List 5.3.1. Doublet method for finding candidate terms from text.

     1. Collect all the doublets that occur in the entire

        nomenclature (i.e., accumulate a list of the doublets from

        every term in the nomenclature).

     2. Parse text into an ordered collection of overlapping

        doublets. As an example, "serous borderline ovarian tumor"

        would be parsed as "serous borderline, borderline ovarian,

        ovarian tumor".

     3. Compare each consecutive text doublet against the array

        of doublets from the nomenclature to determine whether the

        doublet exists somewhere in the nomenclature.

     4. If the doublet from the text does not exist in the

        nomenclature, it can be deleted. If it exists in the

        nomenclature, it is concatenated with the following doublet

        if the following doublet exists in the nomenclature.

        Otherwise, it is deleted. This process continues,

        concatenating doublets that exist somewhere in the

        nomenclature. Extraneous leading words (the, in, of, with,

        and) and trailer words, (the, and, with, from, a) are

        automatically deleted from the final concatenated sequence.

        Final concatenated sequences of two or greater consecutive

        doublets that match to doublets from the nomenclature are

        saved as candidate terms.

