
8353                                              TCTAGAAGATCGTATTGGACGATTCCAAATTCATG

8385 GTCCAACGGTTATGAATGGTTATTTCAAAAATGATGAAGCAAATGCGGAAAGTTTTACTGAAGATGGCTGGTTCGATAGT

8465 GGAGATCTGGGGTTTATACATAACGGTAATCTTGTCATTACAGGAAGAAAAAAGGATATGATTGTTGTTCATGGTGCAAA

8545 TTACTACAACTATGAAATTGAAGCCTTGGTAGAACAAGTACCTGGGGTGGAAACCACGTTTGTATGTGCAACGAGTGTGA

8625 AGTCGGCTGAAGGAGCAGAGGAATTAGCTATTTTCTTTGTCCCAGTAATTAATCATGTTTCTGTGATGTTTGCGACGATG

8705 CAACAAATCAAACAAATTGTTGCGCGCAAAATGGGTATCACGCCGAAAGTGATTATACCAATTCAGAAGGAAGCATTCTT

8785 TAAAACGGATAGTGGGAAAATAACGAGAAATGCATTTCAAAAACAGTTTGAGAACGGGGCATATAGAGAGATTACACAAA

8865 AGATTGATTGCCATTTACAAAATGAAAAAACACTATCTCAGTGGTTTTATCGTGAAAAATTAGTCGAAAGTAAGTTGGGC

8945 AAAAGCGTATCCTCCCAAAAAGAAACGTATGTTTTCTTTCGACAAGGTAAATCATTTCATCATGTCCTAAAAGAAAAGTT

9025 AACGCAACATTCTGTTGTTATTGTGGATGTAGGAGAAACATTCGGTGAGATCCATCCAAATCATTATCAAATTAATCCTA

9105 AAAACAAAATGGATTACGTTCGATTATTTGAAGAACTCGCAAAAAGAAATGTAGAAGATCAAGTTTTTCATCTCTTGCAT

9185 GCTTGGAATTATTGCGATACAGTTCCAACTTTTAGATCGGTAGAAGATTTAGCTAATGCGCAATATCTTGGTGTGTTTAG

9265 TGTGATGTTCGCACTTCAAGCTATTATGCATGCGAAATTGCCACTACGTCGTGTTACGGTGATTGCGACAAATAGTGTTG 

9345 GATTAGAAGCGAAGGAAATGAA
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