
Suppl. Table 1: miRNAs differentially regulated upon TACC3 

depletion in MCF7 cells thereby undergoing premature senescence.  

Analysis of differentially expressed miRNAs using the Genespring software (ver11) 

(expression changes ≥ 1.5-fold were determined four days after DOX-induced 

TACC3 shRNA expression that triggers premature senescence; p≤0.05; student‘s 

t-test).  



Suppl. Table 2: Overview of the number of differentially regulated, putative 

miRNA target genes vs. the total number of candidate miRNA target genes.  

Analysis of putative target mRNAs differentially regulated by miRNAs was performed using the 

Genespring software (ver11). Expression changes ≥ 1.75 were determined four days after DOX-

induced TACC3 shRNA expression and senescence induction (p≤0.05; student‘s t-test). As indicated 

in the last column, significant correlations between the total number of putative target mRNAs vs. the 

number of differentially expressed candidate target mRNAs were determined using Fisher‘s exact test 

(p≤0.05) and a Bonferroni correction (highly significant miRNA-mRNA correlations with p≤0.0018 are 

indicated in bold).    
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