List 6.5.4. User steps for on-the-fly code searches.

     Users will need to have a dataset or plain-text corpus in

        which every record is separated by the same delimiter. For

        testing purposes, the author created a 105 megabyte text.

        The corpus was created by a PubMed query on "pathology

        (ad)AND neoplasm", at the U.S. National Library of

        Medicine's website (www.pubmed.org). The query gathered all

        abstracts from the Pubmed database in which the term

        neoplasm occurs somewhere in the Pubmed entry, and in which

        the affiliation of the author contains the word "pathology".

        The query yielded abstracts that are likely to contain names

        of neoplasms. The PubMed output file can serve as a good

        test for an autocoder that uses a neoplasm nomenclature. The

        PubMed search yielded 66,509 abstracts. All of the abstracts

        were downloaded into a single file from the PubMed site by

        setting the "Display" attribute to "Abstract" and the "Send

        to" attribute to "file". This produced a 105,689,546 byte

        plain-text file. The file was given the filename

        tumorab.txt, and this filename was used by the autocoders as

        a parsing input file. Although this file is not included

        with this manuscript, anyone in the world with internet

        access can obtain a near-identical file by repeating the

        same PubMed query. The records from the text consisted of

        paragraphs delimited by double return characters (also

        referred to as double-newline characters or double

        ASCII(13)-ASCII(10) character pairs). This is a common way

        of delimiting textual paragraphs.

     Users will create a file of all the doublets in the file,

        one line to each doublet, and each doublet followed by the

        record number and the record word-offset for the doublet

        occurrence. When a doublet occurs several times in a single

        record, each occurrence is indexed, with a different

        word-offset for each occurrence. The Perl script that

        creates the doublet index is doubdat2.pl. It may require

        several minutes to execute, and it produces an index file,

        that is 400+ Megabytes in length. This file is, in turn,

        sorted alphabetically by bigsort.pl a short Perl script that

        sorts files of any size. The index file is named

        doubdat.out. Doubdat2.pl also keeps track of the begin-byte

        location in tumorab.txt where each text record begins.

        Another Perl script, doub4.pl, creates a database file

        containing the byte location in doubdat.out for the first

        occurrences of doublets. Annotget.pl performs term searches

        on 100 terms selected randomly from a chosen vocabulary. In

        this case, the vocabularies tested are Snomed-CT, extracted

        from the 2004 version of UMLS, (21), (22), (23), (24), and

        the "Taxonomy for the developmental lineage classification

        of neoplasms", made available for public download by the

                Association for Pathology Informatics (12).

