Suppl. Table 1: miRNAs differentially regulated upon TACC3
depletion in MCF7 cells thereby undergoing premature senescence.

miRNA Regulation Folélei:'%r:saese f P value
hsa-miR-146b-5p up 3,82 0,0094
hsa-miR-1977 up 2,34 0,0345
hsa-miR-181a* up 2,20 0,0174
hsa-miR-193b* up 2,14 0,0243
hsa-miR-141 up 1,98 0,0046
hsa-miR-1973 up 1,92 0,0229
hsa-miR-29b-1* up 1,77 0,0033
hsa-miR-125b up 1,72 0,0322
hsa-miR-21* up 1,71 0,0213
hsa-miR-491-3p up 1,69 0,0001
hsa-miR-30c up 1,68 0,0203
hsa-miR-200a* up 1,64 0,0189
hsa-miR-30e up 1,54 0,0450
hsa-miR-200c* up 1,53 0,0424
hsa-miR-1275 up 1,53 0,0002
hsa-miR-183"* down 3,34 0,0037
hsa-miR-501-3p down 2,65 0,0046
hsa-miR-345 down 263 0,0140
hsa-miR-18a down 2,27 0,0071
hsa-miR-194 down 2,07 0,0429
hsa-miR-33a down 2,06 0,0005
hsa-miR-218 down 1,99 0,0341
hsa-miR-32 down 1,94 0,0046
hsa-miR-17 down 1,93 0,0205
hsa-miR-18b down 1,84 0,0169
hsa-miR-19a down 1,83 0,0115
hsa-miR-19b down 1,83 0,0109
hsa-miR-7 down 1,82 0,0388
hsa-miR-192 down 1,77 0,0072
hsa-miR-19b-1* down 1,75 0,0011
hsa-miR-101 down 1,70 0,0301
hsa-miR-362-3p down 1,70 0,0051
hsa-miR-769-5p down 1,64 0,0164
hsa-miR-20a down 1,62 00,0339
hsa-miR-15b down 1,61 0,0207
hsa-miR-590-5p down 1,57 0,0243
hsa-miR-503 down 1,54 0,0283
hsa-miR-219-5p down 1,562 0,0284

Analysis of differentially expressed miRNAs using the Genespring software (verll)
(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.

miRNA regl::l::-uﬁ:er:n;:;lal:ive Cagnedr.il::t; :$;EEt P value
target genes

1 hsa-miR-17 138 1601 0,000011
2 hsa-miR-20a 138 1594 0,000008
3 hsa-miR-30e 129 1445 0,000004
4 hsa-miR-30¢ 124 1440 0,000031
5 hsa-miR-19a 124 1385 0,000004
6 hsa-miR-19b 124 1383 0,000004
7 hsa-miR-15b 108 1359 0.001533
=] hsa-miF-217* 99 1345 0021258
9 hsa-miR-32 96 992 0,000002
10 | hsa-mik-218 5 928 0,005707
11 | hsa-miR-101 B5 855 0032452
12 | hsa-miR-125b 1 845 0,088203
13 | hsa-miR-7 53 473 0,000007
14 | h=za-miR-303 a5 55 0,002857
18 | hsa-mik-18a 32 320 0,0036598
16 | hsa-miR-18h 32 320 0,003688
17 | hza-miR-280-5p a0 07 0006633
18 | hsa-mik-218-49p 29 417 0,342806
18 | hsa-mik-481-3p 25 278 0,028984
20 | hsa-miR-194 23 B3 0651865
21 | hsa-miR-362-3p 21 327 0634206
22 gﬁa‘miR‘MEb‘ 20 168 0,002443
23 | hsa-miR-33a 15 376 0,148934
24 | hsa-miR-192 13 125 0051686
25 | hsa-miR-345 11 140 0277760
26 | hsa-miR-501-3p 2| 241 0211704
27 | hsa-miR-789-5p 7 126 1,000000
28 | hsa-miR-1275 3 a0 0493812

Analysis of putative target mRNAs differentially regulated by miRNAs was performed using the
Genespring software (verll). 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 mMRNAs vs. the
number of differentially expressed candidate target mMRNAs 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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