CBL; ID01810.3p-miR; 5'UTR; 31, -113; 87; 23
5'-GGCGGCGGCGGCGGCGGCCGGGA-3"

EEEEEEEEr e |
3'-CCGUCGCCACCAUCGUCGACCAU-5"

RAB5A; 1D03229.5p-miR; 5'UTR; 327; -115; 86; 22
5'-GGCGACGCCGCCGCCGCCACCA-3'

PEETEEE e
3'-CUACCACGGCGGCGGCGGCGGC-5"

RUNX1; ID01321.5p-miR; 5'UTR; 1436; -110; 90; 21
5'-CCCGCCCCeceecaceceeees-3"

FEErrrrrrrrer rrrrrnd
3'-GGGCGGGAAGGAGAAGGGGGC-5"

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

PETEEREErrrrr rrrrrrrd
3' -AGAGGUAAGGGGUCCUGAGGUG-5"

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

NERRR R R REE RN
3'-GCGCCACCAAGUGCGGACAUU-5'

ATM; miR-619-5p; 3'UTR; 9793; -119; 98; 22
5'-GCCUGGCCAGUAUGGUGAAAC-3"'

PETEEEEr e
3'-CGGACUGGUUGUACCACUUUG-5"

ATM; miR-5096; 3'UTR; 9882; -104; 92; 21
5'-GCCUGGCCAGUAUGGUGAAAC-3"

FEEEEErr e
3' -CGGACUGGUUGUACCACUUUG-5"

ATM; miR-1273a; 3'UTR; 11054; -119; 90; 25
5'-GAGACAGAGUCUUGCUCUGUCACCC-3"

FEEE Trrr e
3' -UUCUUUCUCAGAACGARACAGCGGG-5"

ATM; miR-1273g-3p; 3'UTR; 11076; -113; 96; 21
5'-CCCAGGCUGGAGUGCAGUGGC-3"

FPEEEEEEE Rt
3'-GAGUCCGACCUCACGUCACCA-5'

ATM; miR-1273e; 3'UTR; 11119; -108; 93; 22
5'-UCUGCCUCCUGGGUUCAAGCAA-3"

PEEEEEEr e
3' -AGGUGAAGGACCCAAGUUCGUU-5"

CBL; miR-1273a; 3'UTR,; 7727; -117; 89; 25
5'-GAGAUGGAGUCUCGCUGUGUCGCCC-3"

FEEE et rrrrrnd
3' -UUCUUUCUCAGAACGAAACAGCGGG-5"

CBL; miR-566; 3'UTR,; 7838; -98; 90; 19
5'-GCUGGGAUUACAGGCGCCU-3"'

PEEEETEEErEr il
3'-CAACCCUAGUGUCCGCGGG-5"

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

LD Pt
3'-UCAAGGGUGACGUCUCGGACC-5"

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

FEEETEETErrrr el
3'-GUGACGUUGGAGGUAGAGG-5"'

IL11; miR-1273d; 3'UTR,; 1467; -121; 89; 25
5'"-ACUGCAACCUCCACCUCCCGGGUUC-3"

FEEEEErEErrr et rrrrrrd
3' -UGACGUCGGAGUUGGAGUACCCAAG-5"

IL11; miR-1273e; 3'UTR; 1476; -113; 96; 22
5'-UCCACCUCCCGGGUUCAAGCAA-3'

PEETEEEEErr e
3' -AGGUGAAGGACCCAAGUUCGUU-5"

IL11; ID01404.5p-miR; 3'UTR; 1476; -113; 91, 23
5'-GCAACCUCCACCUCCCGGGUUCA-3"

FEEEEEEr Trrrr el
3' -CGUUAGAGAAGGAGAGCCCAAGU-5"

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

LRl
3'-GCGCCACCAAGUGCGGACAUU-5"

RUNX1; ID00436.3p-miR; 3'UTR,; 5464; -108; 93; 23
5'-GUGUGUGCGUGUGUGUGUGUGUG-3"'

FEEEEErrrrr el
3'-CACACACGCAUAUAUACACACAU-5'

STMN1; miR-1273a; 1729; 3'UTR; -115; 87; 25
5'-GAGGCAGAGUCUCACUCUGUCGCCC-3"

FEEE brrrrrr el
3' -UUCUUUCUCAGAACGAAACAGCGGG-5"

STMN1; miR-1273c; 1731; 3'UTR; -106; 88; 22
5'-GGCAGAGUCUCACUCUGUCGCC-3"

NERRRRRRRRRRRRERRRRRN
3'-CUGUCCCAGAGCAAAACAGCGG-5"

STMN1; miR-1273-3p; 1751; 3'UTR; -103; 93; 21
5'-CCCAGGCUGGAGGGCAGUGGC-3'

FEErrrrrrrrr reerernd
3'-GAGUCCGACCUCACGUCACCA-5'

STMN1; miR-1285-3p; 1735; 3'UTR; -104; 89; 22
5'-GAGUCUCACUCUGUCGCCCAGG-3"'

FEEErrrr el
3' -UCCAGAGUGAAACAACGGGUCU-5'

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

PEErrrrrrrrreer rer
3' -GAGAGCUCAUCGACCAUGAAGU-5'

SFN; 1D00436.3p-miR; 3'UTR; 1190; -104; 89; 23
5'-GUGUGUGUGUGUGUGUGUGUGUG-3"

EEEEEEr e e e el
3'-CACACACGCAUAUAUACACACAU-5'

SFN; 1D00436.3p-miR; 3'UTR; 1202; -104; 89; 23
5'-GUGUGUGUGUGUGUGUGUGUGUG-3"'

PETEETEEE Rl
3'-CACACACGCAUAUAUACACACAU-5'

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

IR er vt et
3'-ACACACAAACAAACAUACACACG-5'

SFN; 1D02868.3p-miR; 3'UTR; 1188; -113; 90; 23
5'-GGGUGUGUGUGUGUGUGUGUGUG-3"'
R

3'-UCCACAGACACACACACACACGC-5"

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

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

breast cancer triple-negative subtype.




