From: quchen [quchen@aecom.yu.edu]
Sent: Friday, October 26, 2007 12:17 PM
To: Wagner, Ulrike (NIH/NCI) [C]
Subject: RE: first caMOD questions

Ulli,
 

If the sole purpose of the object is to capture the attributes for gene identifiers, then gene identifier sounds like a better name. You do not need to add anything that has no use (now or in near future) in your model.
 

Thanks,
 

Quan
 

 

 

 

-----Original Message-----
From: Wagner, Ulrike (NIH/NCI) [C] [mailto:ulrike@mail.nih.gov] 
Sent: Thursday, October 25, 2007 3:11 PM
To: quchen
Subject: RE: first caMOD questions
 

Thanks Quan.
Sima and I are going to make the next set of changes to the OM tomorrow. I have  two questions regarding the inclusion of the gene identifier standard:
1.       Can we call the object “gene identifier” or do we have to call it “gene”?
2.       Can we add only one attribute for entrezGeneID (because it is the only one used in caMOD) or do we need to include all attributes listed in the ppt?
 

Are there any other standards that you would recommend to be included in the caMOD OM?
 

I talked to Tommie Curtis about adding value domains to the CDEs yesterday and will now start to build the value domains for the caMOD CDEs beginning with objects and attributes that utilize NCI Thesaurus vocabularies. 
 

Ulli
 

 

Ulli Wagner (Contractor)
Phone and Fax: (402) 502-9380
 



From: quchen [mailto:quchen@aecom.yu.edu] 
Sent: Thursday, October 25, 2007 1:50 PM
To: Wagner, Ulrike (NIH/NCI) [C]
Subject: RE: first caMOD questions
 

Ulli,
 

These changes are not only acceptable but also great.
 

Thanks,
 

Quan
 

 

 

-----Original Message-----
From: Wagner, Ulrike (NIH/NCI) [C] [mailto:ulrike@mail.nih.gov] 
Sent: Tuesday, October 09, 2007 3:46 PM
To: quchen
Subject: first caMOD questions
 

Hi Quan,
Thank you for agreeing to be our mentor. Please tell me what materials you need to help us. The OM is available in GForge
https://gforge.nci.nih.gov/plugins/scmcvs/cvsweb.php/camod/docs/Model/caMOD/?cvsroot=camod
The file name is caMOD_release_2_4.eap
 

Some of the changes between caMOD 2.1 and caMOD 2.4 are:
-          all definitions have been moved to the tagged values
-          all attributes which were previously labeled “UnctrlVocab” have been renamed to “AlternEntry” and the attributes have been defined as
 “<NAME OF THE ATTRIBUTE FOR WHICH THIS IS AN ALTERNATE ENTRY>.  Free text entered alternatively when the desired option / term is not available from provided vocabulary”
Example: “Environmental Factor name.  Free text entered alternatively when the desired option / term is not available from provided vocabulary”
-          Graft object has been renamed to “Transplantation” and is now defined as “Transference of a tissue or organ, alive or dead, within an individual, between individuals of the same species, or between individuals of different species.”
One of the recommendation was to separate this in subclasses for allograft and xenograft. We believe that this solution is more global, because it covers all possible scenarios including autografts, transplantation of cell lines as well as fresh tissue samples.
 

Please let me know if these changes are acceptable.
 

The next problems to tackle are the inclusion of standards and the enumerating of values. I will review the existing standards and consult you on how to integrate them in caMOD.
 

Thanks,
Ulli
 

Ulli Wagner
Internet Developer (Contractor)
SAIC-Frederick, Inc.
NCI Center for Bioinformatics
Phone and Fax: (402) 502-9380
 

