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Supplementary Figure 1: Proteins altered in Ishikawa cells following treatment with miR-340-
5p mimic related to Figure 9. A) Venn diagram depicting total number of significantly
differentially expressed proteins (p<0.05) following transfection of Ishikawa cells (n=3
biological replicates) with miR-340-5p mimic (LHS) and non-targeting (NT) mimic (RHS). B)
Enriched KEGG pathways associated with miR-340-5p mimic regulated proteins. C)
WebGestalt overrepresentation analysis of biological process, cellular component and
molecular function categories for identified significantly differentially expressed proteins

(p<0.05) in response to miR-340-5p mimic.
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Supplementary Figure 2: Proteins altered in Ishikawa cells following treatment with miR-340-

5p inhibitor related to Figure 9. A) Venn diagram depicting total number of significantly

differentially expressed proteins (p<0.05) following transfection of Ishikawa cells (n=3

biological replicates) with miR-340-5p inhibitor (LHS) and non-targeting (NT) inhibitor (RHS).

B) Enriched KEGG pathways associated with miR-340-5p inhibition regulated proteins. C)

WebGestalt overrepresentation analysis of biological process, cellular component and

molecular function categories for identified significantly differentially expressed proteins

(p<0.05) in response to miR-340-5p inhibitor.
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Supplementary Figure 3: Proteins altered in Ishikawa cells following treatment with miR-340-
5p mimic and inhibitor compared to mirDB predicted targets related to Figure 9. A) Venn
diagram depicting total number of significantly differentially expressed proteins (p<0.05)
following transfection of Ishikawa cells (n=3 biological replicates) with miR-340-5p mimic or
inhibitor vs non-targeting controls and mirDB predicted targets. B) Enriched KEGG pathways
associated with miR-340-5p mimic and inhibition regulated proteins and predicted target

overlap. C) WebGestalt overrepresentation analysis of biological process, cellular component



and molecular function categories for identified significantly differentially expressed proteins

(p<0.05) in response to miR-340-5p mimic and inhibition and predicted targets.
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Supplementary Figure 4: Proteins altered in Ishikawa cells following treatment with miR-542-
3p mimic related to Figure 11. A) Venn diagram depicting total number of significantly
differentially expressed proteins (p<0.05) following transfection of Ishikawa cells (n=3
biological replicates) with miR-542-3p mimic (RHS) and non-targeting (NT) mimic (LHS). B)
Enriched KEGG pathways associated with miR-542-3p mimic regulated proteins. C)

WebGestalt overrepresentation analysis of biological process, cellular component, and



molecular function categories for identified significantly differentially expressed proteins

(p<0.05) in response to miR-542-3p mimic.
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Supplementary Figure 5: Proteins altered in Ishikawa cells following treatment with miR-542-
3p inhibitor related to Figure 11. A) Venn diagram depicting total number of significantly
differentially expressed proteins (p<0.05) following transfection of Ishikawa cells (n=3
biological replicates) with miR-542-3p inhibitor (RHS) and non-targeting (NT) inhibitor (LHS).

B) Enriched KEGG pathways associated with miR-542-3p inhibition regulated proteins. C)



WebGestalt overrepresentation analysis of biological process, cellular component, and
molecular function categories for identified significantly differentially expressed proteins

(p<0.05) in response to miR-542-3p inhibitor.
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Supplementary Figure 6: Proteins altered in Ishikawa cells following treatment with miR-542-
3p mimic and inhibitor compared to mirDB predicted targets related to Figure 11. A) Venn
diagram depicting total number of significantly differentially expressed proteins (p<0.05)
following transfection of Ishikawa cells (n=3 biological replicates) with miR-542-3p mimic or
inhibitor vs non-targeting controls and mirDB predicted targets. B) Enriched KEGG pathways

associated with miR-542-3p mimic and inhibition regulated proteins and predicted target



overlap. C) WebGestalt overrepresentation analysis of biological process, cellular component
and molecular function categories for identified significantly differentially expressed proteins

(p<0.05) in response to miR-542-3p mimic and inhibition and predicted targets.
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Supplementary Figure 7: Proteins altered in Ishikawa cells following treatment with miR-671-
5p mimic related to Figure 13. A) Venn diagram depicting total number of significantly
differentially expressed proteins (p<0.05) following transfection of Ishikawa cells (n=3
biological replicates) with miR-671-5p mimic (RHS) and non-targeting (NT) mimic (LHS). B)

Enriched KEGG pathways associated with miR-671-5p mimic regulated proteins. C)



WebGestalt overrepresentation analysis of biological process, cellular component and
molecular function categories for identified significantly differentially expressed proteins

(p<0.05) in response to miR-671-5p mimic.
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Supplementary Figure 8: Proteins altered in Ishikawa cells following treatment with miR-671-
5p inhibitor related to Figure 13. A) Venn diagram depicting total number of significantly
differentially expressed proteins (p<0.05) following transfection of Ishikawa cells (n=3
biological replicates) with miR-671-5p inhibitor (RHS) and non-targeting (NT) mimic (LHS). B)
Enriched KEGG pathways associated with miR-671-5p inhibitor regulated proteins. C)

WebGestalt overrepresentation analysis of biological process, cellular component and



molecular function categories for identified significantly differentially expressed proteins

(p<0.05) in response to miR-671-5p inhibitor.

I FDR < 0.05 FDR >0.05

Cytosolic transport

Trans-Golgi network

Endosomal part

1552 Golgi subcompartment

viten) Golgi apparatus part

Cytoplasmic vesicle part

Intracellular protein transport

—- Organelle subcompartment
(24.2%) Intracellular transport

Vesicle-mediated transport
1 1 1 1
0 5 10 15

C Enrichment ratio
Biological processes Cellular components Molecular function
[} 80—
4=
8
- 60 =
o
L
5]
1
[ 40—
E
=]
=z 20 -

O“TTTTTTTTTITTITITIT TTTTTTITTITITI T1
=V ccLuCcwvwuncocwuw o c oD =QV0F XL cCo v CVCcCCcC VLUV XEFT = 0000 B0 > 00 > 00 B0 > > >T
<§555588586558 SR8 358 2E5ES50CESE28 S EEEE S 2oL £

QEE3TEQQEQEEZE COoO0 2R EFE=SCco0E835062 7 &= TTT2T2TT 22 k=
CORERSST2ES9% S535ES5585388c 2723087 <SCScSTETCESTTT0T0R
SZ=2z08z08503 EUOZ£ﬁ>%:‘Q——5¥mo‘5§EEL”E 8o c8n ST RST
Vo lSlssws3ETS © @ VT Pgp FLzcfe=" 5UBTO ccoloLcogslys o
= = Sl & ] c > ) & Quwi 205 o <] E£EE5Z228 25282 c
s=3T5cEEZEE 5 g £35 mo= 383 £ =55 L2 E0SE2ERE395RS
S8T2222E5= £ £v =Es Y98 C - S SeCofI8t o2
S2 2o 2E28§5c= &5 g o028 9 o F 0% 95 205 2 2o
g® 5555883 s 5§ G2 = g = ZEZ8SS ZFsiE
=2 2cow=5¢ E £¢ & z £ Ssgfs stEgtE
LS $2Quol=s S o¢ <) & fia} zE>370Q FE25T§
n x2z2=U3 7P T O < z ECZ RS
g 2 c £33 c s5E8%2
Qs = g = i 538
o= = FEHEB
e 19} © < S29¢
< ] A > Hoo
s = SE
% >
g =

Supplementary Figure 9: Proteins altered in Ishikawa cells following treatment with miR-671-
5p mimic and inhibitor compared to mirDB predicted targets related to Figure 13. A) Venn
diagram depicting total number of significantly differentially expressed proteins (p<0.05)
following transfection of Ishikawa cells (n=3 biological replicates) with miR-671-5p mimic or
inhibitor vs non-targeting controls and mirDB predicted targets. B) Enriched KEGG pathways

associated with miR-671-5p mimic and inhibition regulated proteins and predicted target



overlap. C) WebGestalt overrepresentation analysis of biological process, cellular component
and molecular function categories for identified significantly differentially expressed proteins

(p<0.05) in response to miR-671-5p mimic and inhibition and predicted targets.



