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Anc4 Alignment: msaprobs  Outsider: Pho4
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Anc5 Alignment: msaprobs  Outsider: Pho4
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Anc5 Alignment: muscle Outsider: Pho4
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Anc5 Alignment: muscle Outsider: Pho4 (Mouse and Human SREBP1 and SREBP2 included)
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palindromic E-box TCTGGCCAACATCAGGTGAACGCAGGAAAA non-palindromic site ~ ACAAAAAAAAATCAGGCCATTTGTAATACT
mutant DNA TCTGGCCAACATTCTTTAAACGCAGGARAA mutant DNA ACAAAAAAAAATTCTAAAATTTGTAATACT
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