCCEBGTACACCGEBCGCGTEBCTGTAMGCEATGCACGAGCTGAAAAABAACTGGAATGCCGCCTACAAAAAAT CGGCGCGCATCGTCGGCGACGT CATCGGTAAATACCACCCCCACGGCGATACCGCCGTAT
CGGCCTAAAGCCGGTGCACCGGCGCGTACTGTACGCGATGCACGAGCTGAAAAATAACTGGAATGCCGCCTACAAAAAATCGGCGCGCATCGTCGGCGACGTCATCGGTAAATACCACCCCCACGGCGATACCGCCGTAT
CGGCCTAAAGCCGGTGCACCGGCGCGTACTGTACGCGATGCACGAGCTGAAAAATAACTGGAATGCCGCCTACAAAAAATCGGCGCGCATCGTCGGCGACGTCATCGGTAAATACCACCCCCACGGCGATACCGCCGTAT
CGGCCTAAAGCCGGTGCACCGGCGCGTACTGTACGCGATGCACGAGCTGAAAAATAACTGGAATGCCGCCTACAAAAAATCGGCGCGCATCGTCGGCGACGTCATCGGTAAATACCACCCCCACGGCGATACCGCCGTAT

CGGCCTAAAGCCGGTGCACCGGCGCGTACTGTACGCGATGCACGAGCTGAAAAATAACTGGAATGCCGCCTACAAAAAATCGGCGCGCATCGTCGGCGACGTCATCGGTAAATACCACCCCCACGGCGATACCGCCGTAT

CGGCCTAAAGCCGGTGCACCGGCGCGTACTGTACGCGATGCACGAGCTGAAAAATAACTGGAATGCCGCCTACAAAAAATCGGCGCGCATCGTCGGCGACGTCATCGGTAAATACCACCCCCACGGCGATACCGCCGTAT
[QRDR] [HGT] 1] 2]

CGGCCTAAAGCCGGTGCACCGGCGCGTACTGTACGCGATGCACGAGCTGAAAAATAACTGGAATGCCGCCTACAAAAAAT CGGCGCGCATCGTCGGCGACGT CATCGGTAAATACCACCCCCACGGCGATTRCGCAGTRT

CCCeCTaAACCCaGTcCACCCECOCOTACTCTACGCCATGCACCACCTGAAAAATAACTGCAATGCCCCCTACAAAAAATCCGCCCGCATCCTCGGCCACCTCATCCGTAAATACCACCCCCACGGCCATACCGCeCTAT

300 320 340 360 380 400 420
1 1 | | 1 1

ACGACACCATCGTCCGTATGGCGCAAAATTTCGCTATGCGETATGTGCTGATAGACGGACAGGGCAACT TCGGATCGGTHGACGGGCTTGCRGCCGCCGCBATGCGTTACACCGAAAT CCGRATGGCGAAAATTCECAR

ACGACACCATCGTCCGTATGGCGCAAAATTTCGCTATGCGTTATGTGCTGATAGACGGACAGGGCAACTTCGGATCGGTGGACGGGCTTGCCGCCGCCGCAATGCGTTACACCGAAATCCGCATGGCGAAAATCTCACAT

ACGACACCATCGTCCGTATGGCGCAAAATTTCGCTATGCGTTATGTGCTGATAGACGGACAGGGCAACTTCGGATCGGTGGACGGGCTTGCCGCCGCCGCAATGCGTTACACCGAAATCCGCATGGCGAAAATCTCACAT

ACGACACCATCGTCCGTATGGCGCAAAATTTCGCTATGCGTTATGTGCTGATAGACGGACAGGGCAACTTCGGATCGGTGGACGGGCTTGCCGCCGCCGCAATGCGTTACACCGAAATCCGCATGGCGAAAATCTCACAT

ACGACACCATCGTCCGTATGGCGCAAAATTTCGCTATGCGTTATGTGCTGATAGACGGACAGGGCAACTTCGGATCGGTGGACGGGCTTGCCGCCGCCGCAATGCGTTACACCGAAATCCGCATGGCGAAAATCTCACAT

ACGACACCATCGTCCGTATGGCGCAAAATTTCGCTATGCGTTATGTGCTGATAGACGGACAGGGHAACTTCGGATCGGTGGACGGGCTTGCCGCCGCCGCAATGCGTTACACCGAAAT CCGCATGGCGAAAATCTCACAT

ACGACACCATCGTCCGTATGGCGCAAAATTTCGCTATGCGTTATGTGCTGATAGACGGACAGGGCAACTTCGGATCGGTGGACGGGCTTGCCGCCGCAGC TATACCGAAATCCGCATGGCGAAAATCTCACAT

GCG|
ACCACACCATCGTCCCTATCGCCCAAAATTTCGCTATCCGTTATCTGCTCATAGACGGACACGGEAACTTCCCATCOCTEGACCCGLTTGCGCCCCGCA ATCCGTTAcACCGAAATCCGCATGGCGAAAATCTCACAT

440 460 480 500 520 540 560
I | | | |

GAAATGCTGGCEBGATATTGAGGAAGAAACCGTBAATTTCGGCCCGAACTACGACGGEBAGCGAACACGABCCGCTTGTACTGCCAACCCGETTCCCCBCECTGCTCGTCAACGGCTCTCCGGCATCGCCGT CGGRATGGC

GAAATGCTGGCAGACAT TGAGGAAGAAACCGTTAATTTCGGCCCGAACTACGACGGTAGCGAACACGABCCGCTTGTACTGCCGACCCGTTTCCCCACACTGCTCGTCAACGGCTCGT CCGGRATCGCCGT CGGHATGGC

GAAATGCTGGCAGACATTGAGGAAGAAACCGTTAATTTCGGCCCGAACTACGACGGTAGCGAACACGAACCGCTTGTACTGCCGACCCGTTTCCCCACACTGCTCGTCAACGGCTCGTCCGGCATCGCCGTCGGCATGGC

GAAATGCTGGCAGACATTGAGGAAGAAACCGTTAATTTCGGCCCGAACTACGACGGTAGCGAACACGAACCGCTTGTACTGCCGACCCGTTTCCCCACACTGCTCGTCAACGGCTCGTCCGGCATCGCCGTCGGCATGGC

GAAATGCTGGCAGACATTGAGGAAGAAACCGTTAATTTCGGCCCGAACTACGACGGTAGCGAACACGAACCGCTTGTACTGCCGACCCGTTTCCCCACACTGCTCGTCAACGGCTCGTCCGGCATCGCCGTCGGCATGGC

GAAATGCTGGCAGACATTGAGGAAGAAACCGTTAATTTCGGCCCGAACTACGACGGTAGCGAACACGAACCGCTTGTACTGCCGACCCGTTTCCCCACACTGCTCGTCAACGGCTCGTCCGGCATCGCCGTCGGCATGGC

GAAATGCTGGCAGACATTGAGGAAGAAACCGTTAATTTCGGCCCGAACTACGACGGTAGCGAACACGABCCGCTTGTACTGCCGACCCGTTTCCCCACACTGCTCGTCAACGGCTCGTCCGGRATCGCCGTCGGRATGGC

GAAATCCTGGCACACATTGAGCAAGAAACCCTTAATTTCGGCCCCAACTACCACGGTACCCAACACGARCCGCTTGTACTGCCCACCCOTTTCCCCACACTGCTCCTCAACCGLTCTCCCCATCGCCETCCGATCGC

580 600 620 640 660 680 700
1 1 | | |

GACCAAMATCCCGCCGCACAACCTEBMCCGACACCEBTCAACGCCTGECTACGECT GAMGEACCCBABACCGAAATCGACGAATRTGATCGACATEATCCAAGCCCCCGACTTCCCGACCGGGGCAACCATCTACGGCT

GACCAACATCCCGCCGCACAACCTCACCGACACCATCAACGCCTGTCTGCGTCTTTTGGACGAACCCAAAACCGAAAT CGACGAACTGATCGACATTATCCAAGCCCCCGACTTCCCGACCGGGGCAACCATCTACGGCT

GACCAACATCCCGCCGCACAACCTCACCGACACCATCAACGCCTGTCTGCGTCTTTTGGACGAACCCAAAACCGAAATCGACGAACTGATCGACATTATCCAAGCCCCCGACTTCCCGACCGGGGCAACCATCTACGGCT

GACCAACATCCCGCCGCACAACCTCACCGACACCATCAACGCCTGTCTGCGTCTTTTGGACGAACCCAAAACCGAAATCGACGAACTGATCGACATTATCCAAGCCCCCGACTTCCCGACCGGGGCAACCATCTACGGCT

GACCAACATCCCGCCGCACAACCTCACCGACACCATCAACGCCTGTCTGCGTCTTTTGGACGAACCCAAAACCGAAATCGACGAACTGATCGACATTATCCAAGCCCCCGACTTCCCGACCGGGGCAACCATCTACGGCT

GACCAACATCCCGCCGCACAACCTCACCGACACCATCAACGCCTGTCTGCGTCTTTTGGACGAACCCAAAACCGAAATCGACGAACTGATCGACATTATCCAAGCCCCCGACTTCCCGACCGGGGCAACCATCTACGGCT

GACCAACATCCCGCCGCACAACCTCACCGACACCATCAACGCCTGTCTGCGTCTTTTGGACGAACCCAAAACCGAAAT CGACGAACTGATCGACATTATCCAAGCCCCCGACTTCCCGACCGGGGCAACCATCTACGGCT

GACCAACATCCCGCCGCACAACCTcACCGACACCATCAACGCCTCTCTaCOTCTr7TaGAcGAACCCAAAACCCAAATCGACGAACTGATCGACAT TATCCAACCCCCCGACTTCCCGACCGGEGCAACCATCTACCGET
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720 740 760 780 800 820 840
I I 1 1 1 I |

TGAGCGGBGTGCGCGAAGGCTATAAAACEGGCCGCGGCCGCGTEGTEATECGHAGEEAAGACCCABABCGAACCCATEGGCAAAAACGGGAACGCGAAGCCATCGTTATCGACGAAATCCCCTATCAGGT CAACAAAGCC

TGGGCGGCGTGCGCGAAGGCTATAAAACAGGCCGCGGCCGCGTEGTTATACGCGGTAAGACCCATATCGAACCCATAGGCAAAAACGGCGAACGCGAAGCCATCGTTATCGACGAAATCCCCTATCAGGT CAACAAAGCC

TGGGCGGCGTGCGCGAAGGCTATAAAACAGGCCGCGGCCGCGTTGTTATGCGCGGTAAGACCCATATCGAACCCATAGGCAAAAACGGCGAACGCGAAGCCATCGTTATCGACGAAATCCCCTATCAGGT CAACAAAGCC

TGGGCGGCGTGCGCGAAGGCTATAAAACAGGCCGCGGCCGCGTTGTTATGCGCGGTAAGACCCATATCGAACCCATAGGCAAAAACGGCGAACGCGAAGCCATCGTTATCGACGAAATCCCCTATCAGGTCAACAAAGCC

TGGGCGGCGTGCGCGAAGGCTATAAAACAGGCCGCGGCCGCGTTGTTATGCGCGGTAAGACCCATATCGAACCCATAGGCAAAAACGGCGAACGCGAAGCCATCGTTATCGACGAAATCCCCTATCAGGT CAACAAAGCC

TGGGCGGCGTGCGCGAAGGCTATAAAACAGGCCGCGGCCGCGTTGTTATGCGCGGTAAGACCCATATCGAACCCATAGGCAAAAACGGCGAACGCGAAGCCATCGTTATCGACGAAATCCCCTATCAGGT CAACAAAGCC

TGGGCGGCGTGCGCGAAGGCTATAAAACAGGCCGCGGCCGCGTTGTTATGCGCGGTAAGACCCATATCGAACCCATAGGCAAAAACGGCGAACGCGAAGCCATCGTTATCGACGAAAT CCCCTATCAGGT CAACAAAGCC

TGCcGCCCcCTCCCCCAAGGCTATAAAACAGGCCCCCGCCOLOT+CTTAT=C0cCaTAACACCCATATCCAACCCATAGCGCAAAAACGGCGAACGCCAAGCCATCCTTATCGACCAAATCCCCTATCACGTCAACAAAGCC

860 880 200 920 940 960 980
1 1 | 1 I 1 |

AAGEBTGGT CGABAAAAT CGGCGARBTGGTECGHGAAAAAACKACTGGAAGGCATTTCCGARACTEBCGCGACGAAT CCGACAAAT CCGGATGCGCGTCGTTATCGAGCTGAAACGCAACGAAAATGCCGAAGTCGTCTTAAA
AAGTTGGTCGAGAAAATCGGCGATTTGGTTCGGGAAAAAACGCTGGAAGGCATTTCCGAGCTCCGCGACGAATCCGACAAATCCGGGATGCGCGTCGTTATCGAGCTGAAACGCAACGAAAATGCCGAAGTCGTCTTAAA
AAGTTGGTCGAGAAAATCGGCGATTTGGTTCGGGAAAAAACGCTGGAAGGCATTTCCGAGCTCCGCGACGAATCCGACAAATCCGGGATGCGCGTCGTTATCGAGCTGAAACGCAACGAAAATGCCGAAGTCGTCTTAAA
AAGTTGGTCGAGAAAATCGGCGATTTGGTTCGGGAAAAAACGCTGGAAGGCATTTCCGAGCTCCGCGACGAATCCGACAAATCCGGGATGCGCGTCGTTATCGAGCTGAAACGCAACGAAAATGCCGAAGTCGTCTTAAA
AAGTTGGTCGAGAAAATCGGCGATTTGGTTCGGGAAAAAACGCTGGAAGGCATTTCCGAGCTCCGCGACGAATCCGACAAATCCGGGATGCGCGTCGTTATCGAGCTGAAACGCAACGAAAATGCCGAAGTCGTCTTAAA
AAGTTGGTCGAGAAAATCGGCGATTTGGTTCGGGAAAAAACGCTGGAAGGCATTTCCGAGCTCCGCGACGAATCCGACAAATCCGGGATGCGCGTCGTTATCGAGCTGAAACGCAACGAAAATGCCGAAGTCGTCTTAAA
AAGTTGGTCGAGAAAATCGGCGATTTGGTTCGGGAAAAAACACTGGAAGGCATTTCCGAGCT CCGCGACGAAT CCGACAAAT CCGGRATGCGCGTCGTTAT CGAGCTGAAACGCAACGAAAATGCCGAAGT CGTCTTAAA
AAGTTGGTCCACAAAATCGGCCATTTGCTTCCcGAAAAAACECTCCAAGGCATTTCCCAGCTcCGCCACGAATCCGACAAATCCGGEATGCCCCTCATTATCGAGCTGAAACGCAACGAAAATCCCCAACTCGTCTTAAA

1000 1020 1040 1.050 1080 1100 L120
CCAACTCTACAAACTGACTCCGCTGCAAGACAGT TTCGGCATCAATATGGTAGTTTTGGT CGACGGACAACCGCGCCTGTTAAACCTGAABCAGATTCTCTCCGAATTCCTGCGCCACCGCCGCGAAGTCGTTACCCGEBC
CCAACTCTACAAACTGACTCCGCTGCAAGACAGTTTCGGCATCAATATGGTTGTTTTGGTCGACGGACAACCGCGCCTGTTAAACCTGAAACAGATTCTCTCCGAATTCCTGCGCCACCGCCGCGAAGTCGTTACCCGAC
CCAACTCTACAAACTGACTCCGCTGCAAGACAGTTTCGGCATCAATATGGTTGTTTTGGTCGACGGACAACCGCGCCTGTTAAACCTGAAACAGATTCTCTCCGAATTCCTGCGCCACCGCCGCGAAGTCGTTACCCGAC
CCAACTCTACAAACTGACTCCGCTGCAAGACAGTTTCGGCATCAATATGGTTGTTTTGGTCGACGGACAACCGCGCCTGTTAAACCTGAAACAGATTCTCTCCGAATTCCTGCGCCACCGCCGCGAAGTCGTTACCCGAC
CCAACTCTACAAACTACTCCGCTGCAAGACAGT TTCGGCATCAATATGGTTGTTTTGGT CGACGGACAACCGCGCCTGTTAAACCTGAAACAGATTCTCTCCGAATTCCTGCGCCACCGCCGCGAAGTCGTTACCCGAC
CCAACTCTACAAACTGACTCCGCTGCAAGACAGTTTCGGCATCAATATGGTTGTTTTGGTCGACGGACAACCGCGCCTGTTAAACCTGAAACAGATTCTCTCCGAATTCCTGCGCCACCGCCGCGAAGTCGTTACCCGAC
CCAACTCTACAAACTGACTCCGCTGCAAGACAGT TTCGGCATCAATATGGTEGTTTTGGT CGACGGACAACCGCGCCTGTTAAACCTGAAACAGATTCTCTCCGAATTCCTGCGCCACCGCCGCGAAGTCGTTACCCGAC

CCAACTCTACAAACTCACTCCCCTGCAACACAGTTTCCCCATCAATATCGT+GTTTTGCTCCACGCACAACCGCCCCTGTTAAACCTGAAACAGATTCTCTCCGAATTCCTCCCCCACCGCCGCGAACTCCTTACCCCAC

1.140 1.160 1.180 1.200 1220 1240 1.260
| | | [ 1

GBACGCTBTTCCGACTGAABAAGGCEBCGCCABGAAGGACATATIRGCCGAAGGCAAAGCCGTCGCBCTGTCCAATATCGATGAAATCATCEBGCTMATCAAAGAATCGCCCAACGCAGCCGAGGCCAAAGAAAAACTGCTT

GTACGCTTTTCCGGCTGAAGAAGGCACGCCATGAAGGGCATATCGCCGAAGGCAAAGCCGTCGCACTGTCCAATATCGATGAAATCATCAAGCTCATCAAAGAATCGCCCAACGCGGCCGAGGCCAAAGAAAAACTGCTT

GTACGCTTTTCCGGCTGAAGAAGGCACGCCATGAAGGGCATATCGCCGAAGGCAAAGCCGTCGCACTGTCCAATATCGATGAAATCATCAAGCTCATCAAAGAATCGCCCAACGCGGCCGAGGCCAAAGAAAAACTGCTT

GTACGCTTTTCCGGCTGAAGAAGGCACGCCATGAAGGGCATATCGCCGAAGGCAAAGCCGTCGCACTGTCCAATATCGATGAAATCATCAAGCT CATCAAAGAAT CGCCCAACGCGGCCGAGGCCAAAGAAAAACTGCTT

GTACGCTTTTCCGGCTGAAGAAGGCACGCCATGAAGGGCATATCGCCGAAGGCAAAGCCGTCGCACTGTCCAATATCGATGAAATCATCAAGCTCATCAAAGAATCGCCCAACGCGGCCGAGGCCAAAGAAAAACTGCTT

GTACGCTTTTCCGGCTGAAGAAGGCACGCCATGAAGGGCATATCGCCGAAGGCAAAGCCGTCGCACTGTCCAATATCGATGAAATCATCAAGCTCATCAAAGAATCGCCCAACGCGGCCGAGGCCAAAGAAAAACTGCTT

GTACGCTTTTCCGGCTGAAGAAGGCACGCCATGAAGGGCATATCGCCGAAGGCAAAGCCGTCGCACTGTCCAATATCGATGAAATCATCAAGCTCATCAAAGAATCGCCCAACGCGGCCGAGGCCAAAGAAAAACTGCTT

GrACGCTTTTCCCcCTGAAGAAGGCACGCCATGAACGCCATATcCCCCAAGCCAAAGCCGTCGCACTCTCCAATATCCATGAAATCATCAAGCT cATCAAAGAATCCCCCAACCCEGCCGAGGCCAAAGAAAAACTCCTT

1.280 1.300 1.320 1340 1360 1380 1.400
| 1 I | |

GCGCGCCCTTGGCGCAGCAGCCTCGTTGAAGAAATGCTGACGCGT TCCGGEMTGGATTTGGAAATGATGCGEBCCEGAAGGATTGGCBGCAAACATEGGHACTGAAAR

CAAGGTTATTACCTEAGCGAGATTCAGGCAGA

GCGCGCCCTTGGCGCAGCAGCCTCGTTGAAGAAATGCTGACGCGTTCCGGTCTGGATTTGGAAATGATGCGTCCGGAAGGATTGGCTGCAAACATTGGTCTGAAAAAACAAGGTTATTACCTGAGCGAGATTCAGGCAGA

GCGCGCCCTTGGCGCAGCAGCCTCGTTGAAGAAATGCTGACGCGTTCCGGTCTGGATTTGGAAATGATGCGT CCGGAAGGATTGGCTGCAAACATTGGTCTGAAAAAACAAGGTTATTACCTGAGCGAGATTCAGGCAGA

GCGCGCCCTTGGCGCAGCAGCCTCGTTGAAGAAATGCTGACGCGTTCCGGTCTGGATTTGGAAATGATGCGTCCGGAAGGATTGGCTGCAAACATTGGTCTGAAAAAACAAGGTTATTACCTGAGCGAGATTCAGGCAGA

GCGCGCCCTTGGCGCAGCAGCCTCGTTGAAGAAATGCTGACGCGTTCCGGTCTGGATTTGGAAATGATGCGT CCGGAAGGATTGGCTGCAAACATTGGTCTGAAAAAACAAGGTTATTACCTGAGCGAGATTCAGGCAGA

GCGCGCCCTTGGCGCAGCAGCCTCGTTGAAGAAATGCTGACGCGTTCCGGTCTGGATTTGGAAATGATGCGT CCGGAAGGATTGGCTGCAAACATTGGTCTGAAAAAACAAGGTTATTACCTGAGCGAGATTCAGGCAGA

GCGCGCCCTTGGCGCAGCAGCCTCGTTGAAGAAATGCTGACGCGTTCCGGTCTGGATTTGGAAATGATGCGT CCGGAAGGATTGGCTGCAAACATTGGTCTGAAAAAACAAGGTTATTACCTGAGCGAGATTCAGGCAGA

GCGCOCCCTTGOCGCAGCAGCCTCOTTCAAGAAATGCTGACGCATTCCGGTeTGCATTTGCAAATGATGCCTCCEGAAGGATTAGCTGCAAACATTGGTCTCAAARAACAAGGTTATTACCTAGCCAGATTCAGGCAGA
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1420 1.440 1.460 1.480 1500 1520 1.540
I 1 I | | I |

TGCTATTTTACGCATGAGCCTGCGAAACCTGACCGGCCT CGATCEBGBAAGAAATTEBT CGAAAGCTACAAAAACCTGATGGGTAAAATCATCGACTTTGTGGABATCCTCTCCAAACCCGAACGCATTACCCBAATCATCC

TGCTATTTTACGCATGAGCCTGCGAAACCTGACCGGCCTCGATCAGAAAGAAATTATCGAAAGCTACAAAAACCTGATGGGTAAAATCATCGACTTTGTGGATATCCTCTCCAAACCCGAACGCATTACCCAAATCATCC

TGCTATTTTACGCATGAGCCTGCGAAACCTGACCGGCCTCGATCAGAAAGAAATTATCGAAAGCTACAAAAACCTGATGGGTAAAATCATCGACTTTGTGGATATCCTCTCCAAACCCGAACGCATTACCCAAATCATCC

TGCTATTTTACGCATGAGCCTGCGAAACCTGACCGGCCTCGATCAGAAAGAAATTATCGAAAGCTACAAAAACCTGATGGGTAAAATCATCGACTTTGTGGATATCCTCTCCAAACCCGAACGCATTACCCAAATCATCC

TGCTATTTTACGCATGAGCCTGCGAAACCTGACCGGCCTCGATCAGAAAGAAATTATCGAAAGCTACAAAAACCTGATGGGTAAAATCATCGACTTTGTGGATATCCTCTCCAAACCCGAACGCATTACCCAAATCATCC

TGCTATTTTACGCATGAGCCTGCGAAACCTGACCGGCCTCGATCAGAAAGAAATTATCGAAAGCTACAAAAACCTGATGGGTAAAATCATCGACTTTGTGGATATCCTCTCCAAACCCGAACGCATTACCCAAATCATCC

TGCTATTTTACGCATGAGCCTGCGAAACCTGACCGGCCTCGATCAGAAAGAAATTATCGAAAGCTACAAAAACCTGATGGGTAAAATCATCGACTTTGTGGATATCCTCTCCAAACCCGAACGCATTACCCAAATCATCC

TGCTATTTTACGCATCAGCCTCCGAAACCTCACCGCCCTCCATCAGAAAGAAATTATCCAAAGCTACAAAAACCTGATGGGTAAAATCATCCACTTTCTGCATATCCTCTCCAAACCCCAACGCATTACCCAAATCATCC

1.560 1.580 1.600 1.620 1640 1.660 1.680
| 1 1 I 1 1 |

GEBGACGABCTGGAAGAAAT CAAAACCAACTATGGCGAIGAA CAGCGAAATCAACCCHTTCGGCGGCGACATTGCCGATGAAGACCTGATTCCGCAACGCGABATGGTCGTACCCTGACCCACGGCGGCTABATH

GTGACGAACTGGAAGAAATCAAAACCAACTATGGCGACGAACGCCGCAGCGAAATCAACCCGTTCGGCGGCGACATTGCCGATGAAGACCTGATTCCGCAACGCGAAATGGTCGTGACCCTGACCCACGGCGGCTATATA
GTGACGAACTGGAAGAAATCAAAACCAACTATGGCGACGAACGCCGCAGCGAAATCAACCCGTTCGGCGGCGACATTGCCGATGAAGACCTGATTCCGCAACGCGAAATGGTCGTGACCCTGACCCACGGCGGCTATATA
GTGACGAACTGGAAGAAATCAAAACCAACTATGGCGACGAACGCCGCAGCGAAATCAACCCGTTCGGCGGCGACATTGCCGATGAAGACCTGATTCCGCAACGCGAAATGGTCGTGACCCTGACCCACGGCGGCTATATA
GTGACGAACTGGAAGAAATCAAAACCAACTATGGCGACGAACGCCGCAGCGAAATCAACCCGTTCGGCGGCGACATTGCCGATGAAGACCTGATTCCGCAACGCGAAATGGTCGTGACCCTGACCCACGGCGGCTATATA
GTGACGAACTGGAAGAAATCAAAACCAACTATGGCGACGAACGCCGCAGCGAAATCAACCCGTTCGGCGGCGACATTGCCGATGAAGACCTGATTCCGCAACGCGAAATGGTCGTGACCCTGACCCACGGCGGCTATATA
GTGACGAACTGGAAGAAATCAAAACCAACTATGGCGACGAACGCCGCAGCGAAATCAACCCGTTCGGCGGCGACATTGCCGATGAAGACCTGATTCCGCAACGCGAAATGGTCGTGACCCTGACCCACGGCGGCTATATA

GrGACCAACTGGAACAAATCAAAACCAACTATGGCCACCAATGCCaCAGCGAAATCAACCCCTTCCGCCGCCACATTGCCGATCAAGACCTCATTCCCCAACGCCAAATGGTCCTEACCCTCACCCACGECGGCTATATA

1.700 1.720 1.740 1.760 1.780 1.800 1.820
I I | | | | |

AAAACCCAGCCGACCACCGACTATCAGGCBCAGCGTCGCGGCGGARCGCGGCAAACAGGCHGCEGCCACCAAAGACGAAGACTTIBATCGAAACCCTGTTEGTTGCAAACACACABGACTATETGATGTGTTTBACCAACCT
AAAACCCAGCCGACCACCGACTATCAGGCTCAGCGTCGCGGCGGGCGCGGCAAACAGGCGGCTGCCACCAAAGACGAAGACT TTATCGAAACCCTGTTTGTTGCCAACACGCATGACTATTTGATGTGTTTTACCAACCT
AAAACCCAGCCGACCACCGACTATCAGGCTCAGCGTCGCGGCGGGCGCGGCAAACAGGCGGCTGCCACCAAAGACGAAGACT TTATCGAAACCCTGTTTGTTGCCAACACGCATGACTATTTGATGTGTTTTACCAACCT
AAAACCCAGCCGACCACCGACTATCAGGCTCAGCGTCGCGGCGGGCGCGGCAAACAGGCGGCTGCCACCAAAGACGAAGACTTTATCGAAACCCTGTTTGTTGCCAACACGCATGACTATTTGATGTGTTTTACCAACCT
AAAACCCAGCCGACCACCGACTATCAGGCTCAGCGTCGCGGCGGGCGCGGCAAACAGGCGGCTGCCACCAAAGACGAAGACT TTATCGAAACCCTGTTTGT TGCCAACACGCATGACTATTTGATGTGTTTTACCAACCT
AAAACCCAGCCGACCACCGACTATCAGGCTCAGCGTCGCGGCGGGCGCGGCAAACAGGCGGCTGCCACCAAAGACGAAGACTTTATCGAAACCCTGTTTGTTGCCAACACGCATGACTATTTGATGTGTTTTACCAACCT
AAAACCCAGCCGACCACCGACTATCAGGCTCAGCGTCGCGGCGGGCGCGGCAAACAGGCGGCTGCCACCAAAGACGAAGACTTTATCGAAACCCTGTTTGTTGCCAACACGCATGACTATTTGATGTGTTTTACCAACCT

AAAACCCAGCCGACCACCGACTATCAGGCTCAGCGTCCCOGCEGECLCCCCAAACAGGCECCTGCCACCAAAGACGAAGACTTTATCCAAACCCTGTTTGTTGCCAACACCCATCACTATTTCATGTCTTTTACCAACCT

1.840 1.860 1.880 1.900 1.920 1.940 1.960
1 | | | 1

CGGCAABTGCCACTGGATTAAGGTTTACAABCTGCCCGAAGGCGGEBCGCAACAGCCGCGGCCGT CCGATRAAACAACGT CATRCAGT TGGAAGAAGGCGAAAAAGT CAGCGCGATTCTGGCAGTACGCGAGT TECCCGAAG
CGGCAAGTGCCACTGGATTAAGGTTTACAAACTGCCCGAAGGCGGACGCAACAGCCGCGGCCGTCCGATTAACAACGT CATCCAGCTGGAAGAAGGCGAAAAAGT CAGCGCGATTCTGGCAGTACGCGAGTTTCCCGAAG
CGGCAAGTGCCACTGGATTAAGGTTTACAAACTGCCCGAAGGCGGACGCAACAGCCGCGGCCGTCCGATTAACAACGT CATCCAGCTGGAAGAAGGCGAAAAAGT CAGCGCGATTCTGGCAGTACGCGAGTTTCCCGAAG
CGGCAAGTGCCACTGGATTAAGGTTTACAAACTGCCCGAAGGCGGACGCAACAGCCGCGGCCGTCCGATTAACAACGT CATCCAGCTGGAAGAAGGCGAAAAAGT CAGCGCGATTCTGGCAGTACGCGAGTTTCCCGAAG
CGGCAAGTGCCACTGGATTAAGGTTTACAAACTGCCCGAAGGCGGACGCAACAGCCGCGGCCGTCCGATTAACAACGT CATCCAGCTGGAAGAAGGCGAAAAAGT CAGCGCGATTCTGGCAGTACGCGAGTTTCCCGAAG
CGGCAAGTGCCACTGGATTAAGGTTTACAAACTGCCCGAAGGCGGACGCAACAGCCGCGGCCGTCCGATTAACAACGT CATCCAGCTGGAAGAAGGCGAAAAAGT CAGCGCGATTCTGGCAGTACGCGAGTTTCCCGAAG
CGGCAAGTGCCACTGGATTAAGGTTTACAAACTGCCCGAAGGCGGACGCAACAGCCGCGGCCGTCCGATTAACAACGT CATCCAGCTGGAAGAAGGCGAAAAAGT CAGCGCGATTCTGGCAGTACGCGAGTTTCCCGAAG

CGGCAACTGCCACTCCATTAACGTTTACAAACTGCCCCAAGGCGCACGCAACAGCCGCCGCCOTCCGATTAACAACCTCATCAGETGCAACAAGGCCAAAAAGTCAGCGCCATTCTGGCAGTACGCCACTTTCCCCAAG

1.980 2.000 2.020 2.040 2.060 2.080 2.100

I I I I I
ACCAATACGTCTTCTTCGCCACCGCGCARGGEATEGTGAAAAAAGT CCBBCTTTCCGCCTTTAAAAACGT CCGCGCCCAAGGCATIBAAAGCCATIIGCEBCTCAAAGAAGGCGARTECCTEBAT CGGiGCEGCGCAAACEGGT

ACCAATACGTCTTCTTCGCCACCGCGCAGGGAATGGTGAAAAAAGTCCAACTTTCCGCCTTTAAAAACGTCCGCGCCCAAGGCATTAAAGCCATCGCACTCAAAGAAGGCGACTACCTCGTCGGCGCTGCGCAAACAGGC

ACCAATACGTCTTCTTCGCCACCGCGCAGGGAATGGTGAAAAAAGTCCAACTTTCCGCCTTTAAAAACGTCCGCGCCCAAGGCATTAAAGCCATCGCACTCAAAGAAGGCGACTACCTCGTCGGCGCTGCGCAAACAGGC

ACCAATACGTCTTCTTCGCCACCGCGCAGGGAATGGTGAAAAAAGTCCAACTTTCCGCCTTTAAAAACGTCCGCGCCCAAGGCATTAAAGCCATCGCACTCAAAGAAGGCGACTACCTCGTCGGCGCTGCGCAAACAGGC

ACCAATACGTCTTCTTCGCCACCGCGCAGGGAATGGTGAAAAAAGTCCAACTTTCCGCCTTTAAAAACGTCCGCGCCCAAGGCATTAAAGCCATCGCACTCAAAGAAGGCGACTACCTCGTCGGCGCTGCGCAAACAGGC

ACCAATACGTCTTCTTCGCCACCGCGCAGGGAATGGTGAAAAAAGTCCAACTTTCCGCCTTTAAAAACGTCCGCGCCCAAGGCATTAAAGCCATCGCACTCAAAGAAGGCGACTACCTCGTCGGCGCTGCGCAAACAGGC

ACCAATACGTCTTCTTCGCCACCGCGCAGGGAATGGTGAAAAAAGTCCAACTTTCCGCCTTTAAAAACGTCCGCGCCCAAGGCATTAAAGCCATCGCACTCAAAGAAGGCGACTACCTCGTCGGCGCTGCGCAAACAGGC

ACCAATACGTCTTCTTCGCCACCGCGCAGGGAATEGTCAAAAAACTCCARCTTTCCGCCTTTAAAAACGTCCGCGCCCAACGCATTAAAGCCAT cGCACTCAAAGAAGGCCAETACCTeaTCOCeGCTGCGCAAACAGGL
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|

I I I I I
GGAMMAGGACGACATTATGETGTTCTCCAACTTGGGCAABGCCATCCGEBTTHAACGAATACTGGGAAAAAT CCGGCAACGEBCGAAGCGGAAGATGCCGACABCGAAACH B TTCAGACGECATCGAAGACGAAARCGC

GGTGCGGACGACATTATGTTGTTCTCCAACTTGGGCAAAGCCATCCGCTTCAACGAATACTGGGAAAAATCCGGCAACGACGAAGCGGAAGATGCCGACATCGAAACCGAGATTTCAGACGACCTCGAAGACGAAACCGC

GGTGCGGACGACATTATGTTGTTCTCCAACTTGGGCAAAGCCATCCGCTTCAACGAATACTGGGAAAAAT CCGGCAACGACGAAGCGGAAGATGCCGACAT CGAAACCGAGATTTCAGACGACCT CGAAGACGAAACCGC

GGTGCGGACGACATTATGTTGTTCTCCAACTTGGGCAAAGCCATCCGCTTCAACGAATACTGGGAAAAATCCGGCAACGACGAAGCGGAAGATGCCGACATCGAAACCGAGATTTCAGACGACCTCGAAGACGAAACCGC

GGTGCGGACGACATTATGTTGTTCTCCAACTTGGGCAAAGCCATCCGCTTCAACGAATACTGGGAAAAATCCGGCAACGACGAAGCGGAAGATGCCGACATCGAAACCGAGATTTCAGACGACCTCGAAGACGAAACCGC

GGTGCGGACGACATTATGTTGTTCTCCAACTTGGGCAAAGCCATCCGCTTCAACGAATACTGGGAAAAATCCGGCAACGACGAAGCGGAAGATGCCGACATCGAAACCGAGATTTCAGACGACCTCGAAGACGAAACCGC

GGTGCGGACGACATTATGTTGTTCTCCAACTTGGGCAAAGCCATCCGCTTCAACGAATACTGGGAAAAAT CCGGCAACGACGAAGCGGAAGATGCCGACAT CGAAACCGAGATTTCAGACGACCT CGAAGACGAAACCGC

GCrccCCACCACATTATGTTGTTCTCCAACTTGCGCAAAGCCATCCGTTAACCAATACTCGCAAAAATCCCGCAACGACCAAGCGGAACATGCCGACATCGAAACCGAGATTTCAGACCACCTCGAAGACCAAACCGC

2.260 2.280 2300 2320 2340 2.360 2380
| 1 1 I 1 | |

CGACABCGAAAACBCCCTGCCBEGCGGCAAARACGGCGTGCGECCGT CCGGECGBGGCAGCGGCGGEATGCGCGGBATGCGCCTGCCTGCCGACGGCAAAATCGTCAGCCTGATTACCTTCGCCCCBGAABCCGBAGAAA

CGACAACGAAAACACCCTGCCAAGCGGCAAAAACGGCGTGCGTCCGTCCGGTCGCGGCAGCGGCGGTTTGCGCGGTATGCGCCTGCCTGCCGACGGCAAAATCGTCAGCCTGATTACCTTCGCCCCTGAAACCGAAGAAA

CGACAACGAAAACACCCTGCCAAGCGGCAAAAACGGCGTGCGTCCGTCCGGTCGCGGCAGCGGCGGTTTGCGCGGTATGCGCCTGCCTGCCGACGGCAAAATCGTCAGCCTGATTACCTTCGCCCCTGAAACCGAAGAAA

CGACAACGAAAACACCCTGCCAAGCGGCAAAAACGGCGTGCGTCCGTCCGGTCGCGGCAGCGGCGGTTTGCGCGGTATGCGCCTGCCTGCCGACGGCAAAATCGTCAGCCTGATTACCTTCGCCCCTGAAACCGAAGAAA

CGACAACGAAAACACCCTGCCAAGCGGCAAAAACGGCGTGCGTCCGTCCGGTCGCGGCAGCGGCGGTTTGCGCGGTATGCGCCTGCCTGCCGACGGCAAAATCGTCAGCCTGATTACCTTCGCCCCTGAAACCGAAGAAA

CGACAACGAAAACACCCTGCCAAGCGGCAAAAACGGCGTGCGTCCGTCCGGTCGCGGCAGCGGCGGTTTGCGCGGTATGCGCCTGCCTGCCGACGGCAAAATCGTCAGCCTGATTACCTTCGCCCCTGAAACCGAAGAAA

CGACAACGAAAACACCCTGCCAAGCGGCAAAAACGGCGTGCGTCCGTCCGGTCGCGGCAGCGGCGGTTTGCGCGGTATGCGCCTGCCTGCCGACGGCAAAATCGTCAGCCTGATTACCTTCGCCCCTGAAACCGAAGAAA

CCACAACCAAAACACCCTGCCARGCGGCAAAAACGCCETGCGTCCOTCCOGTCOeGCCAGCCLLOTTTGCCCOETATGCGCCTCCCTCCCCACCGCAAAATCGTCAGCCTCATTACCTTCGCCCCTCAAARCCGAACAAA

2.400 2.420 2.440 2.460 2.480 2.500 25520
1 | 1 i | 1 |

GCGGTEBTGCAAGTATTAACCGCCACCGCCAACGGATACGGEBAAACGCACCCCGATTGCCGATTACAGCCGRAAAAACAAAGGCGGACAAGGCARTATEBGCCATBAATACCGGCGARCGCAACGGCGATTTGGT CGCCGCA

GCGGTTTGCAAGTTTTAACCGCCACCGCCAACGGATACGGAAAACGCACCCCGATTGCCGATTACAGCCGCAAAAACAAAGGCGGGCAAGGCAGTATTGCCATTAACACCGGCGAGCGCAACGGCGATTTGGTCGCCGCA

GCGGTTTGCAAGTTTTAACHGCCACCGCCAACGGATACGGAAAACGCACCCCGATTGCCGATTACAGCCGCAAAAACAAAGGCGGGCAAGGCAGTATTGCCATTAACACCGGCGAGCGCAACGGCGATTTGGTCGCCGCA

GCGGTTTGCAAGTTTTAACHGCCACCGCCAACGGATACGGAAAACGCACCCCGATTGCCGATTACAGCCGCAAAAACAAAGGCGGGCAAGGCAGTATTGCCATTAACACCGGCGAGCGCAACGGCGATTTGGT CGCCGCA

GCGGTTTGCAAGTTTTAACCGCCACCGCCAACGGATACGGAAAACGCACCCCGATTGCCGATTACAGCCGCAAAAACAAAGGCGGGCAAGGCAGTATTGCCATTAACACCGGCGAGCGCAACGGCGATTTGGTCGCCGCA

GCGGTTTGCAAGTTTTAACCGCCACCGCCAACGGATACGGAAAACGCACCCCGATTGCCGATTACAGCCGCAAAAACAAAGGCGGGCAAGGCAGTATTGCCATTAACACCGGCGAGCGCAACGGCGATTTGGTCGCCGCA

GCGGTTTGCAAGTTTTAACCGCCACCGCCAACGGATACGGAAAACGCACCCCGATTGCCGATTACAGCCGCAAAAACAAAGGCGGGCAAGGCAGTATTGCCATTAACACCGGCGAGCGCAACGGCGATTTGGTCGCCGCA

GCCGTTTCCAAGTTTTAACEGCCACCGCCAACGGATACGGAAAACCCACCCCGATTGCCGATTACAGCCGEAAAAACAAAGCCCCTCAAGCCAGTATTGCCATTAACACCGCCCACCCCAACGGCCATTTCGTCCCCCCA

2540 2560 25580 2.600 2620 2,640 2.660
1 | | | |

ACHTTGGTHAGCGAAACCGACGATTTGATGCTGATTACCAGCGGCGGCGTGCTTATCCGBACCAAAGT CGAACAAAT CCGCGAAACCGGCCGCGCCGCEBGCAGGMGTGAAACTGATTAAT TGGATGAAGGCGAAACCTT

ACCTTGGTCGGCGAAACCGACGATTTGATGCTGATTACCAGCGGCGGCGTGCTTATCCGTACCAAAGTCGAACAAATCCGCGAAACCGGCCGCGCCGCAGCAGGCGTGAAACTGATTAACTTGGACGAAGGCGAAACCTT

ACCTTGGTCGGCGAAACCGACGATTTGATGCTGATTACCAGCGGCGGCGTGCTTATCCGTACCAAAGTCGAACAAATCCGCGAAACCGGCCGCGCCGCAGCAGGCGTGAAACTGATTAACTTGGACGAAGGCGAAACCTT

ACCTTGGTCGGCGAAACCGACGATTTGATGCTGATTACCAGCGGCGGCGTGCTTATCCGTACCAAAGT CGAACAAATCCGCGAAACCGGCCGCGCCGCAGCAGGCGTGAAACTGATTAACTTGGACGAAGGCGAAACCTT

ACCTTGGTCGGCGAAACCGACGATTTGATGCTGATTACCAGCGGCGGCGTGCTTATCCGTACCAAAGTCGAACAAATCCGCGAAACCGGCCGCGCCGCAGCAGGCGTGAAACTGATTAACTTGGACGAAGGCGAAACCTT

ACCTTGGTCGGCGAAACCGACGATTTGATGCTGATTACCAGCGGCGGCGTGCTTATCCGTACCAAAGTCGAACAAATCCGCGAAACCGGCCGCGCCGCAGCAGGCGTGAAACTGATTAACTTGGACGAAGGCGAAACCTT

ACCTTGGTCGGCGAAACCGACGATTTGATGCTGATTACCAGCGGCGGCGTGCTTATCCGTACCAAAGTCGAACAAATCCGCGAAACCGGCCGCGCCGCAGCAGGCGTGAAACTGATTAACTTGGACGAAGGCGAAACCTT

ACcTTCGTecGCCAAACCCACCATTTCATGCTGATTACCAGCCGCCGCCTGCTTATCCCTACCAAAGTCGAACAAATCCGCCAAACCGCCCCCCCCGCAGCAGGEGTCAAACTCATTAACTTGCACGAACCCCAAACCTT

2680 2.700 2720 2.740
|

GGTATCGCTGGAACGEBGTTGCCGAAGARGAABCEGAAREEE CCGHA

AAA:

2739

GGTATCGCTGGAACGTGTTGCCGAAGACGAATCCGAACTCTCCGGCGCTTCTGTAATTTCCAATGTAACCGAACCGGAAGCCGAGAACTGA 2751

GGTATCGCTGGAACGTGTTGCCGAAGACGAATCCGAACTCTCCGGCGCTTCTGTAATTTCCAATGTAACCGAACCGGAAGCCGAGAACTGA 2751

GGTATCGCTGGAACGTGTTGCCGAAGACGAATCCGAACTCTCCGGCGCTTCTGTAATTTCCAATGTAACCGAACCGGAAGCCGAGAACTGA 2751

GGTATCGCTGGAACGTGTTGCCGAAGACGAATCCGAACTCTCCGGCGCTTCTGTAATTTCCAATGTAACCGAACCGGAAGCCGAGAACTGA 2751

GGTATCGCTGGAACGTGTTGCCGAAGACGAATCCGAACTCTCCGGCGCTTCTGTAATTTCCAATGTAACCGAACCGGAAGCCGAGAACTGA 2751

GGTATCGCTGGAACGTGTTGCCGAAGACGAATCCGAACTCTCCGGCGCTTCTGTAATTTCCAATGTAACCGAACCGGAAGCCGAGAACTGA 2751

GCTATCGCTGGAACCTGTTGCCCAAGACGAATCeCAACTCTCCOaeceTTCrGrAATTTCcAATCTAACCEAACCECAACCCCACAACTCA
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