Table 2: List of identified variable proteins from leaf of Chenopodium quinoa (UDEC-5 and Kcoito genotypes). Targeted 2D gel spots were
subjected to RPLC-MS/MS analyses after in-gel tryptic digestion. Protein identifications of bottom-up MS/MS data were accomplished by database

search using SEQUEST against the Viridiplantae UniProtKB (taxon#33090) database.
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& Spot number as indicated on the 2D-PAGE master gels (see Fig. 5)

b Accession number is assigned from UniProtKB database.

¢ Peptide signal according to ‘TargetP’ software: mTP, mitochondrial transit peptide; pTP, plast transit peptide; cyt, cytoplasm; SP, secreted
protein.

d Experimental pl and mass (kDa) of identified proteins. Experimental values were computed by Progenesis Software.

¢ Theoretical pl and mass (kDa) of identified proteins.

" Number of peptides matching to the unigene sequence.

9 Sequence coverage percentage.

" Changes in the protein abundance in leaves of UDEC-5 (Q4) and Kcoito (Q3) genotypes under NaCl salt treatment (0 and 300 mM). Data on

the Y axis represent the relative volume of each spot (means of 3 replicates+ standard error).



