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unmodified peptides, EZ (pH 5.6) and KZ (pH 8.4) exist as tetramers (Fig. S5d and Fig. S6d).  
as previously observed for a very similar leucine-zipper peptide sequence by Lumb & Kim, 
Biochemistry, 1995, 34, 8642  
  In order to exclude any ambiguity in our results, we also show the fits of both D-KZ4/EZ 
and D-EZ4/KZ to a molecular weight of 15 kD (Fig. S5b and Fig. S6b).  The lack of a good fit is 
obvious, indicating that this does not agree with the data. Furthermore, we also allowed the data 
to include the possibility of different fractions (f1 and f2) of two species (M1 and M2) for both 
D-EZ4/KZ and D-KZ4/EZ, one at 31 kD (M1) and the other at 16 kD (M2) (Fig. S5c and Fig. 
S6c). This leads to a result where there is only M1 present and essentially no M2 (less than 1% 
as seen by the value for f2) for both D-EZ4/KZ and D-KZ4/EZ.  Thus, these results clearly 
establish that we form the proposed complexes, DEZ4/4KZ (pH 8.4) and the DKZ4/4EZ (pH 5.6), 
which is in agreement with the CD titration data. 
 

 
 Figure S5. Shows the sedimentation Equilibrium data at pH 5.6 in 10 mM phosphate and 1 

mM DTT. Fits are shown for a) D-KZ4/4EZ b) D-KZ4/4EZ fit to 15 kD; c) D-KZ4/4EZ fit 
to two species M1*f1 + M2*f2; d) EZ; and e) D-KZ4  
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Figure S6. Shows the Sedimentation Equilibrium data at pH 8.4 in 10 mM phosphate and 1 
mM DTT. Fits are shown for a) D-EZ4/4KZ b) D-EZ4/4KZ force fit to 15 kD; c) D-
EZ4/4KZ fit to two species M1*f1 + M2*f2; d) KZ; and e) D-EZ4  
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