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         *        20         *        40         *        60         *        80         *       100         *       120    
TTGTGTTGCATATTCTTAGGCCTGATCTTGAGGCAGAAACTGAGTAGTTGGTGAACTCGCTCTATGTTGTTCGTTCACTCGCGACACGGTTCCTGTCCCAAGATCGAGTCTATGAATATACAAA
TCGTCTTGCATATTCTTAGGCCCGATCTTGAGGCAGGAACTGAGTAGTTCGTGAACTCGCTCTATGTTGTTCGTTCACCCACTATTCGGTTCCTGTCCCAAGATCGAGTCTGTGAATATACAAA
TCGTGTTGCATATTCTTAGGCCTGGTCTTGAGGCAGGAACTGAGTAGTTGGTGAACTCGCTCTATGTTGTTCGTTCACTCGCGACGCGGTTCCTGTCCCAAGACCGAGTCTGTGAATATACAAA
TCGTCTTGCGTATTCTTAGGCCCGATCTTGAGGCAGGAACTGAGTAGTTGTTGAACTTGCTCTATGTTGTTCGTTCACCCACTATTCGGTTCCTGTCCCAAGATCGAGTCTATGAATATACAAA
GTGTGTTGCATATTCTTCGACCCGA-CTTGTGGCAAGAACTAAATAGTTGGTGAACTCACTATGTGTAGTTCGTTAACTCGCTACACGGTTCTTGTCACAAGACCGAGTC--TGAATATGCAAA
TTGTGTTGCATATTCTTAGGCCCGGTCTTGAGGCAGGAACTGAGTAGTTGGTGAACTCGCTCTATGTTGTTCGTTCACTCGCGACACGGTTCCTGTCCCAAGACTGAGTCTGTGAATATACAAA
GCGTGTTGCATATTCTTAGGCCCGATCTTGAGGCAGGAACTGAGTAGTTGGTGAACTCGCTCTATGTTGTTCGTTCACTTGCTACACGGTTCCTGTCCCAAGATCGAGTCCGTTAATATGCAAA
TCGTGTTGCATATTCTTAGGCCCAATCTTGAGGCAAAAACTGAGTAGTTGGTGAACTCGCTCTATCTTGTTCGTTCACTCGCTACACGGTTCCTGCCCTAAGATCGAGTCTATGAATATACAAA
TCGTGTTGCATATTCTTAGGCCCGGTCTTGAGGCAGGAACTGAGTAGTTGGTGAACTCGCTCTATGTTGTTCGTTCACTCGCGACACAGTTCCTGTCCCAAGGCTAAGTCTGTGAATATATAAA
TCGTGTTGCATATTCTTAGGCCCGATCTTGAGGCAGGAACTGAGTAGTTGGTGAACTCGCTCTATGTTGTTCATTCACTCGCGACACGGTTCCTGTCCCAAGATCGGGTCTGTGAATATACAAA
GCGTGTTGTATATTCTTAGGCCCGATCTTGTGGCAGGAGCTGAGTAGCTGGTGAACTCGCTTTATGTTGTTCATTCACTCGCTACACGGTTCCTGTCCCAAGATCGAGTCTGTGAATATGCAAA
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     *       140         *       160         *       180         *       200         *       220         *       240        
TGTGATTTTTTTT---------AATACATTCTTACGCCCACTCTTTTTTCCAAGTTCCAGCATCCGTTTGTGAATATAACCTACTCCTGCAAATTCATAAACTCGGTGTTGCATATTCTTAGGC
TATGATTTTTTT----------ACTACATTCTTACACCCACTCTTTTTTTCAAGTTCTAGCATCCGTTTGTGAATATGACCTACTCCTGCAAATTCATAAACTCGGTGTTGCATATTCTTAGAC
TGTGATTTTTTT----------AATACATTCTTACACCCACTCTTTTTTTCAAGTTCTAGCATCCGTTTGTGAATATGACCTACTCCTGCAAATTCATAAACTCGGTGTTGCATATTCTTAGGC
TGTGATTTTTTTTT--------ACTACATTCTTACACCCACTATTTTTTTCAAGTTCCAACATCCGTTTGTGAATATGACCTACTCCTGCAAATTCATAAACTCGGTGTTGCATATTCTTAGGC
GGTTATTTTTTT-----------ATAGATTCTTACACCCACTATTTTGTTCATGTTCCGGCGTCCGTTTGTGAATATGACCTA---CTACAGATTCATATCCTCGGTGTTGCAAATTCTTAGGC
TGTGATTTTTTT----------AATACATTCTAACACCCACTCTTTTTTTCAAGTTCCAGCATCCGTTTGTAAATATGACCTACTCCTACAAATTCATAAACTCGGTGTTGCATATTCTTAGGC
GGTGATTTTCTCTGGTGAATATGACATATTCTAAATTCATATTCTTTGTGAACTTTGCAAAAATTGCTCCCGAAT--GATCTCTCTACTCCTATATATATTTTTAATAA-ATATATATTCAATT
TGTGATTTTTTT----------AATACATTCTTACACCCACTCTTTTTTTCAAGTTCCAGCGTCCTTTTGTGAATATGACCTACTACTGCAAATTCATAAACTCGGTGTTGCATATTCTTAGGC
TGTGATTTTTTTT---------AATACATTCTTACACCCACTCTTTTTTTCAAGTTCCAGCATCCGTTTGTGAATATGACCTACTCCTGCAAATTCATAAACTCGGAGTTGCATATTCTTAGGC
TGTGATTTTTTTT---------AATACATTCTTACACCCACTCTTTTTTTCAAGTTCCAGCATCCGTTTGTGAATATGACCTACTACTGCAAATTCATAAACTCGGTGTTGCATATTCTTAGGC
TGTGATTTTTTTT---------AATAGATTCTTACACCCACTCTTTTTTT-AAGTTCCAACATCCGTTTGTGAATATGACCTACTACTGCAAATTCATAAACTCGGTGTTGCATATTCATAGGC
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 *       260         *       280         *       300         *       320         *       340
CCGATATTGTGGCAAGAACTTGAGTACTTCGTTAACTCGCTACA-CGGTTCT-TCTCACAAGA---TCGAACATGTGAATATGCAAAGGTGG
CCGATCTTGTAGCAAGAACT-GAGTAGTTCGTTAACTCGCTACG-CGGTTCT-TGTCACAAGA---CCGAGCCTGTGAATATGCAAAGGTGG
CCGGTCTTGTGGCAAGAACT-GAGTAGTTCGTTAACTCGCTACG-CGGTTCT-TGTCACAAGA---CCGAGTCTGTGAATATGCAAAGGTGG
CCAGTCTTGTGGCAAGAACT-GAGTAGTTCGTTAACTCGCTACG-TGGTTCT-TGTCACAAGA---TCGAGCCTGTGAATATGCAAAGTTGG
ACGATCTTGTGGCAGAAACT-AGGTAGTTGGTGAACTCGCTACA-CGGTTTC-TGTCACAAGA---TCGTGTCTGTGAATATGCAAAGGTTC
CTGATCTTGTGGCAAGAACT-GAGTAGTTCGTTAACTCGCTACG-CGGTTCT-TGTCACAAGA---CCGAGCCCGTGAATATGCAAAGGTGG
TTTATTTTTCTATAGGTAAT-ATATTGTTTCTTTCCTCTCTGTATCTGTAATACACTACAAGGTTTTTGGGCTCATGC-CACG-AAATTTGG
CCGATCTTGTGGCAAGAACT-AGGTAGTTCGTTAACTCGCTACA-CGGTTCT-TGTCATAAGAT--CCGAGTCTATGAATATGCAAATGTGA
CCGGTCTTGTGGCAAGAACT-GAGTAGTTCGTTAACTCGCTACG-CGGTTCT-TGTCACAAGA---CCGAGTCTGTGAATATGCAAAGGTAG
CCGGTCTTGTGGCAAGAACT-GAGTAGTTCGTTAACTCGTTACC-CGGTTCT-TGTCACAAGA---CCGAGTATATGAATATGCAAAGGTAA
CCGGTCTTGTGGTAAGAACT-GTGTAGTTCGTTAACTCGCTACA-CGGTTCT-TGCCACAAGA---CCGAGTTTGTGAATATGCAAAGGTGA
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         *        20         *        40         *        60         *        80         *       100         *       120         
TTGTGTTGCATATTCTTAGGCCTGATCTTGAGGCAGAAACTGAGTAGTTGGTGAACTCGCTCTATGTTGTTCGTTCACTCGCGACACGGTTCCTGTCCCAAGATCGAGTCTATGAATATACAAATGTGA
TCGTCTTGCATATTCTTAGGCCCGATCTTGAGGCAGGAACTGAGTAGTTCGTGAACTCGCTCTATGTTGTTCGTTCACCCACTATTCGGTTCCTGTCCCAAGATCGAGTCTGTGAATATACAAATATGA
CGGTGTTGCATATTCTTAGACCCGATCTTGTAGCAAGAACTGAGTAG----------------------TTCGTTAACTCGCTACGCGGTTCTTGTCACAAGACCGAGCCTGTGAATATGCAAAGGTGG
TCGTGTTGCATATTCTTAGGCCTGGTCTTGAGGCAGGAACTGAGTAGTTGGTGAACTCGCTCTATGTTGTTCGTTCACTCGCGACGCGGTTCCTGTCCCAAGACCGAGTCTGTGAATATACAAATGTGA
CGGTGTTGCATATTCTTAGGCCCGGTCTTGTGGCAAGAACTGAGTAG----------------------TTCGTTAACTCGCTACGCGGTTCTTGTCACAAGACCGAGTCTGTGAATATGCAAAGGTGG
TCGTCTTGCGTATTCTTAGGCCCGATCTTGAGGCAGGAACTGAGTAGTTGTTGAACTTGCTCTATGTTGTTCGTTCACCCACTATTCGGTTCCTGTCCCAAGATCGAGTCTATGAATATACAAATGTGA
CGGTGTTGCATATTCTTAGGCCCAGTCTTGTGGCAAGAACTGAGTAG----------------------TTCGTTAACTCGCTACGTGGTTCTTGTCACAAGATCGAGCCTGTGAATATGCAAAGTTGG
TTGTGTTGCATATTCTTAGGCCCGGTCTTGAGGCAGGAACTGAGTAGTTGGTGAACTCGCTCTATGTTGTTCGTTCACTCGCGACACGGTTCCTGTCCCAAGACTGAGTCTGTGAATATACAAATGTGA
GCGTGTTGCATATTCTTAGGCCCGATCTTGAGGCAGGAACTGAGTAGTTGGTGAACTCGCTCTATGTTGTTCGTTCACTTGCTACACGGTTCCTGTCCCAAGATCGAGTCCGTTAATATGCAAAGGTGA
TCGTGTTGCATATTCTTAGGCCCGGTCTTGAGGCAGGAACTGAGTAGTTGGTGAACTCGCTCTATGTTGTTCGTTCACTCGCGACACAGTTCCTGTCCCAAGGCTAAGTCTGTGAATATATAAATGTGA
CGGAGTTGCATATTCTTAGGCCCGGTCTTGTGGCAAGAACTGAGTAG----------------------TTCGTTAACTCGCTACGCGGTTCTTGTCACAAGACCGAGTCTGTGAATATGCAAAGGTAG
TCGTGTTGCATATTCTTAGGCCCGATCTTGAGGCAGGAACTGAGTAGTTGGTGAACTCGCTCTATGTTGTTCATTCACTCGCGACACGGTTCCTGTCCCAAGATCGGGTCTGTGAATATACAAATGTGA
CGGTGTTGCATATTCTTAGGCCCGGTCTTGTGGCAAGAACTGAGTAG----------------------TTCGTTAACTCGTTACCCGGTTCTTGTCACAAGACCGAGTATATGAATATGCAAAGGTAA
GCGTGTTGTATATTCTTAGGCCCGATCTTGTGGCAGGAGCTGAGTAGCTGGTGAACTCGCTTTATGTTGTTCATTCACTCGCTACACGGTTCCTGTCCCAAGATCGAGTCTGTGAATATGCAAATGTGA
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Supplemental Figure 5
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         *        20         *        40         *        60         *        80         *       100         *       120         *       140  
GCTTCAATAGGTTAGTGCGTTTTGCAAATTCGCAGGCCCTATCTTGTGGTATGAACTGAGTACGCGATGATTTATCCTGCGTATTGGGGGCTTACCATAAGATAAAGCCGTGAATTTGCAAAACGTTCAAACCCACTGAAGT
GCTTCAATAGGTTAGTGCGCTTTGCGAATTCACGGGTCTTATCTTGTGGTATGAACTGAGTACGTAATGATTTATGGTGCATATTGGGGGCTTACCATAAGATAATGCCATGAATTCGCAAAGCGTTCAAACCCACTAAAAT
GCTTCAGTAGGTTAGTGCACTTTGCGAATTCGCAGGCCCTATCCTGTGGTATGAACTGAGTACGCGATAATTTATGGTGCATATTAGGGGCTTACCATAAGATAATGCCATGAATTCGCAAAGTGTTCAAACCCACTGAAGT
GCTTCAATAGGTTAGTGTACTTTGCGAATTCACAGGCCCTATATTGTGGTATGAACTGAGTACGCGATGATTTATGGTGCATATTGGGGGCTTACCATAAGATAATGCCATGAATTCGCAAAGTGTTCAAACCCACTAAAGT
GCTTCAATAGGTTAGTGCGCTTGGCGAATTCACAGGCCCTATCTTGTGGTATGAACTGGGTACGCGATGATTTGCACTGCGTATTGGGGGCTTACCATAAGATAATGCCATGAATTTGTCAAGCGTTCAAACCCACTGAAAT
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