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January 13: 

• Searching for similar sequences (to that of interest)

              in the databases (BLAST) - Introduction 

    (Slides by Prof. Todd Lowe). 

  more advanced next week

          • A few pointers/reminders about HW assignments

• In-class demo: Using NCBI BLAST 

Accompanying Reading (B4D): Chp 7; NCBI-BLAST tutorial 
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         A question that came up a lot:

What are COGs? (Clusters of orthologous groups) 

• the COG system attempts to provide an automated 

  functional classification, i.e. assign a functional category 

  to newly determined putative proteins based on sequence. 

• this is done in a more reliable way than just “copying” 

  the function of the best BLAST-hit with known function 

  (more about orthologs/paralogs later today in the lecture) 

• COG categories and assignments are often used to 

  give a rough impression on what known biological processes 

  are likely to be going on in the organism, and what proportion 

  of genes is contributing to these 

• uses a 1-Letter code to specify functional categories
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         Other questions you ran into?

  

•. 

•. 

•.

•.
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In a Nutshell: Absolutely Essential To Know

You should know at this stage… 

• what FASTA format is. 

• what BLAST is for. 

• your basic BLAST options (BLASTN, BLASTP, TBLASTN). 

• that searching with protein sequence is more sensitive than   

  searching with nucleic acid sequences (20 vs 4 types!)

• what an Expect value is, what it’s for, what cut-off is reasonable

• what parameters are and that you have to keep track of them


