1. Dataset is too small
The thesis uses only about 10-50 DNA sequences, and in the main example only around 12 sequences.  This is a very small dataset, so the results may not be reliable or generalizable to larger datasets.

2.  Weak validation of clustering results
The clustering results are compared with NCBI taxonomy.  However, taxonomy can change over time and may contain errors, so it is not always a perfect reference.

3.  Lack of statistical testing
The thesis does not include statistical significance tests for the results.  Without statistical tests, it is difficult to know whether the differences in results are actually meaningful.

4.  The term “quantum-inspired” may be misleading
[bookmark: _GoBack]The thesis uses the term “quantum-inspired”, but the method actually uses only classical algorithms and normal computers.  This could confuse readers who might expect real quantum computing.
