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6 - Concordance View 7 - Conclusion
In genotyping studies where DNA is directly assayed for posi- ™7 ..~ .. ....0 ... SHERPA is currently in production and supports GenomelLab SNPstream and Sequenom data.
tions of variance, concordance testing is used as an additional - " " "o Support for lllumina, Affymetrix, Luminex and Autogenomics is due in 2008.
QC measure. A concordance test detects if samples have icciiiiiiacasiciiiiias:

equivalent results for markers when testing from both the 3’
and 5’ ends of the DNA strand. This testing is especially useful

SHERPA is part of a larger entity: the PHIMS (Pharmacogenomics Health Information Manage-
ment System) which is aimed at the translation of genomic information into the clinic.
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