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DMET™ Console 1.3 Release Notes 

ALLELE TRANSLATION CHANGES 

1. Allele translation reports include a new Phenotype report. The Phenotype report further translates 

the reported diplotypes (star allele pairs) from a subset of genes from the Comprehensive report 

into one of several phenotypes (e.g. “Poor Metabolizer”). The Phenotype report is only available 

after downloading the new metabolizer library file via File > Download Library Files, and then 

selecting this library file from the Configuration > Options > Translations menu. More information, 

including instructions on modifying the reported phenotypes for particular drugs, is available from 

the Help menu and in the Allele Translation White Paper. 

Genes for which phenotypes are reportable when using library file 

DMET_Plus.v1.20120316_Affymetrix.metabolizer  

CYP1A2 CYP2C8 CYP3A4 GSTP1 TPMT 

CYP2A6 CYP2C9 CYP3A5 NAT1 UGT1A1 

CYP2B6 CYP2D6 CYP3A7 NAT2 UGT2B7 

CYP2C19 CYP2E1 GSTM1 SLCO1B1 VKORC1 

2. Comprehensive translation reports generated by previous versions of DMET Console can be further 

translated to create a Phenotype translation report, using an operation in the Tools menu. 

LIMITATIONS INHERITED FROM DMET CONSOLE 1.2 

3. The CHP Summary Table has never reported the genotyping method used to generate the CHP files. 

When a dynamic boundaries genotyping method is used, the CHP Summary Table will have a value 

for the Batch Name field, so you can distinguish CHPs generated by a fixed boundaries method from 

those generated by a dynamic boundaries method. However, you cannot distinguish between CHPs 

generated by different versions of the fixed boundaries methods, or between CHPs generated by 

different versions of the dynamic boundaries methods. 

A work-around is to create a folder in the file system whose name includes the genotyping method 

used, and only put CHPs created by that method in this folder. It is recommended that you don’t 
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store CHPs created with different genotyping methods within one data set. For example, if you wish 

to process the same CEL files using multiple genotyping methods, you can create multiple data sets 

within DMET Console and load the same set of ARR and CEL files into all of them. Rename each data 

set to indicate the genotyping method used within that set, and then genotype that data set’s CELs 

using that method. 

 

To determine which genotyping method was used for existing data, refer to the Help within DMET 

Console, in the section “Description of Genotyping Methods -> Frequently Asked Questions.” 

4. If you have a “release notes” subfolder within your library folder, then the Download Library Files… 

operation may not fully restore the content of this folder if some of the files were changed or 

removed since the previous download. Missing files in this support folder do not impact the analysis 

of data. If you wish to get the most recent version of the Release Notes, either delete the entire 

folder or delete only the *.pdf files before you perform the Download Library Files… operation. 

5. The message "Unable to locate central library" may appear when unzipping a workspace package. 

This will happen if the package is corrupt. Ask the creator of the file to recreate or resend the 

workspace package. 

6. Allele Translation does not support characters outside the ASCII character set for file names or user 

attributes. 

7. Occasionally, some applications such as the Vista Indexer can interfere with DMET processing files. 

You may receive the following error message if this happens: “The process cannot access [file name] 

because it is being used by another process.” Retry the process again. If it happens often, you may 

want to turn off indexing applications and other applications that may attempt to access files when 

DMET is trying to process/move large numbers of files. 

8. Program may terminate with no message upon reading an invalid annotation *.csv file. The 

*.dc_annot.csv file is used by a number of DMET Console operations. If it is edited, certain 
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operations will break. Do not edit this file. If the application crashes on reading a corrupt version of 

this file, please revert to the version supplied by Affymetrix. 

9. Adding large number of individual files to a Data Set gives error. Using the Select Files option, 

adding large number of individual files gives an error indicating a file in the selection does not exist, 

even though it does exist. Adding the files using Select Folder option may be required to select a 

very large number of files. 

10. The progress dialog is not fully painted when opening large number of files. In some processes, such 

as in Show CHP Summary, DMET displays a progress bar while collecting results. Sometimes this 

dialog is blank except for the progress indicator. This only happens on single core single processor 

machines. 

11. An exception error happens if a user selects a library folder to which he has no access. Make sure 

that users have access to the library folder. 

12. Long path names can give error: “<filename> cannot be found.” 

a. If the length of a translation output filename + path name exceed 218 characters, when 

attempting to open up in Excel you will see the error: “…filename cannot be found.” You don't 

see an error during translation. A work-around is to move files to a path with a shorter number 

of characters and open it there. 

b. If the export folder path to your translation output files exceeds 200 characters, the algorithm 

cannot create the output files themselves, which leads to an error. A work-around is to ensure 

your paths are shorter than around 200 characters. 


