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Figure S1. Representative western blots showing protein levels for ​Chk2 and Aurora-A in HCT116 cells transfected with two different siRNAs targeting CHK2 or transfected with plasmids expressing AURKA. Detection of actin was used as a loading control. 
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Figure S2. Representative western blots showing protein levels for ​ch-TOG, Chk2 and Aurora-A in HCT116 cells, isogenic CHK2 knockout cells or AURKA overexpressing cells after transfection with siRNAs targeting CH-TOG. Detection of actin was used as a loading control.
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Figure S3. Representative western blots showing protein levels for ​Cep192 and TPX2 in HCT116 cells after transfection with GFP-CEP192 and YFP-TPX2. Detection of actin was used as a loading control.
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Figure S4. (A) Representative western blots detecting the indicated proteins in HCT116 cells after transfection with the indicated siRNAs. Detection of actin was used as a loading control. (B) Representative agarose gels showing products of RT-PCR reactions from cells after transfection with the indicated siRNAs.
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gene knockdown
	spindle angle (mean, n)
	
significance (DMSO vs. Taxol)

	
	DMSO
(significance to control)
	Taxol
	

	
LUC (control)
	
4.3° (n=151)
	
5.3° (n=126)
	
n.s.

	
APC
	
8.1° (n=40)
(p<0.0001)
	
12.0° (n=40)

	
p=0.0211
(value increased!)

	
EB1
	
11.0° (n=66)
(p<0.0001)
	
10.7° (n=54)
	
n.s. 

	
TPX2
	
9.6° (n=95)
(p<0.0001)
	
10.6° (n=87)
	
n.s. 

	
DYNHC1
	
13.1° (n=47)
(p<0.0001)
	
13.3° (n=48)
	
n.s.

	
CLASP-1
	
8.7° (n=45)
(p<0.0001)
	
8.2° (n=43)
	
n.s. 

	
CLASP-2
	
12.1° (n=41)
(p<0.0001)
	
9.6° (n=44)
	
n.s. 

	
G1/3
	
12.9° (n=41)
(p<0.0001)
	
11.2° (n=43)
	
n.s. 

	
LIS1
	
14.3° (n=41)
(p<0.0001)
	
12.5° (n=43)
	
n.s. 

	
PCM-1
	
8.5° (n=40)
(p<0.0001)
	
8.2° (n=43)
	
n.s. 

	
p150GLUED
	
12.5° (n=63)
(p<0.0001)
	
15.0° (n=45)
	
n.s. 

	
Cep170
	
11.6° (n=45)
(p<0.0001)
	
6.4° (n=44)
	
p=0.0003

	
CLIP-170
	
12.9° (n=67)
(p<0.0001)
	
7.1° (n=66)
	
p<0.0001

	
NuMA
	
10.2° (n=53)
(p<0.0001)
	
4.1° (n=55)
	
p<0.0001



Figure S5. Summary of spindle angle measurements after siRNA mediated repression of the indicated genes in the absence of presence of Taxol®. This table represents a summary of the data shown in Figure 5C.
Supplemental Video Legends

Video S1. 3-D reconstruction of a typical symmetric monopolar spindle in a HCT116 cell treated with the Eg5/Kif11 inhibitor DME. Fixed cells were stained for tubulin (green) -tubulin (red) and chromosomes (blue) and 44 z-stack images with an optical spacing of 0.18 µm were recorded with an Olympus 100X, 1.42 NA objective. Images were deconvolved and 100 projections with a 360° X rotation were used to construct the video. The movie has a speed of 8 frames per second. The scale bar represents 5 µm.

Video S2. 3-D reconstruction of a typical asymmetric monopolar spindle in a SW620 cell treated with the Eg5/Kif11 inhibitor DME that can be easily recognized as asymmetric. Fixed cells were stained for tubulin (green) -tubulin (red) and chromosomes (blue) and 55 z-stack images with an optical spacing of 0.18 µm were recorded with an Olympus 100X, 1.42 NA objective. Images were deconvolved and 100 projections with a 360° X rotation were used to construct the video. The movie has a speed of 8 frames per second. The scale bar represents 5 µm.

Video S3. 3-D reconstruction of an asymmetric monopolar spindle in a SW620 cell treated with the Eg5/Kif11 inhibitor DME that appears to be symmetric when viewed from the top. Fixed cells were stained for tubulin (green) -tubulin (red) and chromosomes (blue) and 50 z-stack images with an optical spacing of 0.18 µm were recorded with an Olympus 100X, 1.42 NA objective. Images were deconvolved and 100 projections with a 360° X rotation were used to construct the video. When viewed from the top of the cell, the monopolar spindle seems to be symmetric at first glance. However, following rotation, the asymmetric spindle structure becomes apparent. This demonstartes that a proportion of cells with apparently symmetric spindles harbor asymmetric spindles as well indicating that the quantification of cells with asymmetric spindles might be underestimates. The movie has a speed of 8 frames per second. The scale bar represents 5 µm.

Video S4. Rapid re-formation of symmetric monopolar spindle formation in living HCT116-CHK2-/- cells after restoration of normal microtubule growth rates upon treatment with MLN8054. HCT116-CHK2-/- cells expressing GFP-tagged H2B (green) and mCherry-tagged -tubulin (red) were treated with 2 µM DME for 2 hrs before time-lapse microscopy was started. After one minute of recording the growth medium was replaced with medium containing 0.5 µM MLN8054 in the continued presence of DME. Images were recorded with 15 z-stacks every 30 seconds, deconvolved and maximal projections were used to construct the video. The movie has a speed of 5 frames per second and represents a total length of 19 minutes. The scale bar represents 15 μm. 

Video S5. Rapid re-formation of symmetric monopolar spindle formation in living HCT116-CHK2-/- cells after restoration of normal microtubule growth rates upon treatment with Taxol®. HCT116-CHK2-/- cells expressing GFP-tagged H2B (green) and mCherry-tagged -tubulin (red) were treated with 2 µM DME for 2 hrs before time-lapse microscopy was started. After three minutes of recording the growth medium was replaced with medium containing 2 nM Taxol® in the continued presence of DME. Images were recorded with 15 z-stacks every 90 seconds, deconvolved and maximal projections were used to construct the video. The movie has a speed of 5 frames per second and represents a total length of 39 minutes. The scale bar represents 15 μm. 
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