
H2AFB1.CTD-2183H9.1-001.prank

B
human ATGCCGAGGAGGAGGAGACGCCGAGGGTCCTCCGGTGCTGGCGGCCGGGGGCGGACCTGCTCTCGCACCGTCCGAGCGGAGCTTTCGTTTTCAGTGAGCCAGGTGGAGCGCAGTCTACGGGAGGGCCACTACGCTCAGCG
chimp ATGCCGAGGAGGAGGAGACACCGAGGGTCCTCCGGTGCTGGCGGCCGGGGGCGGACCTGCTCTCGCACCGTCCGAGCGGAGCTTTCGTTTTCAGTGAGCCAGGTGGAGCGCAGTCTACGGGAGGGCCAGTACGCTCAGCG
marmoset ATGTTGGGGAGGAGGAGCCGTCGAGGGTCCTCTGGTGCTGGCGGCCGGGGGCATACCCTCTCTCGCACCGCCCGAGGGGAGCTTTTGTTTTCTGTGAGCGAGGTGGAGCGTAGTCTACAGGAAGGCCAGTGCGCCCAGCG
galago ATGCTGGGCAACAAGAGTCGTCGAGGGCGGTCCCGTGCTGGC- - - - - - - - - - - - - - - - - - - - - - - - TCAGCCAGAGCCGAGCTGACTTTCTCAGTGAGCCAGATGGAGCGCCTTCTGCAGAAGGGCCACTATTCCCAGTG
rfbat ATGCCGGGGCCAAGGAGCCGTGGAGGGTCTTCTCGT- - - - - - CGCCAGAGGCAGAACCGCGCCCGCACCAGCAGAGTTGAGCTGTCATTCTCTGTGAGCCATGTGGAGCGCCTCCTGAGAGAAGGCCACTACGCCCAGCG.
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human CCTGAGTCGCACGGCGCCGGTCTACCTCGCTGCGGTTATTGAGTACCTGACGGCCAAGGTCCCGGAGCTGGCGGGCAACGAGGCCCAGAACAGCGGAGAGCGGAACATCACTCCCCTGCTGCTGGACATGGTGGTTCACA
chimp CCTGAGTCGCACGGCGCCGGTCTACCTCGCTGCGGTTATTGAGTACCTGACGGCCAAGGTCCTGGAGCTGGCGGGCAACGAGGCCCAGAACAGCGGAGCGCGGAACATCACTCCCCTGCTGCTGGACATGGTGGTTCACA
marmoset CCTGAGTCCCTCTGCGCCAGTCTTCCTCGCTGCCGTGATTCAGTACCTGACGGCCCAGATCCTGGAGCTGGCGGGCAAGGAGGCCCACAACAACGGAGAGAGGACCATCACTCCACAGCCGCTGGACATGGCGGTTCACG
galago GCTGAGCGCCTCTGCTCGGGTTTTCATCACTGCCATCATCCAGTACCTGACAGCTAAGGTCCTGGAGCTGGCGGGCAACGAGGCCCAGAAC- - - GAA- - - - - - - - - - - - - - - - - - CTACGGCCGGAGATGGCCGTCCACA
rfbat CCTGGGGTCGACGGCACCGGTCTACCTAGCGGCGGTCATCGAGTACCTCACGGCCAAGATCCTGGAGCTGGCGGGCAATGAGGCCCAGAACAACGGTCAGCGGCGTATCACTCCGGAGTTCATCGACATGGCACTCCATA.
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C
human ACGACAGGCTACTGAGCACCCTTTTCAACACGACCACCATCTCTCAAGTGGCCCCTGGCGAGGAC
chimp ACGACAGGCTACTGAGCACCCTTTTCAACACGACCACCATCTCTCAAGTGGCCCCCGGCGAGGAC
marmoset ACAACGCGCTGCTGAGCACCCTCTTTGACACAACAACCGTCTCTCAAGTGGTTCCCGGCCGGGAC
galago ACAACTCTCTGCTCAGCGGCTTCTTCGGGAGCACCACCATCTCTCAGGTCGCCCCAGGGCAG- - -
rfbat ACAACGCGCTGCTGAGCAGTTTCTTCCAGAACACCACCGTCTCCCAGGTGGCTCCTTCACAGCAT.
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