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Cell line
miRBase precursor : hsa-mir-34b
Total read count : 15782
hsa-miR-34b-3p read count : 6
hsa-miR-34b-5p read count : 15776
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Supplementary data S4: miRDeep analysis of miR-34b sequencing data for MDA-MB-231 cells
transfected with annotated miR-34b mimic.

The plot shows the percentage of reads for each individual base in the mature miRNA. The annotated
sequences are given in red, and the identified sequences and their number of reads are listed below.
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Supplementary data S5: miRDeep analysis of miR-34b and miR-34c sequencing data for MDA-
MB-231 cells transfected with control mimic.

The plot shows the percentage of reads for each individual base in the mature miRNA. The annotated
sequences are given in red, and the identified sequences and their number of reads are listed below.



Cell line : IOR-MOS
miRBase precursor : hsa-mir-34b
Total read count : 703
hsa-miR-34b-3p read count : 100
hsa-miR-34b-5p read count : 603
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Cell line : NHOST differentiated
miRBase precursor : hsa-mir-34b

Total read count 135

hsa-miR-34b-3p read count : 2

hsa-miR-34b-5p read count : 33

@
D
D

rua gy gd
remaining reads 10 ca g'«'aﬂﬂca%.&ir iéﬁvézu
sgygey qyyy  PEELEAS o
S 5 I W
37., A a a ('.\C u
freq.
»
1 e
0.75% w
0.5d
0.25um
length
hsa-miR-34b-3p
hsa-miR-34b-5p
5"- gugcucgguuuguaggcagugucauuagcugauuguacuguggugguuacaaucacuaacuccacugccaucaaaacaaggcac -3 exp
CCCCC- - CCCC- - - (L - - CCCC- e - - - - 23-33033333331)---333033)----333)--I)))) reads mm sample
............ UagYCagUIUCAUUAGCUGAUUG - - -« « - - - e e e mm e e e m e e e e mmm e e mmme e 1 0 seq
............. aggCcaguUgUCAUUAGCUGAUUG - « « -« - e ne e e memmm e mmmmamsnnananeenennnnnn 3 0 seq
............. AggCagUGUCAUUAGCUGAUUGU - - -« « o o s e e o m e e e e e e em e e a e e eaa e 26 0 seq
............. agycaguUgUCAUUAGCUGAUUGUR . - « - - - e e e m e e e m o me e e e mme e mmmme e 0 seq
................................................. caaucacuaacucCacugcCauC. ... - .....- 0 seq
.................................................. aaucacuaacuccacugecauc. . ... . .....- 1 (o] seq

-
-
oQ
[
-
&0
@<



Cell line : NHOST differentiated
miRBase precursor : hsa-mir-34b

Total read count 135

hsa-miR-34b-3p read count : 2

hsa-miR-34b-5p read count : 33
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Supplementary data S6: miRDeep analysis of miR-34b sequencing data for IOR-MOS and

differentiated NHOST cells.

The plot shows the percentage of reads for each individual base in the mature miRNA. The

annotated sequences are given in red, and the identified sequences and their number of reads

are listed below.
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miR-34b mimic

[0-10]
0B4
NHOST [0-10]
un-differentiated
NHOST [0-33]
differentiated
SA-4 [0-20]
MDA-MB-231 [0-21]
MHM [0-186]
IOR-0S18 [0-17]
SAQS2 [0-31]
IOR-MOS (0-588]
miR-34b gene 5. GTGCTCGGTTTGTAGGCAGTGTCATTASCTGAT TETACTGTGSTEETTACAATCACTAACTCCACTGCCAT CAAAACAAGECAC -3
sequence

miR-34b-5p miR-34b-3p

Supplementary data S7: Raw sequencing reads of mature miR-34b from both non-malignant and malignant cells.

Bars indicating the percentage of reads for the individual bases in the miR-34b gene sequence, obtained from raw sequencing data of MDA-MB-231
and noncancerous mesenchymal stromal cells (NHOST) before and after ostecgenic differentiation, ostecblast primary culture (OB4), and liposar-
coma (5A-4) and osteosarcoma cell lines (MHM, 10R-0518, SA052, IOR-MOS). The annotated sequence is underscored. The numbers in brackets
represent the number of total reads for each cell line.
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