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Supplementary Figure 1. The validation of RP11-552D4.1 in CGGA dataset. (A) The expression of RP11-552D4.1 in different
subtypes of CGGA. (B) The prediction with ROC of RP11-552D4.1 for CGGA subtype (Proneural). (C) The different expression of RP11-
552D4.1 between IDH-1 wt and IDH-1 mutation. (D, E) Its expression is negatively associated with the survival status in WHO IV, while
positively correlated with the OS in LGG.
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Supplementary Figure 2. The expression and prognosis of LINC01736 in GBM, LGG and THCA. (A—C) The expression level of
LINC01736 is all increased in GBM, LGG and THCA. (D—F) Its expression is negatively associated with the survival status in GBM and THCA,

while positively correlated with the OS in LGG.
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Supplementary Figure 3. The relationship between LINC01736 and the immune infiltration in GBM, LGG and THCA. (A—C)
The lollipop plot shows the LINCO1736-related immune cell infiltration in GBM, LGG and THCA; (D-F) The scatter plot of the correlation
between LINC01736 and NK CD56 bright cells; (G-1) The bar graph of the expression of LINC01736 and NK CD56 bright cells.
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