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Figure S1. Steps to get DNA sequence via the UCSC genome browser.
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»Huran cacagetotgacgttygygyactyggeaccectottocagetyecytytttigycagyaactotyagaatyettyaacttaaaactoycattt yyat et TTACGTAGTGGTATTTCCAAGTAAGAGGAATAGAGCATACTTTATTTAACAACTTTG.
»>Chinp cacagetotgacgttygygyactyyyeaccectettocagetyecytyttttgycagyaactetyagaatgettyaacttaaaactoyeat tt oyat et TTALGTAGTGGTATTTCCAAGTAAGAGGAATAGAGCATACTTTATTTAACAACTTTG.
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»Rhesus getetgactetggyagactggyacceotettecagetgeogtgttttgyegygaactctyagaatgettasact tanaactgyeet tttgygt et teat GTAGTLGTATTTCCAAGTAAGAGGAATAGYGCATACTe TATTTAACAACTTTGATG

Figure S2. Retrieve similar DNA sequence using BLAT.
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Figure S3. TE identification using RepeatMasker.
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Figure S4. TE identification using Censor



