
Supplementary Material 

Figure S1. The sequence of the homologues of the identified barley proteins. (Matched 

peptides shown in Bold Red. When the protein was selected as the predicted protein, the 

sequence of the predicted protein was blasted using blastp algorithm. The protein with the 

highest score was then selected as the functional homolog of “the predicted protein” and it 

was also presented in Table 1). 

Spot 1. Predicted protein; gi|326517328; BAK00031; Score: 3526; [Hordeum vulgare subsp. vulgare]. 

 
Blast  

heat-shock protein; CAA82945; [Secale cereale].  

Spot 2. Predicted protein; gi|326492960; BAJ90336; Score: 2581;[Hordeum vulgare subsp. vulgare]. 

 
Blast 

70 kDa heat shock protein; ACT65562.1; [Triticum aestivum]. 
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Spot 3. Predicted protein; gi|326506132; BAJ91305; Score: 5974;[Hordeum vulgare subsp. vulgare]. 

 
Blast 

heat shock protein 70; CAA47948.2; [Oryza sativa Indica Group]. 

Spot 4. RuBisCO large subunit-binding protein subunit alpha, chloroplastic (60 kDa 

chaperonin subunit alpha); gi|134102; P08823; Score: 15416; [Triticum aestivum]. 

 

Spot 5. RuBisCO large subunit-binding protein subunit beta, chloroplastic (60 kDa 

chaperonin subunit beta); gi|2493650; Q43831; Score: 11239; [Secale cereale]. 

 

Spot 6. RuBisCO large subunit-binding protein subunit beta, chloroplastic (60 kDa 

chaperonin subunit beta); gi|2493650; Q43831; Score: 4325; [Secale cereale]. 
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Spot 7. RuBisCO large subunit-binding protein subunit beta, chloroplastic (60 kDa 

chaperonin subunit beta); gi|2493650; Q43831; Score: 2326; [Secale cereale]. 

 

Spot 8. Predicted protein; gi|326490439; BAJ84883; Score: 2492; [Hordeum vulgare subsp. vulgare]. 

 
Blast 

Any recognized protein with high homology. 

Spot 9. Os06g0114000—hypothetical protein similar to 60 kDa chaperonin (Protein 

Cpn60); gi|115466004; NP_001056601; Score: 2136; [Oryza sativa Japonica Group]. 

 

Spot 10. Ribulose bisphosphate carboxylase/oxygenase activase A, chloroplastic; 

(RuBisCO activase A); gi|12643756; Q40073;Score: 4802; [Hordeum vulgare  

subsp. vulgare]. 
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Spot 11. RuBisCO large subunit-binding protein subunit beta, chloroplastic; (60 kDa 

chaperonin subunit beta); gi|2493650; Q43831; Score: 1048; [Secale cereale]. 

 

Spot 12. Chloroplast translational elongation factor Tu; gi|6525065; AAF15312; Score: 

1269; [Oryza sativa Japonica Group]. 

 

Spot 13. Ribulose bisphosphate carboxylase activase B; gi|7960277; AAF71272; Score: 

1735; [Triticum aestivum]. 

 

Spot 14. RuBisCO large subunit-binding protein subunit beta, chloroplastic (60 kDa 

chaperonin subunit beta); gi|2493650; Q43831; Score: 1075; [Secale cereale]. 
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Spot 15. Predicted protein; gi|326523629; BAJ92985; Score: 3733; [Hordeum vulgare 

subsp. vulgare]. 

 
Blast 

Any recognized protein with high homology. 

Spot 16. Ferredoxin-NADP(H)oxidoreductase; gi|20302473; CAD30025; Score: 1976; 

[Triticum aestivum]. 

 

Spot 17. Predicted protein; gi|326500884; BAJ95108; Score: 1011; [Hordeum vulgare 

subsp. vulgare]. 

 
Blast 

Any recognized protein with high homology. 

Spot 18. cp31BHv (nucleic acid-binding protein); gi|3550483; CAA11893; Score: 1081; 

[Hordeum vulgare subsp. vulgare]. 

 

Spot 19. cp31BHv (nucleic acid-binding protein); gi|3550483; CAA11893; Score: 1170; 

[Hordeum vulgare subsp. vulgare]. 
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Spot 20. Predicted protein; gi|326504940; BAK06761;Score: 3114;[Hordeum vulgare 

subsp. vulgare]. 

 

Blast 

Chaperonin; ACG41110.1; [Zea mays]. 

Spot 21. Predicted protein; gi|326490876; BAJ90105; Score: 348;[Hordeum vulgare subsp. vulgare]. 

 

Blast 

Any recognized protein with high homology. 

Spot 22. ES2A [gibberellic acid (GA3)inducible]; gi|929669; CAA55976; Score: 987; 

[Hordeum vulgare]. 

 

Spot 23. Predicted protein; gi|326504940;BAK06761;Score: 230;[Hordeum vulgare subsp. vulgare]. 

 
Blast 

Chaperonin; ACG41110.1; [Zea mays]. 

Spot 24. Os02g0622400; gi|115447377; NP_001047468; Score: 113;[Oryza sativa Japonica Group]. 

 

Blast 

glycolipid transfer protein-like; BAD22518.1|;[Oryza sativa Japonica Group] >. 
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Spot 25. Unnamed protein product; gi|11587; CAA25265; Score: 708; [Hordeum vulgare]. 

 

Blast 

ribulose 1,5-bisphosphate carboxylase/oxygenase large subunit; YP_874661.1; Hordeum vulgare 

subsp.  

Spot 26. Germin-like protein 1; gi|4239821; BAA74702; Score: 2249;[Oryza sativa]. 

 

Spot 27. Predicted protein; gi|326500102; BAJ90886; Score: 161;[Hordeum vulgare subsp. 

vulgare]. 

 

Blast 

ATP synthase D chain, mitochondrial, putative; AAT40531.1; [Solanum demissum]. 

Spot 28. Eukaryotic translation initiation factor 5A1; gi|74048999; AAZ95171; Score: 447; 

[Triticum aestivum]. 

 

Spot 29. RuBisCO large subunit-binding protein subunit beta, chloroplastic (60 kDa 

chaperonin subunit beta); gi|2493650; Q43831; Score: 1069; [Secale cereale]. 
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Spot 30. Predicted protein; gi|326496140; BAJ90691; Score: 567;[Hordeum vulgare subsp. 

vulgare]. 

 

Blast 

cyclophilin-like protein; AAP44537.1; [Triticum aestivum]. 

Spot 31. Huntingtin interacting protein K; gi|195632082; ACG36699; Score: 142; [Zea mays]. 

 


