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Setup: Red + Yellow Proteins
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What do we seek?

Which proteins are differentially abundant in
the Red and Yellow categories?



The New Scaffold Quantify View

800 Scaffold Q+S - Quantify - RY_5_and_5_TTest
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Scatter Plot: no test
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New Arrival: test options
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Quantitative Analysis Setup
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Selected Samples:

Sample Category
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New Arrival: Quantitative Profile
Column
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New Arrival: Volcano Plot

Volcano Plot (T-Test, p <= 0.05, No Correction)
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How do the new options affect the
test results?

Multiple Testing Correction:

¥ No Correction
Hochberg-Benjamini Correction (Recommended)
Holm-Bonferroni Correction
Hochberg Correction

8006 Quantitative Analysis Setup

Proteome
Software
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X: | Red :]v: | Yellow

Yellow

Original: no Correction, p <= 0.05

Red vs. Yellow Scatterplot (T-Test, p <= 0.05, No Correction)
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No Correction, p <= 0.01

Volcano Plot (T-Test, p <= 0.001, No Correction)
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Hochberg-Benjamini correction, p <= 0.01
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Red vs. Yellow Scatterplot (T-Test, p <= 0.001, (0.00007) Hochberg-

Benjamini Correction)
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Logl0(Standard Deviation)

New Arrival: log(mean) vs.
log(standard deviation) scatter plot

Logl0(Mean) vs. Log10(Stdev) Scatterplot
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Motivation: the PLGEM

Yeast NSAF dataset

B
PLGEM = Power Law Global Error Model .

\ : - A
Logq( ) = K*Log,o(> 8 K 5 1
G S
o
: K1 K2 S
[ KipK g,, .
-3 -2 -1 0 1 2
log10(rowMean)
Original:

PavelkaNorman, et al. "A power law global error model for the identification of
differentially expressed genes in microarray data." BMC bioinformatics 5.1 (2004): 203

Application to Proteomics:
PavelkaNorman, et al. "Statistical similarities betweanscriptomicsand quantitative

shotgun proteomics dataMolecular & Cellular Proteomi@s4 (2008): 63b44.

t
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X%

PLGEM on the scatter plot
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Red vs. Yellow Scatterplot (T-Test, p <= 0.05, No Correction)
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Protein stdev vs. PLGEM stdev
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Protein stdev vs. PLGEM stdev

Quantitative Valu

| 30S ribosomal protein S14 - Escherichia coli (strain K12)

30S ribosomal protein S14 - Escherichia coli (strain K12)
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Thank you!

Questions?



