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Figure S1. Expression level of PLOD3 in different normal tissues and blood cells. (a) PLOD3 gene in different normal 
tissues using the consensus datasets of HPA, GTEx and FANTOM5. (b) PLOD3 gene in different normal blood cells using 
the consensus datasets of HPA, Monaco and Schmiedel. 
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Figure S2. PLOD3 expression in different cancers (a) The normal tissues from the GTEx database were included as con-
trols for ACC, DLBC, LGG, PCPG, SKCM, TGCT and THYM in the TCGA project. The box plot data were supplied. ** p 
<0.01. (b) The normal tissues from the GTEx database compare with tumor tissue from TCGA for LAML, OV, SARC and 
UCS. 
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Figure S3. PLOD3 expression in different pathological stages. The correlation between PLOD3 expression and different 
pathological stages. (a) The expression of PLOD3 were analyzed by the main pathological stages of ACC, KICH, KIRC, 
SKCM and LIHC. (b) Expression levels of the PLOD3 gene by different pathological stages of BLCA, BRCA, CESC, CHOL, 
COAD, ESCA, DLBC, HNSC, KIRP, LUSC and LUAD. 
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Figure S4. Correlation between PLOD3 gene expression and prognosis of cancers was analyzed by Kaplan Meier plotter. 
OS–overall survival, RFS- relapse free survival. 

 
Figure S5. Oncolnc tool was used to analyzed the correlation between PLOD3 expression and prognosis (OS). 
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Figure S6. Correlation between PLOD3 gene expression and prognosis of cancers. Series of survival analyses in (a) Gastric 
cancer, (b) lung cancer, (c) ovarian cancer, (d) breast cancer and (e) liver cancer. OS–overall survival, RFS—relapse free 
survival, PFS—progression free survival, PPS- post progression survival, and DSS—disease specific survival. 
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Figure S7. Correlation analysis between PLOD3 expression and immune infiltration of CD8+ T-cells. We used different 
algorithm to obtain the potential correlation between the expression level of PLOD3 gene and the infiltration level of CD8+ 
T-cells across types of cancer in TCGA. * p < 0.05. 
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Figure S8. Network of PLOD3 was analyzed by GeneMANIA. 


