ABRF-05SEQ Data Result Sheet INSTRUCTIONS

Please enter the observed sequence data on the e-mailed Data Result Sheet, following the instructions below carefully.

General Instructions:

· Enter the three-letter code for the common amino acids in the Pth-AA column. 

· Any residue that for any reason has a possibility of being incorrect should be listed as tentative.  Enclose tentative calls in parentheses ().

· Use a “—” if no residue is observed.  Please do not use an “X”.

· Use an “X” if an unknown or modified amino acid is observed.  If you have identified one of the modified amino acids, please enter the full name (ex: Hydroxyproline) in the Comments column.  ESRG members will use that information to enter standardized abbreviations into the Pth-AA column.

· This synthetic peptide is a 18-mer.  Please do not report more than 18 cycles or minor amino acids present in any cycle that contains a primary amino acid.  
· Use the Comments column to explain data interpretation or problems encountered at a particular position.

· List the retention time (RT) and peak area for each of the residues in the same order as the residues are listed.  Note:  Some of the modified amino acids may give multiple peaks.  Please provide all the relevant retention times and peak areas detected, separated by commas, listed from largest to smallest peak area.

Positive Identification of a Residue:

· Previous ABRF Sequence Research Studies have shown that a significant percentage of incorrect calls were listed as positively identified.  Only those residues that can be called with high confidence and no ambiguity should be listed as a positive identification.

This study is not a competition! You will be able to compare your results to others’ using the identifying code you will receive after submission.
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