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Figure 8: In the first row are ROC curves constructed by analyzing the compound spectra from
combining single-peptide spectra of LTQ/FT type in the co-identifiable set. In the second row are
the ROC curves constructed by analyzing the compound spectra from combining unique-peptide
spectra of LTQ/FT type in the co-identifiable set. In the figure legend, MAX-1 represents the
ROC curve from analyzing spectra of one peptide sampled directly from the co-identifiable set,
MAX-2 (SUM-2) and MAX-3 (SUM-3) are the ROC curves from analyzing compound spectra
by combining respectively two and three peptide spectra in the co-identifiable set. The symbol
“MAX” in the legend indicates that each compound spectrum is obtained by taking at every
mass grid the maximum intensity among the peaks of the spectra combined, while “SUM” in
the legend indicates the compound spectra used are obtained by summing at every mass grid
the intensities of peaks of the spectra combined. The arabic numbers 2 and 3 in the legend

indicate the number of spectra combined to form a compound spectrum.
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Figure 9: The cumulative identification ratio from analyzing compound spectra made by com-
bining two (A) or three (B) LTQ/FT spectra in the co-identifiable set. The compound spectra
are constructed using the SUM2 and SUM3 methods. Panels (C) and (D) show essentially the
same content except that only unique-peptide spectra are combined to form compound spectra.
The symbols CTP1, CTP2 and CTP3 correspond respectively to the cumulative number of true
positives (TP) identified with E-value equal to or smaller than the specified cutoff when analyz-
ing single-peptide spectra, compound spectra of two peptides, and compound spectra of three

peptides.
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Figure 10: In the first row are ROC curves constructed by analyzing the compound spectra from
combining single-peptide spectra of FT/FT type in the co-identifiable set. In the second row are
the ROC curves constructed by analyzing the compound spectra from combining unique-peptide
spectra of LTQ/FT type in the co-identifiable set. In the figure legend, MAX-1 represents the
ROC curve from analyzing spectra of one peptide sampled directly from the co-identifiable set,
MAX-2 (SUM-2) and MAX-3 (SUM-3) are the ROC curves from analyzing compound spectra
by combining respectively two and three peptide spectra in the co-identifiable set. The symbol
“MAX” in the legend indicates that each compound spectrum is obtained by taking at every
mass grid the maximum intensity among the peaks of the spectra combined, while “SUM” in
the legend indicates the compound spectra used are obtained by summing at every mass grid
the intensities of peaks of the spectra combined. The arabic numbers 2 and 3 in the legend

indicate the number of spectra combined to form a compound spectrum.
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Figure 11: The cumulative identification ratio from analyzing compound spectra made by com-
bining two (A) or three (B) FT/FT spectra in the co-identifiable set. The compound spectra
are constructed using the SUM2 and SUM3 methods. Panels (C) and (D) show essentially the
same content except that only unique-peptide spectra are combined to form compound spectra.
The symbols CTP1, CTP2 and CTP3 correspond respectively to the cumulative number of true
positives (TP) identified with E-value equal to or smaller than the specified cutoff when analyz-
ing single-peptide spectra, compound spectra of two peptides, and compound spectra of three

peptides.
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Figure 12: In the first row are ROC curves constructed by analyzing the compound spectra
from combining single-peptide spectra of TOF/TOF type in the co-identifiable set. In the
second row are the ROC curves constructed by analyzing the compound spectra from combining
unique-peptide spectra of LTQ/FT type in the co-identifiable set. In the figure legend, MAX-
1 represents the ROC curve from analyzing spectra of one peptide sampled directly from the
co-identifiable set, MAX-2 (SUM-2) and MAX-3 (SUM-3) are the ROC curves from analyzing
compound spectra by combining respectively two and three peptide spectra in the co-identifiable
set. The symbol “MAX” in the legend indicates that each compound spectrum is obtained by
taking at every mass grid the maximum intensity among the peaks of the spectra combined,
while “SUM” in the legend indicates the compound spectra used are obtained by summing at
every mass grid the intensities of peaks of the spectra combined. The arabic numbers 2 and 3

in the legend indicate the number of spectra combined to form a compound spectrum.
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Figure 13: The cumulative identification ratio from analyzing compound spectra made by com-
bining two (A) or three (B) TOF/TOF spectra in the co-identifiable set. The compound spectra
are constructed using the SUM2 and SUM3 methods. Panels (C) and (D) show essentially the
same content except that only unique-peptide spectra are combined to form compound spectra.
The symbols CTP1, CTP2 and CTP3 correspond respectively to the cumulative number of true
positives (TP) identified with E-value equal to or smaller than the specified cutoff when analyz-
ing single-peptide spectra, compound spectra of two peptides, and compound spectra of three

peptides.



