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Survey Course in Bio Crystallography and Bioinformatics 
Lima, Peru, March 17-29, 2009 

 
File format and Database tutorial. 
 
Outline of document: 

1. File Format Representation 
2. Search for genes in ENTRAZ:  
3. What can we find out about the protein sequence?  
4. Is there a structure available? 
5. What type of kinetics are we talking about? 

 
 
File Format Representation: 
 These are 3 common ways to collect and represent a gene.  These are designed to 
accommodate the information from more then one sequence. 

1. Fasta 
>name of sequence 1  
ATATAT(sequence 1) 
>name of sequence 2 
GCGCGGC(sesquence 2) 

 
2. Flat 

LOCUS seq1 
Definition seq1, 16 base 
ORIGIN 1 ATAGC 
// 
LOCUS seq2 

3. EMBL 
ID seq1 
DE deq1, 16 base 
SQ 16 base 
 ATATAT 
// 
ID seq 2 
 

Search for genes in ENTRAZ:  
(http://www.ncbi.nlm.nih.gov/sites/gquery) 
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1. Search “Mycobacterium tuberculosis FABG” 
2. Select “gene” 
3. Click FABG H37Ra/MRA_2791/NC_009525.1 hit 
 

 
 
4. Browse to bottom of screen, click “YP_001284131.1 3-ketoacyl-…” 

 
 
5. Browse to bottom of flat file, click “CDS” 
6. Save Nucleotide sequence as FASTA (copy and paste the sequence into notebook). 
7.  Take note of the E.C # 

 
What can we find out about the protein sequence?  
(www.expasy.org) 

 
 

1. Search for “fabg tuberculosis” 
2. Click on the link to the protein (P0A5Y4  FABG_MYCTU) 
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3.  Save the sequence as a FASTA file. 

a. Click on FASTA under sequence. (copy and paste the sequence)  
4. Identify PI, seq length, MW, amino acid composition 

a. Change tools from Blast to Protparam and click go. 
b. Than click submit  

  
5.  Save data from Protparam. 

 
Is there a structure available? 
(www.pdb.org) 
 

1. Search “FABG” 
2. Select 1UZL (MABA FROM MYCOBACTERIUM TUBERCULOSIS) 
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3. Download PDB file and FASTA sequence of 1UZL 

 
4.  Take note of the E.C # 
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What type of kinetics are we talking about? 
 (http://www.brenda-enzymes.info/) 

 
1. Search “FABG” 
2. Take note of EC # 
3. Click first FABG link 
4. Go to “synonyms” click on “657270” under literature. 

 
 
5. Under “Reaction” heading. Click on the first beaker link (show reaction) 

 
6. Identify and record: potential inhibitors of FABG, for mycobacterium optimal pH and 

temperature. 


