










































Phylogenetic tree based on rRNA

• You will be given  a sequence for a specific region within rRNA, which is ITS (Internal 
transcribed spacer). Answer each of the following using BLAST:

• Your query sequence is (HG518407) 
1. To which fungi does this accession number belongs
2. Find the relation between the identified fungi and the following sequences, with the 

following accession numbers.
• NR_155417.1
• NR_119467.1
• NR_168788.1
• NR_121226.1
• NR_144887.1
• NR_077142.1

3. Construct a phylogenetic tree using BLAST, record your results.
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