Supplementary Figure 1
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Supplementary Figure 1. MES-like GBM cells and MDMs form a unique ecological niche for

the progression of malignant tumour.

A In the heat map of 29,481 cells from normal mucosa and 26,185 cells from 3 tumour
tissues of 1 GBM IDHWT patient, 12 main cell clusters with the expression of known marker genes
were shown. Each cell type is shown in a different colour and the number of cells is represented
by the size of the circle. B Analysis of the percentage of 12 cell types from 3 tumor tissues of 1
GBM IDHWYT patient in the GBM microenvironment. C Kaplan-Meier curves showing overall
survival analyses for low and high expression (up) MDM and (down) MES-like scores in the

LeeY GBM dataset.
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Supplementary Figure 2

Supplementary Figure 2. HDAC7 suggests a poor prognosis, and its expression level
increases with glioma grade.

A Expression levels of HDAC7 in different WHO grade of glioma in TCGA, CGGA,
Gravendeel, Phillips and Freije datasets. B Representative IHC-staining images showing the
relative expression of HDAC?7 in normal brain and different WHO grade glioma samples. Scale
bar, 50 um. C Western blot showing the protein expression of HDAC7 in normal brain and
different WHO grade glioma samples. D Significance analysis of survival curves for HDAC
family genes in TCGA-GBM, CGGA-GBM and Gravendeel-GBM datasets. E Kaplan-Meier
curves showed overall survival analyses for low and high expression HDAC7 in TCGA-GBM,
CGGA-GBM and Gravendeel-GBM datasets. F Expression levels of HDAC7 in proneural,
classical and mesenchymal phenotype glioma from the TCGA, CGGA, Gravendeel, Ivy-GAP, Bao,
Joo and Kwom datasets. G Western blot showing the protein expression of HDAC7, CD44 and
SOX2 in NPC (neural progenitor cell), PN (GSC 8-11), CL (GSC 11) and MES (GSC 20 and GSC
267) phenotype cell. H GSEA revealed that HDAC7 expression is positively enriched in GBM
MES phenotype. I Correlation analysis of HDAC7 expression level with MES phenotype markers
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