List 19.6.1. Functions of the Perl script, omim_4.pl

     1. Counts the total number of OMIM entries.

     2. Counts the number of OMIM entries that contain reference

        to a neoplasm.

     3. Counts and classifies the tumors contained in OMIM by

        histologic lineage (to distinguish epithelial tumors from

        sarcomatous tumors).

     4. Extracts instances of genetic syndromes that predispose

        to  tumors deriving from different developmental lineages

        (i.e., that predispose to both sarcomas and to epithelial

        tumors).

     5. Prepares an extract of OMIM consisting of records that 

        contain a reference to a neoplasm (need primarily to verify

        accuracy of script).

     6. Prepares an extract of OMIM containing records of 

        genetic syndromes that predispose to  tumors deriving from

        different developmental lineages (i.e., that predispose to

        both sarcomas and to epithelial tumors).

     7. Prepares a file that summarizes the tumor lineages 

        represented in all those records for which multiple lineages

        of cancers are encountered.

     8. Determines the time required to execute the script (so

        that we can compare our productivity with workers who do not

        use  Perl)

