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	Association of Biomolecular Resource Facilities
Protein Sequencing Research Group (PSRG) 
9650 Rockville Pike, Bethesda, MD  20814

Tel: 301-634-7306  *  Fax: 301-634-7455 *  Email: abrf@abrf.org


Dear Colleagues: 

The Protein Sequencing Research Group (PSRG) is pleased to announce the availability of test samples for the 2012 study.  

N-terminal sequencing is in the midst of a technology transition from classical Edman sequencing to mass spectrometry based terminal sequencing. For terminal sequencing by mass spectrometry protein homogeneity (absence of interfering protein and non-protein contaminants and buffer components) is absolutely critical to the success of analysis. While it has been very straightforward to isolate the protein of interest out of a protein mixture in preparation for Edman sequencing, core facilities now need to adopt novel sample preparation techniques to isolate proteins in high purity and make them amenable for terminal sequencing by mass spectrometry. There is a lack in easy-to-use, field proven methods for sample clean-up. 

In order to address the upcoming change in technology platforms, the PSRG is conducting a two-year study with the ultimate goal of sample preparation and terminal sequencing of a protein mixture.  The 2012 study is the first phase towards the overall goal and entails terminal sequencing and identification of fusion proteins, which will be provided as separated, homogeneous proteins. Participants may use Edman or mass spectrometric or any other technique, individually, or in combination along with the use of bioinformatics tools to derive this stretch of sequence. To that end, we encourage all mass spectrometry and proteomic laboratories as well as Edman sequencing facilities to participate.

Participating laboratories will receive three fusion proteins and one reference protein as separated, homogeneous proteins. The goal is to elucidate the terminal sequences of the proteins and provide identification based on the terminal sequence information found.  Due to fusion proteins being provided, participants have to use terminal sequencing to correctly identify the proteins. The reference protein may be used to validate analysis parameters for the analysis technique(s) chosen. Proteins will be provided in quantities that are sufficient for analysis based on current standards for methods in the field. 

Participating laboratories will submit their data electronically to the PSRG for tabulation of the results.  Results will be presented at the ABRF 2012 meeting March 17-20, 2012 in Orlando, FL and subsequently posted on the ABRF website. A brief methods survey will also be part of the data submission process.

For inquiries about the study and/or to obtain a sample set(s), e-mail your request to:  hremmer@umich.edu.   Please include in your request the address to which the samples should be sent and which analysis technique(s) you would like to perform, so that you receive sufficient sample. 

Final sample requests should be made by October 16, 2011.
Requested samples will be sent to participants by October 30, 2011.

Data should be submitted by December 16 to be included in the 2012 study. 

As in the past, results will be stripped of all identifiers so as to maintain the anonymity of the participants. An identification number will be issued so you may compare your results to other participating laboratories at the meeting.

Thank you for your interest in the PSRG 2012 study and we look forward to seeing you in Orlando! 
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