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Hydrogen bond domors and acceptors from amino acid residues
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All main-chain and side-chain polar groups from the 20 natural amino acid residues. Groups are
elessified by atom type (N or 0) and hybridization {sp? or sp®). Each Table entry contains (1) either a
donor or acceptor, (2) residues in which the group is found, (3) the assigned hydrogen bond radius, and
{4) the maximum number of hydrogen bonds expected for the group, in parenthesis,



