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(57) Abstract : 

The present invention relates to a genome-informed system and method for identification, classification, and functional utilization of simple sequence repeats (SSRs) 

derived from nucleotide sequences of Fagopyrum tataricum. The invention employs curated, non-redundant genomic and gene-associated sequences and applies an in-
silico repeat mining approach to detect di-, tri-, tetra-, penta-, and hexanucleotide repeat motifs. The identified SSRs are systematically classified based on repeat length, 

motif composition, and frequency distribution to generate a refined, species-specific marker resource. The resulting SSR markers are suitable for genetic diversity 

analysis, polymorphism characterization, linkage map construction, and marker-assisted selection in breeding programs. The disclosed approach reduces cost and time 
associated with traditional marker development methods and provides a scalable framework adaptable to other plant species with limited genomic information. 
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