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GAGCATTCAGAACGAC-2
TCTCTGGCACTTACAG-2
ATCCTCGCATGCGCTG-4
TTCATTGCATTAGCCA-4
CAGCTGGTCCTCATTA-2
CCCTCTCTCGGACGAA-4
TAGCGGCGTTTAGGAA-4
CCACAGGTCGGTCTAA-4
GAACTTGGTGTCCTTC-3
GCGGAAACAGGTCTGC-2
TCTCAGCTCGCAGATT-4
CAAGGCCCAAATGCTC-4
ATTACCTGTAGTAACA-1
ACTACCCTCCACCTAC-1
TACGCCTTCTTGTACT-4
AACAAAGCAATTAGGA-3
GCAGATTCACAGTAGG-2
TTCGATTAGAACAGGA-3
CCGTGAGTCGGGAAAC-3
CGGACCATCCTTGACC-2
TAAACCGTCCACACCT-2
CATGTTTAGTACAGAT-1
AGCCAGCAGTTTACGC-3
CAGGGCTAGCTTTCCC-1
GAAATGAGTCGGCTGT-2
TGCATGAGTAGCGTTT-1
GAACGTTTCACATTCT-4
GCGCCAACAACTTGGT-2
GTGCCAGTCTATACCT-3
CAGCCTTCAAGCAGGT-4
GGGTTATGTGCTGGCT-3
TTAACGGCAACTCGAT-3
AACTGTGAGCGATACG-4
ACAGACTGTGAGTTGG-4
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