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A6730 SIGMA: q2=0.27 (p=0.007)

Rapamycin: q2=0.33 (p=0.001)

GSK1059615*: q2=0.45 (p=8.7e-5)

GSK2119563: q2=0.34 (p=0.001)

GSK2126458*: q2=0.30 (p=0.001)
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Distribution of model variables in each cluster for Lapatinib network representation. Distribution of the 
model variables for the cell lines that were part of the resistant cluster R1 (in red) or were part of the sensitive 
clusters S1 (blue) and S2 (purple). For R1, the box plot illustrates the 10-90% range (line), the interquartile (box) 
and the median (black bar); a collapsed box means as for pErbB3 means that more than 75% of the cell lines 
are below the detection threshold for the given variable; for S1 and S2, the box represents the full range and 
the line is the median.
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