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FIGURE 3
The helix with 5.1 residues per turn.
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FIGURE 2
The helix with 3.7 residues per turn.
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THE STRUCTURE OF PROTEINS: TWO HYDROGEN-BONDED
HELICAL CONFIGURATIONS OF THE POLYPEPTIDE CHAIN

'-:-'f?_i";,;‘i 4
i %8
Ll"

i
s

g LAl

13

. .
e R o X s 5 O R
P p . - - - » ™™ - I~
... A-. #‘!..l!.s.\\ .H.li.f.lr ..-r.., l




