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DNA secondary structure binding
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Color Key

damaged DNA binding
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Color Key
DNA clamp loader activity
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double—stranded DNA binding
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single—stranded DNA binding
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DNA binding, bending
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chromatin DNA binding
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sequence-specific DNA binding
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G—quadruplex DNA binding
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flap—structured DNA binding
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four—way junction DNA binding
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Y—form DNA binding
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heteroduplex DNA loop binding
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transcription regulatory region DNA binding
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double-stranded telomeric DNA binding
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mismatched DNA binding
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sequence-specific double—stranded DNA binding
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sequence-specific single stranded DNA binding
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nucleosomal DNA binding
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telomeric DNA binding
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Color Key
transcription regulatory region sequence—specific DNA binding
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core promoter proximal region sequence-specific DNA binding
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