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Abstractin the last few years there has been rapid progress in the area of plant structural and functional genomics.
Annotated genome sequences, transcriptomic data and genetic maps of plant species are al potentially useful
resources for improving crop breeding programs. Next generation DNA sequencing technologies which permit
whole genome and transcriptome sequencing are relatively inexpensive and accessible for man research groups. In
addition, these techniques will impact many of the current uses of molecular tools in plant evolution, phylogenetics,
fingerprinting, linkage mapping and marker-assisted selection. As utilization of genomics knowledge and tools into
different areas of plant breeding is still limited and challenging, so there is a strong need to push the development of
plant genomics for the benefit plant breeding. The objective of this study was to assess the next generation
sequencing for transcriptome to know how the genome biological systems work.
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