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Project Scope

Golden Path Conversion

Product Description

To convert the Golden Path from MySQL to Oracle.

Justification

Dan Richter has been requesting these installs since release 4 of the Golden Path.

Deliverables

A working Oracle version of the MySQL GoldenPath database distributed by UCSD.

Success Criteria

Deliverable delivered.  Users verify the validity of the data as they use it.
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Work Breakdown Structure

Golden Path Conversion

1. Retire old Golden Path versions as necessary.  

2. Create a new Golden Path user and that users associated tablespaces in the target database.  

Traditionally, the target database has been sandbox.  

The Golden Path users are named GOLDEN_PATH_HG[version#], i.e. GOLDEN_PATH_HG12.
The default tablespaces are named in the following convention: HG[#]_DAT, HG[#}_IDX, HG[#]_{EXTENT_SIZE]_DAT, HG[#]_{EXTENT_SIZE]_IDX, i.e. HG12_DAT, HG12_2M_IDX
Please see sandbox for prior examples if you find this confusing.

3. Get the location of the MySQL ddl and tab-delimited datafiles from Dan Richter. (SOURCE_DIR)

4. Concatenate the individual ddl (generally *.sql) files into one large file in a working directory

cat *.sql > WORKING_DIR/mysql_ddl.sql

5. Run the Python version of the conversion script, making any necessary updates to the syntax conversions.  This is usually necessary as both MySQL and Oracle (d)evolve and as the keepers of the Golden Path also often like to alter their own implementations.  Depending on the alterations, you may want to consult Dan Richter.

./golden_path.py mysql_ddl.sql table_ddl.sql index_ddl.sql version

6. Connect to the database as the GOLDEN_PATH user and run the output table ddl script to create the Golden Path tables in the target database.

7. Verify that the number of tables created matches the number of tables in the SOURCE_DIR.  

8. Create the sqlldr files necessary to import the data by using the correct script:

./create_gp_control_files.py oracle_sid gp_user gp_pass  SOURCE_DIR WORKING_DIR

9. Using the script, create the sqlldr commands necessary to load the data.

./create_sqlldr_commands.py gp_user gp_pass WORKING_DIR bulk_load.exe

10. Import the data, adding datafiles as needed to prevent the tablespaces from running out of room.

11. Once the data is imported, compare the number of rows in each table with the number of lines in its corresponding txt file.

./gp_compare_lines_and_counts.py gp_user gp_pass WORKING_DIR compare_counts.txt

12. If discrepancies exist or errors occur, try to resolve them and prepare code for the next run.  If you cannot resolve some discrepancies, create an ‘INCOMPLETE_TABLES’ table in the gp_user’s schema with the table_name and row counts for the database and txt file.  (If users really need the data from those tables, the discrepancies can be worked out.)

13. Create the indexes and constraints using the output ddl index ddl file.  Correct and/or note any creation erros for the next run.

14. When the schema is complete, make all of the tablespaces READ ONLY

alter tablespace <tablespace_name> READ ONLY;
15. Email Dan to let him know the results.

