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GenBank Sequence Format
To search GenBank effectively using the text-based 

method requires an understanding of the GenBank
sequence format.
GenBank is a relational database. However, the 

search output for sequence files is produced as flat 
files for easy reading.files for easy reading.
The resulting flat files contain three sections; 

Header, Features, and Sequence entry.
There are many fields in the Header and Features 

sections. Each field has an unique identifier for easy 
indexing by computer software.
Understanding the structure of the GenBank files 

helps in designing effective search strategies.





GOOGLE NCBI

NCBI HOME PAGE

IN POP-UP GO TO 
NUCLEOTIDE

Procedure
Data retrieval using GenBank, NCBI.

NUCLEOTIDE

ENTER THE NAME OF THE ORGANISM  

DOWNLOAD THE REQUIRED 
SEQUENCES 

CHOSING DESIRED FORMAT





Here in source databases we can filter  by choosing GenBank,for retrieving genbank data only.



Mark the desired sequence which you want to download.





• In choose destination choose file
• In the format section chose any format you want to- here I am choosing genbank for getting all the 

details.
• To retrieve only the sequences we can download in fasta format.



Results- in GenBank format

 Then open the downloaded 
file on notepad.



If you download the file in Fasta format



Conclusion

• GenBank is the most complete collection of annotated 
nucleic acid sequence data for almost every organism.

• The content includes genomic DNA, mRNA, cDNA, 
ESTs, high throughput raw sequence data, and 
sequence polymorphisms.sequence polymorphisms.

• There is also a GenPept database for protein 
sequences, the majority of which are conceptual 
translations from DNA sequences, although a small 
number of the amino acid sequences are derived using 
peptide sequencing techniques.



Thank You


