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The between adjacent amino acids along a 3

is approximately|  |A,

in contrast with a distance of A along an o helix. The side chains of adjacent amino

acids point in directions. A 3 is formed by linking two or more 3 by
bonds. Adjacent chains in a can run in directions (antiparallel
B sheet) or in the direction (parallel B sheet). In the antiparallel arrangement, the
group and the group of each amino acid are respectively bonded to the
CO group and the NH group of a partner on the adjacent chain. In schematic . B-
strands are usually depicted by broad pointing in the of the|:| -terminal
end to indicate the of B sheet formed - parallel or

B/AEHEIRREL :  coil, helix, helices, strand, strands, sheet, sheets, peptide, peptides,

#EHEEA#A) same, opposite, adjacent, 1.5, 1.8, 3.5, 3.6, 5.4, single, covalent, bands,
hydrogen, NH, NH3+, proteins, diagrams, CO, COO-, N, C, distance,
vertical, antiparallel, ribbons, arrows, maps, type, process, direction.




