Single Database Search Engine Methods and Results
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The iPRG study (via ABRF) allows researchers to benchmark against one another in their ability to accurately identify peptides. The regular
study allows multiple search engines to be used to identify the maximum amount of peptides. While it is encouraged to utilize multiple engines
for daily analysis, it makes identifying the contributions made by each database search engine unclear. The chart above is a streamlined version
of the chart produced by the iPRG study (slide 26) with respect to cases where only researchers employed only one peptide identification
method in order to give a clear view of indenpendent findings.
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The ESR or FDR chart above demonstrates the
“Extraordinary Skill Rate or High False Discovery Rate” of
the user’s methods involved in the study. The red bars
represent results that differ from the consensus of other
engines; yellow bars represent results without consensus.
The red and yellow bars can be regarded as “soft” lower
and upper bounds of the FDR. iPRG requested 1% FDR.
This demonstrates each method’s ability to accurately
report low false positive rates.

The sample was spiked with Sigma 48 proteins to act as
the true positive estimator of each methodology. The abil-
ity to accurately identify the spike, along with overall
performance indicates the user’s true performance, as
shown in the chart to the right.

ESR and FDR results were obtained from iPRG slide 32
and Sigma 48 as TP Estimator results were obtained from
iPRG slide 36.
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ma 48 as TP Estimator
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