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CONCLUSIONS

The CT method 1s more precise for absolute quantification, but further development of the NLR
algorithm may decrease intra assay variability. The observed bias is an indication that the calibra-
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tion of the regression method can be improved. However, the versatility depends on the level of
precision required, and in some settings, the increased cost etfectiveness of NLR may justify a mar-
oinally lower precision. When inhibition 1s an issue, NLLR may be more precise than CT, as PCR

etficiency 1s included in the estimate.
REFERENCES

(1) Rutledge RG. Sigmoidal curve-fitting redefines quantitative real-time PCR with the prospective of developing automated high-throughput applications. Nucleic Acids Res 2004; 32(22):e178.
(2) Liu W, Saint DA. Validation of a quantitative method for real time PCR kinetics. Biochem Biophys Res Commun 2002; 294(2):347-353.
(3) Bland JM, Altman DG. Statistical methods for assessing agreement between two methods of clinical measurement. Lancet 1986; 1(8476):307-310.




