Supplementary data 1. Results of MS/MS ion search and BLAST search for protein identification

Spot No* Protein ID EST (Accession No.)° Homolog (Accession No.)° Species’ m/z Sequence Delta Miss® Score Expect
Carbohydrate Metabolism
55 NAD-dependent malate  gi| 190836589 CAB45387.1 Nicotiana tabacum 1348.00 KLFGVTTLDVVR 0.20 1 39 5.2E-01
dehydrogenase
2081.41 TKPSTTFTDEEVQELTVR 0.37 0 31 1.9E+00
40 Fructose bisphosphate ~ gi|224620481 ABCO01905.1 Solanum tuberosum 1346.91 VAPEVIAEYTVR 0.18 0 23 1.8E+01
aldolase-like protein
2052.31 IGANEPSQLAINENANGLAR 0.26 0 42  1.5E-01
58 UDP-glucose ND UGPA_SOLTU Solanum tuberosum 1744.12 SNPSNPSIELGPEFKK 0.23 1 51 7.3E-03
pyrophosphorylase
28 Phosphoglycerate mutase gi|261472980 AAD24857.1 Solanum tuberosum 1188.82 YLVSPPEIDR 0.19 0 25 1.5E+01
2079.38 IHYAGMLQYDGELKLPSK 0.32 1 24  1.0E+01
2094.48 YLVSPPEIDRTSGEYLVR 0.39 1 17 4.3E+01
29 Phosphoglycerate mutase gi|261472980 XM _004243571.1 Solanum lycopersicum  1188.80 YLVSPPEIDR 0.17 0 26 9.6E+00
2094.38 YLVSPPEIDRTSGEYLVR 0.30 1 21 1.2E+01
22 Enolase 2i|225923250 NM_001247151.2 Solanum lycopersicum  1827.87 IEEELGSEAVYAGASFR -0.01 0 56 7.1E-03
1844.90 VVIGMDVAASEFYGKDK -0.01 1 18 3.9E+01
32 Fructose bisphosphate  gi|254603758 ABB29926.1 Solanum tuberosum 2052.93 IGANEPSQLAINENADGLAR -0.10 0 21  1.7E+01
aldolase-like protein
2316.13 GTVELPGTNGETTTQGLDGLAE 0.00 0 31 1.6E+00
41 Fumarase 2i|190858454 CAA62817.1 Solanum tuberosum 1078.93 SVEFKDIIK 0.32 1 56 1.1E-02
Defense Response
71 Ascorbate peroxidase £i|190791061 BAA12918.1 Nicotiana tabacum 1556.18 ALLSDPAFRPLVEK 0.30 0 16 8.4E+01
1595.07 LAWHSAGTYDVCSK 0.34 0 61 2.5E-03
1602.14 GLIAEKNCAPLMLR 0.29 1 10 3.3E+02
1636.13 AEQGHGANNGIDIAIR 0.31 0 13 1.6E+02
1911.35 FKAEQGHGANNGIDIAIR 0.37 1 46 5.8E-02
2047.31 YAADEDAFFADYAEAHLK 0.40 0 56 5.7E-03
38 Predicted cationic gi|227581441 XP_002268412.2 Vitis vinifera 1419.92 TFSKDFAESMIK 0.24 1 48 5.5E-02
peroxidase
7 Pyridoxine biosynthesis  gi|190788880 XP_004137720.1 Cucumis melo 1474.33 GGVIMDVVNAEQAR -0.40 0 18 5.7E+01
protein isoform A
1515.38 TKGEAGTGNIIEAVR -0.43 1 39 4.8E-01
9 Chaperonin 21 precursor gij224617172 NP_001234423.1 Solanum lycopersicum  1149.42 YTSLKPLGDR -0.21 0 15 1.3E+02
1302.36 YAGTEVEFDGSK -0.22 0 48 6.5E-02
1 Peroxidase 27 putative  gi|227578805 XP _002280216.1 Vitis vinifera 1640.98 GNQAEKDAIPNQSLR 0.14 1 52 1.9E-02
62 Peroxiredoxin £i|326309231 AAP42502.1 Ipomoea batatas 1747.90 DAIEFYGDFDGSFHK 0.14 0 28 4.1E+00
2188.23 LQAKDAIEFYGDFDGSFHK 0.20 1 41 1.8E-01
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* Spot number that corresponds to Prodigy rank number.

® Accession number of the top hit sequence from the Solanaceae EST database except 6, 7-Dimethyl-8-ribityllumazine synthase from NCBInr is shown.

ND: Not determined, as a homolog was hit from SwissProt.

¢ Accession number of the top hit homolog from MS/MS ion search (MIS) using SwissProt database or MIS followed by EST-based BLAST search using non-redundant protein ¢

4Source organism of the 'homolog' indicated in the left column.
¢ Number of missed cleavage sites in the tryptic fragment.



