SUPPLEMENTARY FIGURES

Meta-analysis of overall prognostic effect of SLC10A3 mRNA expression on LGG

Study ID HR (95% Cl) Weight %
TCGALGG dataset —-0— 2.77(1.92,3.99) 20.35
CGGA dataset 1 —e— 7.32(5.42,9.89) 20.85
CGGA dataset 2 —0— 4.47 (2.82,7.08) 19.50
CGGA dataset 3 - 1.40(0.89,2.22) 19.53
Rembrandt dataset —o—- 2.06(1.34,3.18) 19.77
Overall (I-squared =91.5%, p=0.000) S 3.07 (1.68,5.63) 100.00
NOTE: Weights are from random effects analysis
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Supplementary Figure 1. Meta-analysis of the overall prognostic effect of SLC10A3 among five LGG datasets.
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Supplementary Figure 2. Survival analysis of immune cells and correlation with SLCI0A3 expression in LGG. Low expression of
immune cells. ((A) B cell, (B) CD8+T cell, (C) CD4+ T cell, (D) Macrophage, (E) Neutrophil, (F) Dentritic cell) is correlated with better overall
survival in LGG. SLC10A3 expression is positively associated with the abundance of immune cells ((G) B cell, (H) CD8+T cell, (I) CD4+ T cell, (J)
Macrophage, (K) Neutrophil, (L) Dentritic cell).
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Supplementary Figure 3. Correlation of SLC10A3 expression with immune sub-types and immune check points in LGG, which
was obtained from TISIDB database. (A) Expression of SLCI0A3 is remarkably different among the four immune sub-types. (B)
Expression of SLC10A3 is remarkably different among the six molecular sub-types. Expression of SLC10A3 is positively linked with immune
check points ((C) PDCD1. (D) CD274. (E) PDCD1LG2. (F) HAVCR?2. (G) IDO1. (H) LAG3).
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Supplementary Figure 4. Correlation analysis of immune check points and SLC10A3 expression in LGG, which was obtained
from TIMER database. (A) PDCD1. (B) CD274. (C) PDCD1LG2. (D) HAVCR?. (E) IDOL. (F) LAG3.
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Supplementary Figure 5. Predictive ability of SLC10A3 to the response of immunotherapy in pan-cancer ICls cohort. (A) There
is no significant difference of SLC10A3 between non-responders and responders in ICIs cohort. (B) There is no significant difference of
SLC10A3 between non-responders and responders with primary tumor. (C) There is significant difference of SLC10A3 between non-
responders and responders with recurrent tumor. The predictive ability of SLC10A3 for immunotherapy response is 0.505 for all the cancer
population (D) 0.507 for the primary tumor individuals (E) and 0.674 for the recurrent tumor individuals (F).
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A Transcriptional misregulation in cancer

Viral protein interaction with cytokine and cytokine
receptor

Cytokine-cytokine receptor interaction

DNA-binding transcription activator activity, RNA
polymerase |l-specific

immunoglobulin receptor binding
antigen binding

immunoglobulin complex, circulating
external side of plasma membrane
immunoglobulin complex
regionalization

anterior/posterior pattern specification

pattern specification process

0 5 10 15 20
-Log 19 (p-adjust)

Supplementary Figure 6. Enrichment analysis of SLC10A3 co-expressed genes in LGG. (A) The typical pathways of GO and KEGG
analysis of SLC10A3 in LGG. (B) The detailed genes of the most significant GO and KEGG pathways.
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Supplementary Figure 7. Multiplex immunohistochemistry profiling of SLCI0A3 and immune markers in normal brain
tissues. (A) PD1(pink), (B) CD4(yellow), (C) PD-L1(white), (D) SLCI0A3 (blue). (E) CD20(red), (F) CD68(green). (G) The merged image of
seven markers. (H) Each marker stands for one special color. (I) Cell phenotype image constructed by the seven markers in the multiplex
staining.
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Supplementary Figure 8. Comparison of SLC10A3 expression between LGG and normal tissues in total area, tumor area and

stromal area. (A) total SLCI0A3 positive cells, (B) total SLC10A3 cytoplasm intensity, (C) total SLC10A3 cell intensity. (D) tumor SLC10A3
positive cells, (E) tumor SLCI0A3 cytoplasm intensity, (F) tumor SLC10A3 cell intensity. (G) stromal SLC10A3 positive cells, (H) stromal
SLC10A3 cytoplasm intensity, (1) stromal SLC10A3 cell intensity.
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