09/12/2005

While reviewing the yeast data I discovered that the mec2-1 and the mec2 strain are the same strain and had just given different names in the original dataset. In order to identify the data correctly the name of the strain needed to be changed to mec2-1.

For detail information about strain names and what strains are used in what stage of the screening process refer to http://dtp.nci.nih.gov/yacds/STRAINLIST.html and http://dtp.nci.nih.gov/yacds/exp_design.html

I evaluated the records per strain to find out what stage contained the wrong strain name and needed to be corrected. For results see Excel spreadsheet cabiommh_yeastmodels_with_stages_and records per stage in cabiommh and Access DB.xls

I also became aware of the fact that 462,132 out of 841,376 records in the screeningresult table in  cabiommh do not contain an agent_id which is the link to the agent table. 

09/13/2005

The yeast_stage table in cabiommh contains a complete, but raw dataset of the DTP yeast data. this data set needs to be reimported into the other tables according to our OM. In order to avoid the previously made mistakes (one strain with two names, incorrect strain names) I requested that the following changes should be applied to the yeast_stage table (email to Derek on 9/13/2005)
<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<

Hi Derek,

We need to make a few changes to the data in the yeast_stage table in cabiommh. Could you please generate a tmp table and put the changes in there, so that in case something goes wrong we can always revert back to the old data?

Making these changes will take care of a few problems that I discovered with the data before I found the missing agent_ids, e.g. one yeast strain was listed with two different names, other names are not entirely correct, and data from stage0 do not contain the amount of drug that was given.

These are the changes we need to make to the data in the yeast_stage table:

1. Enter 50 in the Micro_Mol column for all rows where Micro_Mol is NULL. This will affect all stage0 records (you can also query for stage=0) when you enter “50”. The change should affect 521,047 records. This is the total number of records for stage0. 
2. Change the strain name from “wt” to “SPY50644 (wt1)”
This will affect 10,945 records. 
3. Change the strain name from “SPY50780” to “SPY50780 (wt2)”
This will affect 10,945 records. 
4. Change strain name from “mec2” to “mec2-1”. This is the same strain, but it was given two different names which is incorrect.
This will affect 10,945 records. 
5. Change strain name from “cln2 rad14” to “CLN2oe rad14”
This will affect 116,168 records. 
6. Change strain name from “sgs1 mgt1” to “mgt1 sgs1”
This will affect 116,168 records. 
Please let me know if you have questions. I will let you know when I hear from Johnita.

Ulli

>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>

Email to Johnita regarding mapping of yeast data in OM database schema

<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<

From: Wagner, Ulrike (NIH/NCI) 
Sent: Tuesday, September 13, 2005 11:39 AM
To: Johnita Beasley (NCI) (Beasley, Johnita (NCI))
Subject: yeast data
Hi Johnita,

Yesterday, I discovered that half of the yeast data in the cabiommh database schema do not contain entries in the agent_id column. Therefore, we do not know what test results belong to what compound. Fortunately, there is a complete set of data as we got them from DTP in another table in cabiommh. I was wondering if you remember who did the mapping / conversion of the original DTP data to our database schema (agents in agent table, targeted modifications in targeted modification table, models in yeast model table, dosage in treatment table etc).  Do you think this person might still have the script that he used to distribute the data in the different tables? Do you remember anything else that might help us reconstruct this process?

Thanks,

Ulli

>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>

Email from Johnita regarding mapping of yeast data in OM database schema

<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<<

Hi Ulli,

Alex has access to this script (and is pretty familiar with it).  The mapping is done as the data is moved from the yeast_stage table to the YeastModel, ScreeningResult tables, etc.  

With respect to the Compound mappings…..

The Agent table (as is was) created a problem.  It really needed to be cleaned up.  The ScreeningResult table should be filled with the AgentId of the compound with the corresponding NSC number.  If this Agent (with the targeted NSC Number) does not exist, the Agent should be added (no name) and the newly inserted agent should be referenced in the screening result table.   

* This same script takes care of establishing the Yeast models.

With new schema and mappings I’m guessing the Agent table only has the data from DATOP.  So when the script is run, this should be the behavior.

With respect to the other mappings….

TreatmentSchedule:  This script has been lost somehow.  But, this was a fairly simple script which inserted about 6 rows of data, describing the standard treatment schedules (dosages) for the various stages.

Taxon: This is probably ok.  We need to add the Species/Strain combinations for the Yeast species.

Any other mappings were done manually as we started associating the Yeast Models with Engineered Genes and the Targeted Modification.  This probably needs to be revisited anyway with the OM evolution. 

Hope this helps.

Johnita

>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>

09/14/2005

Email to Derek

From: Wagner, Ulrike (NIH/NCI)
Sent: Wednesday, September 14, 2005 10:20 AM
To: Kong, Derek (NIH/NCI)
Subject: How to generate the new cabiommh screeningresult table and entries in associated tables

Hi Derek,
In order to correct the yeast data we need to take the following steps:
 
1. Create new entries for each yeast strain in the cabiommh.taxon table. 
Scientific name = Saccharomyces cerevisiae       (same as before, applies to all yeast records)
Abbreviation = Sc                                               (same as before, applies to all yeast records)
Common Name = Budding yeast                         (same as before, applies to all yeast records)
Strain_or_ethnicity =                                          (put in results of “distinct strain” search from yeast_stage table, this should get you 16 records) 

 
2. Create new yeastmodel table in cabiommh
Yeastmodel_ID 
Modeldescriptor =                                              (put in results of “distinct strain” search from yeast_stage table, this should get you 16 records)
ExperimentDesign = NULL
Taxon_ID =                                                        (from cabiommh.taxon table where yeastmodel.modeldescriptor = taxon. Ethinicity_or_strain)
Availibility = 2001                                               (same as before, applies to all records)

In the end there should be 16 records in the yeastmodel table. 

 
3. Treatmentschedule
Use records 26-32 in the current treatmentschedule table. 
 
4. Generate new screeningresult table
Screeningresult_ID                                             (automatically generated)
Stage    = yeast_stage.stage
Agent_ID                                                           (get from agent table, not sure how the script handles this.)
Diffinh = yeast_stage.diffinh
Aveinh = yeast_stage.aveinh
Inhibition_rate = NULL
Treatmentschedule_ID = treatmentschedule.treatmentschedule_ID (we are only using the existing records 26-32; the correct treatmentschedule_Id can be found by 
comparing yeast_stage.micro_mol = treatmentschedule.dosage. Records 26-32 contain all different dosages)
Yeastmodel_ID =                                                           (yeast_stage.strain = yeastmodel.modeldescriptor should get you the yeastmodel_ID) 

 
5. Mapping of records to GenotypeSummary, Nomenclature, TargetedModification, EngineeredGene tables
I am going to do this by hand since these tables contain only few records related to yeast.

Please let me know if this looks ok to you or if you can spot some flaws in this plan.
Thanks,
Ulli
