 
Each group of 6 six students (Table 1, 2, or 3; table number is indicated on a sheet of paper at desks in NSC328) has been given ~30 gene sequences for which we would like to generate GFP-fusion constructs and express in Crithidia fasciculata. Organizing your findings and interpretations in a meaningful way is an important skill. In the tables that follow, we provide a series of computational analyses that must performed on all of these proteins. There may be additional information or tools that you will reference. We advise that your group find a way to use these tables to organize your results.
Add the findings to the online spreadsheet used by the entire class for your group to receive credit for this assignment. Your group should enter the data in the rows indicated by your table # (see Column C)

IMPORTANT: Remember to take notes of all steps in your official lab notebook! After all, the lab notes are graded. 
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Researcher Name: 	_____________________
Date: 			_____________________
ORF #: 		_____________________
Accession #:		_____________________
Subcellular Localization
· Localization prediction:

· Summary description of results and interpretation: (≤3 sentences) 
	Tool
	Results
	Interpretation

	TargetP
Version: 
Settings:


Citation:
	
	






	PredSL
Version: 
Settings:


Citation:
	
	






	Predotar
Version: 
Settings:



Citation:
	
	







	MultiLoc2 (High Res)
Version: 
Settings:



Citation:
	
	







	Other:
Version: 
Settings:


Citation:
	
	









Structural Analysis
· Structural predictions:


· What do your results mean? Why do they matter with respect to the mitochondrion? 

	Tool
	Results
	Interpretation

	TMHMM
Version: 
Settings:



Citation:
	
	







	CCTOP
Version: 
Settings:



Citation:
	
	







	PolyPhobius
Version: 
Settings:




Citation:
	
	








	SignalP
Version: 
Settings:




Citation:
	
	








	Other:
Version: 
Settings:



[bookmark: _GoBack]Citation:
	
	









Functional Predictions
· What specific, biochemical pathway(s) may this protein be involved in?

· Do these data “make sense” in terms of a mitochondrial role? Why or why not? (≤5 sentences)

	Tool
	Results
	Interpretation

	Conserved Domain Search (CDS)
Version: 
Settings:


Citation:
	
	






	InterPro
Version: 
Settings:


Citation:
	
	






	BLASTP
Version: 
Settings:


Citation:
	
	






	Important information in TriTryp:
TriTryp version: 

Citation(s) for source(s) of data found in TriTrypDB? 
	
	







	Other:
Version: 
Settings:


Citation:
	
	








Note: When using BLAST or related tools, be aware that similarity and identity are not synonymous! BLAST hits are not your protein. They are proteins that have similar sequences to the protein encoded by your ORF. You must interpret BLAST results. (e.g. You are a human! You are similar to Tina Fey. Are you Tina Fey?) 
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