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Supplementary Figure S1
Analysis of FOXJ3 expression in the cell model system upon transfection of the Target Site Blockers (TSB).
(A) qRT-PCR analysis of RNA from Scr_KD or miR-27a_KD and Scr_OE or miR-27a_OE cells transfected with TSB1 and TSB2, directed against
the seed-sequences recognized by miR-27a on FOXJ3 mRNA, or the negative control.
(B) Western blot analysis for FOXJ3 on extracts from Scr_KD or miR-27a_KD and in Scr_OE or miR-27a_OE cells transfected as in A.
(C) Gene ontology analysis of the major pathways modulated by miR-27a according to the TCGA-COADREAD dataset patients. The graph bars
illustrate the most influenced pathways among which “cellular component organization or biogenesis” is the top one (a deeper colour indicates
a smaller p-value).
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Supplementary Figure S2

Supplementary Figure S2
The putative recognition sequences for miR-27a on the mRNAs corresponding to some components of the mitochondrial biogenetic process are illustrated along with their 
hybridization free energies.
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Supplementary Table S1. A 
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Gene Forw ard Pr imer R everse  Pr imer 

FOXJ3 5’ – AGC  CTA  ACG  TCT  ATG  GAC  TGG  T – 3’ 5’- GGT  CAA  GGA  GTG  C AT  TCT  TCT  TA - 3’ 

PGC1α 5’ – AAG  GTC  TCC  AGG  C AG  TAG  AT-3’ 5’ - AAG  GGA  GAA  TTT  CGG  TGC  GT - 3’ 

NRF1 5’ – TCT  CAC  CCT  CCA  AAC  CTA  AC – 3’ 5’ – CCC  GAC  CTG  TAG AGT  ACT  TG – 3’ 

TFAM 5’ – GGC  AAG  TTG  TCC  AAA  GAA  ACC – 3’ 5’ – GCA  TCT  GGG  TTC  TGA  GCT  TTA - 3’ 

18S 5’ – GGG  AGC  CTG  AGA  AA C  GGC -3’ 5’ –GGG  TCG  GGA  GTG  GGT  AA T TT – 3’ 

SOX9 5’ – CTC  AAC  GGG  TCC  CTG  AGT  TG – 3’ 5’ – TCC  GTT  TTG  GTT  TTG  GAG  CG – 3’ 

C laudin1 5’ – GAT  AAT  TGG  AGT  GAA  TGA  ATG  AAA  AG – 3’ 5’ – GTT  TCA  GGG  CGG  CTC  AC – 3’ 

tR NA -Le u 5’ - CAC  CCA  AGA  ACA  GGG  TTT  GT – 3’ TGGCC ATGG AT ATGT  TGT  TA – 3’ 

MT - RNR 2 5’ - CGA  AAG  GAC  AAG  AGA  AAT  AAG  G – 3’ 5’ - CTG  TAA  AGT  TTT  AA G  TTT  T AT GCG – 3’ 

Supplementary Table S1
The table reports the sequences of the Target Site Blockers (TSB) and negative control (1A), the antibodies 
used throughout the manuscript (1B) and the sequences of the primers used for qRT-PCR and q-PCR (1C).



Original images for blots/gels 

The miR-27a/FOXJ3 axis dysregulates mitochondrial 

homeostasis in colorectal cancer cells 

Giovannina Barisciano1*, Manuela Leo1*, Livio Muccillo1, Erica Pranzini2, Matteo Parri2, 

Vittorio Colantuoni1, Maria Letizia Taddei3 and Lina Sabatino1§



Figure S1C

FOXJ3

α-Tubulin for FOXJ3

FOXJ3

α-Tubulin for FOXJ3

50 -

75 -

37 -

25 -

100 -

150 -
250 -

kDa

kDa

50 -

75 -

37 -

25 -

150 -

100 -

250 -

kDa

kDa

75 -

100 -

50 -

75 -

100 -

50 -

HCT116 - Scr_KD and miR-27a_KD HT29 - Scr_OE and miR-27a_OE



Figure S1E
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Figure S2

Panel A (HCT116 - Scr_KD and miR-27a_KD)
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Figure S2

Panel A (HT29 - Scr_OE and miR-27a_OE)
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Figure S2

Panel C (HCT116 - Scr_KD and miR-27a_KD)
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Figure S2

Panel C (HT29 - Scr_OE and miR-27a_OE)
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Figure S3 
Panel B
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Figure S3

Upper panel D (HCT116 - Scr_KD and miR-27a_KD)
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Figure S3
Lower panel D
(HCT116 - Scr_KD and miR -27a_KD)
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Figure S3

Upper panel D (HT29 - Scr_OE and miR-27a_OE)
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Figure S3

Lower panel D

(HT29 - Scr_OE and miR-27a_OE)
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Figure 6 A 
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Supplementary Figure S1B
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