Table S1. Haplotype data and sequence information
[bookmark: _GoBack]In the table below, the first column represents the haplotype number (the actual sequence information for each haplotype follows this table). Columns 2-10 represent newly collected raw data from populations in North Carolina. These include the abundance of a particular haplotype per site. Columns 11-12 represent data extracted from Genbank that were part of Van Tassell et al. (2015). Columns 13-23 represent incidence data extracted from Genbank that were part of Mila et al. (2017). Below the table are the individual sequences for each of the 88 haplotypes represented in the table.
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HAP1	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGGGACGACCAGATTTATAACGTAATTGTCACTGCCCACGCCTTTGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGGGGCTTTGGGAACTGGCTAATTCCCCTAATGATTGGGGCCCCCGACATGGCCTTCCCCCGAATGAACAACATGAGCTTCTGGCTTTTGCCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCGGGCGTTGAGGCTGGGGCTGGGACAGGGTGGACTGTCTACCCCCCATTGGCAGGAAACCTGGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTTGGCGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCACCCGCTATCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTTCTTATTACAGCCGTTCTCCTCCTTCTCTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP2	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGGGACGACCAGATTTATAACGTAATTGTCACTGCCCACGCCTTTGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGGGGCTTTGGGAACTGACTAATTCCCCTAATGATTGGGGCCCCCGACATGGCCTTCCCCCGAATGAACAACATGAGCTTCTGGCTTTTGCCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCGGGCGTTGAGGCTGGGGCTGGGACAGGGTGGACTGTCTACCCCCCATTGGCAGGAAACCTGGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTTGGCGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCACCCGCTATCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTTCTTATTACAGCCGTTCTCCTCCTTCTCTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP3	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGGGACGACCAGATTTATAACGTAATTGTCACTGCCCACGCCTTTGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGGGGCTTTGGGAACTGACTAATTCCCCTAATGATTGGGGCCCCCGACATGGCCTTCCCCCGAATGAACAACATGAGCTTCTGGCTTTTGCCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCGGGCGTTGAGGCTGGGGCTGGGACAGGGTGGACTGTCTACCCACCATTGGCAGGAAACCTGGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTTGGCGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCACCCGCTATCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTTCTTATTACAGCCGTTCTCCTCCTTCTCTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP4	ATCCGCGCGGAGGCTCAGCCAGCCCGGCG-ACTACTTGGGGACGACCAGATTTATAACGTAATTGTCACTGCCCACGCCTTTGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGGGGCTTTGGGAACTGACTAATTCCCCTAATGATTGGGGCCCCCGACATGGCCTTCCCCCGAATGAACAACATGAGCTTCTGGCTTTTGCCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCGGGCGTTGAGGCTGGGGCTGGGACAGGGTGGACTGTCTACCCACCATTGGCAGGAAACCTGGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTTGGCGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCACCCGCTATCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTTCTTATTACAGCCGTTCTCCTCCTTCTCTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP5	ATCCGCGCGGAGGCTCAGCCAGCCCGGCG-ACTACTTGGGGACGACCAGATTTATAACGTAATTGTCACTGCCCACGCCTTTGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGGGGCTTTGGGAACTGACTAATTCCCCTAATGATTGGGGCCCCCGACATGGCCTTCCCCCGAATGAACAACATGAGCTTCTGGCTTTTGCCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCGGGCGTTGAGGCTGGGGCTGGGACAGGGTGGACTGTCTACCCACCATTGGCAGGAAACCTGGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTTGGCGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCACCCGCTATCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTTCTTATCACAGCCGTTCTCCTCCTTCTCTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP6	ATCCGCGCGGAGGCTCAGCCAGCCCGGCG-ACTACTTGGGGACGACCAGATTTATAACGTAATTGTCACTGCCCACGCCTTTGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGGGGCTTTGGAAACTGACTAATTCCCCTAATGATTGGGGCCCCCGACATGGCCTTCCCCCGAATGAACAACATGAGCTTCTGGCTTTTGCCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCGGGCGTTGAGGCTGGGGCTGGGACAGGGTGGACTGTCTACCCACCATTGGCAGGAAACCTGGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTTGGCGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCACCCGCTATCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTTCTTATCACAGCCGTTCTCCTCCTTCTCTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP7	ATCCGCGCGGAGGCTCAGCCAGCCCGGCG-ACTACTTGGGGACGACCAGATTTATAACGTAATTGTCACTGCCCACGCCTTTGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGGGGCTTTGGGAACTGACTAATTCCCCTAATGATTGGAGCCCCCGACATGGCCTTCCCCCGAATGAACAACATGAGCTTCTGGCTTTTGCCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCGGGCGTTGAGGCTGGGGCTGGGACAGGGTGGACTGTCTACCCACCATTGGCAGGAAACCTGGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTTGGCGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCACCCGCTATCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTTCTTATCACAGCCGTTCTCCTCCTTCTCTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP8	ATCCGCGCGGAGGCTCAGCCAGCCCGGCG-ACTACTTGGGGACGACCAGATTTATAACGTAATTGTCACTGCCCACGCCTTTGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGGGGCTTTGGGAACTGACTAATTCCCCTAATGATTGGGGCCCCCGACATGGCCTTCCCCCGAATGAACAACATGAGCTTCTGGCTTTTGCCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCGGGCGTTGAGGCTGGGGCTGGGACAGGGTGGACTGTCTACCCACCATTGGCAGGAAACCTGGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTTGGCGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCACCCGCTATCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTTCTTATCACAGCCGTTCTCCTCCTTCTCTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTAC-GACC
	HAP9	ATCCGCGCGGAGGCTCAGCCAGCCCGGCG-ACTACTTGGGGACGACCAGATTTATAACGTAATTGTCACTGCCCACGCCTTTGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGGGGCTTTGGGAACTGACTAATTCCCCTAATGATTGGGGCCCCCGACATGGCCTTCCCCCGAATGAACAACATGAGCTTCTGGCTTTTGCCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCGGGCGTTGAGGCTGGGGCTGGGACAGGGTGGACTGTCTACCCACCATTGGCAGGAAACCTGGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCCCTCCACCTCGCCGGGATCTCTTCCATTCTTGGCGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCACCCGCTATCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTTCTTATCACAGCCGTTCTCCTCCTTCTCTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP10	ATCCGCGCGGAGGCTCAGCCAGCCCGGCG-ACTACTTGGGGACGACCAGATTTATAACGTAATTGTCACTGCCCACGCCTTTGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGGGGCTTTGGGAACTGACTAATTCCCCTAATGATTGGGGCCCCCGACATGGCCTTCCCCCGAATGAACAACATGAGCTTCTGGCTTTTGCCCCCCTCATTCTTGCTCCTTCTCGCCTCTTCGGGCGTTGAGGCTGGGGCTGGGACAGGGTGGACTGTCTACCCACCATTGGCAGGAAACCTGGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTTGGCGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCACCCGCTATCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTTCTTATCACAGCCGTTCTCCTCCTTCTCTCACTGGCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP11	ATCCGCGCGGAGGCTCAGCCAGCCCGGCG-ACTACTTGGGGACGACCAGATTTATAACGTAATTGTCACTGCCCACGCCTTTGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGGGGCTTTGGGAACTGACTAATTCCCCTAATGATTGGGGCCCCCGACATGGCCTTCCCCCGAATGAACAACATGAGCTTCTGGCTTTTGCCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCGGGCGTTGAGGCTGGGGCTGGGACAGGGTGGACTGTCTACCCACCATTGGCAGGAAACCTGGCCCACGCTGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTTGGCGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCACCCGCTATCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTTCTTATCACAGCCGTTCTCCTCCTTCTCTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP12	ATCCGCGCGGAGGCTCAGCCAGCCCGGCG-ACTACTTGGGGACGACCAGATTTATAACGTAATTGTCACTGCCCACGCCTTTGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGGGGCTTTGGGAACTGACTAATTCCCCTAATGATTGGGGCCCCCGACATGGCCTTCCCCCGAATGAACAACATGAGCTTCTGGCTTTTGCCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCGGGCGTTGAGGCTGGGGCTGGGACAGGGTGGACTGTCTACCCACCATTGGCAGGAAACCTGGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTTGGCGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCACCCGCTATCTCGCAGTATCAAACACCCCTCTTCGTATGGGCCGTTCTTATCACAGCCGTTCTCCTCCTTCTCTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP13	ATCCGCGCGGAGGCTCAGCCAGCCCGGCG-ACTACTTGGGGACGACCAGATTTATAACGTAATTGTCACTGCCCACGCCTTTGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGGGGCTTTGGGAACTGACTAATTCCCCTAATGATCGGGGCCCCCGACATGGCCTTCCCCCGAATGAACAACATGAGCTTCTGGCTTTTGCCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCGGGCGTTGAGGCTGGGGCTGGGACAGGGTGGACTGTCTACCCACCATTGGCAGGAAACCTGGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTTGGCGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCACCCGCTATCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTTCTTATCACAGCCGTTCTCCTCCTTCTCTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP14	ATCCGCGCGGAGGCTCAGCCAGCCCGGCG-ACTACTTGGGGACGACCAGATTTATAACGTAATTGTCACTGCCCACGCCTTTGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGGGGCTTTGGGAACTGACTAATTCCCCTAATGATTGGGGCCCCCGACATGGCCTTCCCCCGAATGAACAACATGAGTTTCTGGCTTTTGCCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCGGGCGTTGAGGCTGGGGCTGGGACAGGGTGGACTGTCTACCCACCATTGGCAGGAAACCTGGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTTGGCGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCACCCGCTATCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTTCTTATCACAGCCGTTCTCCTCCTTCTCTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP15	ATCCGCGCGGAGGCTCAGCCAGCCCGGCG-ACTACTTGGGGACGACCAGATTTATAACGTAATTGTCACTGCCCACGCCTTTGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGGGGCTTTGGGAACTGACTAATTCCCCTAATGATTGGGGCCCCCGACATAGCCTTCCCCCGAATGAACAACATGAGCTTCTGGCTTTTGCCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCGGGCGTTGAGGCTGGGGCTGGGACAGGGTGGACTGTCTACCCACCATTGGCAGGAAACCTGGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTTGGCGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCACCCGCTATCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTTCTTATCACAGCCGTTCTCCTCCTTCTCTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP16	ATCCGCGCGGAGGCTCAGCCAGCCCGGCG-ACTACTTGGGGACGACCAGATTTATAACGTAATTGTCACTGCCCACGCCTTTGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGGGGCTTTGGGAACTGACTAATTCCCCTAATGATTGGGGCCCCCGACATGGCCTTCCCCCGAATGAACAACATGAGCTTCTGGCTTTTGCCCCCCTCATTCCTGCTTCTTCTCGCCTCTTCGGGCGTTGAGGCTGGGGCTGGGACAGGGTGGACTGTCTACCCACCATTGGCAGGAAACCTGGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTTGGCGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCACCCGCTATCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTTCTTATCACAGCCGTTCTCCTCCTTCTCTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP17	ATCCGCGCGGAGGCTCAGCCAGCCCGGCG-ACTACTTGGGGACGACCAGATTTATAACGTAATTGTCACTGCCCACGCCTTTGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGGGGCTTTGGGAACTGACTAATTCCCCTAATGATTGGGGCCCCCGACATGGCCTTCCCCCGAATGAACAACATGAGCTTCTGGCTTTTGCCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCGGGCGTTGAGGCTGGGGCTGGGACAGGGTGGACTGTCTACCCACCATTGGCAGGAAACCTGGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTTGGCGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCACCCGCTATCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTTCTTATCACAGCCGTTCTCCTCCTTCTCTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTCACAGACC
	HAP18	ATCCGCGCGGAGGCTCAGCCAGCCCGGCG-ACTACTTGGGGACGACCAGATTTATAACGTAATTGTCACTGCCCACGCCTTTGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGTGGCTTTGGGAACTGACTAATTCCCCTAATGATTGGGGCCCCCGACATGGCCTTCCCCCGAATGAACAACATGAGCTTCTGGCTTTTGCCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCGGGCGTTGAGGCTGGGGCTGGGACAGGGTGGACTGTCTACCCACCATTGGCAGGAAACCTGGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTTGGCGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCACCCGCTATCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTTCTTATCACAGCCGTTCTCCTCCTTCTCTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP19	ATCCGCGCGGAGGCTCAGCCAGCCCGGCG-ACTACTTGGGGACGACCAGATTTATAACGTAATTGTCACTGCCCACGCCTTTGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGGGGCTTTGGGAACTGACTAATTCCCCTAATGATTGGGGCCCCCGACATGGCCTTCCCCCGAATGAACAACATGAGCTTCTGGCTTTTACCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCGGGCGTTGAGGCTGGGGCTGGGACAGGGTGGACTGTCTACCCACCATTGGCAGGAAACCTGGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTTGGCGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCACCCGCTATCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTTCTTATCACAGCCGTTCTCCTCCTTCTCTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP20	ATCCGCGCGGAGGCTCAGCCAGCCCGGCG-ACTACTTGGGGACGACCAGATTTATAACGTAATTGTCACTGCCCACGCCTTTGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGGGGCTTTGGGAACTGACTAATTCCCCTAATGATTGGGGCCCCCGACATGGCCTTCCCCCGAATGAACAACATGAGCTTCTGGCTTTTGCCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCGGGCGTTGAGGCTGGGGCTGGGACAGGGTGGACTGTCTACCCACCATTGGCAGGAAACCTGGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATTTCTTCCATTCTTGGCGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCACCCGCTATCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTTCTTATCACAGCCGTTCTCCTCCTTCTCTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP21	ATCCGCGCGGAGGCTCAGCCAGCCCGGCG-ACTACTTGGGGACGACCAGATTTATAACGTAATTGTCACTGCCCACGCCTTTGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGGGGCTTTGGGAACTGACTAATTCCCCTAATGATTGGGGCCCCCGACATGGCCTTCCCCCGAATGAACAACATGAGCTTCTGGCTTTTGCCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCGGGCGTTGAGGCTGGGGCTGGGACAGGGTGGACTGTCTACCCACCATTGGCAGGAAACCTAGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTTGGCGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCACCCGCTATCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTTCTTATCACAGCCGTTCTCCTCCTTCTCTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP22	ATCCGCGCGGAGGCTCAGCCAGCCCGGCG-ACTACTTGGGGATGACCAGATTTATAACGTAATTGTCACTGCCCACGCCTTTGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGGGGCTTTGGGAACTGACTAATTCCCCTAATGATTGGGGCCCCCGACATGGCCTTCCCCCGAATGAACAACATGAGCTTCTGGCTTTTGCCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCGGGCGTTGAGGCTGGGGCTGGGACAGGGTGGACTGTCTACCCACCATTGGCAGGAAACCTGGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTTGGCGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCACCCGCTATCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTTCTTATCACAGCCGTTCTCCTCCTTCTCTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
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	HAP56	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGGGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATAATTTTCTTTATAGTAATACCAATTATGATTGGAGGTTTTGGGAACTGACTGATTCCCCTAATGATTGGGGCCCCAGACATGGCCTTCCCCCGAATAAATAACATAAGCTTCTGGCTTTTACCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCAGGCGTTGAAGCTGGGGCCGGAACAGGGTGAACTGTCTACCCCCCACTAGCAGGCAACCTAGCCCACGCAGGCGCATCTGTCGACCTAACAATTTTTTCTCTCCACCTCGCTGGGATCTCTTCCATTCTTGGGGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCGCCCGCTGTCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTCACAGACC
	HAP57	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGGGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATAATTTTCTTTATAGTAATACCAATTATGATTGGAGGTTTTGGGAACTGACTGATTCCCCTAATGATTGGGGCCCCCGACATGGCCTTCCCCCGAATAAATAACATAAGCTTCTGGCTTTTACCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCAGGCGTTGAAGCTGGGGCCGGAACAGGGTGAACTGTCTACCCCCCACTAGCAGGCAACCTAGCCCACGCAGGCGCATCTGTCGACCTAACAATTTTTTCTCTCCACCTCGCTGGGATCTCTTCCATTCTTGGGGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCGCCCGCTGTCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTCACAGACC
	HAP58	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGGGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATAATTTTCTTTATAGTAATACCAATTATGATTGGAGGTTTTGGGAACTGACTGATTCCCCTAATGATTGGGGCCCCCGACATGGCCTTCCCCCGAATAAATAACATAAGCTTCTGGCTTTTACCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCAGGCGTTGAAGCTGGGGCCGGAACAGGGTGAACTGTCTACCCCCCACTAGCAGGCAACCTCGCCCACGCAGGCGCATCTGTCGACCTAACAATTTTTTCTCTCCACCTCGCTGGGATCTCTTCCATTCTTGGGGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCGCCCGCTGTCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTCACAGACC
	HAP59	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGGGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATAATTTTCTTTATAGTAATACCAATTATGATTGGAGGTTTTGGGAACTGACTGATTCCCCTAATGATTGGGGCCCCCGACATGGCCTTCCCCCGAATAAATAACATAAGCTTCTGGCTTTTACCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCAGGCGTTGAAGCTGGGGCCGGAACAGGGTGAACTGTCTACCCCCCACTAGCAGGCAACCTGGCCCACGCAGGCGCATCTGTCGACCTAACAATTTTTTCTCTCCACCTCGCTGGGATCTCTTCCATTCTTGGGGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCGCCCGCTGTCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTCACAGACC
	HAP60	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGGGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATAATTTTCTTTATAGTAATACCAATTATGATTGGAGGTTTTGGGAACTGACTGATTCCCCTAATGATTGGGGCCCCCGACATGGCCTTCCCCCGAATAAATAACATAAGCTTCTGGCTTTTACCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCAGGCGTTGAAGCTGGGGCCGGAACAGGGTGAACTGTCTACCCCCCACTAGCAGGCAACCTAGCCCACGCAGGCGCATCTGTCGACCTAACAATTTTTTCTCTCCACCTCGCTGGGATCTCTTCCATTCTTGGGGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCACCCGCTGTCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTCACAGACC
	HAP61	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGGGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATAATTTTCTTTATAGTAATACCAATTATGATTGGAGGTTTTGGGAACTGACTGATTCCCCTAATGATTGGGGCCCCCGACATGGCCTTCCCCCGAATAAATAACATAAGCTTCTGGCTTTTACCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCAGGCGTTGAAGCTGGGGCCGGAACAGGGTGAACTGTCTACCCCCCACTAGCAGGCAACCTAGCCCACGCAGGCGCATCTGTCGACCTAACAATTTTTTCTCTCCACCTCGCTGGGATCTCTTCCATTCTTGGGGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCGCCCGCTGTCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTCCTTATCACAGCCGTCCTCCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTCACAGACC
	HAP62	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGGGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATAATTTTCTTTATAGTAATACCAATTATGATTGGAGGTTTTGGGAACTGACTGATTCCCCTAATGATTGGGGCCCCCGACATGGCCTTCCCCCGAATAAATAACATAAGCTTCTGGCTTTTACCCCCCTCATTCCTGCTCCTTCTCGCCTCTTCAGGCGTTGAAGCTGGGGCCGGAACAGGGTGAACTGTCTACCCCCCACTAGCAGGCAACCTAGCCCACGCAGGCGCATCTGTCGACCTAACAATTTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTTGGAGCCATTAACTTTATCACCACAATCCTAAACATGAAGCCGCCCGCTGTCTCGCAGTATCAAACGCCCCTCTTCGTATGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTCACAGACC
	HAP63	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGAGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGAGGGTTTGGGAACTGACTGGTTCCTCTAATGATTGGGGCCCCCGACATGGCCTTCCCACGAATGAATAACATGAGCTTCTGGCTTTTACCCCCCTCATTCCTGCTCCTCCTCGCCTCTTCAGGCGTTGAAGCTGGGGCTGGGACAGGGTGGACCGTCTACCCCCCACTGGCAGGCAATCTAGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTCGGGGCCATTAACTTTATCACCACAATCCTAAACATAAAACCGCCCGCTGTCTCGCAGTATCAAACGCCCCTCTTCGTGTGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP64	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGAGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGAGGGTTTGGGAACTGACTGGTTCCTCTAATGATTGGGGCCCCCGACATGGCCTTCCCACGAATGAATAACATGAGCTTCTGGCTTTTACCCCCCTCATTCCTGCTCCTCCTCGCCTCTTCAGGCGTTGAAGCTGGGGCTGGGACAGGGTGGACCGTCTACCCCCCACTGGCAGGCAATCTAGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTCGGGGCCATTAACTTTATCACCACAATCCTAAACATGAAACCGCCCGCTGTCTCGCAGTATCAAACGCCCCTCTTCGTGTGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGTTACTTACAGACC
	HAP65	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGAGATGACCAGATTTATAATGTAATTGTTACTGCTCACGCCTTCGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGAGGGTTTGGGAACTGACTGGTTCCTCTAATGATTGGGGCCCCCGACATGGCCTTCCCACGAATGAATAACATGAGCTTCTGGCTTTTACCCCCCTCATTCCTGCTCCTCCTCGCCTCTTCAGGCGTTGAAGCTGGGGCTGGGACAGGGTGGACCGTCTACCCCCCACTGGCAGGCAATCTAGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTCGGGGCCATTAACTTTATCACCACAATCCTAAACATGAAACCGCCCGCTGTCTCGCAGTATCAAACGCCCCTCTTCGTGTGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP66	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGAGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGAGGGTTTGGGAACTGACTGGTTCCTCTAATGATTGGGGCCCCCGACATGGCCTTCCCACGAATGAATAACATGAGCTTCTGGCTTTTACCCCCCTCATTCCTGCTCCTCCTCGCCTCTTCAGGCGTTGAAGCTGGGGCTGGGACAGGGTGGACCGTCTACCCCCCACTGGCAGGCAATCTAGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTCGGGGCCATTAACTTTATCACCACAATCCTAAACATGAAACCGCCCGCTGTCTCGCAGTATCAAACGCCCCTCTTCGTGTGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP67	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGAGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGAGGGTTTGGGAACTGACTGGTTCCTCTAATGATTGGGGCCCCCGACATGGCCTTCCCACGAATGAATAACATGAGCTTCTGGCTTTTACCCCCCTCATTCCTGCTCCTCCTCGCCTCTTCAGGCGTTGAAGCTGGGGCTGGGACAGGGTGGACCGTCTACCCCCCACTGGCAGGCAATCTAGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTCGGAGCCATTAACTTTATCACCACAATCCTAAACATGAAACCGCCCGCTGTCTCGCAGTATCAAACGCCCCTCTTCGTGTGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP68	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGAGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGAGGGTTTGGGAACTGACTGATTCCTCTAATGATTGGGGCCCCCGACATGGCCTTCCCACGAATGAATAACATGAGCTTCTGGCTTTTACCCCCCTCATTCCTGCTCCTCCTCGCCTCTTCAGGCGTTGAAGCTGGGGCTGGGACAGGGTGAACCGTCTACCCCCCACTGGCAGGCAATCTAGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTCGGGGCCATTAACTTTATCACCACAATCCTAAACATGAAACCGCCCGCTGTCTCGCAGTATCAAACGCCCCTCTTCGTGTGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP69	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGAGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGAGGGTTTGGGAACTGACTGATTCCTCTAATGATTGGGGCCCCCGACATGGCCTTCCCACGAATGAATAACATGAGCTTCTGGCTTTTACCCCCCTCATTCCTGCTCCTCCTCGCCTCTTCAGGCGTTGAAGCTGGGGCTGGGACAGGGTGGACCGTCTACCCCCCACTGGCAGGCAATCTAGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTCGGGGCCATTAACTTTATCACCACAATCCTAAACATGAAACCGCCCGCTGTCTCGCAGTATCAAACGCCCCTCTTCGTGTGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP70	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGAGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGAGGGTTTGGGAACTGACTGATTCCTCTAATGATTGGGGCCCCCGACATGGCCTTCCCACGAATGAATAACATGAGCTTCTGGCTTTTACCCCCCTCATTCCTGCTCCTCCTCGCCTCTTCAGGCGTTGAAGCTGGGGCTGGGACAGGGTGGACCGTCTACCCCCCACTGGCAGGCAATCTAGCCCACGCAGGCGCATCTGTCGACCTGACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTCGGGGCCATTAACTTTATCACCACTATCCTAAACATGAAACCGCCCGCTGTCTCGCAGTATCAAACGCCCCTCTTCGTGTGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP71	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGAGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGAGGGTTTGGGAACTGACTGATTCCTCTAATGATTGGGGCCCCCGACATGGCCTTCCCACGAATGAATAACATGAGCTTCTGGCTTTTGCCCCCCTCATTCCTGCTCCTCCTCGCCTCTTCAGGCGTTGAAGCTGGGGCTGGGACAGGGTGGACCGTCTACCCCCCACTGGCAGGCAATCTAGCCCACGCAGGCGCATCTGTCGACCTGACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTCGGGGCCATTAACTTTATCACCACTATCCTAAACATGAAACCGCCCGCTGTCTCGCAGTATCAAACGCCCCTCTTCGTGTGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP72	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGAGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGAGGGTTTGGGAACTGACTGATTCCTCTAATGATTGGGGCCCCCGACATGGCCTTCCCACGAATGAATAACATGAGCTTCTGGCTTTTGCCCCCATCATTCCTGCTCCTCCTCGCCTCTTCAGGCGTTGAAGCTGGGGCTGGGACAGGGTGGACCGTCTACCCCCCACTGGCAGGCAATCTAGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTCGGGGCCATTAACTTTATCACCACAATCCTAAACATGAAACCGCCCGCTGTATCGCAGTATCAGACGCCCCTCTTCGTGTGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP73	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGAGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGAGGGTTTGGGAACTGACTGATTCCTCTAATGATTGGGGCCCCCGACATGGCCTTCCCACGAATGAATAACATGAGCTTCTGGCTTTTGCCCCCATCATTCCTGCTCCTCCTCGCCTCTTCAGGCGTTGAAGCTGGGGCTGGGACAGGGTGGACCGTCTACCCCCCACTGGCAGGCAATCTAGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTCGGGGCCATTAACTTTATCACCACAATTCTAAACATGAAACCGCCCGCTGTATCGCAGTATCAAACGCCCCTCTTCGTGTGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP74	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGAGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGAGGGTTTGGGAACTGACTGATTCCTCTAATGATTGGGGCCCCCGACATGGCCTTCCCACGAATGAATAACATGAGCTTCTGGCTTTTGCCCCCATCATTCCTGCTCCTCCTCGCCTCTTCAGGCGTTGAAGCTGGGGCTGGGACAGGGTGGACCGTCTACCCCCCACTGGCAGGCAATCTAGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTCGGGGCCATTAACTTTATTACCACAATCCTAAACATGAAACCGCCCGCTGTATCGCAGTATCAAACGCCCCTCTTCGTGTGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP75	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGAGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGAGGGTTTGGGAACTGACTGATTCCTCTAATGATTGGGGCCCCCGACATGGCCTTCCCACGAATGAATAACATGAGCTTCTGGCTTTTGCCCCCATCATTCCTGCTCCTCCTCGCCTCTTCAGGTGTTGAAGCTGGGGCTGGGACAGGGTGGACCGTCTACCCCCCACTGGCAGGCAATCTAGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTCGGGGCCATTAACTTTATCACCACAATCCTAAACATGAAACCGCCCGCTGTATCGCAGTATCAAACGCCCCTCTTCGTGTGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP76	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGAGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGAGGGTTTGGGAACTGACTGATTCCTCTAATGATTGGGGCCCCCGACATGGCCTTCCCACGAATGAATAACATGAGCTTCTGGCTTTTGCCCCCATCATTCCTGCTCCTCCTCGCCTCTTCAGGCGTTGAAGCTGGGGCTGGGACAGGGTGGACCGTCTACCCCCCACTGGCGGGCAATCTAGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTCGGGGCCATTAACTTTATCACCACAATCCTAAACATGAAACCGCCCGCTGTATCGCAGTATCAAACGCCCCTCTTCGTGTGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP77	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGAGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGAGGGTTTGGAAACTGACTGATTCCTCTAATGATTGGGGCCCCCGACATGGCCTTCCCACGAATGAATAACATGAGCTTCTGGCTTTTGCCCCCATCATTCCTGCTCCTCCTCGCCTCTTCAGGCGTTGAAGCTGGGGCTGGGACAGGGTGGACCGTCTACCCCCCACTGGCAGGCAATCTAGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTCGGGGCCATTAACTTTATCACCACAATCCTAAACATGAAACCGCCCGCTGTATCGCAGTATCAAACGCCCCTCTTCGTGTGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP78	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGAGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGAGGGTTTGGGAACTGACTGATTCCTCTAATGATTGGGGCCCCCGACATGGCCTTCCCACGAATGAATAACATGAGCTTCTGGCTTTTGCCCCCATCATTCCTGCTCCTCCTCGCCTCTTCAGGCGTTGAAGCTGGGGCTGGGACAGGGTGGACCGTCTACCCCCCACTGGCAGGCAATCTAGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTCGGGGCCATTAACTTTATCACCACAATCCTAAACATGAAACCGCCCGCTGTATCGCAGTATCAAACGCCCCTCTTCGTGTGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP79	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGAGACGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGAGGGTTTGGGAACTGACTGATTCCTCTAATGATTGGGGCCCCCGACATGGCCTTCCCACGAATGAATAACATGAGCTTCTGGCTTTTGCCCCCATCATTCCTGCTCCTCCTCGCCTCTTCAGGCGTTGAAGCTGGGGCTGGGACAGGGTGGACCGTCTACCCCCCACTGGCAGGCAATCTAGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTCGGGGCCATTAACTTTATCACCACAATCCTAAACATGAAACCGCCCGCTGTATCGCAGTATCAAACGCCCCTCTTCGTGTGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP80	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGAGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATAATTTTCTTTATAGTAATACCAATTATGATTGGAGGGTTTGGGAACTGACTGATTCCTCTAATGATTGGGGCCCCCGACATGGCCTTCCCACGAATGAATAACATGAGCTTCTGGCTTTTGCCCCCATCATTCCTGCTCCTCCTCGCCTCTTCAGGCGTTGAAGCTGGGGCTGGGACAGGGTGGACCGTCTACCCCCCACTGGCAGGCAATCTAGCCCACGCAGGTGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTCGGGGCCATTAACTTTATCACCACAATCCTAAACATGAAACCGCCCGCTGTCTCGCAGTATCAAACGCCCCTCTTCGTGTGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP81	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGAGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATAATTTTCTTTATAGTAATACCAATTATGATTGGAGGGTTTGGGAACTGACTGATTCCTCTAATGATTGGGGCCCCCGACATGGCCTTCCCACGAATAAATAACATGAGCTTCTGGCTTTTGCCCCCATCATTCCTGCTCCTCCTCGCCTCTTCAGGCGTTGAAGCTGGGGCTGGGACAGGGTGGACCGTCTACCCCCCACTGGCAGGCAATCTAGCCCACGCAGGTGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTCGGGGCCATTAACTTTATCACCACAATCCTAAACATGAAACCGCCCGCTGTCTCGCAGTATCAAACGCCCCTCTTCGTGTGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP82	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGAGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATAATTTTCTTTATAGTAATACCAATTATGATTGGAGGGTTTGGGAACTGACTGATTCCTCTAATGATTGGGGCCCCCGACATGGCCTTCCCACGAATGAATAACATGAGCTTCTGGCTTTTGCCCCCCTCATTCCTGCTCCTCCTCGCCTCTTCAGGCGTTGAAGCTGGGGCTGGGACAGGGTGGACCGTCTACCCCCCACTGGCAGGCAATCTAGCCCACGCAGGTGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTCGGGGCCATTAACTTTATCACCACAATCCTAAACATGAAACCGCCCGCTGTCTCGCAGTATCAAACGCCCCTCTTCGTGTGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP83	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGAGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATAATTTTCTTTATAGTAATACCAATTATGATTGGAGGGTTTGGGAACTGGCTGATTCCTCTAATGATTGGGGCCCCCGACATGGCCTTCCCACGAATGAATAACATGAGCTTCTGGCTTTTGCCCCCATCATTCCTGCTCCTCCTCGCCTCTTCAGGCGTTGAAGCTGGGGCTGGGACAGGGTGGACCGTCTACCCCCCACTGGCAGGCAATCTAGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTCGGGGCCATTAACTTTATCACCACAATCCTAAACATGAAACCGCCCGCTGTCTCGCAGTATCAAACGCCCCTCTTCGTGTGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP84	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGAGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATAATTTTCTTTATAGTAATACCAATTATGATTGGAGGGTTTGGGAACTGACTGATTCCTCTAATGATTGGGGCCCCCGACATGGCCTTCCCACGAATGAATAACATGAGCTTCTGGCTTTTGCCCCCATCATTCCTGCTCCTCCTCGCCTCTTCAGGCGTTGAAGCTGGGGCTGGGACAGGGTGGACCGTCTACCCCCCACTGGCAGGCAATCTAGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTCGGGGCCATTAACTTTATCACCACAATCCTAAACATGAAACCGCCCGCTGTCTCGCAGTATCAAACGCCCCTCTTCGTGTGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP85	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGAGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATAATTTTCTTTATAGTAATACCAATTATGATTGGAGGGTTTGGGAACTGACTGATTCCTCTAATGATTGGGGCCCCCGACATGGCCTTCCCACGAATGAATAACATGAGCTTCTGGCTTTTGCCCCCATCATTCCTGCTCCTCCTCGCCTCTTCAGGCGTTGAAGCTGGGGCTGGGACAGGGTGGACCGTCTACCCCCCACTGGCAGGCAATCTGGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTCGGGGCCATTAATTTTATCACCACAATCCTAAACATGAAACCGCCCGCTGTCTCGCAGTATCAAACGCCCCTCTTCGTGTGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP86	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGAGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATAATTTTCTTTATAGTAATACCAATTATGATTGGAGGGTTTGGGAACTGACTGATTCCTCTAATGATTGGGGCCCCCGACATGGCCTTCCCACGAATGAATAACATGAGCTTCTGGCTTTTGCCCCCATCATTCCTGCTCCTCCTCGCCTCTTCAGGCGTTGAAGCTGGGGCTGGGACAGGGTGGACCGTCTACCCCCCACTGGCAGGCAATCTGGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTCGGGGCCATTAACTTTATCACCACAATCCTAAACATGAAACCGCCCGCTGTCTCGCAGTATCAAACGCCCCTCTTCGTGTGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
	HAP87	ATCCGCGCGGAA-CTCAGCCAGCCCGGCGCACTACTTGGAGATGACCAGATTTATAACGTAATTGTTACTGCTCACGCCTTCGTAATGATTTTCTTTATAGTAATACCAATTATGATTGGAGGGTTTGGGAACTGACTGATTCCTCTAATGATTGGGGCCCCCGACATGGCCTTCCCACGAATGAATAACATGAGCTTCTGGCTTTTGCCCCCATCATTCCTGCTCCTCCTCGCCTCTTCAGGCGTTGAAGCTGGGGCTGGGACAGGGTGGACCGTCTACCCCCCACTGGCAGGCAATCTAGCCCACGCAGGCGCATCTGTCGACCTAACAATCTTTTCTCTCCACCTCGCCGGGATCTCTTCCATTCTCGGGGCCATTAACTTTATCACCACAATCCTAAACATGAAACCGCCCGCTGTCTCGCAGTATCAAACGCCCCTCTTCGTGTGGGCCGTCCTTATCACAGCCGTCCTTCTCCTTCTTTCACTGCCCGTCCTCGCCGCCGGCATCACCATGCTACTTACAGACC
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