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4 Single nucleotide Polymorphisms: Detection Techniques and Their
Potential for Genotyping and Genome Mapping
While the complete sequencing of the genomes of model organisms
such as a multitude of bacteria and archaea, the yeast Saccharomyces
cerevisiae, the worm Caenorhabditis elegans, the fly Drosophila
melanogaster, and the mouse and human genomes  have received
much public attention, the deciphering of plant genomeswas greatly
lagging behind. Up to now, only two plant genomes, one of the model
plant Arabidopsis thaliana and one of the crop species rice (Oryza
sativa) have been sequenced, though a series of other crop genome
sequencing projects are underway. Notwithstanding this public bias
towards


