1-1 Validation of ABI GeneScan file import in DNA.VIEW

Introduction

From DNA.VIEW version 21 there is an option to import ABI GeneScan files. This option is validated in version 21.15 because in this version the stutter filter is added. The ABI results of the multiplex systems CTTv and FFFL (Promega) are used. The GeneScan analysis version in use is 2.1

Protocol

The frequencies used in Pater will be imported in DNA.VIEW and checked. The PCR parameters will be imported according to the manual. After importing the GeneScan files from eight different sample runs in DNA. VIEW. the results of the calculated PI value in DNA.VIEW will be compared with the results of the same samples from the PI calculation in Pater.

Criteria

Accept for some slight round off causes there must be no differences between the DNA.VIEW and Pater results.

Results

In the first results differences were seen between DNA.VIEW and Pater. These differences were caused by the setting of the option Count observed allele how many times in database. The allele TH01 9.3 caused another problem. Sometimes there was confusion in DNA.VIEW between TH01 9.3 and 10. Setting the option Count observed allele how many times in database = 0 and retyping, every TH01 9.3 allele in the membrane using the option casework, type in a read, with the size of the fragment, no differences between the Pater and DNA.VIEW results were observed.

remark: In DNA.VIEW there is no automatic calculation using race mixtures which happens to be less convenient.

Conclusion

No differences between the DNA.VIEW and Pater were found, therefore the feature Importing GeneScan files can be implemented in paternity casework. 

