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Supplementary Figure 1. Histogram for gene ontology analysis of the 21 N°-

Methyladenosine modifiers.
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Supplementary Figure 2. Consensus clustering matrix when k =1-9.



A RBM15 Expression in Kobayashi Sarcoma B RBM15 Copy Number in Osteosarcoma
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1. Alveolar Rhabdomyosarcoma (6) 11. Extraosseous Ewing's Sarcoma (4)
. 2. Anaplastic Ependymoma (2) 12. Giant Cell Glioblastoma (1)
1. Chondroblastic Osteosarcoma (3) 3. Anaplastic Renal Wilms Tumor (1) 13. Glioblastoma (2)
2. Fibroblastic Osteosarcoma (1) 4. Atypical Teratoid/Rhabdoid Tumor (2) 14. Medulloblastoma (3)
3. Osleoplaslln_ Osteosarcoma (21) 5. B-Cell Acute Lymphoblastic Leukemia (7} _15_Neurahl
4. Telangiectatic Osteosarcoma (2) 6. Brain Glioblastoma (2) 16. Osteosarcoma (7)
7. Desmoplastic Medulloblastoma (1) 77, Pleomorphic Xanthoastrocytoma (1)
8. Embryonal Rhabdomyosarcoma (2) 18. Renal Wilms Tumor (3)
9. Ependymoma (2) 19. Rhabdoeid Tumor of the Kidney (2)
10. Ewing's Sarcoma of Bone (1) 20. T-Cell Acute Lymphoblastic Leukemia (2)

Supplementary Figure 3. RBM15 copy number in different osteosarcoma samples and
other cancer types. (A) The copy number of RBM15 in the recurrent osteosarcoma

samples. (B) The copy number of RBM15 in different subtypes of OS samples.
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Supplementary Figure 4. Expression of RBM15 in different types of tumor.
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Supplementary Figure 5. Relationship between the expression of RBM15 and

prognosis of disease-free interval analyzed in 33 tumors.
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Supplementary Figure 6. Analysis of RBM15-interacting proteins. (A) The protein-
protein interaction network analysis between the RBM15 and the other proteins. (B)
The correlation analysis between RBM15 and RRN3. (C) The correlation analysis
between RBM15 and DIDOL.
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Supplementary Figure 7. Validation of RBM15 expression and its roles on the
invasion and migration of metastatic osteosarcoma cell lines. (A) The effects of RBM15
knockdown were confirmed in 143B cells and (B) MNNG cells via gRT-PCR analysis.
(C) The cell migration and invasion ability were investigated in metastatic OS cells
after transfection with silencing si-Ctrl or si-RBM15 by Transwell assays. The left panel
shows the representative images; scale bars: 100 um; the quantitative analyses of the
cell migration and invasion level have been shown in the right panel. All bar plot data
have been presented as mean *standard deviation of three independent experiments.
**p <0.01, ***p <0.001.
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Supplementary Figure 8. Scratch and cell colony-forming experiments for the
metastatic osteosarcoma cell lines. (A) The comparison of scratch experiments performed
using the metastatic osteosarcoma cell lines with or without RBM15 knockdown. The left
panel shows the representative images acquired under an inverted microscope, scale bars:
100 um. The right panel shows the percentage of areas exhibiting relevant healing. (B)
The colony-forming assay performed using the 143B and MNNG cell lines with or
without RBM15 knockdown. The left panel shows the overall view of the colony
formation in the entire dish, scale bars: 100 pum. The right panel shows the number of cell

colonies in each dish. All bar plot data are presented as mean *standard deviation of three



independent experiments. *p < 0.05, **p < 0.01, ***p < 0.001.



