SUPPLEMENTARY FIGURES

A

1.00
0.75
0.50

0.25

Survival probability

AL355974.3
— High — Low

Survival probability
o
w
(@]

LINC01271
— High — Low

Survival probability
g

AC011899.3
— High — Low

1 o < 0.001 p <0.001
HR =3.51 HR =2.66
0.00 0.00{ 95% Cl: 2.62 - 4.72 0.00{ 95% Cl: 2.05-3.45
0 2000 4000 6000 0 2000 4000 6000 0 2000~ 4000 6000
Time Time Time
D MIR4500HG E LINC02594 F AL357055.3
— High — Low 100 — High — Low — High — Low
1.001 ' 1.00
= =
F 0.754 3 0.75 2075
[o] © o
8 g 8
S 0,501 3 0.50 2 050
g g 5
S 2025 = 0.25
3 925 5 < 0.001 & 9% r<0.001 3 le<oo00t
HR = 0.39 HR = 0.48 HR = 0.28
0.004 95% CI: 0.27 - 0.55 0.00{ 95% CI: 0.36 - 0.63 0.00] 95% Cl: 0.21 - 0.39
0 2000 4600 6000 0 2000 4000 6000 0 2000_ 4000 6000
Time Time Time

Supplementary Figure 1. The expression of PD-L1-related IncRNAs is associated with glioma patients' prognosis. (A-F) Survival
analysis curves of AL355974.3 (A), LINCO1271 (B), AC011899. 3 (C), MIR4500HG (D), LINC02594 (E), and L357055.3 (F) with high and low
expression level.
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Supplementary Figure 2. Correlation between 6 PD-L1-related IncRNAs and risk score.
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Supplementary Figure 3. Consensus cluster analysis reflects glioma patients’ prognosis. (A—C) Consensus cluster analysis divided
samples into two groups. (D, E) Principal component analysis. (F) Risk scores of two clusters. (G—1) OS, DSS, PFl in two clusters of all glioma
patients in TCGA dataset. (J-0O) OS, DSS, PFl of GBM and LGG subtype patients of two clusters in TCGA dataset. (P-R) OS of all patients, GBM
and LGG patients in CGGA dataset of two clusters.
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Supplementary Figure 4. Quantitative analysis of clinical and glioma pathological characteristics in different risk score
groups in TCGA dataset. (A-H) Comparison of clinical and pathological features in all glioma patients. (I, J) IDH type of different risk score
groups among GBM and LGG patients. (K) MGMT methylation status of different risk score groups among GBM patients. (L) 1p/19q co-
deletion status of different risk score groups among LGG patients.
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Supplementary Figure 5. Risk score reflects immune and inflammatory characteristics of glioma. (A) Quantitative analysis of the
immune cells’ expression in different risk groups in TCGA dataset. (B) Heatmap displaying the characteristics of immune cells panel in CGGA
dataset. (C) The correlation between immune cell infiltration and risk score in CGGA dataset. (D) Heatmap displaying the characteristics of
inflammation panel in CGGA dataset. (E) The correlation between inflammation characteristics and risk score in CGGA dataset.
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Supplementary Figure 6. Correlations between LINC01271 expression and the prognosis, immune and inflammatory features
of glioma. (A-F) DSS and PFl among all glioma patients, GBM and LGG patients with different LINC01271 expression in TCGA dataset. (G—1)
OS of all glioma patients, GBM and LGG patients with different LINCO1271 expression in CGGA dataset. (J) Quantitative analysis of the
expression of immune cells in different LINCO1271 expression groups. (K) Heatmap displaying the characteristics of immune cells panel in
CGGA dataset. (L) Sensitivity to TMZ treatment of patients with different LINCO1271 expression. (M) LINCO1271 expression in tumor and

normal tissues in TCGA dataset.
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