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	Association of Biomolecular Resource Facilities

Business Office:

2019 Galisteo Street, Bldg. I, Santa Fe, NM  87505

Tel: 505-983-8102   (   Fax: 505-989-1073   (   Email: abrf@abrf.org


Re: ABRF-PRG07
Proteomics Research Group (PRG) Quantitative Proteomics Study

Dear Colleagues,






December 3, 2006

Thank you for participating in the ABRF 2007 Proteomics Research Group (PRG) quantitative proteomics study. Please find enclosed the sample (ABRF-PRG07) that you requested. The results of your analyses are due January 31, 2007 and should be transmitted to us by completing the online Proteomics Research Group 2007 Study Questionnaire that will be available at http://www.surveymonkey.com/s.asp?u=295162838944. When submitting your results, you will be asked to supply a 5-digit identification number so that all entries remain anonymous.

Sample Information. The sample set consists of six tubes containing a mixture of lyophilized proteins (labeled A, B, and C), with each containing 101.4 µg of total protein. Each sample was prepared by combining 10 – 15 commercially-available known proteins (“spikes”) present at varying amounts with about 100 µg of a complex background mixture. The background proteins are present at the same relative concentrations in each tube. The total amount of spiked proteins is 1.4 µg/tube. Several of the more abundant spiked proteins are present at the ~ 0.2-µg level, and the lower abundance spiked proteins are present in ~ 0.01-µg amounts. In some cases, there may be isoforms and contaminants present, as is often the case with true biological samples. The ratios of added proteins may vary up to 1:20 among mixtures. The dried mixtures were prepared from aqueous solutions that also contained small amounts of salts. To the best of our knowledge, the samples contain no appreciable quantities of interfering substances with primary amino groups and/or free thiols. The samples have been successfully dissolved in 50 – 100 mM ammonium bicarbonate with about 20% acetonitrile, but other solvents will certainly work. A small amount of undissolved material can be expected, depending on which solvent system is selected.

Analysis. We anticipate that the lower abundance spiked proteins may be difficult to detect by many methods. For some methods, it may be necessary to consume the total contents of each tube to detect the low abundance spiked proteins. Replicate sample sets have been provided so that you have a means to assess the reproducibility of your results. Participants who plan to follow several different experimental strategies should separately report information for each individual approach.

To report your data, we have provided an anonymized protein database containing the sequences of the added and background proteins as well as a number of decoy protein entries. In addition, the study database contains frequently encountered experimental contaminants (identified by name in the database). The anonymized protein database can be downloaded from http://proteome.gs.washington.edu/ABRF/. It is also available on the ProteinProspector, Mascot and X!Tandem websites. Please submit your results using the accession numbers supplied in this database. 
Returning Data. We request that you report the anonymized accession numbers for up to fifteen proteins that were found to be present at differing relative amounts between samples A and B, and between samples B and C, along with a measure of their ratios. We realize that your laboratory may not be able to complete all of the requested analyses before the submission deadline and ask that you report results for comparison of A versus B as a minimum. We do hope that you will be able to attempt the full analysis so that our study results will be comprehensive.

The web address for the questionnaire is given above. Please note that if your computer accepts cookies, you can return to the form and make changes at a later date as long as you are using the same computer. Otherwise, you can fill out the entire survey again using the same identification code so that we can recognize the duplication and replace your previous entry. Most importantly, in order for you to obtain feedback about your analyses, you need to choose a 5-digit identification number that only you will know, and enter the number on the online data analysis form. Your results will be identified only by the number that you pick. We would like to emphasize that information about all analyses is vital to this study, whether successful or not. All results will be compiled in a completely anonymous manner (even to members of the PRG), so there is absolutely no need to feel shy about submitting negative results.

The study is designed to assess current capabilities to detect relative differences in protein abundance among samples in a realistic context of a complex biological matrix and to identify those proteins that are present in different relative amounts. Based on the information returned, the number of incorrect responses will be used to estimate the specificity of the analysis, and a comparison of correct and incorrect (or blank) results will be used to estimate the sensitivity of the analysis. The ratios reported for each spiked protein will be used to calculate the % error on a protein-by-protein basis. You will also be asked to indicate how confident you feel in each result and to keep track of how many hours your group spent planning these experiments, preparing the samples, performing the analyses and analyzing the data.

A summary of the results of this study will be presented at the ABRF2007 meeting and will be subsequently posted on the ABRF website. Please return your results no later than January 31, 2007 so that the PRG can complete the data analysis prior to the ABRF 2007 meeting, Mar. 31-Apr. 3, '07, Tampa, FL. 

Please fill out the online data analysis form regardless of your confidence in your results. This study is not a contest!

Any updates about the study will be posted on the ABRF PRG website: www.abrf.org/PRG
  
If you have any questions about filling out the online data analysis form, please e-mail Arnie Falick at FalickAM@berkeley.edu.
We thank you for your support of the ABRF and we look forward to your participation in this study.
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Vendors and Commercial Service Labs

PLEASE NOTE:

If you are a vendor or commercial service lab and wish to participate in this study,

please read the following:

ABRF Research Group Studies are conducted for the benefit of our members and the

field at large to help them evaluate their own technical level in comparison to their

colleagues, to provide education in techniques and strategies to which they normally

might not be exposed, and to give an overview of the current capabilities of the “average”

lab in carrying out a challenging analysis.

The ABRF welcomes the participation of vendors and for-profit labs, provided that

they abide by the ABRF guidelines for the use and distribution of data derived from

these studies, as follows:

• An ABRF Research Study is not a competition and under no circumstances should it be referred to as such. Words and phrasing that imply a competition—such as ‘winner’, ‘best of’, etc., are strictly forbidden.

• Representations and publications should not be deceptive and should fairly emphasize any differences between any data comparisons. For example, instrument reliability cannot be fairly concluded by comparing 5-year old instruments in the field used in the study with a vendor's new instrument.

• Any comparisons to or use of ABRF data should prominently indicate: the number of samples the vendor received, the number of runs performed by the vendor, and whether the actual characteristics of the sample were known by the vendor at the time the vendor's analysis was performed.

• Uses of or comparisons to ABRF data should specifically emphasize that many factors will affect analytical results and that the data obtained in the company's R & D lab may exceed feasible expectations for an "average" resource or research facility under routine conditions.

• Publications and presentations should contain a disclaimer stating that ABRF prepared and provided the sample to all members and vendors, but did not participate in the vendor’s study and does not endorse any specific manufacturer, instrument or strategy.

• Vendors are strongly encouraged to distribute potential publications to the ABRF Executive Board and Research Group Chairperson for comments regarding compliance with these guidelines.

Recipient: We recommend that this document be distributed to the appropriate

marketing and senior personnel in the company to ensure compliance. A copy of this

document (Vendor ABRF Study Participation Guidelines.pdf) can be found at

www.abrf.org under the Forms and Documents menu.
