OHSU Proteomics Shared Resource               Rm 521, MRB, OHSU

Sample Submission Form    LIMS ID# (internal use): _______               
Date:    

    Sample Received by (internal use):________________
Client Information

	Name:


	Phone:


	Email:



	Lab / PI:


	Department:

	Alias & FAID (OHSU):



	Billing Address (non-OHSU):


	Affiliations:

· Knight Cancer Center
· Casey Eye Institute
· None of the above


	Quoted Price (if applicable):

PO Number (if applicable):


	


I acknowledge that I’ve read the Sample Preparation Considerations page on the web at http://www.ohsu.edu/xd/research/research-cores/proteomics/services-costs/samples-preparation.cfm and my samples are mass spectrometry compatible
Initial: _______
Project Information

Requested analysis (check all that apply). 
· Protein Identification (partial sequencing) 


· Post Translational Modification Identification and Localization

· Relative quantitative analysis via label-free methods 
· Relative quantitative analysis via TMT method
· MRM Targeted Analysis on Known Proteins: prior consultation required 
· Whole Protein Mass Determination 
· Other:
Please fill out pages 2 and 3 for all analyses except Whole Protein Mass Determination; in that case please fill out page 4.

MS/MS analyses: Protein Identification, PTM ID, and Relative Quantitative Analysis
· Number of samples:

· Taxonomy (genus/species):
· Sample Names (please keep names short):

· Is there a preferred run order for the mass spec (if so, list order):

Proteins in Solution (Liquid / Lyophilized Samples)
· Physical state (undigested protein, Crude cell lysate, Tissue sample, etc):

· List all ingredients in current or most recent solution:

· Concentration/amount of protein present in ug or ug/ul (note: this is especially critical for samples submitted for spectral counting analysis):
· Approx Purity ___________ HPLC purified:     □yes          □no

Does the solution contain (or was the protein exposed to) any of the following and at what concentration (even trace levels): 
Detergents (e.g. SDS, Triton, Tween) ______________ 
PEG ______ Polymers _______Sephadex _________ DTT ______ BME 
______ HEPES (or other non-volatile buffer) ______________ 
EDTA _______ Phosphate salts ____________ Flag tag elution ___________ 
Elution reagents _____________ 
Protease inhibitors (e.g. AEBSF; Roche Mini Complete, aprotinin, leupeptin) 
_____________________ Phosphatase inhibitors _____________ 

Any enzymes ___________ Reduction and alkylation ___________ 
Denaturants (e.g. urea) ________________________________________ 

Has the protein sample been derivatized in any way or exposed to potential derivatizing reagents (e.g. alkylation, NEM)? ___________________
Gel Samples
1D gel band: _______
2D Spot: ________

Stain used: 

Coomasie ______       Colloidal Blue_____      Silver _____        Sypro Ruby____
Note: please attach an image of the gel showing the regions excised and other pertinent information. An image can be created at the PSR lab if necessary.

Length of MS/MS Analysis
Circle one of the following, or list in the space below. A PSR lab member can help choose the proper amount of instrument time if needed.
1D LC:
60 min
95 min
140min
240min

2D LC:
7 x 140min
30 x 140min
     
Instrument:
LTQ          PSR Velos      
Peter Velos       Orbitrap Fusion
Detailed Information: Post Translational Modification ID

	Modification Sought
	Location (aa residue, etc)
	Expected mass shift (da)

	
	
	

	
	
	

	
	
	


Project Overview

Please use a paragraph to describe your project, with special emphasis on what you are hoping to accomplish with the current set of samples:
Detailed Information: Whole Protein Mass

· Number of samples:

· Taxonomy (genus/species):
· Sample Names (please keep names simple):

· Is there a preferred run order for the mass spec (if so, list order):

· Approximate expected mass: 
Dry/Lyophilized Samples
· List all ingredients in current or most recent solution:
Does the solution contain (or was the protein exposed to) any of the following and at what concentration (even trace levels): 
Detergents (e.g. SDS, Triton, Tween) ______________ 
PEG ______ Polymers _______Sephadex _________ HEPES (or other non-
volatile buffer) ________Phosphate salts ________ Flag tag elution ___________ 
· Concentration or amount of protein present in ug/ul or ug:

· Approx Purity ___________ HPLC purified:     □yes          □no

· Is the protein modified in any way? (glycoslated, etc):   Y / N

· If so please explain:

Project Overview

Please use a paragraph to describe your project, with special emphasis on what you are hoping to accomplish with the current set of samples:
1

