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TTTATTAATATCGTCTCAATAATCCTAACTCTATTTA
TTGTATTCCAACTAAAAATTTCAAAGCACTCTTATC
CAATACACCCAGAACiCTAAAACAACTAAAATAGCT
AAACGCCTTACCCCTTGAGAATCAAAATGAACGAA
AATCTATTCGCCTCTTTCGCTACCCCAACAATAATA
GGCCTCCCTATTGTAATCCTAATCATTATATTCCCCA
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Egquus_ asinus.seq
Egquus hemionus.seqg
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Consensus
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HEN T2 . seg

Consensus

Equus asinus.seqg
Eguus_hemionus.seqg
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AATGCGATCTGCATCAATACTATAAAATCACTAAGAAGCTAA
AATGCGATCTGCATCAATATTATAAAGTCACTGAGAAGCTAT

TACAGCGTTAACCTTTTAAGTTAAAGACTGAGGGTTCAAT
TACAGCGTTAACCTTTTAAGTTAAAGACTGCGAGGGTTCAAC

accgactaat aacaatcg Ctaatctcaat

GCTAGTCCAACTTACATCAAAACAAATAATANCCATCCAT
GCTAATCCAACTTACATCAAAACAAATAATAGCTATTCAC

AACAATARAGGACAAACCTGAACCCTCATACTCATGTCGEC
AACAACAANAGCGGCGACAAACTTGCGAACCCTTATACTCATGTCGC

[EAATECETATTEAMNTGE TIEEAACADACETIATN GGGGEETACET
TGATCCTATTCATTGGCTCAACAAACTTATTAGGCCTACT

ACCCCACTCATTTACACCAACAACACAACTATCAATAANC
ACCCCACTCATTTACACCAACAACACAACTATCAATADAC

CTAGGCATAGCCATCCCCCTGCTGAGCAGGAACAGTATTCA
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