
Supplemental spectra and MALDI TOF/TOF  

MS/MS identification information 
 

Annotated spectra for Suppl Data 1: 99 proteins identified 

by MALDI TOF MS and MALDI TOF/TOF MS/MS.  

 

Spot numbers of the 99 proteins correspond to the proteins that 

listed in Suppl Data 1. 

 

CID: collision induced dissociation 

MALDI TOF:  

matrix assisted laser desorption/ionization time of flight  

MS: mass spectrometry 

PMF: peptide mass fingerprinting 

 



Spot No.: 1 

Mascot score: 96 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: hypothetical protein FOC4_g10007540 

NCBI accession No.: gi| 475667056   Sequence coverage %: 37 

Matched peptides No.: 16            Total peptides No.: 64 

Calculated Mr: 50542                Calculated pI: 6.62 

Annotated PMF spectra:  

 

PMF Searched Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 
 
 
 
 
 
 
 
 
 
 
 

 

 

 



Spot No.: 2 

Mascot score: 165 

Species: Fusarium oxysporum Fo5176 

Protein name: amidotransferase 

NCBI accession No.: gi| 342881721   Sequence coverage %: 74 

Matched peptides No.: 18            Total peptides No.: 35 

Calculated Mr: 24474                Calculated pI: 5.12 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 
 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 
 
 
 
 
 
 
 
 
 
 

 

 

 

 

 

 

 
 



Spot No.: 3 

Mascot score: 143 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: Adenosine kinase 

NCBI accession No.: gi| 475667672   Sequence coverage %: 59 

Matched peptides No.: 15            Total peptides No.: 62 

Calculated Mr: 38182                Calculated pI: 5.34 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 
 
 
 
 
 
 



 

Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 
 

 

 
 
 
 
 
 

 

 

 

 

 

 

 

 



Spot No.: 4 

Mascot score: 157  

Species: Fusarium oxysporum Fo5176 

Protein name: NADP-dependent glycerol dehydrogenase 

NCBI accession No.: gi| 342888721  Sequence coverage %: 53 

Matched peptides No.: 18            Total peptides No.: 43 

Calculated Mr: 37413                Calculated pI: 5.91 

Annotated PMF spectra:  

P

robability Based Mowse Score: 

 
 

 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 
 

 

 
 
 
 
 
 
 
 
 
 

 

 

 

 

 



Spot No.: 5 

Mascot score: 147  

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: Catalase-peroxidase 2 

NCBI accession No.: gi| 475672437    Sequence coverage %: 37 

Matched peptides No.: 29            Total peptides No.: 71 

Calculated Mr: 85233                Calculated pI: 6.57 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 
 
 
 
 
 
 
 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 
 

 

 
 
 
 
 
 
 



Spot No.: 6  

Mascot score: 95  

Species: Fusarium oxysporum f. sp. cubense race 1 

Protein name: Superoxide dismutase [Mn], mitochondrial 

NCBI accession No.: gi| 477512799   Sequence coverage %: 67 

Matched peptides No.: 11            Total peptides No.: 78 

Calculated Mr: 21308                Calculated pI: 7.07 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 

 
 
 
 
 
 



Matched peptide sequences: shown in Bold Red 

 
Matched peptides information: 

 
 

 



Spot No.: 7 

Mascot score: 90 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: Phosphoglycerate kinase 

NCBI accession No.: gi| 475667960    Sequence coverage %: 56 

Matched peptides No.: 18            Total peptides No.: 72 

Calculated Mr: 44835               Calculated pI: 5.77 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 
 
 
 
 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 
 

 
 
 
 
 

 

 

 

 

 

 

 

 



Spot No.: 8  

Mascot score: 90 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: S-adenosylmethionine synthase 

NCBI accession No.: gi| 475664008   Sequence coverage %: 55 

Matched peptides No.: 16          Total peptides No.: 65 

Calculated Mr: 44513               Calculated pI: 5.77 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 

 
 
 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 
 

 
 

 

 

 

 

 

 

 

 

 

 



Spot No.: 9 

Mascot score: 170 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: Fructose-bisphosphate aldolase 

NCBI accession No.: gi| 475673861   Sequence coverage %: 51 

Matched peptides No.: 17          Total peptides No.: 49 

Calculated Mr: 37389               Calculated pI: 5.24 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 
 

 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 
 

 
 

 

 

 

 

 

 

 

 

 

 



Spot No.: 10 

Mascot score: 122 

Species: Fusarium oxysporum Fo5176 

Protein name: mitochondrial peroxiredoxin PRX1 

NCBI accession No.: gi| 342888261   Sequence coverage %: 71 

Matched peptides No.: 15          Total peptides No.: 71 

Calculated Mr: 25414               Calculated pI: 5.86 

Annotated PMF spectra:  

 

 

Probability Based Mowse Score: 

 

 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 
 
 
 

 



Spot No.: 11 

Mascot score: 130  

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: S-adenosylmethionine synthetase 

NCBI accession No.: gi| 475664008    Sequence coverage %: 48 

Matched peptides No.: 14             Total peptides No.: 49 

Calculated Mr: 44513                 Calculated pI: 5.77 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 
 
 
 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 
 

 
 

 

 

 

 

 

 

 

 

 

 



Spot No.: 12 

Mascot score: 83 

Species: Fusarium oxysporum f. sp. cubense race 1 

Protein name: Beta-hexosaminidase subunit A1 

NCBI accession No.: gi| 477513214    Sequence coverage %: 29 

Matched peptides No.: 11             Total peptides No.: 69 

Calculated Mr: 34198                 Calculated pI: 6.25 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 
 
 
 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 
 

 
 

 

 

 

 

 

 

 

 

 



Spot No.: 13 

Mascot score: 76 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: phosphoglycerate kinase 

NCBI accession No.: gi| 475667960    Sequence coverage %: 48 

Matched peptides No.: 16             Total peptides No.: 111 

Calculated Mr: 44835                 Calculated pI: 5.77 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 
 
 

 

 



Matched peptide sequences: shown in Bold Red 

 

 

Matched peptides information: 
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 



Spot No.: 14 

Mascot score: 80 

Species: Fusarium oxysporum f. sp. cubense race 1 

Protein name: beta-hexosaminidase 

NCBI accession No.: gi| 477513214    Sequence coverage %: 26 

Matched peptides No.: 10             Total peptides No.: 68 

Calculated Mr: 34198                 Calculated pI: 6.25 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 
 
 
 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 
 

 
 

 

 



Spot No.: 15 

Mascot score: 106 

Species: Fusarium oxysporum f. sp. cubense race 1 

Protein name: Superoxide dismutase [Mn], mitochondrial 

NCBI accession No.: gi| 477512799    Sequence coverage %: 51 

Matched peptides No.: 12             Total peptides No.: 53 

Calculated Mr: 21308                 Calculated pI: 7.07 
 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 
 
 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 
 

 
 
 
 
 
 
 
 
 
 
 

 

 

 

 

 

 

 

 



Spot No.: 16 

Mascot score: 78 

Species: Fusarium oxysporum 

Protein name: lactonohydrolase 

NCBI accession No.: gi| 3810873    Sequence coverage %: 31 

Matched peptides No.: 10             Total peptides No.: 68 

Calculated Mr: 43237                 Calculated pI: 5.10 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 
 
 
 
 
 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 
 

 
 
 
 

 

 

 

 

 

 

 

 

 

 



Spot No.: 17 

Mascot score: 135 

Species: Fusarium oxysporum Fo5176 

Protein name: serine carboxypeptidase S28 

NCBI accession No.: gi| 342878892    Sequence coverage %: 41 

Matched peptides No.: 21             Total peptides No.: 70 

Calculated Mr: 59955                 Calculated pI: 6.04 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 
 
 

 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 
 

 
 
 
 
 
 
 
 
 

 

 

 



Spot No.: 18 

Mascot score: 88 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: O-acetylhomoserine (thiol)-lyase-like protein 

NCBI accession No.: gi| 475675629    Sequence coverage %: 42 

Matched peptides No.: 13             Total peptides No.: 52 

Calculated Mr: 47110                 Calculated pI: 5.89 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 

 
 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 



Spot No.: 19 

Mascot score: 104 

Species: Fusarium oxysporum f. sp. cubense race 1 

Protein name: homoserine dehydrogenase 

NCBI accession No.: gi| 477517374    Sequence coverage %: 50 

Matched peptides No.: 12             Total peptides No.: 38 

Calculated Mr: 38547                 Calculated pI: 6.24 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 
 
 
 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 
 

 



Spot No.: 20 

Mascot score: 121 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: glutathione reductase 

NCBI accession No.: gi| 475671099    Sequence coverage %: 67 

Matched peptides No.: 19             Total peptides No.: 76 

Calculated Mr: 51031                 Calculated pI: 6.06 

Annotated PMF spectra:  

 

 

Probability Based Mowse Score: 

 
 
 
 
 
 



Matched peptide sequences: shown in Bold Red 

 

Matched peptides information: 
 

 
 



Spot No.: 21 

Mascot score: 142 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: Hsp 70 kda 

NCBI accession No.: gi| 475663822    Sequence coverage %: 44 

Matched peptides No.: 23             Total peptides No.: 70 

Calculated Mr: 70951                 Calculated pI: 5.00 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 
 
 
 
 
 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 
 
 
 

 

 

 

 

 

 



Spot No.: 22 

Mascot score: 129 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: Enolase 

NCBI accession No.: gi| 475668982    Sequence coverage %: 57 

Matched peptides No.: 22             Total peptides No.: 77 

Calculated Mr: 47469                 Calculated pI: 5.06 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 

 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 
 

 
 

 



Spot No.: 23 

NCBI accession No.: gi|342882947 

Plant species: Fusarium oxysporum Fo5176 

Protein name：vacuolar protease A 

Mascot score: 218                 Sequence coverage %: 10 

The number of matched peptides with p≤0.05: 6 

Calculated Mr: 42978                  Calculated pI: 6.66 

Annotated MS spectra:  

 
Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 



 

Matched peptides information:  

 

 



Annotated ion spectra of the matched peptides with p≤0.05: 

CID No.: 23-1225.6 

 
MS/MS Fragmentation of R.FDGILGLGYDR.I 

 
 

Monoisotopic mass of neutral peptide Mr(calc): 1224.6139 

 

 



 



Annotated ion spectra of the matched peptides with p≤0.05: 

CID No.: 23-1323.67 

 
MS/MS Fragmentation of K.FTGDIEYIPLR.R 

 
 

Monoisotopic mass of neutral peptide Mr(calc): 1322.6870 



 



Annotated ion spectra of the matched peptides with p≤0.05: 

CID No.: 23-2070.02 

 
MS/MS Fragmentation of K.DQDFAEATKEPGLAFAFGR.F 

 
 

Monoisotopic mass of neutral peptide Mr(calc): 2068.9854 

 



 



Spot No.: 24 

Mascot score: 95 

Species: Fusarium oxysporum Fo5176 

Protein name: vacuolar protease A 

NCBI accession No.: gi| 342882947    Sequence coverage %: 21 

Matched peptides No.: 9             Total peptides No.: 39 

Calculated Mr: 42978                 Calculated pI: 4.66 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 
 
 
 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 
 

 
 

 

 

 

 

 

 

 

 

 

 

 

 



Spot No.: 25 

Mascot score: 137 

Species: Fusarium oxysporum Fo5176 

Protein name: NADP-dependent glycerol dehydrogenase 

NCBI accession No.: gi| 342888721    Sequence coverage %: 59 

Matched peptides No.: 20             Total peptides No.: 75 

Calculated Mr: 37413                 Calculated pI: 5.91 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 
 
 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 
 

 

 
 
 
 

 

 

 

 

 

 

 



Spot No.: 26 

NCBI accession No.: gi|46128717 

Plant species: Fusarium graminearum PH-1 

Protein name：peptidase C1-like family protein  

Mascot score: 92                Sequence coverage %: 2 

The number of matched peptides with p≤0.05: 2          

Calculated Mr: 55346                 Calculated Pi: 5.53 

Annotated MS spectra:  

 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 



 

Matched peptides information:  

 

 
 



Annotated ion spectra of the matched peptides with p≤0.05: 

CID No.: 26-1307.8 

 
MS/MS Fragmentation of K.AGIPIFFGSDVGK.F 

 
 
Monoisotopic mass of neutral peptide Mr(calc): 1306.6922 

 

 



 

 

 



Spot No.: 27 

Mascot score: 208 

Species: Fusarium oxysporum Fo5176 

Protein name: NADP-dependent glycerol dehydrogenase 

NCBI accession No.: gi| 342888721    Sequence coverage %: 61 

Matched peptides No.: 23             Total peptides No.: 47 

Calculated Mr: 37413                 Calculated pI: 5.91 

Annotated PMF spectra:  

 

 

Probability Based Mowse Score: 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 
 
 
 



Spot No.: 28 

Mascot score: 122 

Species: Fusarium oxysporum f. sp. cubense race 1 

Protein name: Superoxide dismutase [Mn], mitochondrial 

NCBI accession No.: gi| 477512799    Sequence coverage %: 55 

Matched peptides No.: 10             Total peptides No.: 59 

Calculated Mr: 21308                 Calculated pI: 7.07 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 
 

 

 

 

 

 

 

 

 

 

 

 



Spot No.: 29 

Mascot score: 84  

Species: Fusarium oxysporum Fo5176 

Protein name: vacuolar protease A 

NCBI accession No.: gi| 342882947    Sequence coverage %: 19 

Matched peptides No.: 8             Total peptides No.: 49 

Calculated Mr: 42978                 Calculated pI: 4.66 

Annotated PMF spectra:  

 

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 

Matched peptides information: 
 

 
 



Spot No.: 30 

Mascot score: 119 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: Actin 

NCBI accession No.: gi| 475667318    Sequence coverage %: 53 

Matched peptides No.: 19             Total peptides No.: 62 

Calculated Mr: 45188                 Calculated pI: 6.08 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 

 

Matched peptides information: 
 

 
 
 
 
 
 
 
 
 



Spot No.: 31 

Mascot score: 159 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: phosphoglycerate kinase 

NCBI accession No.: gi| 475667960    Sequence coverage %: 57 

Matched peptides No.: 21             Total peptides No.: 59 

Calculated Mr: 44835                 Calculated pI: 5.77 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 
 



Matched peptide sequences: shown in Bold Red 

 

 

Matched peptides information: 
 

 
 
 
 
 
 
 
 

 

 

 

 

 

 



Spot No.: 32 

Mascot score: 123 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: elongation factor 1-gamma 

NCBI accession No.: gi| 475667235    Sequence coverage %: 51 

Matched peptides No.: 19             Total peptides No.: 72 

Calculated Mr: 46170                 Calculated pI: 5.64 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 

 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 
 
 



Spot No.: 33 

Mascot score: 132 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: 1,3-beta-glucanosyltransferase gel4 

NCBI accession No.: gi| 475668458    Sequence coverage %: 44 

Matched peptides No.: 22             Total peptides No.: 77 

Calculated Mr: 59159                 Calculated pI: 4.83 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 
 

 
 
 
 
 
 
 

 

 

 

 



Spot No.: 34 

Mascot score: 92 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: 1,3-beta-glucanosyltransferase gel4 

NCBI accession No.: gi| 475668458    Sequence coverage %: 42 

Matched peptides No.: 19             Total peptides No.: 79 

Calculated Mr: 59159                 Calculated pI: 4.83 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 

 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 
 
 



Spot No.: 35 

NCBI accession No.: gi|477513214 

Plant species: Fusarium oxysporum f. sp. cubense race 1 

Protein name：Beta-hexosaminidase subunit A1  

Mascot score: 93                Sequence coverage %: 4 

The number of matched peptides with p≤0.05: 1          

Calculated Mr: 34198                 Calculated Pi: 6.25 

Annotated MS spectra:  

 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 



 

Matched peptides information:  

 

 
 



Annotated ion spectra of the matched peptides with p≤0.05: 

CID No.: 35-1617.76 

 
MS/MS Fragmentation of K.SVILWDDPLTDSEK.S 

 
 
Monoisotopic mass of neutral peptide Mr(calc): 1616.7934 

 



 



Spot No.: 36 

Mascot score: 162 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: phosphoglycerate kinase 

NCBI accession No.: gi| 475667960    Sequence coverage %: 55 

Matched peptides No.: 20             Total peptides No.: 56 

Calculated Mr: 44835                 Calculated pI: 5.77 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 
 

 
 
 
 
 
 
 

 

 

 

 

 

 

 



Spot No.: 37 

Mascot score: 191 

Species: Fusarium oxysporum Fo5176 

Protein name: adenosylhomocysteinase 

NCBI accession No.: gi| 342873590    Sequence coverage %: 57 

Matched peptides No.: 29             Total peptides No.: 85 

Calculated Mr: 49506                 Calculated pI: 5.57 
 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 
 

 

 
 
 
 
 
 

 

 

 

 



Spot No.: 38 

Mascot score: 206 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: ATP synthase subunit beta, mitochondrial 

NCBI accession No.: gi| 475664589    Sequence coverage %: 71 

Matched peptides No.: 30             Total peptides No.: 68 

Calculated Mr: 55197                 Calculated pI: 5.27 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 

Matched peptides information: 
 

 
 
 
 
 
 
 
 

 

 

 



Spot No.: 39 

Mascot score: 90 

Species: Fusarium oxysporum f. sp. cubense race 1 

Protein name: l-amino acid oxidase 

NCBI accession No.: gi| 477517233    Sequence coverage %: 24 

Matched peptides No.: 17             Total peptides No.: 46 

Calculated Mr: 67814                 Calculated pI: 5.69 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 
 

 
 
 
 
 
 
 

 

 

 

 



Spot No.: 40 

Mascot score: 128 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: ATP synthase subunit beta, mitochondrial 

NCBI accession No.: gi| 475664589    Sequence coverage %: 64 

Matched peptides No.: 24             Total peptides No.: 84 

Calculated Mr: 55197                Calculated pI: 5.27 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 
 



Matched peptide sequences: shown in Bold Red 

 

 

Matched peptides information: 
 

 
 
 
 
 
 

 

 

 

 



Spot No.: 41 

Mascot score: 88 

Species: Fusarium oxysporum Fo5176 

Protein name: carboxy-cis,cis-muconate cyclase 

NCBI accession No.: gi| 342888171    Sequence coverage %: 43 

Matched peptides No.: 14             Total peptides No.: 58 

Calculated Mr: 42345                 Calculated pI: 6.76 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 
 

 
 
 

 

 

 

 

 

 



Spot No.: 42 

Mascot score: 80 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: Alpha-galactosidase 2 

NCBI accession No.: gi| 475672613    Sequence coverage %: 29 

Matched peptides No.: 18             Total peptides No.: 65 

Calculated Mr: 83037                 Calculated pI: 5.01 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 

 



Matched peptide sequences: shown in Bold Red 

 

 

Matched peptides information: 
 

 

 

 

 

 
 
 
 

 



Spot No.: 43 

Mascot score: 113 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: Alpha-galactosidase 2 

NCBI accession No.: gi| 475672613    Sequence coverage %: 36 

Matched peptides No.: 24             Total peptides No.: 79 

Calculated Mr: 83037                 Calculated pI: 5.01 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 
 

 

 

 

 

 

 

 



Spot No.: 44 

NCBI accession No.: gi|342878413 

Plant species: quinone oxidoreductase 

Protein name：hypothetical protein ARALYDRAFT_486548  

Mascot score: 163                Sequence coverage %: 18 

The number of matched peptides with p≤0.05: 5          

Calculated Mr: 21740                 Calculated Pi: 5.54 

Annotated MS spectra:  

 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 



 

Matched peptides information:  

 

 
 



Annotated ion spectra of the matched peptides with p≤0.05: 

CID No.: 44-1110.8 

 
MS/MS Fragmentation of R.YGNFPAQWK.A 

 
 
Monoisotopic mass of neutral peptide Mr(calc): 1109.5294 

 



 



Annotated ion spectra of the matched peptides with p≤0.05: 

CID No.: 44-1307.08 

 
MS/MS Fragmentation of K.AFGVLTDLSEVR.G 

 
 
Monoisotopic mass of neutral peptide Mr(calc): 1305.6929 

 



 



 

Annotated ion spectra of the matched peptides with p≤0.05: 

CID No.: 44-1525.02 

 
MS/MS Fragmentation of R.GGSAWGAGTFAGADGSR.Q 

 
 
Monoisotopic mass of neutral peptide Mr(calc): 1523.6753 



 



Spot No.: 45 

Mascot score: 148 

Species: Fusarium oxysporum Fo5176 

Protein name: protein disulfide-isomerase tigA precursor 

NCBI accession No.: gi| 342876003    Sequence coverage %: 60 

Matched peptides No.: 21             Total peptides No.: 81 

Calculated Mr: 44513                 Calculated pI: 5.77 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 
 

 
 

 

 

 

 

 

 
 
 
 

 



Spot No.: 46 

Mascot score: 168 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: ATP synthase subunit beta, mitochondrial 

NCBI accession No.: gi| 475664589    Sequence coverage %: 68 

Matched peptides No.: 28             Total peptides No.: 71 

Calculated Mr: 55197                 Calculated pI: 5.27 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 

 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 
 

 
 
 

 

 

 

 

 



Spot No.: 47 

Mascot score: 81 

Species: Laccaria bicolor S238N-H82 

Protein name: ubiquitin 

NCBI accession No.: gi| 170098594    Sequence coverage %: 84 

Matched peptides No.: 7             Total peptides No.: 61 

Calculated Mr: 8152                 Calculated pI: 5.71 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 
 
 
 

 



Spot No.: 48 

NCBI accession No.: gi|342873137 

Plant species: Verticillium dahliae VdLs.17 

Protein name：nuclear transport factor 2  

Mascot score: 166                Sequence coverage %: 12 

The number of matched peptides with p≤0.05: 2          

Calculated Mr: 13980                 Calculated Pi: 4.61 

Annotated MS spectra:  

 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 



 

Matched peptides information: 

 

 
 
 



Annotated ion spectra of the matched peptides with p≤0.05: 

CID No.: 48-1830.7 

 
MS/MS Fragmentation of K.QFVEFYYNTFDSDR.K 

 
 
Monoisotopic mass of neutral peptide Mr(calc): 1829.7897 

 



 



Annotated ion spectra of the matched peptides with p≤0.05: 

CID No.: 48-1958.8 

 
MS/MS Fragmentation of K.QFVEFYYNTFDSDRK.G 

 
 
Monoisotopic mass of neutral peptide Mr(calc): 1957.8846 



 

 



Spot No.: 49 

NCBI accession No.: gi|475664589 

Plant species: Fusarium oxysporum f. sp. cubense race 4 

Protein name：ATP synthase subunit beta, mitochondrial  

Mascot score: 117                Sequence coverage %: 5 

The number of matched peptides with p≤0.05: 2          

Calculated Mr: 41859                 Calculated Pi: 4.74 

Annotated MS spectra:  

 
Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 



 

Matched peptides information:  

 

 
 



Annotated ion spectra of the matched peptides with p≤0.05: 

CID No.: 49-1373.7 

 
MS/MS Fragmentation of R.VVGQEHYDVATR.V 

 
 
Monoisotopic mass of neutral peptide Mr(calc): 1372.6735 

 

 

 

 

 



 

 



Annotated ion spectra of the matched peptides with p≤0.05: 

CID No.: 49-1773.9 

 
MS/MS Fragmentation of R.GISELGIYPAVDPLDSK.S 

 
 
Monoisotopic mass of neutral peptide Mr(calc): 1772.9196 

 

 

 

 

 



 

 



Spot No.: 50 

Mascot score: 80 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: Enolase 

NCBI accession No.: gi| 475668982    Sequence coverage %: 38 

Matched peptides No.: 17             Total peptides No.: 63 

Calculated Mr: 47469                 Calculated pI: 5.06 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 51 

Mascot score: 216 

Species: Fusarium oxysporum f. sp. cubense race 1 

Protein name: Chitooligosaccharidolytic 

beta-N-acetylglucosaminidase 

NCBI accession No.: gi| 477507289    Sequence coverage %: 48 

Matched peptides No.: 24             Total peptides No.: 51 

Calculated Mr: 66058                 Calculated pI: 5.31 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 

 

Matched peptides information: 

 



Spot No.: 52 

Mascot score: 81 

Species: Fusarium oxysporum Fo5176 

Protein name: 2-nitropropane dioxygenase 

NCBI accession No.: gi| 342879444    Sequence coverage %: 54 

Matched peptides No.: 18             Total peptides No.: 61 

Calculated Mr: 36989                 Calculated pI: 5.78 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 53 

Mascot score: 76 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: 1,3-beta-glucanosyltransferase gel4 

NCBI accession No.: gi| 475668458    Sequence coverage %: 29 

Matched peptides No.: 15             Total peptides No.: 62 

Calculated Mr: 59159                 Calculated pI: 4.83 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 

 

Matched peptides information: 

 



Spot No.: 54 

NCBI accession No.: gi|607818 

Plant species: Neurospora crassa 

Protein name：70 kDa heat shock protein  

Mascot score: 83                Sequence coverage %: 5 

The number of matched peptides with p≤0.05: 3          

Calculated Mr: 70786                 Calculated Pi: 5.03 

Annotated MS spectra:  

 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 



 

Matched peptides information:  

 
 



Annotated ion spectra of the matched peptides with p≤0.05: 

CID No.: 54-1197.6 

 
MS/MS Fragmentation of K.FELTGIPPAPR.G 

 
 
Monoisotopic mass of neutral peptide Mr(calc): 1196.6553 

 



 



Annotated ion spectra of the matched peptides with p≤0.05: 

CID No.: 54-2601.3 

 

MS/MS Fragmentation of K.SEVFSTFSDNQPGVLIQVYEGER.Q 

 
 
Monoisotopic mass of neutral peptide Mr(calc): 1196.6553 



 

 



Spot No.: 55 

Mascot score: 109 

Species: Fusarium oxysporum Fo5176 

Protein name: actin lateral binding protein(Tropomyosin) 

NCBI accession No.: gi| 342881318    Sequence coverage %: 69 

Matched peptides No.: 16             Total peptides No.: 89 

Calculated Mr: 18809                 Calculated pI: 4.84 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 56 

NCBI accession No.: gi|475674506 

Plant species: Fusarium oxysporum f. sp. cubense race 4 

Protein name：Peroxiredoxin-1  

Mascot score: 127                Sequence coverage %: 14 

The number of matched peptides with p≤0.05: 4          

Calculated Mr: 23683                 Calculated Pi: 5.14 

Annotated MS spectra:  

 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 



 

Matched peptides information:  

 

 
 



Annotated ion spectra of the matched peptides with p≤0.05: 

CID No.: 56-1534.9 

 

MS/MS Fragmentation of R.SYGVLIEDEGIALR.G 

 
 
Monoisotopic mass of neutral peptide Mr(calc): 1533.8038 

 



 



Annotated ion spectra of the matched peptides with p≤0.05: 

CID No.: 56-1809.9 

 
MS/MS Fragmentation of R.PAPDFSATTLFPGGEFR.D 

 
 
Monoisotopic mass of neutral peptide Mr(calc): 1808.8734 



 

 



Spot No.: 57 

Mascot score: 79 

Species: Chaetomium thermophilum var. 

Protein name: hypothetical protein CTHT_0057040 

NCBI accession No.: gi| 340924179    Sequence coverage %: 51 

Matched peptides No.: 9             Total peptides No.: 66 

Calculated Mr: 17921                 Calculated pI: 10.69 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 58 

Mascot score: 77 

Species: Fusarium oxysporum f. sp. cubense race 1 

Protein name: Alpha-galactosidase 2 

NCBI accession No.: gi| 477514377    Sequence coverage %: 27 

Matched peptides No.: 15             Total peptides No.: 50 

Calculated Mr: 82979                 Calculated pI: 5.13 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 

 

Matched peptides information: 

 



Spot No.: 59 

NCBI accession No.: gi|475664853 

Plant species: Fusarium oxysporum f. sp. cubense race 4 

Protein name：Carboxypeptidase cpdS  

Mascot score: 62                Sequence coverage %: 2 

The number of matched peptides with p≤0.05: 1          

Calculated Mr: 57426                 Calculated Pi: 6.71 

Annotated MS spectra:  

 

Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 



 

Matched peptides information:  

 

 

 



Annotated ion spectra of the matched peptides with p≤0.05: 

CID No.: 59-1277.6 

 
MS/MS Fragmentation of R.LDHAAFPGFFR.H 

 
 
Monoisotopic mass of neutral peptide Mr(calc): 1276.6353 

 



 

 



Spot No.: 60 

Mascot score: 93 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: Chitinase 1 

NCBI accession No.: gi| 475673339    Sequence coverage %: 36 

Matched peptides No.: 16             Total peptides No.: 66 

Calculated Mr: 47886                 Calculated pI: 6.31 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 



Spot No.: 61 

Mascot score: 81 

Species: Podospora anserina S mat+ 

Protein name: hypothetical protein 

NCBI accession No.: gi| 171680085    Sequence coverage %: 34 

Matched peptides No.: 10             Total peptides No.: 42 

Calculated Mr: 41333                 Calculated pI: 5.61 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 62 

Mascot score: 83 

Species: Fusarium oxysporum 

Protein name: predicted GMC oxidoreductase 

NCBI accession No.: gi| 283806340    Sequence coverage %: 27 

Matched peptides No.: 9             Total peptides No.: 24 

Calculated Mr: 71355                 Calculated pI: 5.20 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 63 

Mascot score: 134 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: O-acetylhomoserine (thiol)-lyase 

NCBI accession No.: gi| 475675629    Sequence coverage %: 57 

Matched peptides No.: 15             Total peptides No.: 35 

Calculated Mr: 47110                 Calculated pI: 5.89 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 64 

Mascot score: 75 

Species: Fusarium oxysporum 

Protein name: lactonohydrolase 

NCBI accession No.: gi| 3810873    Sequence coverage %: 31 

Matched peptides No.: 11             Total peptides No.: 58 

Calculated Mr: 43237                 Calculated pI: 5.10 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 65 

Mascot score: 126 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: Catalase-peroxidase 

NCBI accession No.: gi| 475671755    Sequence coverage %: 39 

Matched peptides No.: 15             Total peptides No.: 51 

Calculated Mr: 73292                 Calculated pI: 5.98 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 66 

Mascot score: 119 

Species: Fusarium oxysporum Fo5176 

Protein name: DEAD/DEAH box helicase 

NCBI accession No.: gi| 342890194    Sequence coverage %: 55 

Matched peptides No.: 21             Total peptides No.: 68 

Calculated Mr: 44984                 Calculated pI: 4.98 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 67 

Mascot score: 80 

Species: Candida parapsilosis 

Protein name: hypothetical protein CPAR2_601850 

NCBI accession No.: gi| 354543047    Sequence coverage %: 38 

Matched peptides No.: 9             Total peptides No.: 80 

Calculated Mr: 23020                 Calculated pI: 10.12 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 68 

Mascot score: 144 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: 1,3-beta-glucanosyltransferase gel4 

NCBI accession No.: gi| 475668458    Sequence coverage %: 52 

Matched peptides No.: 26             Total peptides No.: 86 

Calculated Mr: 59159                 Calculated pI: 4.83 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 

 

Matched peptides information: 

 



Spot No.: 69 

Mascot score: 91 

Species: Fusarium oxysporum Fo5176 

Protein name: phosphoglycerate mutase family protein, putative 

NCBI accession No.: gi| 342872822    Sequence coverage %: 70 

Matched peptides No.: 8             Total peptides No.: 61 

Calculated Mr: 12416                 Calculated pI: 5.21 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 70 

Mascot score: 217 

Species: Fusarium oxysporum f. sp. cubense race 1 

Protein name: Hsp 70 kda 

NCBI accession No.: gi| 477507989    Sequence coverage %: 53 

Matched peptides No.: 25             Total peptides No.: 46 

Calculated Mr: 71132                 Calculated pI: 5.00 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 71 

Mascot score: 174 

Species: Fusarium oxysporum Fo5176 

Protein name: hsp 90 

NCBI accession No.: gi| 342889878    Sequence coverage %: 41 

Matched peptides No.: 26             Total peptides No.: 67 

Calculated Mr: 79285                 Calculated pI: 4.85 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 72 

Mascot score: 81 

Species: Ogataea parapolymorpha DL-1 

Protein name: tRNA ligase 

NCBI accession No.: gi| 320580493   Sequence coverage %: 25 

Matched peptides No.: 17             Total peptides No.: 91 

Calculated Mr: 91382                 Calculated pI: 6.15 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 73 

Mascot score: 117 

Species: Fusarium oxysporum f. sp. cubense race 1 

Protein name: Hsp 70 kda 

NCBI accession No.: gi| 477507989    Sequence coverage %: 46 

Matched peptides No.: 21             Total peptides No.: 61 

Calculated Mr: 71132                 Calculated pI: 5.00 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 74 

Mascot score: 110 

Species: Fusarium oxysporum Fo5176 

Protein name: hsp 90 

NCBI accession No.: gi| 342889878    Sequence coverage %: 34 

Matched peptides No.: 19             Total peptides No.: 59 

Calculated Mr: 79285                 Calculated pI: 4.85 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 

 

Matched peptides information: 

 



Spot No.: 75 

Mascot score: 98 

Species: Fusarium oxysporum Fo5176 

Protein name: ATP synthase D chain, mitochondrial 

NCBI accession No.: gi| 342876053    Sequence coverage %: 60 

Matched peptides No.: 10             Total peptides No.: 59 

Calculated Mr: 19411                 Calculated pI: 6.43 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 76 

Mascot score: 85 

Species: Fusarium oxysporum Fo5176 

Protein name: Phospholipase B 

NCBI accession No.: gi| 342872804    Sequence coverage %: 25 

Matched peptides No.: 15             Total peptides No.: 57 

Calculated Mr: 70452                 Calculated pI: 4.67 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 

 

Matched peptides information: 

 



Spot No.: 77 

NCBI accession No.: gi|342872804 

Plant species: Fusarium oxysporum Fo5176 

Protein name：Phospholipase B  

Mascot score: 253                Sequence coverage %: 8 

The number of matched peptides with p≤0.05: 4          

Calculated Mr: 70452                 Calculated Pi: 4.67 

Annotated MS spectra:  

 
Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 



 

Matched peptides information:  

 

 
 



Annotated ion spectra of the matched peptides with p≤0.05: 

CID No.: 77-1486.6 

 
MS/MS Fragmentation of K.DADTPFPILVADGR.A 

 
 
Monoisotopic mass of neutral peptide Mr(calc): 1485.7464 

 



 



Annotated ion spectra of the matched peptides with p≤0.05: 

CID No.: 77-1633.6 

 
MS/MS Fragmentation of R.LADELSSEEEAWVR.R 

 
 
Monoisotopic mass of neutral peptide Mr(calc): 1632.7631 

 



 



 

Annotated ion spectra of the matched peptides with p≤0.05: 

CID No.: 77-2917.4 

 
MS/MS Fragmentation of K.DHQLTLVDGGEDLQNIPLHPLIQPVR.G 

 
 
Monoisotopic mass of neutral peptide Mr(calc): 1485.7464 



 



 



Spot No.: 78 

NCBI accession No.: gi|342872804 

Plant species: Fusarium oxysporum Fo5176 

Protein name：Phospholipase B  

Mascot score: 80                Sequence coverage %: 2 

The number of matched peptides with p≤0.05: 2          

Calculated Mr: 70452                 Calculated Pi: 4.67 

Annotated MS spectra:  

 
Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 



 

Matched peptides information:  

 

 
 



Annotated ion spectra of the matched peptides with p≤0.05: 

CID No.: 78-1486.9 

 
MS/MS Fragmentation of K.DADTPFPILVADGR.A 

 
 
Monoisotopic mass of neutral peptide Mr(calc): 1485.7464 

 



 



Spot No.: 79 

Mascot score: 101 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: Chitinase 1 

NCBI accession No.: gi| 475673339    Sequence coverage %: 39 

Matched peptides No.: 18             Total peptides No.: 55 

Calculated Mr: 47886                 Calculated pI: 6.31 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 80 

Mascot score: 211 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: Alpha-galactosidase 2 

NCBI accession No.: gi| 475672613    Sequence coverage %: 47 

Matched peptides No.: 35             Total peptides No.: 67 

Calculated Mr: 83037                 Calculated pI: 5.01 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 

 

Matched peptides information: 

 



Spot No.: 81 

Mascot score: 112 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: Amidase Family Protein 

NCBI accession No.: gi| 475668007    Sequence coverage %: 39 

Matched peptides No.: 18             Total peptides No.: 64 

Calculated Mr: 63645                 Calculated pI: 6.86 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 82 

Mascot score: 98 

Species: Fusarium oxysporum f. sp. cubense race 1 

Protein name: l-amino acid oxidase 

NCBI accession No.: gi| 477517233    Sequence coverage %: 35 

Matched peptides No.: 23             Total peptides No.: 83 

Calculated Mr: 67814                 Calculated pI: 5.69 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 83 

Mascot score: 150 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: Alpha-galactosidase 2 

NCBI accession No.: gi| 475672613    Sequence coverage %: 35 

Matched peptides No.: 27             Total peptides No.: 62 

Calculated Mr: 83037                 Calculated pI: 5.01 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 84 

Mascot score: 82 

Species: Fusarium oxysporum f. sp. cubense race 1 

Protein name: l-amino acid oxidase 

NCBI accession No.: gi| 477517233    Sequence coverage %: 25 

Matched peptides No.: 19             Total peptides No.: 60 

Calculated Mr: 67814                 Calculated pI: 5.69 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 

 

Matched peptides information: 

 



Spot No.: 85 

Mascot score: 78  

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: Carboxypeptidase cpdS 

NCBI accession No.: gi| 475670597    Sequence coverage %: 29 

Matched peptides No.: 14             Total peptides No.: 58 

Calculated Mr: 64882                 Calculated pI: 5.94 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 

 

Matched peptides information: 

 



Spot No.: 86 

Mascot score: 216 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: Catalase-peroxidase 2 

NCBI accession No.: gi| 475672437    Sequence coverage %: 42 

Matched peptides No.: 33             Total peptides No.: 64 

Calculated Mr: 85233                 Calculated pI: 6.57 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 87 

Mascot score: 219 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: Catalase-peroxidase 2 

NCBI accession No.: gi| 475672437    Sequence coverage %: 41 

Matched peptides No.: 37             Total peptides No.: 84 

Calculated Mr: 85233                 Calculated pI: 6.57 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 88 

Mascot score: 249 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: Catalase-peroxidase 2 

NCBI accession No.: gi| 475672437    Sequence coverage %: 41 

Matched peptides No.: 39             Total peptides No.: 84 

Calculated Mr: 85233                 Calculated pI: 6.57 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 89 

Mascot score: 314 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: Catalase-peroxidase 2 

NCBI accession No.: gi| 475672437    Sequence coverage %: 48 

Matched peptides No.: 39             Total peptides No.: 61 

Calculated Mr: 85233                 Calculated pI: 6.57 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 90 

Mascot score: 236 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: Catalase-peroxidase 2 

NCBI accession No.: gi| 475672437    Sequence coverage %: 42 

Matched peptides No.: 33             Total peptides No.: 61 

Calculated Mr: 85233                 Calculated pI: 6.57 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 91 

Mascot score: 86 

Species: Fusarium oxysporum f. sp. cubense race 1 

Protein name: l-amino acid oxidase 

NCBI accession No.: gi| 477517233    Sequence coverage %: 26 

Matched peptides No.: 19             Total peptides No.: 64 

Calculated Mr: 67814                 Calculated pI: 5.69 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 92 

Mascot score: 250 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: Catalase-peroxidase 2 

NCBI accession No.: gi| 475672437    Sequence coverage %: 49 

Matched peptides No.: 41             Total peptides No.: 87 

Calculated Mr: 85233                 Calculated pI: 6.57 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 93 

Mascot score: 81 

Species: Fusarium oxysporum Fo5176 

Protein name: l-amino acid oxidase 

NCBI accession No.: gi| 342871725    Sequence coverage %: 27 

Matched peptides No.: 18             Total peptides No.: 69 

Calculated Mr: 66173                 Calculated pI: 5.58 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 94 

Mascot score: 88 

Species: Metarhizium acridum CQMa 102 

Protein name: heat shock protein 90 

NCBI accession No.: gi| 322700250    Sequence coverage %: 26 

Matched peptides No.: 13             Total peptides No.: 52 

Calculated Mr: 80088                 Calculated pI: 4.93 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 95 

Mascot score: 110 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: hypothetical protein FOC4_g10007540 

NCBI accession No.: gi| 475667056    Sequence coverage %: 38 

Matched peptides No.: 17             Total peptides No.: 72 

Calculated Mr: 50452                 Calculated pI: 6.62 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 

Matched peptides information: 

 



Spot No.: 96 

NCBI accession No.: gi|475671883 

Plant species: Fusarium oxysporum f. sp. cubense race 4 

Protein name：Ribonuclease Trv  

Mascot score: 185                Sequence coverage %: 13 

The number of matched peptides with p≤0.05: 3          

Calculated Mr: 29672                 Calculated Pi: 5.61 

Annotated MS spectra:  

 
Probability Based Mowse Score: 

 

Matched peptide sequences: shown in Bold Red 



 

Matched peptides information:  

 

 
 



Annotated ion spectra of the matched peptides with p≤0.05: 

CID No.: 96-1737.8 

 
MS/MS Fragmentation of K.GSLQDGQFVSSEPDGSK.S 

 
 
Monoisotopic mass of neutral peptide Mr(calc): 1736.7853 

 



 

 



Annotated ion spectra of the matched peptides with p≤0.05: 

CID No.: 96-1969.1 

 
MS/MS Fragmentation of K.TYTADEIVDALAEHHGAR.V 

 
 
Monoisotopic mass of neutral peptide Mr(calc): 1967.9337 

 



 

 
 



Spot No.: 97 

Mascot score: 92 

Species: Fusarium oxysporum f. sp. cubense race 1 

Protein name: 14-3-3 protein like protein 

NCBI accession No.: gi| 477507337    Sequence coverage %: 61 

Matched peptides No.: 13             Total peptides No.: 60 

Calculated Mr: 30058                 Calculated pI: 4.87 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 98 

Mascot score: 83 

Species: Fusarium oxysporum f. sp. cubense race 1 

Protein name: Beta-hexosaminidase subunit A1 

NCBI accession No.: gi| 477513214    Sequence coverage %: 31 

Matched peptides No.: 12             Total peptides No.: 64 

Calculated Mr: 34198                 Calculated pI: 6.25 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 



Spot No.: 99 

Mascot score: 83 

Species: Fusarium oxysporum f. sp. cubense race 4 

Protein name: Glucose-6-phosphate 1-epimerase 

NCBI accession No.: gi| 475666766    Sequence coverage %: 46 

Matched peptides No.: 10             Total peptides No.: 60 

Calculated Mr: 33685                 Calculated pI: 4.95 

Annotated PMF spectra:  

 

Probability Based Mowse Score: 

 



Matched peptide sequences: shown in Bold Red 

 
 

Matched peptides information: 

 
 


