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Supplementary Figure 1: The DEGs between tumor and normal samples analyzed in
GSE28735.
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Supplementary Figure 2: The DEGs between tumor and normal samples analyzed in

GSE62452.
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Supplementary Figure 3: The DEGs between tumor and normal samples analyzed in
TCGA dataset combined with GTEXx dataset.
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Supplementary Figure 4: The ICI in the three clusters.
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Supplementary Figure 5: The expression of the genes in the signature in different
tumor stage.
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Supplementary Figure 6: The immune responses and the expression of ICGs in the
training cohort (A, B) and the test cohort (C, D).
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Supplementary Figure 7: Single-cell expression levels (A) and protein levels (B) of
the genes in the OSPM-related signature.



Supplementary Table 1: Gene list of 72 intersected OSPM-related DEGs.
FN1
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MT1G
CLPS
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MYOF
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PNLIPRP2
LGALS4
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ITGA2
MET
MMP14
COL5A2
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