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Supplementary Figure S1. Peptide maps of CAM-PPL3A(α+α), 3B(α+β), and 3C(β+β) digested by 
Achromobacter protease I (A) and Staphylococcus aureus V8 protease (B). Peptides were separated by 
reversed-phase HPLC on COSMOSIL® Protein-R colomn (ø 4.6 × 250 mm) using a linear gradient of 
acetonitrile in 0.1% trifluoroacetic acid.  Common peaks between α and β subunits were marked by 
magenta and green-colored arrow heads, respectively. 
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Supplementary Figure S2. Nucleotide sequences of cDNAs and the corresponding amino acid 
sequences of PPL3 subunits. Nucleotide residues and amino acid residues different from PPL3α and 
β subunits are indicated by bold characters, respectively. Peptide fragments generated by digestion 
with Achromobacter protease I (L) and S. aureus V8 protease (V), respectively, are indicated by lines. 
Italic letter with underline indicates the signal peptide region. Asterisk indicates the stop codon. 
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Supplementary Figure S3. Separation of CAM-PPL4 α and β subunits by reversed-phase HPLC. 
Separation of CAM-PPL4 subunits was conducted by HPLC on a CAPCELL PAK (C8) colomn (ø 4.6 
× 150 mm) using graded linear gradient of acetonitrile in 0.1 % TFA. 

 

Supplementary Figure S4. Peptide maps of CAM-PPL4 α (A) and β (B) subunits digested by 
Achromobacter protease I. Peptides were separated by reversed-phase HPLC on COSMOSIL® Protein-
R colomn (ø 4.6 × 250 mm) using a linear gradient of acetonitrile in 0.1% trifluoroacetic acid.  
Common peaks between α and β subunits were marked by magenta arrow heads. 
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Supplementary Figure S5. Nucleotide sequences of cDNAs and the corresponding amino acid 
sequences of PPL4 α (A) and β (B) subunits. Peptide fragments generated by Achromobacter protease 
I (L) digestion are indicated by lines. Italic letter with underline indicates the signal peptide region. 
Asterisk indicates the stop codon. 
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Supplementary Figure S6. Schematic representation of oligosaccharide structures. Note that the 
reducing terminal is pyridylaminated for FAC analysis. Symbols used to represent pyranose rings of 
monosaccharides are shown in the box at the bottom. Anomeric carbon, i.e. position 1, is placed at the 
right side, and 2, 3, 4 are placed clockwise. Thin and thick bars represent α-linkage and β-linkage, 
respectively. 

Supplementary Table S1. The amino acid sequences and masses of the peptides generated by 
cleavage of the CAM-PPL3B with Achromobacter protease I (A) and S. aureus V8 protease (B). 

 

Common peptides between PPL3A (α+α) and PPL3B (α+β), and between PPL3B (α+β) and PPL3C 
(β+β) are indicated by magenta and green boxes, respectively. 
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Supplementary Table S2. The amino acid sequences and masses of the peptides generated by 
cleavage of the CAM-PPL4α (A) and β (B) subunits with Achromobacter protease I. 

 
Common peptides between PPL4α and β subunits are indicated by magenta boxes. 

 
 

Supplementary Table S3. Properties of lectin-immobilized columns used for FAC analysis. 

a the coefficient of determination quantified the degree of linear correlation obtained from a Woolf-
Hofstee-type plot in each concentration-dependent analysis. Bt and Kd values were calculated from 
those determined by concentration-dependent analysis. 

 


