
Lesson 2: An overview of the 

DNA barcoding workflow

This presentation and the associated lesson plan were developed by Dr. Carlos M. Rodríguez Minguela 







Conserved regions are very similar across species; variable regions show differences  
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The ITS sequence from the unknown fungus matches 99.8% with Aspergillus flavus in the 
database. Therefore, the unknown organism is identified as Aspergillus flavus.



• Database searches 
identify the closest known 
relatives for each unknown 
isolate, generating a large 
and complex sequence 
dataset.

• Multiple sequence 
alignment (MSA)  
comprehensively evaluate 
the dataset, enabling the 
construction of 
phylogenetic trees that 
summarize genetic 
relationships among 
fungal isolates and 
simplify data 
interpretation.

From indoor surface sampling to a broad but summarized description of the 
detected fungal isolates.
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