The ABRF Proteomics Research Group greatly appreciates your participation in the PRG2007 Quantitative Proteomics Study.   The data collected in this survey will remain be analyzed and used to inform the scientific community about the current state of quantitative proteomics methods and capabilities.  Participant information and the results from individual labs will remain anonymous.  The following section describes how the data collected in the ‘Main Results’ section of the survey will be analyzed and is intended to provide visibility into the planned method of analysis.  

The number of ‘True Positives’ will be reported.   A true positive is defined as a protein that was spiked into the samples A, B, and C at a ratio other than unity.  Correct and incorrect results will be determined by the protein accession numbers reported.   (Please note that participants must use the accession numbers from the fasta database supplied by the PRG)

Participant are asked to qualify each result as having high / medium / or low confidence based on their own individual criteria.  This confidence will be used to report the number of true positives that were reported with ‘high / medium / or low’ confidence.
The number of ‘False Positives’ will be reported.  A false positive is defined as a protein that was not spiked into samples A, B, and C at a ratio other than unity. 
The reported B/A and B/C ratios reported will be compared to a calculated ratio that was defined by the amount of each standard protein that was spiked into samples A, B, and C.  The standard deviation reported with each result will be used to indicate error bars for the reported ratio.

Participants are asked to report ‘Sample B Abundance’ in arbitrary units for each result.  This data will be used to rank each participants true and false results in an effort to determine if these results depend on the amount on the amount of signal that was measured.  One might expect that lower abundance signals may be more likely to be incorrect.

Participants are asked to report the ‘Number of unique peptides identified’ and the ‘Percent amino acid coverage’ for each result. This data will be used to rank each participants true and false results in an effort to determine if these results depend on the level of protein coverage that was observed.

