Figure S1. Expression patterns of LINC00514 in 15 other types of tumors. All data is derived from The Cancer Genome Atlas.
BLCA, bladder urothelial carcinoma; BRCA, breast invasive carcinoma; CHOL, cholangiocarcinoma; COAD, colon adenocarci-
noma; HNSC, head and neck squamous cell carcinoma; KICH, kidney chromophobe; KIRC, kidney renal clear cell carcinoma;
KIRP, kidney renal papillary cell carcinoma; LIHC, liver hepatocellular carcinoma; LUAD, lung adenocarcinoma; LUSC, lung
squamous cell carcinoma; PRAD, prostate adenocarcinoma; STAD, stomach adenocarcinoma; THCA, thyroid carcinoma;

UCEC, uterine corpus endometrial carcinoma; FPKM, Fragments Per Kilobase Million.
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Figure S2. Expression patterns of SPHK1 in 14 tumor types. Data are derived from The Cancer Genome Atlas. BLCA, bladder
urothelial carcinoma; BRCA, breast invasive carcinoma; CHOL, cholangiocarcinoma; COAD, colon adenocarcinoma; HNSC,
head and neck squamous cell carcinoma; KICH, kidney chromophobe; KIRC, kidney renal clear cell carcinoma; KIRP, kidney
renal papillary cell carcinoma; LIHC, liver hepatocellular carcinoma; LUAD, lung adenocarcinoma; LUSC, lung squamous cell
carcinoma; PRAD, prostate adenocarcinoma; STAD, stomach adenocarcinoma; THCA, thyroid carcinoma; SPHK1, sphingosine

kinase 1.
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Figure S3. Expression patterns of miR-378a-5p in 11 other types of tumors. All data is derived from The Cancer Genome Atlas.
BRCA, breast invasive carcinoma; CHOL, cholangiocarcinoma; COAD, colon adenocarcinoma; HNSC, head and neck squamous
cell carcinoma; KIRP, kidney renal papillary cell carcinoma; LIHC, liver hepatocellular carcinoma; LUAD, lung adenocarci-
noma; PAAD, pancreatic adenocarcinoma; PRAD, prostate adenocarcinoma; STAD, stomach adenocarcinoma; THCA, thyroid

carcinoma; miR, microRNA.
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