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WFZERE R OMEEE (Z3C) : The Support group was set up to publish the research outcomes
brought by Four Resarch Areas promptly, in a form that is vital use to reseachers, by
offering techinical assistance from expert groups of information processing, or physical
and financial support needed for database release and maintenance. We accepted project
applications twice a year (in the first and last half year), and we screened the
applications in Information Analysis and Data Release Support Committee.

Projects sponsored by the Support group have been steadily publishing the databases.
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