


seems likely that the antiparallel up and down helix bundle struc-
tures (see Section III,B) would be composed of paradigm class III 
interactions, and the doubly wound α/β structures (see Section 
III,C) would contain paradigm class II interactions, but none of 
the 15 proteins analyzed by the above three methods happen to 
fall into either of those categories. If multiple examples of para-
digm classes II and III contacts can be analyzed and compared, 
it may then be possible to define a meaningfully distinct class of 
perpendicular contacts.***

[Analysis of the general geometry of helix packing is still a 
fairly open issue, but several aspects of the problem have pro-
gressed. An interesting treatment of helix packing in terms of al-
ternate edges of polyhedra (Finkelstein, 19 ??) fits well for many 
but not all structures. The common and biologically important 
case of coiled-coils (belonging to the low-angle, class III case) 

has been very thoroughly and successfully described (O’Shea et 
al., 1991), and a rare type of low-angle contact at much closer 
distances has been described (Gernert et al., 1995). Perpendicu-
lar T-junction contacts have proven important in Ca++-binding 
“E-F hands” (Kretsinger, 1980) and DNA-binding helix-turn-helix 
motifs (Steitz et al., 1982).]

FIG. 19. Examples of the two commonest types of helix-helix contact: (a) Class II (from hexokinase) with an inter-helix angle of about -60°; 
(b) Class III (from myohemerythrin) with an inter-helix angle of about +20°.


