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Figure S1. Methylation patterns of each CpG (filled, methylated
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Figure S1. Methylation patterns of each CpG (filled, methylated; open, unmethylated; cross, mutation)

>Satellite I genome
TTGGTCTCTAGGCCATGCAGGAGACGAAGGCCtTCATCTCTCGATGACGGG
GGAATCTCGGGGTTGTTCTCGAGCGGCGGCCCCAGTGTGCGTTTTCTCACG
AGGTACGACGGCGAGGTCAGTGAGCCTCtCGTGGGGCGCCAGGGAAGTCG
GGTCTCCTTGCGAGTGGCGAGGGGGAGCGCGTCACTGCTCCCGAGCCATG
GTAGGGGAATCTGGCCTCGAGACATGTTGAAGAAGGTCTCTCGAGGCCTTT
CCCGGGTTGAGGCAGGAAACCCTGGGTTCCCTCGACtITGTGCAGGTGACCT
CAGGGGAATTCTCATGGTGGCTCtGAGAAGCCAGGGAAACTGGAGGTGATA
GGGGCCTCTCGGGACTCTACTGGGTTTGGTGCATT

>L1_BT genome
TAATTAAAATTTTTTGGGGGTTTGGACGGTTAACATCTGCCTGAGAAGGTGCG
CCGGTTTTACACCCAGATAACCGAGTGGCGGGGAGGCGATAAGTCGCAGC
ATTGGCGCTCGCCAAACACCTCATCACCTGAGCTGCTCGGACCTGGGAAG
AGCACAAAACGCAGGCCCAACTGAGTTTGCGCCTTTGAGGACTACCCGAG
TGCCTGAATTTGAGCGGCTTGGACCTGGGAGGTGCATGTAGTTTAGGGTTA

>BovB genome
AGGAGGGCCTAGAGGAGCTATCCCACGTTGAAGGTCAGGAAGGGCGGCG

GTGAGGAGATACCCCTCGTCCAAGGTAAGGAGCAATGGTTGCGCTTTGCTG
GAGCAGCTGTGAAGAGATATCCCATGCCCAAGGTAAGAGAAACCCAAGTA
AGACGGTAGGTGTTGCAAGAGGGCATCAGAGGGCAAACACACTGAAATCA
TACTCACAGA

>ERVI-1-I BT genome
CCCCTGGTACATCCCCACCCCATTTCGGTGGTAGAACCGGGAGGGACGAG
GACGGCGCCTGCGTCAGTAAGGGACAGACTAAGTCCGACCAGGAAGGAA
AAGCTTTTGGTGTAATGTCTGTCTACACCCCCATCTAGAGCAGGGAGGGAC
GCCTCCGGTAGAAAAATGGCGTTGGTCGCTTTTTTCTCTCTTACAGATGGG
AGCTAACAATT

Figure S2. Repetitive sequence nonconverted
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