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1 Supplementary data 

Supplementary Data Sheet 1. LC-MS/MS analysis of the bands excised from a 7% polyacrylamide 

gel after electrophoretic migration of starch-isolated proteins. The first and second tabs provide 

information on column titles and protein accession numbers, respectively. The following tabs are 

numbered according to band numbers. 

Supplementary Data Sheet 2. LC-MS/MS analysis of the bands excised from a 10% polyacrylamide 

gel after electrophoretic migration of starch-isolated proteins. The first and second tabs provide 

information on column titles and protein accession numbers, respectively. The following tabs are 

numbered according to band numbers. 

Supplementary Data Sheet 3. Label-free quantification of proteins following SDS or thermolysin 

treatment with Maxquant. The first tab describes the column titles. 
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Supplementary Figure 1. Standard curves for protein ladder molecular weights. 

(a) After electrophoretic migration on a 7% polyacrylamide gel and fluorescence staining, the Rfs of

the protein ladder bands (220 kDa, 170 kDa, 116 kDa, 97 kDa, 76 kDa, 66 kDa) were determined. The

migration distance of each band and of the dye front were measured from the top of the resolving gel

with the use of Fiji (Schindelin et al., 2012;Schneider et al., 2012) and Rfs were plotted versus log

(MW).

(b) As in (a) with the use of a 10% polyacrylamide gel and the Rfs from the protein ladder bands: 66

kDa, 45 kDa, 30 kDa, 20 kDa and 14 kDa.
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Supplementary Figure 2. Sequence identity and phylogenetic analysis of potato proteinase 

inhibitors. 

(a) Proteinase inhibitor sequences were aligned with the use of clustal omega

(https://www.ebi.ac.uk/Tools/msa/clustalo/) and the identity percentages were calculated with SIAS

(http://imed.med.ucm.es/Tools/sias.html). For identity calculation, the sequence length was

normalized to the smallest sequence.

(b) The tree was constructed with the use of PhyML (Maximum-likelihood based) and confidence

limits were assigned by Approximate Likelihood-Ratio Test (aLRT). Sequence identifiers are indicated

on the tree.


