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Abstract—Aromatic bonds of amino acid radicals play an important role in arrangement of protein primary structure.

Previously, the existence of a number of preferable conformations of aromatic dimers was shown theoretically and experi�

mentally, the best known of which are parallel�displaced and perpendicular T conformations. To reveal principles that define

preference of various conformations for His�His and Phe�His dimers, non�empirical quantum�chemical calculations of

diimidazole and benzene�imidazole were carried out. Calculations were performed using the 6�31G** basis with account for

electronic correlations in frames of MP2 and MP4 methods of perturbation theory. Comparative analysis of energetic and

geometric parameters of the systems points to the preference of stacking contact or classical hydrogen bond in diimidazole.

On the contrary, T conformation is maximally advantageous for benzene�imidazole.
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