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Figure §10. Schematic representation of the workflow in our study. The workflow consisted of three major
steps: data collection, data sorting, and homopolymeric tract (HPT) detection. The blue cylindrical shape
represents the public databases GenBank, RefSeq, and Taxonomy at NCBI. Rectangular shapes with wavy lines
at the bottom indicate the input/output files; light green and orange shapes indicate multiple and single files,
respectively; and the light blue rectangles denote data processing. The light pink diamond indicates a decision

made in the process.



