a) Inactivate MTB dataset 1 records

b) Preparations for insertion

c) Insert MTB dataset 2 records

d) Create delete script (which enables us to delete newly imported records)

e) Create delete script (which enables us to delete old dataset = MTB1 at later time)

Write the insert scripts so that these steps could be repeated for new records during each new import

Inactivate MTB dataset 1 records

Goal of this step is to hide the old MTB dataset without having to delete the records. The goal can be accomplished by changing the state attribute in the abs_cancer_model table from Edited-approved to Inactive.
Inactive records invisible to all users but the superuser.

Steps:

Find all MTB dataset 1 records in abs_cancer_model table

Select * from abs_cancer_model where external_source= ‘Jax MTB’ 

and state = ’Edited-approved’

Change abs_cancer_model.state to “Inactive”

Preparations for insertion

Goal: not longer display the date the dataset was retrieve in the principal investigator field on the model characteristics field.

Steps: Replace “(July 2006)”  in party.first_name of record 50000001 with a blank space (not null). First_name is a required field. 

Goal: Create entry in availability table.  This entry will be identical for all models

Steps: Insert [today’s date] in availability.entered_date
Insert ‘PUBLIC’ in availability.visible_to
Insert [today’s date] in availability.release_date
Goal: Create entries in disease table. The disease table is a look-up table. Disease_Ids are inserted in the histopathology table. 

Steps: Find distinct entries for tumorname in the zstg_tumor table and compare them to existing entries in the disease table. Reuse existing entries; for not-matching entries create new records in the disease table. Insert the zstg.tumorname in the disease.name field, insert 000000 in the disease.concept_code field for all newly created entries.
Goal: Create entries in organ table. The organ table is a look-up table. Organ_ids are inserted in the histopathology table. 

Steps: Use mapping provided in “mapping of organs in zstg_tumor and camod_organ table.xls”. Mapping file enforces reuse existing entries. Six new entries need to be created in the organ table. They are listed at the bottom of the file and are highlighted in yellow. Insert the zstg_tumor.organaffected in the organ.name field, insert 000000 in the organ.concept_code field for all newly created entries
Procedure to automate this?
Goal: Create entries in environmental_factor table. The environmental_factor table is a look-up table. Environmental_factor _ids are inserted in the carcinogenic_exposure table which creates the connection between model (abs_cancer_model_id) and carcinogen (environmental_factor_id) to which the animal was exposed.

Background: We inserted the records from the first MTB dataset in the type_altern_entry and the name_altern_entry columns of the environmental factor table. Other entries in the table stored in the name and type field should not be used.
Steps: Compare the existing entries in the environmental_factor table with the entries in the zstg_agent table. Beware that the spelling of some of the agenttypes is different from the type_other_entries. Use the mapping provided in the attached file “mapping of environmental factor or agent types.xls”
Run query for:

Zstg_agent.agenttype = environmental_factor.type_altern_entry

Zstg_agent.agentname = environmental_factor.name_altern_entry

Create new entries for all that don’t match; make sure that you use the spelling for the type_altern_entry column that is currently used in the environmental_factor table.

There is currently no entry for agenttype “Signaling molecule”. All records using this agenttype need to be create. 
Insert MTB dataset 2 records

Goal: Find models by using this query
select distinct t.STRAIN_GENERAL_NOTE, t.STRAIN_KEY, t.STRAIN_NAME, t.STRAIN_TYPES, t.TREATMENT_TYPE, t.TREATMENT_AGENTS from jackson_lab_tmp2 t
I got a result set of 4665 records. Create look-up table which maps the tumorkey to the abs_cancer_model_id.
(This is not the best way of doing it, because it means we would again have to create a comparison table should we import MTB data again. It would be much better if you could create queries to get the results out of the zstg tables. I didn’t know how to do this.)
	Insert models in ABS_CANCER_MODEL table

	Insert zstg_tumor.STRAINNAME in model_descriptor

	Insert 'AM' in abs_cancer_model_type

	Insert the following in experiment_design:

Strain Type: value from zstg_tumor.STRAINTYPES
while inserting replace ‘|’ with ‘ & ’ [space&space] for entries with multiple values e.g. chemically induced mutation|congenic|spontaneous mutation

	Also insert in experiment_design

<BR>Notes: value from zstg_tumor.STRAINGENERALNOTE

	Also insert in experiment_design

<BR>Strain Synonyms: value from zstg_tumor.STRAINSYNONYMS

while inserting replace ‘|’ with ‘ or ’ for entries with multiple values e.g. <i>cw/cw</i>|curly whisker|CWD/Agl

	Insert 'Edited-approved' in state

	Insert 50000000 for submitter in submitter_id

	Insert 50000001 for PI in principal_investigator_id

	Insert 'http://tumor.informatics.jax.org' in URL

	Insert 0 in is_tool_strain

	Insert 50000000 in phenotype_id

	Insert availability_id from availability table (see instructions above)

	Insert 50000000 for strain_id

	Insert ‘Jax MTB’ in external_source

	Insert ‘Date of data retrieval: February 2008’ in comments field


Selection to find Nomenclature

select distinct strainkey, strainname from zstg_tumor

	Insert records in NOMENCLATURE table

	Insert zstg_tumor.strainname in name

	Map to records in ABS_CANCER_MODEL where the zstg_tumor.strainkey and zstg_tumor.strainname are identical to the entries in the nomenclature table

	

	The goal is to have identical entries in the abs_cancer_model.model_descriptor and the nomenclature.name fields

	


Insert records in Histopathology table. 

	Every single record from the zstg_tumor table needs to be inserted in the histopathology table (30,280 records)

	Insert disease_id from disease table (see instructions above) in histopathology.disease_id

	Insert organ_id from organ table(see instructions above) in histopathology.organ_id

	Insert AGEOFONSET in histopathology.age_of_onset

	Insert AGEOFDETECTION in histopathology.age_of_detection

	Insert TUMORFREQUENCY in histopathology.tumor_incidence_rate

	Insert in histopathology.comments 
TUMORSYNONYMS 

(add the following text in front of the entry: ‘Disease Name Synonyms:’; while inserting replace ‘|’ with ‘ & ’ [space&space])

REPRODUCTIVESTATUS

(add the following text in front of the entry: ‘Reproductive Status:’)

SEX

(add the following text in front of the entry: ‘Gender:’)

	Insert abs_cancer_model_ID

	Insert zstg_tumor.tumorkey in histopathology.mtb_id


Insert Metastases
Example: In zstg_metastases tumorkey = 58 lists tumorkey= 322, tumorkey=323, and tumorkey=324 as metastases.

The caMOD histopathology entries for tumorkeys 322, 323, and 324 need to list the caMOD histopathology entry for tumorkey=58 as parent_histopathology_id.

	Insert histopathology_id of record that corresponds to the entry in the zstg_metastases.tumorkey column of the zstg_metastases table as histopathology.parent_histopathology_id of the record(s) corresponding to the entries in the zstg_metastases.metastasiskey column


Insert records in Carcinogenic Exposure table
	

	Insert environmental_factor_id (see instructions above)

	Insert abs_cancer_model_id 

	


Insert records in publication table
	Insert in zstg_references.title and zstg_references.title2 in publication.title 

(concatenate title and title2; check if an extra space is needed)

	Insert in zstg_references.authors and zstg_references.authors2 in publication. authors

(concatenate authors and authors 2; check if an extra space is needed)

	Insert zstg_references.journal in publication.journal

	Insert zstg_references.volume in publication.volume

	Insert zstg_references.year in publication.year

	Insert zstg_references.pages in publication.

Split it up in start and end page fields

	Insert zstg_references.Jnum in publication.J_number

	Insert zstg_references.pmid in publication.pmid

	Set publication.publication_status_id=1  for all records


Create entries in abs_can_mod_publication table
	Insert publication_id (see instructions above)

	Insert abs_cancer_model_id 


Create entries in the image table
	Create entries in the image table for all entries where zstg_tumor.hasimages=1

	Insert in image.title “MTB data for zstg_tumor.tumorkey”



	Insert this URL in the url_Altern_Entry column in the image table and replace N with the tumorkey

url_Altern_Entry column needs to be created

http://tumor.informatics.jax.org/mtbwi/tumorFrequencyDetails.do?key=N&page=pathology
Example: http://tumor.informatics.jax.org/mtbwi/tumorFrequencyDetails.do?key=10591&page=pathology

	Map to abs_cancer_model_id


