Supplementary file S1. The assembled contig10089 and contig25677 sequences from LAV1 by high-throughput sequencing analysis.
>Contig10089
ACCATTCGCCGTTTTATATCATATTGAACACAAAATAAAGTACAAGTTACGTGGTTGGTGTCTAGGAGTGCACAGGAGCAAACCGGTCCTAACCACGATTGAGAATTACATCTGAAAGGAATAAAGCAAAATTACCAGGACATTCTGCCACCGGCGTGCCCAGGACGTCCGCATAAACTTGAAGACAATCATCAAGAGCTGCCCTTACCTCCGGCGGTGCCACCCTAGCTTCCCTCGGATCCCGTAGACGCTTGATTGGGCGTAGAAATCTTGAGATAGGGTTATTCCGGAGCCATCCCAGCCAGGCATCAATCTCATTCCCGTACTGGCCCTCTCCAAGATCGCTCTCCCCGCGGATGAATTCGGCGAATTTCCAAGAGTCGATGCCCCCAACAGGATCGCGAGCACTTAGCGTCGTGACTTGCGAGACGAATTCCGAGAAAGCCTCCACATACTTTCGCACTGAGGGAAGCCTCTCCATATCCACCCACTCATCTACGCGGCGCCAGCTGCCCACCATAGGATAGGGTACATCTTCTTTTCCAACAGGCCTTATCTTCGCGAACCAGAGGATATCTTCAGGATCAATTCCCACAGAGCTTAGGCGGCGAACCTGTTCACAGATCACAAAGCGGTGCATCATATGGTTCACATTGTGCTGATTCCAAGGATTATCGACTACCATGGCTACCACAGCTTGCTTGTAGTCCTCCACGCTCTTGTGAATCCCCTCGGGCCAAAGCAGCTTCTCGGCATTGACATACGTCGGGCGGATGGGACGACCGTTCTCCAACCAGTAGCAAGATAGAAATTTGGGCTTCCCCTCAAAGACATACCGCCACCTGTGGGATAGCCCGGCCGCCTGATCGATATGTAGCCGCCCCTCGAAGGGCCTCCATTCTGCAAATTCCAGGATTTTCGAGGTGCCACGCTTGAGATCAGTCCCTTCAGGAAAGCATGCCTGCTCCTTGGTAACATGGAAGGGGGGCCGATGGATGATAAAATCTTCCGGCTCGATGCCCGCCCTGAAGCTACTATTTAGGACGTCTCGGAGGCGCAGCAGTTGCCGGTCGGGAAAGTCCTTCCAAAAGAGAGTAAGGTTATCATCACCAGCGCACTTTGGAGAGGCCCTCGTCGATGGCACCCCGATCTTGATAAGAGCCGCTTTGAGATAGAGGATATTAAGCGCCGTATCGAGCCAGCCAGTCCATAGGGATCCACTGGGCACCATCCCTTCAATGCCAAAGACCCCTCCATCATCAGTAACGAAGAGCCTTTCAATCAGGGATCTCCTGAGCATCACCCCATAACCCTTCAGAAAGGCCGCCTCTTGATCATTCCGCGGCTCGAAGCAGGAGAGGATAACATCAATCATGAAAGCGAGGTCCTCGGAGGGACGCTCACGATCAAATTTCTTCCAATCTAGCTCCACAATAACAGAGGCATCTCTTACCTCCTCCCAGAAATACAGCCAATCTGATGATGCACGAACCACAGCATTCCGGAATCCGCAGTCCTTTTCCCGTCTCATGGCCGCTGTCAGCTTGGAGAGCACATTATACAGGGGAGAAGACAGGGGCTGCTCGATAGCGTCCAACATCATGACGGCCCTACCGAGAGGTTTCCCCTCCCTCATCTTCTCGAAGGCTTCATCTCTATTCAGCAGCTTTGTCCGGTAACCAACTCTCGCCAGGATGAAGGGTAGGAACCTTCCATCACAACCTGAGGAGACATACCCCTCGTAGCACTTCCACGCGAATCGTTCGAGATCCGCCTTTATTCCATACTTATCCTTAATACCAAAAGCACGCAGAAAAGGACCGGATGTGGCGTCGTTATTGAAATTCGACATGACGACAGCATCCGGGCCCATCGGGACGGGGATTCCGGCAGGCAAAGAGAGGAGGTTCCTAGCAGCATCAACAGAAAAGTAATCCGACAAGAATTCCTCAGGCGGTGTATAGGAAGCCGTAGCAAGCAACAGAAGTGCATCGCTAAGGCAACCCCCGCCACGGTACTTATTCGAATCACTCGCCCATGTCCGCAACTCGCCACCTCCAATCACCCGCCGAACCCCCGCCTCGAATTTACTTCGCGCGGTCGGAATTACGGGATTTTTTAACCTTCGGGACCTTCTTAGCACTTGGATTCTTGGGTTCTCGAGCAGGGCGAGGGCGCAGTCTCTTCTTGATTCGGGTCCTTTTGCCAGAGGTGGACCTTTCTTGTTCCCCACTTGGCACTTCAGGCTGAACAGGTTCGGGGGGAGGAGTTCCCTCAGAGTTCGGTTTTGGTTCCTCGTCCTCCTTGTCACTAGAGGCCCTATCGGAATCAGGTCCGCCCATACTTCCCTCTGAGGCAGCGGAATCCTCCACATCCTCCTCTCCACCGAGGCCACCCAAGAGTCGGGAGAGCCTTGCAATCTCACGAAAGCTGTTCTCGGCACGCAGCTGCAGAATCTTTGAATCGGCCCATTTCCTGAGACTCTCCATGATGCCAGGGCCACGGCAAAACATGGCTTTGTGCTCGCGCTGCACCTGAGCAGCGAATTTCTCCTCGGCGACCGGCTGCAGGATGGAGCTCCAGGCGGGGATAGGCTTCTTGAATTCGGCAAGTTCAGCAACAAAACGGGCCCAGCACTCAGCAGATAACTCTGCCTTGTCCAGTGGAGCGTAATTGTTAGCAGGAACAAAGGCCCTGTCGCCACGGCGAATATCGGTCTCAATCTGCCTCCGTATGCCGTCGATCCGGCGCTGGAGACGCAGAATCTCCTCCTCATGACGAGTGCGAATTTCCTTCCTATTGGCGATCAAATCCTGAATCTGCTGCTCCAAAAGGATAGCATAGGAAGTTTCTGCAGAGCTAAACCCAGGAGCGGTCTTCTTATCGATTTTGATGGAGTGCTGGGCGAGCGCGAGAGCGCGCGCGCCGGGTCCCTTCTTGATCCACTTGGCGAGCAGGTAGATCGATTTTTCCGTGCACAGATTGGGGAGGGGAGCAGCATCGGCTTTCACAGCGGCCTGGAATACCATTGAGAGCATTTTCACATCAGTAATGCTGGTCAGGTTTTTCACTGCCTTCAAATACTGAGCGACGCTAAGGAACATCTTGTGTACATTCTCACGCATGAAAGTGTGTACAGGTACTCCCAAAGGCACAAGAGAGCAAAGCTGATCGGTGAGCTCGATCTGTTCTTCCTCCGGGGAAATGATCGCCGAGAGGTCCGGACGCACCTCAGATGCTATCGGACTCGGAGGGGAGTTCCGGTCAGCCATCGCAAGACCAGGGAGGACCGAGGGAAGTTAGAGAGCGCAGGCTGGTGGGAATAGAATCCTGAGCCAAAGACCAGTTCGGTGTTCAATGTTATAAAACAGACGTGAGAATCAACGGCT
>contig25677
GCCTCCGTATGCCGTCGATCCGGCGCTGGAGACGCAGAATCTCCTCCTCATGACGAGTGCGAATTTCCTTCCTATTGGCGATCAAATCCTGAATCTGCTGCTCCAAAAGGATAGCATAGGAAGTTTCTGCAGAGCTAAACCCAGGAGCGGTCTTCTTATCGATTTTGATGGAGTGCTGGGCGAGCGCGAGAGCGCGCGCGCCGGGTCCCTTCTTGATCCACTTGGCGAGCAGGTAGATCGATTTTTCCGTGCACAGATTGGGGAGGGGAGCAGCATCGGCTTTCACAGCGGCCTGGAATACCATTGAGAGCATTTTCACATCAGTAATGCTGGTCAGGTTTTTCACTGCCTTCAAATACTGAGCGACGCTAAGGAACATCTTGTGTACATTCTCACGCATGAAAGTGTGTACAGGTACTCCCAAAGGCACAAGAGAGCAAAGCTGATCGGTGAGCTCGATCTGTTCTTCCTCCGGGGAAATGATCGCCGAGAGGTCCGGACGCACCTCAGATGCTATCGGACTCGGAGGGGAGTTCCGGTCAGCCATCGCAAGACCAGGGAGGACCGAGGGAAGTTAGAGAGCGCAGGCTGGTGGGAATAGAATCCTGAGCCAAAGACCAGTTCGGTGTTCAATGTTATAAAACAGACGTGAGAATCA
