mitotic
spindle
assembly

Membrane
Signaling

Proteasome

E2f/COP9
Signalosome

dMyc/Max

dREAM
complex

Translation
Mitosis/APC
Cyclosome

Exposiment Bateh

sigGenes = om - mmm - - - Eee—— _——amas = w ——
BgRE Eey By S B SAT N S S Ry T R R I R Y T SRR Tes RRa T L TS ga - Gosonan o:
g R R L
T8 B eflleogWoeFE X ¥="F Of &H602 g R PR oS B R ERRER LG 2E ] Ei=e
&3 3 LEEEE EL AR 374 8 g R L ‘é “&56“53 2348 U%%ms&g
5 B EE 253

0 500 1000 1500 2000 2500

Distance

0 02 04 06 08 1

Figure S4 Overlap between significantly regulated target genes in all samples. Excess gene overlap over that expected by
random was calculated for each pair of expression analyses in the same and in the opposite directions. The overlap scores for
up- and down-regulated genes was calculated and the higher of the two was used in hierarchical clusterering and plotted as a
heatmap. Subclusters that contain multiple members of the same protein complex or signaling pathway are named according
to the known function of the genes, and indicated by coloring the corresponding branch of the dendrogram similar to the colors
used in Figure 2.

M. Bonke, et al. 53l



