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Supplementary figures and tables are given below. 



Supplementary Figure 1 – Venn Diagram
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Supplementary Figure 2 - Venn Diagram
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Venn Diagram of the proteins identified by shotgun proteomics from a cell 
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Supplementary Table I – Statistical analysis for differential expressivity in state B1 relative to state B2.  

Data in the table are organized according to the groups Low, Medium, High, and Very High, relative to 

the average signal �̅ of each protein over the replicates in which it appears. A protein appearing in t 

replicates is counted in the corresponding row of column Num. Proteins within its group. Dividing the 

resulting number by the column’s total for the group yields ��. The average signal for the experiment at 

hand was obtained by averaging the spectral counts of a given protein.  However, other quantitation 

strategies can be adopted as, for example, integrating extracted ion chromatograms with a label-free 

quantitation program such as Census (Park et al., 2008).  PatternLab is ready to handle both label-free 

and label-based relative quantitation. 

Low (2 � �̅ < 2.5) 

Num. Rep. (t) Num. Proteins Fraction (��) p-value 

1 613 0.637 0.180 

2 283 0.294 0.056 

3 66 0.069 0.019 

Medium (2.5 � �̅ < 4) 

1 297 0.310 0.141 

2 417 0.435 0.042 

3 245 0.255 0.015 

High (4 � �̅ < 9) 

1 168 0.176 0.112 

2 185 0.193 0.033 

3 604 0.631 0.011 

Very High (9 � �̅ < 896.3) 

1 59 0.070 0.083 

2 62 0.073 0.024 

3 725 0.857 0.008 

 

  



Supplementary Table II – Statistical analysis for differential expressivity in state B2 relative to state B1. 

Low (2 � �̅ < 2.5) 

Num. Rep. (t) Num. Proteins Fraction (��) p-value 

1 533 0.691 0.186 

2 196 0.254 0.058 

3 42 0.054 0.020 

Medium (2.5 � �̅ < 4) 

1 308 0.355 0.147 

2 364 0.420 0.044 

3 195 0.225 0.015 

High (4 � �̅ < 9.3) 

1 200 0.21 0.120 

2 236 0.248 0.036 

3 515 0.542 0.012 

Very High (9.3 � �̅ < 611.7) 

1 67 0.088 0.088 

2 68 0.089 0.025 

3 630 0.824 0.009 
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