GGATCAATCCACCTCCCTTTTCCTCCCCAGTGCCAGGATTAAAAGTGTGTGCCACCTTTCCTGGTTCATAATGCCTTTTCATTTATTTATTTTTAATAGATGAGTGATATTCCATTGTATAGTACCACATTTTTTTTCCTGATCCATTTATCTCTTGATGGATGTCTAGGCTATTTCTAATTCCTGGCTATTATGTACAGCAACAGTGACCATGGATGAACAAGTGCCTTTGTAGCAGACAGACACATCCTTTGGGTGTATGCCTAAGAGTGGTATACAGCTGGAATCTGAGGAGACTCTGTTCCCAGCTTCCTGAGGAATGCACAGTGATTTCCACAGTGGCTGTGCAAGCTTTCACTTCCCCAGTAATAGACGCATGTTTCCCTTTCCCTACAGCTTTGCCAGCATTGTTCTATTTGTTCTATTGATCTTGGTCCTCTAATGTGGGTAAGGTGGAGTAGTTTGGATTGGCATTTCCCTGATAACTACGGATGCTGACCATTGCTTCGGTGATCCTGAATCATTTGCCTTTCATCCTTTGAGATTTCTTTGTTTAGATATGGGATATTCATCTTCTTGATGTGCAGTTTTTAAAGCTTTGAATGTATTTTAGATATTAATCCTCTATTGGAATGTACTTGGTAAAGATCTTTTCCCATTCTATAAAGTGCTTTTTTTTTTTTTGTCTGAATGATGGTGTTTGCTATACAGATGCCACATAAAGTTTATATCAAGGGCCAACCTGTTAACCCAACCCTTGTTGTACTACAATATTTTAAGTTGGGGGAATGAAGCCTTAGATGTGTACAAGTATTCAAATTTTATCTTGAAGGATAAGCATTAAACCACCCATTAATAATTGTATTGTCTGTTAGCTTGAAGGTTGCCCTGAAGGCAATTTCTAAGTTGGATAGTTACAGACTGTTTATAATTGGACCTATTATTACCTTGCATAAGTTAGCTATGTTGAGGTTGCAAAAGGACGGGAGGTTACTCAGGATGGAAACTGTTTGGAATAGAACAAGGACATGCCCAAACCGTTTCAATTATCTGTGTTTGTTTGTTTTGTGTCATGATCCTGAAAGAAATTTTGTGTAGGAGTTCAATCTTAAAATGAGCGTTGAGTTGCAGTCTGGCAGCACATTTTAAAATTAAGAGGGGAACAGGGAGGAGGGGGAGAAGAAGGAGGAAGAAAAAGAAGAAGAGGAGGAGGAAGAGGAAGAAGAGGAGGAGGAAGAGGAAGAAGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGATCTTGAACTCAGCCAATCAGGTTCAGAGGCCCATTACTTAGGTAGCTTCCCGTCCTTGAACCTTCTCTATCTCTCGCTTCTGATGGTCTGGTAAGTGCACAGTTAATTTGGATCTCTGGTTTTTAACTCGGATCACTGGTTTTTAATTTCTCATTTTCTTGAGGGGTCTAACCGAGGGAAAGACTTTTTTTTTTTCATGTCAGCGCTGGAGTTTGTGAGTTGAGAAGAGATACGTTTCTGCTTTGGGAGGTTAGGGGAGGGCAGGCAGGTGGAGTACCTGGTTTGGTCCACGTGGGCCTCGGCAGTCCTTGTTTGCCAGCTTTCCCCAGACCAGGTGACCCAGAAACAATACATTCTGCCTCGGGCACAGTGTTCCTGAATCTGGGGAAATCCGTCTGTATTCTTTTTTTTTTTTTTTTTTTTTTTTTTCTAATTGGGAAAGGCACCGTTACTACCCCGGCGCTAACCTGGGCGGTCTCGGAGGGTGAGTGCAGCCTCTGTCTTTGGT

[bookmark: _GoBack]S1 Fig. The DNA sequence of the 1,799bp fragment located in between Parp2 and Ccnb1ip1 genes identified in the JF1 genome. The 242 bp Ccnb1ip1 insulator and the 185 bp Ccnb1ip1 enhancer are highlighted in red and blue, respectively. Sequence analysis revealed that the 1,579 bp interval (from nt.1 to nt.1,579) was deleted in the B6 genome, and that the remaining 220 bp interval (from nt.1,580 to nt.1,799, boxed) was present in the B6 genome but in an inverted orientation.

