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B I-Motifs of DNA (hereafter, I-DNA), known in vitro for nearly three decades, are unusual, four-stranded
® owsne  structures, in which cytosines are intercalated via a stack of hemi-protonated C—C base pairs
R = @ ™mmire  (CH+:C). Some of these structures have been well characterized in vitro and, because i-DNA may

il mirror other four-stranded G-rich structures (G-quadruplexes) present in gene promoters or at
telomeres, their biological relevance is being investigated.
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Instability of Htelo-C at Htelo-C  base o with the reported ligands.

neutral condition (pH = 6.5). cl\:zlclodetcabp:eptlde with presumably folded (pH 5.5) and unfolded (pH 6.5) i-DNA sequences.

ore stable for I-motif and duplex DNA.
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No “true” i-motif ligand and mADb !!
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