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Supplementary Figure 1: Begg’s and Egger’s funnel plot with 95% confidence
intervals for OS publication bias testing.
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Supplementary Figure 2: The prognostic effect of the expression of PD-L1 in
www.kmplot.com. The desired Affymetrix IDs is valid: 218902 _at (PD-L1).
Survival curves are plotted for all patients (n=204) for surgical margins negative

adenocacinoma of lung

A Top 20 positive pathway B Top 20 positive pathway

REACTOME_CYTOKINE_SIGNALING_IN.
KEGG_NATURAL_KILLER_CELL_MEDIA.
KEGG_T_CELL_RECEPTOR_SIGNALING
PID_FGER1_PATHWAY:
KEGG_JAK_STAT_SIGNALING_PATHWA.
KEGG_CELL_ADHESION_MOLECULES_C
KEGG_TOLL_LIKE_RECEPTOR_SIGNAL.
REACTOME _INNATE_IMMUNE_SYSTEM
PID_CXCR4_PATHWAY
KEGG_CYTOKINE_GYTOKINE_RECEPTO:
PID_CD8_TCR_DOWNSTREAM_PATHWAY.
PID_IL2_1PATHWAY:
REACTOME_SIGNALING_BY_ILS
KEGB_CHEMOKINE_SIGNALING_PATHW.
REACTOME_INTERFERON_SIGNALING:
REACTOME_COSTIMULATION_BY_THE
BIOCARTA_IL2RB_PATHWAY:
PID_CDB_TCR_PATHWAY-
PID_BCR_SPATHWAY.

GO_POSITIVE_REGULATION_OF_CYTO
GO_IMMUNE_EFFECTOR_PROCESS
GO_LEUKOCYTE_ACTIVATION.
GO_ACTIVATION_OF_IMMUNE_RESPON.
GO_REGULATION_OF_CELL_ACTIVATI
GO_REGULATION_DF_INNATE_IMMUNE:
GO_ADAPTIVE_IMMUNE_RESPONSE
60_POSITIVE_REGULATION_OF_GELL
GO_IMMUNE_RESPONSE_REGULATING_
GO_POSITIVE_REGULATION_GF_IMMU:
G0_LYMPHOCYTE_ACTIVATION
GO_ADAPTIVE_IMMUNE_RESPONSE_BA
GO_REGULATION_OF_HOMOTYPIC_CEL:
GO_INFLAMMATORY _RESPONSE:
GO_POSITIVE_REGULATION_OF DEFE:
GO_NEGATIVE_REGULATION_OF LEUK:
60_LEUKOCYTE_CELL_CELL_ADHESIO.
60_REGULATION_OF_LEUKOCYTE_MED
60_NEGATIVE_REGULATION_OF_HOMO.

PID_TCR_PATHWAY- GO_NEGATIVE_REGULATION_OF_IMMU
L} T T T T 1

0.0 05 1.0 15 20 25 30 0.0 05 1.0 15 20 25 30
Absolute NES Absolute NES

Supplementary Figure 3: Correlations between PD-L1 expression and predefined
gene signatures by Gene set enrichment analysis in The Cancer Genome Atlas
(TCGA) dataset. A. GSEA analysis based on the gene set of Canonical pathways. B.
GO biological process



