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Supplementary Materials

a

Cancer types Dataset (n) Correlation coefficient (p value)

Breast cancer (BRCA) mRNA (1093) 0.1005 (p=0.0008)

Lung adenocarcinoma (LUAD) n(mRNA ∩ miRNA ∩mutation) = 181 0.3619 (p=5.7e-07)

Lung squamous cell carcinoma (LUSC) n(mRNA ∩ miRNA ∩ mutation) = 52 0.3722 (p=0.0066)

Head & neck squamous cell carcinoma (HNSC) n(mRNA ∩ miRNA ∩ mutation) = 244 0.5819 (p=1.63e-23)

b 
BRCA

LUSC HNSC

LUAD



Figure S1. Reciprocal interaction between Snail and Zeb1:

(a) Survival rate of patients with different expression of Snail and Zeb1; (b) An supervised hierarchical

clustering of genes associated with Snail and Zeb1 expression profiles in other type of cancers. In the

heatmap, red denotes higher relative expression, whereas green indicates lower relative expression,

with degree of color saturation reflecting the magnitude of the log expression signal; (c) Immunoblot

analysis of Snail (Left panel), Zeb1 (Right panel) and E-cadherin (Both panel) in whole lysate, after

respective knockout of Snail and Zeb1 in HCT116. Representative blots are shown from at least two

independent experiments; (d) Schematic illustration of Snail1 and Zeb1 gene structure and target

sequences around the target loci. The gRNA target sequences are indicated by red. The genomic

sequences around the target sites of wild type (WT) and Snail CRISPR 1,2 cells. Knockout of Snail and

Zeb1 decreases; (e) migratory activity and (f) drug resistance against taxol (*p<0.05 compared with

control, Mann-whitney test);
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Snail

E-cadherin

Tubulin

Zeb1
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d

exon1 exon2 exon3

WT

Snail-cr #1

Snail-cr #2

GCAGCCATCCCACCTCCGGAGATCCTCAACCCCACCGCCTCGC

GCAGCCATCCCACCTCCGGAGATCCTCAACCCCACCGCCTCGC

GCAGCCATCCCACCTCCGGAGATCCTCAACCCCACCGCCTCGC

Snail gRNA

exon1exon2   ….. exon11

Zeb1 gRNA

CAGATGCAGCTGACTGTGAAGGTGTACCAGAGGATGACCTGWT

ZEB1-cr #1

ZEB1-cr #2

CAGATGCAGCTGACTGTGAAGGTGTACCAGAGGATGACCTG

CAGATGCAGCTGACTGTGAAGGTGTACCAGAGGATGACCTG



Cancer types Dataset (n) Correlation coefficient (p value)

miR-34a vs miR-200a miR-34a vs miR-200b miR-34a vs miR-200c

Breast cancer (BRCA) n(miRNA ∩ mutation) = 651 0.2589 (p=1.96e-11) 0.1540 (p=7.95e-05) 0.0427 (p=0.2768)

Lung adenocarcinoma (LUAD) n(mRNA ∩ miRNA ∩ mutation) = 181 0.3207 (p=1.07e-05) 0.2736 (p=0.0002) 0.1122 (p=0.1328)

Lung squamous cell carcinoma (LUSC) n(mRNA ∩ miRNA ∩ mutation) = 52 0.4727 (p=0.0004) 0.3399 (p=0.0137) 0.0939 (p=0.5077)

Head & neck squamous cell carcinoma 

(HNSC)

n(mRNA ∩ miRNA ∩ mutation) = 244 0.3035 (p=1.35e-06) 0.2333 (p=0.0002) 0.1027 (p=0.1096)

BRCA LUAD

LUSC HNSC

Figure S2. The correlation of miR-34a and miR-200 family  in BRCA, LUAD, LUSC, and HNSC:

An supervised hierarchical clustering based on miR-34a and miR-200 family expression profiles in other 

type of cancers. In the heatmap, red denotes higher relative expression, whereas green indicates lower 

relative expression, with degree of color saturation reflecting the magnitude of the log expression signal.
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Figure S3. Co-target genes of Snail and Zeb1 in COADREAD samples:

An supervised hierarchical clustering of mRNAs associated with Snail and Zeb1 expression 

profiles 



Figure S4. Uncropped images of all the western blot data 
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Figure S1C

E-cadherin

Zeb1

Snail

Tubulin

Tubulin

25

35

(kDa)

(kDa)

140

180

245

45

60

(kDa)
45

60

(kDa)

(kDa)

75

100

Figure S4. Uncropped images of all the western blot data 

Figure 3D
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Table S1. Correlation score between miRs and mRNAs


