Biotics Tracker Patch 0002 –04/30/03

Overview:

This file contains all changes to the Biotics Tracker database schema, data content, and security configuration made between 02/28/03 and 04/30/03.  Instructions for running this script are included below.  This script contains statements that will update the DB_VERSION_HISTORY table.  This is a table that tracks updates made to the database to assist the support team in troubleshooting.  

If you have any questions regarding this patch or the nature of the changes, please contact product_support@natureserve.org
Note: this patch must be run as BIOTICS_USER not system or sys.

Biotics_update_0002a.sql:  This script can be run directly in SQL+ by a data administrator with the following command: 

@<path name for file>\biotics_update_0002a.sql

You will be prompted to enter the pathname again.  No further editing is required.  The script will automatically spool the output to a file in the specified path named biotics_update_0002.log so that you may review any errors.  The changes are listed as follows:

	Changes
	BridgeTrak/Test Track #

	Create COMMUNITY_EO table entry for community EOs that don’t already have an entry.
	TT2499

	Corrected spelling of Navajo Nation in SUBNATION table
	BT531

	Update domain values for D_ENDEMISM, D_FAMILY_SIZE, D_GENUS_SIZE
	BT524, BT546

	Move some families to a new order
	BT560

	Workaround for EO_REFERENCE audit log trigger problem.  This may be a lengthy update depending on how many rows you have in this table.  
	TT2891


Biotics_update_0002b.sql:  This script corrects a conversion problem with invertebrate animal and nonvascular plant EGTs.  During conversion, these EGTs were not correctly linked with their appropriate higher_class_unit_id.  If you want to look at a list of records that will be updated, open the Query Builder and execute this query:

select 
egt.element_global_id,

egt.elcode_bcd,

sn.scientific_name,

d_name_category.d_class_framework_id name_level,

hcu.higher_class_unit_name,

 d_classification_level.d_class_framework_id unit_level

from
element_global egt,


higher_class_unit hcu,


scientific_name sn,


d_classification_level,


d_name_category

where
egt.higher_class_unit_id is null

and egt.gname_id = sn.scientific_name_id 

and sn.scientific_name not like 'x %' 

and substr(sn.scientific_name,1, (instr(sn.scientific_name, ' ')-1)) = hcu.higher_class_unit_name


and sn.d_name_category_id = d_name_category.d_name_category_id

and hcu.d_classification_level_id = d_classification_level.d_classification_level_id

and d_classification_level.d_class_framework_id = d_name_category.d_class_framework_id
The script that begins the update can be run directly in SQL+ by a data administrator with the following command: 

@<path name for file>\biotics_update_0002b.sql

You will be prompted to enter the path where you want the output log to go.  This script will search for EGTs that have NULL in this field and will look for the appropriate matching higher_class_unit.  It will then create the appropriate update statements and spool them to a file in the specified path named update_tax.sql.  This file is almost ready for running in your database.  Open the update_tax.sql file in Notepad.  You will see statements similar to the following example:

update element_global set higher_class_unit_id = 101577*rec_last_mod_user = 'TestTrack2930' where element_global_id = 638064;

update element_global set higher_class_unit_id = 101186*rec_last_mod_user = 'TestTrack2930' where element_global_id = 637957; 

update element_global set higher_class_unit_id = 122107*rec_last_mod_user = 'TestTrack2930' where element_global_id = 107710;

You will have one update statement for every EGT in your database that has NULL in the higher_unit_id field.  In order for this to run properly, use the Find/Replace function to find the * character between the higher_class_unit_id and ‘rec_last_mod_user’ and replace it with a comma and a space (, ).  Save and close the file.  

The update_tax.sql file is now ready to be run in SQL+.  It is recommended that you spool the results to a log file with the following command:

Spool <path name for file>\biotics_0002b.log

You can then run the update file with the following command:

@<path name for file>\update_tax.sql
The EGTs will be updated automatically with the appropriate higher_class_unit_id.  You can then turn spooling off by entering:

spool off 

Check the output log for any errors.  When you are satisfied with the updates made, commit them to the database with a commit statement.
