Supporting Information Table S3. List of isoforms of proteins identified in the leaves of P. tenuiflora under salt treatment

Thr. Category and name gi Spot  Exp. Cov  sco™ QM® Vol
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 Assigned spot number as indicated in Figure 6. ® The name and functional categories of the proteins identified by ESI-Q-TOF MS.

® The plant species that the peptides matched from. ¢ Database accession numbers from NCBInr. © " Theoretical (€) and

experimental (f) mass (kDa) and pl of identified proteins. Experimental values were calculated using Image Master 2D Platinum

Software. Theoretical values were retrieved from the protein database. ® The amino acid sequence coverage for the identified

proteins. " The Mascot score obtained after searching against the NCBInr database. ' The number of unique peptides identified for
each protein. ' The mean values of protein spot volumes relative to total volume of all the spots and the standard error (SE).



Supporting Information Table S4. Protein spots with multiple de novo sequenced proteins identified in a single spot on 2D
gels of P. tenuiflora leaves

Spot . . . Thr. Exp.
No. de novo s_equ(be)nced Matched/glve(rg) protein Species(d) gi © MW(Da) MW(Da)
@) peptide name Number /pl(f) /pl(g)
7450 KELAELNR hypothetical protein Corynebacterium 300932462 48,034/ 77,073/

CresD4_00200 resistens DSM 45100 5.07 4.61
YESSLSVSR PubDnSP11 -/-
8404 VGGGPLGEGLDK light-harvesting complex Selaginella 302810440 28,616/ 37,394/
moellendorffii 5.30 5.01
KNQVLHSR PuDnSP12 -I-
8567 LAANDFR oxidoreductase Intrasporangium 317126495 57,707/ 20,536/
molybdopterin binding protein  calvum DSM 43043 8.20 4.28
TNAELEFVKSK PubDnSP13 -I-
8626 LELSELNR oxysterol-binding protein-like ~ Salmo salar 158702302 97,773/ 13,865/
protein 7 7.33 5.20
ALEESNYELWK PuDnSP14 -/
8732 QQLAELNR hypothetical protein Bacteroides 154497814 53,740/ 7,881/
BACCAP_01792 capillosus ATCC 9.63 5.30
29799
MTLDDFR CBR-MLK-1 protein Caenorhabditis 309362239 121,568/
briggsae AF16 8.63
LQQELATYR PuDnSP15 -I-

®Assigned spot number as indicated in Figure 6. ® de novo sequenced peptides as indicated in Supporting information

Figure S2. © The name of the matched proteins by BLAST and novel peptides. 4 The plant species that the peptides

matched from. ® Database accession numbers from NCBInr. "¢ Theoretical () and experimental (g) mass (kDa) and pl of

identified proteins. Experimental values were calculated using Image Master 2D Platinum Software. Theoretical values

were retrieved from the protein database.



