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Supplementary Figure S1. Characterization and N-glycosylation status of purified recombinant Oo-ASP-1.  

(a) 6 μg of purified intact (lane 1) and PNGaseF treated (lane 2) Oo-ASP-1 were analyzed on a 12% SDS-PAGE 

gel, followed by Coomassie Brilliant Blue staining.  For comparison, lane 3 contains only PNGaseF.   (b) 

Purified recombinant Oo-ASP-1 migrates as a 30 kDa monomer on a 12% SDS-PAGE gel under reducing 

conditions (+) and as a 45-50 kDa dimer under non-reducing conditions (-).  The amount of protein loaded on 

the gel was 6 μg. 



 



Supplementary Figure S2. Secondary structure-based amino acid sequence alignment of several ASPs and 

other CAP proteins (based on Osman et al., 2011).  PSIPRED was used to predict secondary structures, which 

are shown in green (α-helix) and blue (β-strands).  CAP sequence motifs 1 to 4 are shown above the sequences, 

whereas cysteine residues are numbered according to the disulfide bridge to which they belong.  Conserved 

histidine residues (only for Group 1 ASPs) are indicated by an asterisk.  For Oo-ASP-1, the cysteine residue 

involved in dimerization (Cys195) is shown in red, whereas the cysteine residues (Cys3 and Cys212) involved 

in the sixth dithioether bond are in italic.  Neutrophil inhibitory factor (NIF) and the Caenorhabditis elegans 

VAP-1 were included for comparison. 

 


