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Figure S1. The expression of LOX family. *p < 0.05; **p < 0.01; ***p < 0.001 and ****p < 0.0001; 
ns, non-significant.
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Figure S2. The uniCox analysis of LOX family.

B  Disease-Specific Survival (DSS)

C  Progression-Free Interval (PFI)
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Figure S3. The correlation between LOX family and Tumor Microenvironment (TME), Immune Cell Infiltration, 
Tumor Mutation Burden (TMB) and Microsatellite Instability (MSI) . *p < 0.05; **p < 0.01; ***p < 0.001 and 
****p < 0.0001; ns, non-significant.
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Figure 4. The relationship between the LOX family and tumor microenvironment (TME) and immune infiltration 
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Figure S4. The immunofluorescence colocalizatio of READ and STAD.


