Supplementary Figure 1 Xiao et al.

A MEBARKI HCC PROGENITOR J B : N
1 Caronavirus disease —
FZDBERD.LP COVID-19 ~ Mus musculus @
(house mouse)
DUTERTRE ESTRADIOL RESPONSE .
24HR UP
Ribosome — Mus musculus | .
KOBAYASHI EGFR SIGNALING | . p.adjust (house mouse)
24HR DN 3.029177e-75
3.219934e-43 peust
A
FLORIO NEOCORTEX BASAL | @ ol Giete =N i
RADIAL GLIA DN 6.439868-43 SlLeyCle= JAUSIMUSCUIuSy @
(house mouse) 0.01
BLANCO MELO BRONCHIAL ® 8.653002=43
EPITHELIAL CELLS INFLUENZA A
DEL NST INFECTION DN DHL . S
Oocyte meiosis — Mus | &)
ROSTY CERVICAL CANCER | ® Count musculus (house mouse)
PROLIFERATION CLUSTER Q 15 cai
ount
100
GRAHAM CML DIVIDING VS ® 8 125 DNA replication — Mus | é O x
NORMAL QUIESCENT UP O musculus (house mouse) O 2
150 ~
60
SOTIRIOU BREAST CANCER GRADE | o O s O
1VS3UP .
PPAR signaling pathway — Mus ®
HOFFMANN LARGE TO SMALL PRE| o MusCulus (ROLSE IousE)
BIl LYMPHOCYTE UP
Protein digestion and
BURTON ADIPOGENESIS 3{®@ absorption — Mus musculusq @
(house mouse)
0.06 0.08 0.10 0.12 0.14 0.16
GeneRatio 0.025 0.050 0.075 0.100 0.125
GeneRatio
KEGG PATHWAYS IN CANCER J
KEGG FOCAL ADHESION O
KEGG MAPK SIGNALING PATHWAY .
p-adjust
KEGG REGULATION OF ACTIN .
CYTOSKELETON 90008
0.0010
KEGG NEUROTROPHIN SIGNALING ® 0.0015
PATHWAY
0.0020
KEGG CHEMOKINE SIGNALING @
PATHWAY Count
O 20
KEGG CHRONIC MYELOID LEUKEMIA O O 3
O w0
KEGG T CELL RECEPTOR ®
SIGNALING PATHWAY
KEGG SMALL CELL LUNG CANCER ®
KEGG GNRH SIGNALING PATHWAY { @

0.06 0.08 0.10 0.12
GeneRatio

Supplementary Figure 1. Analysis of transcript data from Dicer1 KO OP9 cells. A MSigDB
Chemical and genetic perturbations pathway enrichment analysis of downregulated DEGs in Dicer1
KO. B Wiki pathway enrichment analysis of upgrated DEGs in Dicer1 KO. C GTRD transcription
factor targets MSigDB KEGG pathway in Dicer1 KO.
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Supplementary Figure 2. qPCR verified the genes that were enriched with the most
significant differences in PPAR pathways. Results were plotted as Mean £+ SEM; n=3
independent experiments. p values were generated by unpaired Student’s t test. ( **p <0.01, ****p

<0.0001.)
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Supplementary Figure 3. The adipogenic ability was upregulated after transfection with mimics.
Results were plotted as Mean + SEM; n = 3 independent experiments. p values were generated by
unpaired Student’s t test. ( *p <0.05) (Scale bars, 50 um.)
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Supplementary Figure 4. gPCR analysis of established target genes of miR-204 or miR-
15b. Results were plotted as Mean £ SEM; n = 3 independent experiments. p values were
generated by unpaired Student’s t test. ( *p <0.05, ***p<0.001. )



