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Supplementary Materials   



Supplementary Table 1: Structural statistics of the SC16 structural ensemblea 
Completeness of Resonance Assignments (%)b 

Backbone 
Side Chain 
Aromatic 

 
84.1 
79.9 
100 

Number of conformational restraints 
Total NOE restraints 
Intraresidue (i=j) 
Sequential (|i-j| = 1) 
Medium range (|i-j| < 5) 
Long range (|i-j|  ≥ 5) 
Ambiguous 
Dihedral angle restraints 
Hydrogen bond restraints 
NOE Restraints per residue 
Long range restraints per residue 

 
1495 
647 
336 
167 
345 
51 
132 
50 
14.0 
3.2 

Residual restraint violationsc 

RMSD NOE restraints (Å) 
RMSD dihedral angle restraints (˚) 
Average no. of distance violations per structure  

>0.5 Å 
>0.3 Å 

Average no. of dihedral angle violations per structure > 5˚ 

 
0.03 ± 0.001 
0.34 ± 0.052 
0 
0 
0.1 
0.34 ± 0.05 

Model qualityd 
RMSD backbone atoms (Å)e 

RMSD heavy atoms (Å)e 

RMSD bond lengths to ideal geometry (Å) 
RMSD bond angles to ideal geometry (˚) 

 
0.5 
0.8 
0.005 
0.8 

MolProbity Ramachandran statisticsc,e 
Most favoured regions (%) 
Allowed regions (%) 
Disallowed regions (%) 

 
92.2 
7.4 
0.4 

Global quality scores (raw/Z score)c 
Verify3D 
ProsaII 
PROCHECK (Φ-Ψ)d 

PROCHECK (all)d 
MolProbity clash score 

 
0.38/-1.28 
0.60/-0.21 
-0.48/-1.57 
-0.63/-3.73 
37.12/-4.84 

RPF analysisf 
Recall 
Precision 
F-measure 
DP score 

 
0.981 
0.729 
0.836 
0.886 

Model contents 
Ordered residue rangese 
Total no. of residues 
BMRB accession number 
PDB ID code 

 
10-116, 33-35, 37-81,91-115 
107 
25976 
2NBH 

aStructural statistics computed for the ensemble of 20 deposited structures as recommended by the wwPDB 
task force. 
bCalculating using the AVS software. 
c Calculated using CNS version 1.21. 
d Calculated using the PSVS version 1.5. 
eBased on ordered residue ranges (S(f) +S(y) > 1.8). 
fCalculated using CcpNmr Analysis version 2.3. 



 

 
 
Supplementary Figure 1. Sequence alignment of the core regions of SC3 and SC16. 
The regions spanning from the first to last cysteines of SC3 and SC16 were aligned 
revealing 56% identity (ClustalW algorithm for pair-wise alignment with the Blosum cost 
matrix and free end gaps) 

 
 
 
 
 
 
 
 

 
 

Supplementary Figure 2. Emission intensity vs. emission wavelength of  Thioflavin 
T (ThT) excited at 442 nm . The maximum of the emission wavelength remained 
constant for solutions containing  35-66 μg/ml aerated overnight by gentle tail over head 
shaking on a rotary shaker. N=1 for each curve.   
 
 
 
 
 
 



 
 
 
 
Supplementary Figure 3. SC16 adopts a well-ordered structure. A) A 1H-15N HSQC 
spectrum of SC16 with the assignments for backbone and side-chain resonances 
indicated. B) {1H}-15N NOE analysis of SC16 indicates that most of the protein is not 
dynamic on the ps-ns timescale. 
 



 
Supplementary Figure 4. The electrostatic potential surface of SC16 has several 
charged patches. Negative and positive electrostatic surface potentials are coloured red 
and blue, respectively.  Although there is a large white non-charged area (D), these 
residues are not hydrophobic in nature.  
 
 
 
 
 
 
 
 

 
 
 
Supplementary	Figure	5.			SC16	and	PcaHyd1	share	similar	secondary	structures.	
The	secondary	structural	elements	of	SC16	are	indicated	above	the	sequence	
alignment	of	SC16	and	PcaHyd1.	The	chemical	shift	index	based	secondary	structure	
prediction	for	SC16	(black)	and	PcaHyd1	(red)	are	aligned	below	the	sequence	
alignment.		The	chemical	shift	index	based	prediction	of	secondary	structure	for	
SC16	and	PcaHyd1	agree	over	well	conserved	regions	of	SC16	that	are	structured.		
 
 



Please note in the following stacks of Supplementary Figures 6A-AB all secretion signals were removed using SignalIP as describes in 
the methods of the main body of the paper. Tables of identities follow the alignments. 
 
 

 
 
 
 
Supplementary Figure 6A. Sequence alignment and corresponding consensus sequence of proteins contained in Region 1 (full 
sequence) 
  



 
 

 
Supplementary Figure 6B. Sequence alignment and corresponding consensus sequence of proteins contained in Region 1 (without N 
terminus region preceding first cysteine of the eight-cysteine pattern) 



 
 
Supplementary Figure 6C. Sequence alignment and corresponding consensus sequence of proteins contained in Region 2 (full 
sequence)  
 
  



 
 
Supplementary Figure 6D. Sequence alignment and corresponding consensus sequence of proteins contained in Region 2 (without N 
terminus region preceding first cysteine of the eight-cysteine pattern) 
 
 
 
 
  



 
 
 
Supplementary Figure 6E. Sequence alignment and corresponding consensus sequence of proteins contained in Region 3 (full 
sequence)  
 
 
 
 
  



 
 
Supplementary Figure 6F. Sequence alignment and corresponding consensus sequence of proteins contained in Region 3 (without N 
terminus region preceding first cysteine of the eight-cysteine pattern) 



 
 

 
 
 
Supplementary Figure 6G. Sequence alignment and corresponding consensus sequence of proteins contained in Region 4 (full 
sequence)  
 
 
  



 
 
Supplementary Figure 6H. Sequence alignment and corresponding consensus sequence of proteins contained in Region 4 (without N 
terminus region preceding first cysteine of the eight-cysteine pattern) 



 
 
Supplementary Figure 6I. Sequence alignment and corresponding consensus sequence of proteins contained in Region 5 (full 
sequence)   
 
 
 
 
  



 
 
Supplementary Figure 6J Sequence alignment and corresponding consensus sequence of proteins contained in Region 5 (without N 
terminus region preceding first cysteine of the eight-cysteine pattern) 
 



 
 
Supplementary Figure 6K. Sequence alignment and corresponding consensus sequence of proteins contained in Region 6 (full 
sequence)  
  
 
 
 
  



 
 
Supplementary Figure 6L. Sequence alignment and corresponding consensus sequence of proteins contained in Region 6 (without N 
terminus region preceding first cysteine of the eight-cysteine pattern) 
 
 
  



 
 
Supplementary Figure 6M. Sequence alignment and corresponding consensus sequence of proteins contained in Region 7 (full 
sequence)  
 
 
  



 
 
 
 

 
 
 
Supplementary Figure 6N. Sequence alignment and corresponding consensus sequence of proteins contained in Region 7 (without N 
terminus region preceding first cysteine of the eight-cysteine pattern) 
 
  



 

 
 
Supplementary Figure 6O. Sequence alignment and corresponding consensus sequence of proteins contained in Region 8 (full 
sequence) 
 
 
 
  



 
 
Supplementary Figure 6P. Sequence alignment and corresponding consensus sequence of proteins contained in Region 8 (without N 
terminus region preceding first cysteine of the eight-cysteine pattern) 
 
 
 
  



 
 
 
Supplementary Figure 6Q. Sequence alignment and corresponding consensus sequence of proteins contained in Region 9 (full 
sequence)  
 
 
 
 
 
  



 
 
Supplementary Figure 6R. Sequence alignment and corresponding consensus sequence of proteins contained in Region 9 (without N 
terminus region preceding first cysteine of the eight-cysteine pattern) 
 
 
 
 
 
  



 
 
Supplementary Figure 6S. Sequence alignment and corresponding consensus sequence of proteins contained in Region 10 (full 
sequence)  
 
 
  



 
Supplementary Figure 6T. Sequence alignment and corresponding consensus sequence of proteins contained in Region 10 (without 
N terminus region preceding first cysteine of the eight-cysteine pattern) 
 
 
 
 
  



 
 
Supplementary Figure 6U. Sequence alignment and corresponding consensus sequence of proteins contained in Region 11 (full 
sequence)  
 
 
 
  



 
 
Supplementary Figure 6V. Sequence alignment and corresponding consensus sequence of proteins contained in Region 11 (without 
N terminus region preceding first cysteine of the eight-cysteine pattern) 
 
 
 
  



 
 
 
Supplementary Figure 6W. Sequence alignment and corresponding consensus sequence of proteins contained in Region 12 (full 
sequence)    
  



 
 
Supplementary Figure X. Sequence alignment and corresponding consensus sequence of proteins contained in Region 12 (without N 
terminus region preceding first cysteine of the eight-cysteine pattern) 
 
 
  



 
 
Supplementary Figure 6Y Sequence alignment and corresponding consensus sequence of proteins contained in Region 13 (full 
sequence)   
 
 
  



 
 
Supplementary Figure 6Z. Sequence alignment and corresponding consensus sequence of proteins contained in Region 14 (without 
N terminus region preceding first cysteine of the eight-cysteine pattern) 
 
 
 
 
 
  



 
 
Supplementary Figure 6AA. Sequence alignment and corresponding consensus sequence of proteins contained in Region 14 (full 
sequence)   
 
 
 
 
  



 

 
 
Supplementary Figure 6AB. Sequence alignment and corresponding consensus sequence of proteins contained in Region 14 
(without N terminus region preceding first cysteine of the eight-cysteine pattern) 



 
 
 
Table 2A. Identities of region 1 (without N-terminus region preceding first cysteine of the eight-cysteine pattern) 
 

 
 
 
 
 
 
 
 
 
 
 
 
 



Table 2B. Identities of region 2 (without N-terminus region preceding first cysteine of the eight-cysteine pattern) 
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 
 
Table 2C. Identities of region 3 (without N-terminus region preceding first cysteine of the eight-cysteine pattern) 
 
 

 
 
 
 
 
 
 
 
 
 
 
 
 



 
 
 
 
Table 2D. Identities of region 4 (without N-terminus region preceding first cysteine of the eight-cysteine pattern) 
 
 

 
 
 
 
 
 
 
 
 
 
 



 
 
 
 
 
Table 2E. Identities of region 5 (without N-terminus region preceding first cysteine of the eight-cysteine pattern) 
 
 

 
 
 
 
 
 
 
 
 
 



 
 
 
Table 2F. Identities region 6 (without N-terminus region preceding first cysteine of the eight-cysteine pattern) 
 

 
 
 
 
 
 
 
 
 
 
 
 
 



 
 
 
 
Table 2G. Identities region 7 (without N-terminus region preceding first cysteine of the eight-cysteine pattern) 
 

 
 
 
 
 
 
 
 
 
 
 



 
 
 
Table 2H. Identities region 8 (without N-terminus region preceding first cysteine of the eight-cysteine pattern) 
 
 
 

 
 
 
 
 
 
 
 
 
 
 



 
 
Table 2I. Identities region 9 (without N-terminus region preceding first cysteine of the eight-cysteine pattern) 
 
 
 
 
 

 
 
 
 
 
 
 
 
 
 



Table 2J. Identities region 10 (without N-terminus region preceding first cysteine of the eight-cysteine pattern) 
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Table 2K. Identities region 11 (without N-terminus region preceding first cysteine of the eight-cysteine pattern) 
 
 
 
 
  

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 
Table 2L. Identities region 12 (without N-terminus region preceding first cysteine of the eight-cysteine pattern) 
 
 
 
 

 
 
 
 
 
 
 
 
 
 


