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Supplementary Figure 1. B3GNT3 expression analysis based on the other five studies in the Oncomine database.
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Supplementary Figure 2. Validation of the association among B3GNT3, KRAS, and SMAD4 using cBioportal database.
(A) B3GNT3 expression was positively correlated to KRAS expression. (B) B3GNT3 expression was negatively correlated to SMAD4 expression.
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Association between
B3GNT3 expression and the
clinicopathological features

of PC

Functional enrichment
analysis for B3GNT3: GSEA
and ConsensuspathDB (|Cor|

>0.75 and P value < 0.05)
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Imr histochemical analysis to compare
the infiltration level of CD8+ T cells (CD8A)
between high B3GNT3 expression and low

B3GNT3 expression groups.
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Correlation analysis between B3GNT3
expression and immune infiltration
Pearson correlation coefficients (|Cor| > 0.3
and P value < 0.05)
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analysis
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and P value < 0.05)

B3GNT3 expression analysis
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sh-B3GNT3 vs NC:

western blot to evaluate the association between
B3GNTS3, E-cadherin, N-cadherin, and Vimentin

Supplementary Figure 3. Flowchart of the whole study.
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