Supplementary Figure S1
Proteins upregulated (76) in A375 cells after 48h of IFN-y
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Supplementary Figure S2

Proteins downregulated (184) in A375 cells after 48h of IFN-y O~ \/
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Supplementary Figure S3

Relative cell viability
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Supplementary Figure S4

TCGA and Gtex data (Tumors and normal tissues)

Comparison of the expression profile of WARS and all the genes from TCGA and
Gtex (cuff-off = Top 50 correlating genes)
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Supplementary Figure S5
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Study Name Study Abbreviation

Adenoid cystic carcinoma ACC
Bladder Carcinoma BLCA

Breast cancer BRCA

Cervical Squamous Cell Carcinoma and Endocervical Adenocarcinoma CESC
Cholangiocarcinoma CHOL
Colon Adenocarcinoma COAD
Lymphoid Neoplasm Diffuse Large B-cell Lymphoma DLBC
Esophageal Carcinoma ESCA
Glioblastoma multiforme GBM
Head-Neck Squamous Cell Carcinoma HNSC
Kidney Chromophobe KICH

Kidney Renal Clear Cell Carcinoma KIRC
Cervical Kidney renal papillary cell carcinoma KIRP
Acute Myeloid Leukemia LAML

Low Grade Glioma LGG

Liver Hepatocellular Carcinoma LIHC
Lung Adenocarcinoma LUAD

Lung Squamous Cell Carcinoma LUSC
Mesothelioma MESO

Ovarian Cancer ov
Pancreatic Ductal Adenocarcinoma PAAD
Pheochromocytoma and Paraganglioma PCPG
Prostate adenocarcinoma PRAD
Rectum Adenocarcinoma READ
Sarcoma SARC
Skin cutaneous melanoma SKCM
Stomach Adenocarcinoma STAD
Testicular Germ Cell Tumors TGCT
Thyroid carcinoma THCA
Thymoma THYM

Uterine Corpus Endometrial Carcinoma UCEC
Uterine Carcinosarcoma ucs

Uveal Melanoma Uuvm




Supplementary Figure S6
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Supplementary Figure S1: Proteins up-regulated in A375 cells following interferon-y treatment and
enriched pathways.

Supplementary Figure S2: Proteins down-regulated in A375 cells following interferon-y treatment and
enriched pathways.

Supplementary Figure S3: Cell viability assay of A375 cells treated with vehicle or interferon-y. 5,000
A375 cells were seeded in white 96-well plates and treated with 100ng/mL of IFN-y. Cell viability was
monitored every 24h for 4 days using Cell Titer Glo kit (Promega).

Supplementary Figure S4: Identification of genes correlating with WARS using GEPIA.

Supplementary Figure S5: Cancer patients survival analysis of genes correlating with WARS using
GEPIA.

Supplementary Figure S6: Inhibition of WARS expression by shRNA at the RNA (A) and protein (B-C)
levels in A375 cells treated with vehicle (-IFN-y) or interferon-y (+IFN-y).



