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"Recent advances in sequencing technology has brought numerous
opportunities for several domains of science focusing on basic as well
as applied research. Plant genomics is one such domain where the shift
of paradigm has been witnessed more evidently. Genotyping by
sequencing (GBS) has become an indispensable tool for the plant
science community. There are numerous advances making GBS more
efficient for specific crops. Several technological and analytical options
are available with GBS. Now, GBS is being used for day to day breeding
activities, germplasm screening, diagnostic application, and basic
research"--


