
Fig. S6. G9a and FIH reciprocally regulate metastasis suppressor genes in ovarian cancer.
A, The mRNA expression level of GLP in 30 different types of cancer which determined by RNA Seq V2 RSEM. Box plots indicate the
distribution of values and the middle thick line in the box shows a mean value. {AML, Acute Myeloid Leukemia (n = 173); ACC,
Adrenocortical Carcinoma (n = 79); Bladder, Bladder Urothelial Carcinoma (n = 408); Glioma, Brain Lower Grade Glioma (n = 530);
Breast, Breast Invasive Carcinoma (n = 1100); Cervical, Cervical Squamous Cell Carcinoma and Endocervical Adenocarcinoma (n = 306);
Cholangiocarcinoma n = 36); Colorectal, Colorectal Adenocarcinoma (n = 382); GBM, Glioblastoma Multiforme (n = 166); Head & neck,
Head and Neck Squamous Cell Carcinoma (n = 522); chRCC, Kidney Chromophobe (n = 66); ccRCC, Kidney Renal Clear Cell Carcinoma
(n = 534); pRCC, Kidney Renal Papillary Cell Carcinoma (n = 291); Liver, Liver Hepatocellular Carcinoma (n = 373); Lung adeno, Lung
Adenocarcinoma (n = 517); Lung squ, Lung Squamous Cell Carcinoma (n = 501); DLBC, Lymphoid Neoplasm Diffuse Large B-cell
Lymphoma (n = 48); Mesothelioma (n = 87); Ovarian, Ovarian Serous Cystadenocarcinoma (n = 307); Pancreas, Pancreatic
Adenocarcinoma (n = 179); PCPG, Pheochromocytoma and Paraganglioma (n = 184); Prostate, Prostate Adenocarcinoma (n = 498);
Sarcoma (n = 263); Melanoma, Skin Cutaneous Melanoma (n = 472); Testicular Germ Cell, Testicular Germ Cell Cancer (n = 156);
Thymoma (n = 120); Thyroid, Thyroid Carcinoma (n = 509); Uterine CS, Uterine Carcinosarcoma (n = 57); Uterine, Uterine Corpus
Endometrial Carcinoma (n = 177); Uveal Melanoma (n = 80)} B, The mRNA expression profiles of G9a (Top) or FIH (Bottom) in 478
human ovarian cancer patients tissues exported from the TCGA cDNA micro-array data (GSE82191). High and low G9a or FIH groups
were categorized based on mean ±1SD values; high group as upper 1SD and low group as lower 1SD from mean value. All raw data were
obtained from The Cancer Genome Atlas (TCGA) Research Network. C, Plots of the representative gene sets within gene set ontology of
anti-metastatic properties which are negatively correlated with G9a (Top) and positively correlated with FIH (Bottom). D, The enrichment
plots and lists of core enrichment genes of ‘Aigner_ZEB1_Targets’ which was commonly existed in low G9a and high FIH correlated gene
sets. E, PA-1 cells were transfected with G9a, GLP and/or FIH siRNAs, and incubated under normoxia or hypoxia for 24 hr. The EMT
markers were analyzed by immunoblotting. The western blot experiments were performed at least three times.



Fig. S7. FIH controls G9a/GLP-mediated invasion of OvCa cells.
A, SKOV-3, ES-2 and PA-1 cells were transfected with G9a, GLP and/or FIH siRNAs, incubated under normoxia or hypoxia for 24 hr,
and subjected to cell invasion assay. Knock-down efficiencies were evaluated by immunoblotting. B, Representative photographs of
matrigel-coated transwell invasion assays performed in the panel A. C, SKOV-3, ES-2 and PA-1 cells expressing WT or NQ-mutated
G9a (Top) or GLP (Bottom) were treated with 100 μM DMOG, and subjected to cell invasion assay. Protein expressions were
confirmed by immunoblotting. D, Representative photographs of matrigel-coated transwell invasion assays performed in the panel C.
E-F, SKOV-3 cells expressing WT G9a/GLP or NQ-mutants were transfected with control or FIH-targeting siRNAs, and subjected to
cell invasion assay. Bar graphs show the means + SD of invaded cell numbers per field (n=3; *, P < 0.05; n.s., not significant). All
western blot experiments were performed at least three times.
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Fig. S8. The expression of G9a/GLP-controlled cell adhesion genes is repressed under hypoxia due to blockade of FIH-mediated
Asn-hydroxylation.
A, SKOV-3, ES-2 and PA-1 cells were transfected with the indicated siRNAs (40 nM) and/or treated with UNC0638 (2 μM) for 48 hr, and
incubated under normoxia or hypoxia, and subjected to RNA extraction for RT-qPCR. Knock-down efficiencies were evaluated by
immunoblotting. B, The mRNA levels of MASPIN and DSC3 in SKOV-3, ES-2 and PA-1 cells were analyzed by RT-qPCR. C, SKOV-3,
ES-2 and PA-1 cells expressing WT or NQ-mutated G9a (Top) or GLP (Bottom) were treated with 100 µM DMOG for 24 hr, and
subjected to RT-qPCR. Protein expressions were checked by immunoblotting. D, The mRNA levels of MASPIN and DSC3 in SKOV-3,
ES-2 and PA-1 cells were analyzed by RT-qPCR. All experiments were performed three times and results were expressed as the means and
SDs. *, P<0.05; n.s., not significant. All western blot experiments were performed at least three times.
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