CBL:; TIU_CMC_MD2.ID01810.3p-miR; 5UTR: 31; -113; 87; 23

5' -GGCGGCGGCGGCGGCGGCCGGGA-3"
FEErrrrrrrrrrrrrrrert |

3'-CCGUCGCCACCAUCGUCGACCAU-5'

RABS5A; TJU_CMC_MD2.1D03229.5p-miR; 5'UTR; 327; -115; 86; 22
5'-GGCGACGCCGCCGCCGCCACCA-3"

CEEEEEEEE el
3'-CUACCACGGCGGCGGCGGCGGC-5"

IRUNX1; TTU_CMC_MD2.ID01321.5p-miR; 5'UTR; 1436; -110; 90; 21
5'-CCCGCCCCCCCCCACCCCCCG-3"

FEEEEEERrEr e rrrrnrl
3' -GGGCGGGAAGGAGAAGGGGGC-5"

CBL; miR-3198; CDS: 1589; -106; 88; 22
5" -UCUCCAUUCUCCAUGGCCCCAC-3"

FEEETEEEr et
3' -AGAGGUAAGGGGUCCUGAGGUG-5"

ATM; miR-5095; 3'UTR; 9787; -108; 93; 21
5' -CGCAGCGGCUCACGCCUGUAA-3"
FEEEEEE R
3'-GCGCCACCAAGUGCGGACAUU-5"

IATM; miR-619-5p; 3'UTR; 9793; -119; 98:; 22

5' -GCCUGGCCAGUAUGGUGAAAC-3'
FEETEREEE el

3'-CGGACUGGUUGUACCACUUUG-5'

ATM; miR-5096; 3'UTR; 9882; -104; 92; 21
5'-GCCUGGCCAGUAUGGUGAAAC-3"
FEEEEREEEr e rerrrl
3'-CGGACUGGUUGUACCACUUUG-5"

IATM; miR-1273a; 3'UTR; 11054; -119; 90; 25

5" -GAGACAGAGUCUUGCUCUGUCACCC-3"
FEEE TErr e

3'-UUCUUUCUCAGAACGAAACAGCGGG-5"

IATM; miR-1273g-3p; 3'UTR; 11076; -113; 96; 21

5' -CCCAGGCUGGAGUGCAGUGGC-3"
FEEEEErrrr et rrrend

3'-GAGUCCGACCUCACGUCACCA-5"

IATM; miR-1273e; 3'UTR; 11119; -108; 93; 22

5" -UCUGCCUCCUGGGUUCAAGCAA-3"
FETEETET el

3'-AGGUGAAGGACCCAAGUUCGUU-5"

CBL; miR-1273a; 3'UTR; 7727; -117; 89; 25
5' -GAGAUGGAGUCUCGCUGUGUCGCCC-3"
PEEE et rerrrrnd
3'-UUCUUUCUCAGAACGAAACAGCGGG-5"

CBL; miR-566; 3'UTR; 7838;-98; 90; 19

5" -GCUGGGAUUACAGGCGCCU-3"'
FEEEEEET el

3'-CAACCCUAGUGUCCGCGGG-5"

CBL; miR-3155a; 3'UTR; 10588; -106; 91; 21
5'-AGUGCCCUCUGCAGGGCCUGG-3"

FEE TR E et
3'-UCAAGGGUGACGUCUCGGACC-5"

IL11; miR-1273f; 3'UTR; 1466; -102; 98: 19
5'-CACUGCAACCUCCACCUCC-3"

FEEETEEEE ety
3'-GUGACGUUGGAGGUAGAGG-5"

IL11; miR-1273d: 3'UTR; 1467; -121; 89; 25

5' -ACUGCAACCUCCACCUCCCGGGUUC-3"
FEEEEEErrre trret rrrrrnd

3'-UGACGUCGGAGUUGGAGUACCCAAG-5"

IL11; miR-1273e¢; 3'UTR; 1476; -113; 96; 22
5" -UCCACCUCCCGGGUUCAAGCAA-3"'
A 1
3'-AGGUGAAGGACCCAAGUUCGUU-5"

UL11; TTU_CMC_MD2.ID01404.5p-miR; 3'UTR; 1476; -113:91: 23
5'-GCAACCUCCACCUCCCGGGUUCA-3"

FEEEEErrr rrrrrerrrrirl
3' -CGUUAGAGAAGGAGAGCCCAAGU-5'

IL11; miR-5095; 3'UTR; 1982; -106; 91; 21
5'-CAUGGUGGCUCACGCCUGUAA-3'
FEEEEEEET et
3'-GCGCCACCAAGUGCGGACAUU-5"

IRUNX1:; TIU_CMC_MD2.ID00436.3p-miR; 3'UTR; 5464:; -108; 93: 23
5'-GUGUGUGCGUGUGUGUGUGUGUG-3"

FEEEEEEEE e
3'-CACACACGCAUAUAUACACACAU-5'

STMNI; miR-1273a; 1729; 3'UTR; -115; 87; 25
5" -GAGGCAGAGUCUCACUCUGUCGCCC-3"
PEEE trrr et e
3'-UUCUUUCUCAGAACGAAACAGCGGG-5"

ISTMNI; miR-1273c; 1731; 3'UTR; -106; 88; 22

5'-GGCAGAGUCUCACUCUGUCGCC-3"
FEEEEEEErErr el

3'-CUGUCCCAGAGCAAAACAGCGG-5"'

STMNI; miR-1273-3p; 1751; 3'UTR; -103; 93; 21

5'-CCCAGGCUGGAGGGCAGUGGC-3"
FEEEEEErE e rrrrrrnl

3'-GAGUCCGACCUCACGUCACCA-5"

ISTMNI; miR-1285-3p; 1735; 3'UTR; -104; 89; 22

5' -GAGUCUCACUCUGUCGCCCAGG-3"
FEEEEEEEE el

3'-UCCAGAGUGAAACAACGGGUCU-5'

STMN1; miR-5585-3p; 1831; 3'UTR; -106; 91; 22

5'-CUCCCGAGUAGCUGGGACUACA-3"'
FEEREEErr e e 1

3'-GAGAGCUCAUCGACCAUGAAGU-5"

SFN; TJU_CMC_MD2.ID00436.3p-miR; 3'UTR; 1190; -104; 89: 23
5' -GUGUGUGUGUGUGUGUGUGUGUG-3"

FEETEEEREEE el
3' -CACACACGCAUAUAUACACACAU-5'

SFN; TIU_CMC_MD2.ID00436.3p-miR; 3'UTR; 1202; -104; 89; 23
5'-GUGUGUGUGUGUGUGUGUGUGUG-3"

FEEETEEEr el
3' -CACACACGCAUAUAUACACACAU-5'

ISFN; TIU_CMC_MD2.ID01727.5p-miR; 3'UTR; 1203; -106; 91; 23
5'-UGUGUGUGUGUGUGUGUGUGUGC-3"

FEEEEEE et rerl
3'-ACACACAAACAAACAUACACACG-5"

SFN; TIU_CMC_MD2.ID02868.3p-miR; 3'UTR; 1188; -113; 90; 23
5'-GGGUGUGUGUGUGUGUGUGUGUG-3"

3" -UCCACAGACACACACACACACGC-5"

pairs G-U and A-C highlighted in bold type.

INote: Gene; miRNA; the miRNA region; start of binding site (nt); the free energy, AG (kJ/mole); the AG/AGm (%); length of
miRNA (nt). The upper and lower nucleotide sequences of mRNA and miRNA, respectively. The nucleotides of non-canonical

Supplemental Figure S1 Schemes of miRNA interaction with mRNA of candidate genes of

breast cancer triple-negative subtype.




