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Table S1. Ditag sequences generated by using the revised DGS protocol

No. of bases Sequence

30 bases CTGCAGCAGACATAATCTATTTACCTGCAG
CTGCAGAGGAGACAGGTGGCATGCGCCTGCAG
32 bases CTGCAGAGGATCGAGAGGATCAAGCCCTGCAG

CTGCAGTCTGAGATCGACCTGCAACGCTGCAG
CTGCAGAAATGGACTTCTAGTCCTCTTCTCTGCAG
CTGCAGATTCACTGTGGGTTTCTCATGAACTGCAG
CTGCAGGCGCAGAAGGTGGCAGACTGGAGCTGCAG
CTGCAGGGAGACAGTTGCCGGGTGTGCTGCTGCAG
CTGCAGGGTACGTTCATATCTCTCCAGAGCTGCAG
CTGCAGGGTTGTCATGGTGGGGGGGAGGGCTGCAG
CTGCAGTGAGCTACCATCTGTCCCACTCGCTGCAG
CTGCAGTGAGCTGTGATCTGGTCCCTTCTCTGCAG
CTGCAGAACATTAGAAGTGAACATGGCTTACTGCAG
CTGCAGAAGGGCAGAGCACAATTCTTGCTGCTGCAG
CTGCAGAATAAAGGAACCTTCCCCTCTGCCCTGCAG
CTGCAGAATATTTATTACCTCCGTGACTTCCTGCAG
CTGCAGACCAGGCACGTAAATCTCAGCTCACTGCAG
CTGCAGAGTCTTTTGGAGCTAACCTCAAACCTGCAG
CTGCAGATCAGCCCTGGTTTAATCTTCCACCTGCAG
CTGCAGCCACATGGTGTATATTCCTATTGTCTGCAG
CTGCAGCCTCCACCTCCTGATCATGGCTCACTGCAG
CTGCAGCCTGTCTTGAGTCCCTGTCGCTTTCTGCAG
CTGCAGCGAGCTATGGTCGCCCAGTCCAGTCTGCAG
CTGCAGCTCCTGACCTCGGCCCCTGGGTTACTGCAG
CTGCAGCTCTCATGGTGCCAGACTCCCGCTCTGCAG
36 bases CTGCAGGAGTCTGAACAGTGGGAAGCTTTTCTGCAG
CTGCAGGCAATGGTGACACAGAATGCTTCTCTGCAG
CTGCAGGGGGGGACCGGTCGTCCAATAAAACTGCAG
CTGCAGGGGTGGTCTGCCGGTTAATGGTTTCTGCAG
CTGCAGTCAGGGCTGTAGGAGAAGTCGGGGCTGCAG
CTGCAGTCCCAACCCTGCACTGAACACTAGCTGCAG
CTGCAGTCTCAGCCTTCCAACACTCTTACCCTGCAG
CTGCAGTGCCCAGAGGCTCCTGCTTCTCTTCTGCAG
CTGCAGTGGCCGATCAGCCCTAATAGACATCTGCAG
CTGCAGTGGCGATGGGGTCCCTGGAGTCACCTGCAG
CTGCAGTGGCGCTATCTCCCTCACTGAGGGCTGCAG
CTGCAGTGGGCCATGATCTCCTCTTGTCTTCTGCAG
CTGCAGTTAGTAAATGTGGCACTGCTATGGCTGCAG
CTGCAGTTTTTTTAGCTTGAGAACCCACAGCTGCAG

35 bases




Table S1 (continued). Ditag sequences generated by using the revised DGS
protocol

No. of hases Sequence

CTGCAGAGCTCCTAAGTTTGCTCCTCCCAGGCTGCAG
CTGCAGAGTTCAAGTGAGAAATCATAACTCACTGCAG
CTGCAGATCGGAAAAGCTCGTATGCCGTCTTCTGCAG
CTGCAGATCTGCTGCTTTAGGCCTCACTGGGCTGCAG
CTGCAGCCCCGAGCCCGAGGGACTCTGCGCCCTGCAG
CTGCAGCCTCAACTTCCCCTCTTAAAGGGAACTGCAG
CTGCAGCGGGTTTCAGAGGCCTCATTGTCAACTGCAG
CTGCAGCGTCTGCTTGACTCTTCCCAGAGGCCTGCAG
CTGCAGCTATGCAGCCATGACTCAAAGCAAACTGCAG
CTGCAGCTGGGATTACAGACGGGGGAGGCTCCTGCAG
CTGCAGGAGGCAAGAGAGCATGGCTTGTTTACTGCAG
CTGCAGGCATTTCTTGTAATCTCCAGCCCTGCTGCAG
CTGCAGGCTTCTGGAGAAGCAAACAGGCTCCCTGCAG
CTGCAGGGAAACCCCCAGCAGCCATGGAGCACTGCAG
CTGCAGGGAGGCTGAAATCTTTAGCATTGTACTGCAG
CTGCAGGTTACGTTAAAGGCACTAAGGGCAACTGCAG
CTGCAGTACATCATTAATACATCACCACGGGCTGCAG
CTGCAGTATGACTCATTAACTCCCATGCTCACTGCAG
CTGCAGTATTCCAGAGTGCCTTACAGCTTTACTGCAG
CTGCAGTGAGACAGAGTTACTGTTGCCCAGGCTGCAG
CTGCAGTGCACACGCTGGCACACCGAACTAGCTGCAG
CTGCAGTGCACTGGTACCGATAAAAAAAATCCTGCAG
CTGCAGTGCCGGCTGTGTATGATGACAGTGGCTGCAG
CTGCAGTGTCAGCTTGAAGCTGTCTCCCAGGCTGCAG
CTGCAGTGTGAGTGCCTGTCTCTCACTTTGCCTGCAG
CTGCAGTTGTGGGCCTGGGTGCAATGGCTCACTGCAG
CTGCAGATTAATGAAGATTTGCCCAGCCTCCTCTGCAG
CTGCAGCACATCAACGCTTACACTCAAACATTCTGCAG
CTGCAGCCCAGCTCAGGGTACGTGTATGTTCACTGCAG
CTGCAGCTAAGGCGTGATCCTCAGTGTCTTCTCTGCAG
CTGCAGCTTGGTTGGGGATGTCTGCGTCCCATCTGCAG
CTGCAGGAGGCAGTATGGCCGCACACACATACCTGCAG
38 bases CTGCAGGCCATGCCCTCAGATATTAGTTACCTCTGCAG
CTGCAGGTAGAAGGGCCTTAATGCCAGGAGCTCTGCAG
CTGCAGGTCCTCAGGGCGGGGTGGTGGGGAGGCTGCAG
CTGCAGGTGCGCACGTGCCTCCTAACAAAATGCTGCAG
CTGCAGTAACAATAGTACCGGCCCCGTACCGGCTGCAG
CTGCAGTCCAGCCTGGGTGGGCTCTTTTCTAACTGCAG
CTGCAGTTGTTGGCCTTTTGGCGCGCTTGGGCCTGCAG
CTGCAGCCACACGAGGCCCGTGATCATAGCTCACTGCAG
CTGCAGTCTTTCCCTACACGACACTCTTCCGATCTGCAG
44 bases CTGCAGTCCCAAAGGACGTCCAGGTAAAATGATAGCCCCTGCAG

37 bases

39 bases




