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Searching for DNA marker sequences specific to one species is often challenging depending on the
size of the available datasets. To alleviate such difficulties, we developed a method for the prediction
of candidate DNA marker sequences for species identification using a k-mer-based Machine learning
model. The method starts with counting all possible k-mers from the input genomes. Using k-mer
frequency patterns, the machine learning model between k-mer and species is built. Finally, the k-
mer sequences that significantly affect the model's efficacy are extracted as the candidates for
species-specific DNA markers. We validated the method on the test dataset and found many

predicted candidates were matched well with previously known species-specific markers.
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