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Additional file 3. Identification of F1-ATPase protein by

PMF and MS/MS
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C 4700 MS/MS Precursor 2309.32 Spec #1 MC[BF = 175.1, 1459]
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Additional file 3. F1-ATPase protein identified by PMF and MS/MS. (A)
MALDI peptide mass fingerprint of F1-ATPase. * indicated matched
peptides, some of them were further identified by MS/MS. (B) MS/MS
profile of the peptide with a mass of 1438.94 Da. The ion score was 25.
(C) MS/MS profile of the peptide with a mass of 2309.32 Da. The ion
score was 94. (D) MS/MS profile of the peptide with a mass of 2369.41

Da. The ion score was 113.



