
Annotation Exercise 

It will never really be this easy, but 

eventually you will be able to annotate 

your own data. 



Where we are 

• 13:30-14:00 – Primer Design to Amplify Microbial Genomes for Sequencing 

• 14:00-14:15 – Primer Design Exercise 

• 14:15-14:45 – Molecular Barcoding to Allow Multiplexed NGS 

• 14:45-15:15 – Processing NGS Data – de novo and mapping assembly 

• 15:15-15:30 – Break 

• 15:30-15:45 – Assembly Exercise 

• 15:45-16:15 – Annotation 

• 16:15-16:30 – Annotation Exercise 

• 16:30-17:00 – Submitting Data to GenBank 



Use our asembled genome 
sequence 

• Try annotating it at VIGOR website 

http://www.jcvi.org/vigor/submission.php 

• Look at the .tbl file 





 



 



 



 



Try your own favorite virus 

• Get a complete unsegmented viral 

genome from GenBank – search 

“nucleotide” database for the virus you 

want with qualifier [organism] AND 

“complete genome”[title] 

• Download the fasta record  

• Try annotating it at VIGOR website 

• Look at the .tbl file 


