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Figure S1. Prognostic value of immune-associated genes. (a) GO analysis of interaction genes. GO,
Gene Ontology. CC, Cellular component, MF, Molecular function. (b-e) Kaplan-Meier survival curves
for estimating prognostic value of LRRC15, C5orf46, MLPH, RARRESI, and TWIST2 of rGBM
patients in different pharmaceutical therapies. HT, hormone therapy; TMT, targeted molecular therapy.

P <0.05 in log-rank tests.
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Figure S2. Correlation between LRRC15 and macrophages. (a) Association of LRRCI5 and
microglia/macrophages from TCGA RNA-seq data. (b) Correlation of LRRC15 and respective markers
of M1-like macrophages from TCGA RNA-seq data. (c) Heatmap of differential genes (Top 200) based
on immune and stroma scores from CGGA dataset (mRNAseq 325). P <0.05, fold change >2, including
LRRCI15. (d) The number of interaction genes in immune score group and stroma score group were
showed using Venn diagrams. (¢) GO analysis of the interaction genes. (f) Validation of correlation of

LRRCI15 and macrophages using GSEA gene set enrichment.
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Figure S3. The phenotype assay of THP-1 induced M2 macrophages by CD206 expression using

flowcytometry and CD206 mRNA as well as PD-L.1 mRNA expression using real-time PCR.



