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Although the appearance of the experimental BLAST® results
page is new, it actually contains the same data thatis in the
previous BLAST® results page. The presentation was streamlined to be more readable and options
and features which were previously hidden have been brought to the surface.
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The report is divided in Descriptions, Graphic Summary, Alignment and Taxonomy tabs. You can select only
the sequences you are interested in and your selection is retained
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This feature allows you to clean up your results and not lose this organization

in other views.
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