PANP Supplemental Materials

Comparative results with Half-Price method

A PM-only gene detection method, called the Half-Price method, has recently been developed (Wu and Irizarry 2005), but was not publicly available at the time the PANP paper was written. Software for this method was kindly provided to us by the authors, and we analyzed it along with our PANP method and MAS-P/A. Following are the summary results of this comparative analysis.
Plots of ROC curves (Fig. H2), total accuracy (mean(TP+TN rates) (Fig. H3a-H3c), and summary accuracy (Fig. H5) are shown below. (The figures are numbered as "H" versions of figures of the same number in the paper.)

Fig. H2 and H5 show that for all concentration levels, the Half-Price method is outperformed by PANP with either GCRMA or MAS5.0 preprocessing. This performance gap is largest for the smaller concentration levels, all below 4.0 pM. However, RMA/PANP underperforms Half-Price for all levels between 0.25 pM. and 8 pM.

Half-Price outperforms MAS-P/A for 0.25 pM and for all concentrations above 2.0 pM.
In the area of total accuracy (mean(TP+TN rates)), Figures H3a-H3b reveal that in general Half-Price performs less well than PANP with either GCRMA or MAS5.0 preprocessing. However, Fig. H3c shows that in general Half-Price performs better than MAS-P/A overall (with some exceptions at the highest cutoff).
In conclusion, our analysis shows that, overall, the Half-Price method is outperformed by PANP (when coupled with GCRMA or MAS5.0 preprocessing). However, Half-Price in turn outperforms the current standard MAS-P/A method overall.
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Figure H2.  ROC plots (TP vs. FP rates) comparing PANP with three different preprocessing methods to MAS5 P/A calls and Half-Price.
[image: image2.png]Total Accuracy (mean(TP+TN)) rate

1.0

08

06

04

Total Accuracy (TP+TN) rate per spikein level
GCRMA/PANP (solid) vs. Half-Price Method (dashed)

g

BaEnzaet

e

<8

|
g
B3

E3E5

T T T T T T T T T T T T T
0125 025 05 32 64 128 256 512

~
IS
©
e

‘Spikein Concentration Level





Figure H3a. Total Accuracy plots, defined as mean (TP+TN rates) vs. spikein level. Solid lines denote PANP, while Half-Price uses dashed lines. Results using several equivalent cutoffs are shown (equivalence via FP rates, as in Table S1), which covers the range of FP rates <= 0.1. PANP was preprocessed with GCRMA.
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Figure H3b. Same as Fig. H3a except PANP was preprocessed with MAS5.0.
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Figure H3c. Total accuracy plot comparing Half-Price method (solid lines) with MAS-P/A (dashed).
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Fig. H5. Summary accuracy plots: areas calculated under the ROC curves that appear in Fig. H2, per spike-in concentration level. The five methods are color-coded.
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