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Suppl. Figure S2: Adhesion dependent expression of Tns3 in MCF7 cells. 
(A) MCF7 cells were cultivated on polyHEMA coated dishes for up to 72 h. Afterwards cells were 
allowed to readhere to normal culture dishes. Scale bars, 50 µm (B) Tns3 mRNA transcript levels 
from indicated conditions were determined by qRT-PCR and normalized to ALAS1 and HPRT1. (C) 
Quantification of Tns3 protein levels in total cell lysates from indicated conditions normalized to 
tubulin. (D) Quantification of vinculin protein levels in total cell lysates from indicated cells 
normalized to tubulin. (E) Quantification of talin protein levels in total cell lysates from indicated 
cells normalized to tubulin. All error bars represent ± SEM, n=3. P-values were calculated by Tukey’s 
post-hoc test using one-way ANOVA (* p≤0.05, *** p≤0.001). 
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Suppl. Figure S3: Impaired adhesion of HCT8 colon cancer cells depleted of Tns3.  
(A) Tns3 levels in parental HCT8 cells, and HCT8 cell stably transfected with control or Tns3-
specific shRNA. Representative western blots of total cell lysates. (B) Adhesion of stable HCT8 cell 
lines to collagen-coated surfaces for 60 min. Shown is the percentage of adhered cells normalized to 
the control. Error bars represent ± SEM, n=3. * p≤0.05 according to unpaired one-sample student’s 
t-test. 
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Suppl. Figure S4: Tns3 knockdown in MDA-MB-468 using specific siRNAs. 
(A) Phase contrast images of 468 cells transfected with different Tns3 specific siRNAs and 
ctrl siRNA respectively. Cells were additionally stained for F-actin. Scale bars are 50 µm and 
10 µm, respectively. (B) Western blot of Tns3 in total cell lysates from indicated cells. 
Tubulin was used as a loading control. 
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Suppl. Figure S5: CEACAM6 and E-cadherin in MDA-MB-468 subpopulations. 
(A) Transcriptome profiling of the 468par cells (3 independent RNA preparations) and 468susp 
cells (RNA preparations of 3 independent selections) showed differentially expressed 
CEACAM6. Depicted are mean microarray signal intensities. (B) CEACAM6 mRNA transcript 
levels were determined by qRT-PCR normalized to ALAS1 and HPRT in 468par and 468susp 
cells. Error bars represent ± SEM, * p≤0.05 according to unpaired one-sample student’s t-test 
(n=3). (C) Western blot of E-cadherin in total cell lysates from indicated cells. Tubulin was 
used as a loading control. (D) Representative images of indicated cells plated on glass 
coverslips before fixation and stained for E-Cadherin (green) and F-actin. Merged images show 
E-Cadherin (green), F-actin (red) and DNA (blue). Scale bars, 20 µm. 
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Supplemental Table 1: 
Transcriptome microarray results showing differentially expressed genes in non-adherent MDA-MB-468 
subpopulations compared to parental control cells. All genes differentially expressed at an FDR smaller than 4.62% 
and with more than twofold differences between the mean expression value of adherent vs suspension cells are 
shown (n=3 each). Primary datasets available at GEO, accession number GSE 98062. 

Click here to Download Table S1
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