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sequence-specific double—stranded DNA binding
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Color Key
DNA insertion or deletion binding
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guanine/thymine mispair binding
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Color Key
transcription regulatory region sequence-specific DNA binding
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AT DNA binding
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DNA replication origin binding
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centromeric DNA binding
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heteroduplex DNA loop binding
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dinucleotide insertion or deletion binding
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RNA polymerase Il regulatory region sequence—specific DNA binding
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Color Key
core promoter proximal region sequence-specific DNA binding
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polymerase |l regulatory region sequence—specific DNA binding
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Color Key
core promoter sequence—specific DNA binding
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RNA polymerase Ill type 1 promoter DNA binding
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Color Key
\NA polymerase Il core promoter proximal region sequence—specific DNA binding
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Color Key

RNA polymerase Il core promoter sequence—specific DNA binding
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RNA polymerase Ill type 1 promoter sequence—specific DNA binding
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