0.30 Oeatchnr. 1 0.30

Esatchnr. 2

Heatchnr. 3 0.20
0.20 Osatchnr. 4 :

EBatch nr.5

Batch nr. 6 > . -
0.10 Osatchnr. 7 g 010 ) AN
a _ N
0.00 0.00 L — —
2 4 6 8 10 12 14 16 2 4 6 8 10 12 14 16
Intensity Intensity

Membrane
Signaling

Proteasome

E2f/COPY
Signalosome

mitotic
spindle
assembly
Translation
dMyc/Max

Mitosis/APC
Cyclosome

dREAM
complex

0 100

Figure S3 (A) Normalization of the array data. Left: Histogram of the log, expression values from all Drosophila genome 2.0
arrays after RMA normalization. Samples are colored according to the batch in which they were processed. Note that the
distribution of the expression values is batch-dependent. Right: Histograms after correction of the batch effect using quantile
normalization. (B) Overlap percentage plot of the significant genes in all experiments. For each experiment with more than 50
significantly regulated genes, absolute logfold change > 0.3 at a p-value < 0.01), the percentage of overlap was calculated with
the significantly regulated genes of all other experiments matching these criteria. Clustering was performed using the cosine
angle distance metric and hierarchical clustering used average linkage. Diagonal shows self-overlap, 100%).
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