Table S2. The DAPs and functional classification identified in the Yangmai 5-Haynaldia villosa 6VS/6AL translocation line by MALDI-TOF/TOF-MS

KOG Protein Subcellular
Spot ID  Accession No. Protein Name Specis Protein MW/PI p-value location
number Score . L.
prediction
Stress/defense

2 EMT27039 Non-specific lipid-transfer protein A. tauschii NA 12.35/8.23 122 0.018 Extr
7 AAP80655 Formate dehydrogenase T. aestivum  KOG0069  28.67/8.72 198 0.021 Cyto*
11 AAD22629 Heat shock protein 101 T.aestivum KOG1051  101.23/5.75 738 0.032 Cyto
13 EMS47713 Basic endochitinase C T. urartu KOG4742  28.56/8.78 129 0.031 Vacu
14 EMSS55427 ATP-dependent zinc metalloprotease FTSH 2 T. urartu KOGO0731 71.68/5.76 154 0.013 Chlo
15 16QF63 Small heat shock protein T. aestivum  KOGO0710 18.34/5.76 143 0.014 Cyto
16 AAD22629 Heat shock protein 101 T. aestivum  KOGI1051  101.23/5.57 921 0.042 Cyto
22 AAX83263 class II chitinase T. aestivum  KOG4742 28.15/8.45 136 0.013 Vacu
23 EMT15199 Isocitrate dehydrogenase A. tauschii KOG1526  46.23/5.78 325 0.042 Chlo*
28 EMT10403 Betaine aldehyde dehydrogenase 1 A. tauschii KOG2450 55.13/5.76 114 0.012 Chlo
29 P93692 Serpin-Z2B T. aestivum  KOG2392  42.77/5.45 145 0.032 Mito
30 ACNS59483 Serpin 1 T. aestivum  KOG2392  43.23/5.65 478 0.015 Mito
35 EMS46550 Putative NADP-dependent oxidoreductase P1 7. urartu KOG1196  38.23-8/5.64 197 0.026 Cyto
36 ADJ67792 Peroxidase 1 T. aestivum NA 38.43/8.78 335 0.031 Extr
37 AAM34280 Translationally controlled tumor protein T. aestivum  KOG1727 18.76/4.83 267 0.024 Cyto*
38 EMS46317 Alanine aminotransferase 2 T. urartu KOG0258 57.43/6.86 312 0.037 Chlo
41 WS5AENO Proteasome subunit alpha type T. aestivum  KOGO0183 27.22/6.65 109 0.015 Cyto
42 AAM15877 Thaumatin-like protein T. aestivum NA 24.77/7.45 334 0.017 Chlo
43 AADS56395 Glutathione S-transferase T. aestivum  KOGO0867  23.56/5.54 205 0.035 Cyto
44 ABO70341 Pm3b-like disease resistance protein 15Q1 T. aestivum  KOG4658 59.12/6.34 148 0.045 Cyto
47 ADJ67792 Peroxidase 1 T. aestivum NA 39.44/8.21 335 0.037 Extr
52 EMT23015 Alanine aminotransferase 2 A. tauschii KOG0258 56.56/6.32 745 0.016 Cyto
54 EMT23015 Alanine aminotransferase 2 A. tauschii KOG0258 56.33/6.21 253 0.041 Cyto
57 AAX83263 Class II chitinase T. aestivum  KOG4742  28.34/8.54 136 0.027 Vacu
58 CAD19440 Chymotrypsin inhibitor WCI T. aestivum NA 12.78/7.34 126 0.024 ER
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94 Q7XYD2 Phosphoglycerate mutase
96 Q8VWMH9 Putative fructose 1-,6-biphosphate aldolase
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93 Q7XJA9 ADP-glucose pyrophosphorylase large subunit
Nitrogen metabolism
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19 EMS66582 Hypothetical protein
68 EMT29398 Hypothetical protein
85 EMS50737 Hypothetical protein
97 D9ZLWO0 outer membrane channel protein OEP16-2

98 Q4WIF9 5a2 protein

99 AOA1DSXF07 Predicted protein
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*Verified by subcellular localization experiments



