Methodological flowchart

RNA seq analysis for PDAC cell lines with or without attenuation MAPK to identify IncRNAs
specifically associated with MAPK in PDAC

v

TCGA data analysis to know relevance of identified IncRNAs in clinical samples

v

Promoter analysis for IncRNA to know the mechanism of modulation by MAPK

v

Functional assay of IncRNA for cell proliferation with knockdown and overexpression

v

RNA seq for identifying associated genes of IncRNA to clarify biological processes that it commits

Supplementary Figure S1. Methodological flowchart of this study.




Relative expression Relative expression

0.15
R 0.15
1 NS
]
—
0.1 0.1
L| [\’IISS mcontrol B Empty vector
osi#1
i osi#2 [J Overexpression vector

0.05 0.05
0 0

F3 CcD82 F3 CD82

Supplementary Figure S2. gRT-PCR of LINC00941-associated genes in AsPC-1.
Both the downregulation and upregulation of LINC00941 resulted in the upregulation of F3
and CD82, which suggested LINC00941 does not directly regulate them.

Abbreviation; NS, no significance. *p<0.05
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Supplementary Figure S3. Correlation between LINC00941 and E2F7 based on TCGA database analysis. (A)
A positive correlation was observed between gene expression levels of LINC00941 and E2F7. (B) Kaplan-
Meier plot comparing the overall survival of the groups classified based on the gene expression level of

LINC00941 and E2F7. The low/low group showed a better prognosis than others.



