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Supplementary Figure S1: TrpRS overexpression correlates with poor patient survival. A. The TrpRS protein expression
levels in 144 OSCC patients were determined via IHC analysis and subjected to survival analysis in the present study. The Kaplan-
Meier plot shows that the 5-year overall survival rates for patients stratified into low- and high-TrpRS expression subgroups were 63.0%
and 50.7%, respectively (p = 0.0957, log-rank test). B. The TrpRS mRNA expression levels in 31 OSCC patients were determined via
microarray analysis [1] and subjected to survival analysis. The Kaplan-Meier plot shows that the 5-year overall survival rates for patients
stratified into low- and high-TrpRS expression subgroups were 48.0% and 16.7%, respectively (p = 0.3478, log-rank test).
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Supplementary Figure S2: TrpRS knockdown reduces OC3 cell viability, migration and invasion. A. OC3 cells were
transfected with control siRNA or TrpRS-specific siRNA as indicated. At 48 h after transfection, cell lysates were prepared, and the proteins
(50 pg per lane) were detected via Western blot. The numbers represent the gene knockdown efficacy of TrpRS-specific siRNA relative
to control siRNA. Simultaneously, cells were subjected to cell counting, migration, and invasion assays as described in the Materials and
Methods section. B. The quantitative data show the relative percentage of cell viability obtained from three independent cell counting
assays. The error bars indicate the standard error of the mean. *, a p value of less than 0.05 indicates statistical significance based on the
two-way ANOVA. C. Quantitative analysis of the migration and invasion assays. The data are presented as the mean values with standard

deviations obtained from three independent experiments. *, a p value of less than 0.05 indicates statistical significance based on the Mann-
Whitney U test.
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Supplementary Figure S3: Cell viability in TrpRS-knockdown cells throughout the migration and invasion
assays. OEC-M1 A. or OC-3 B. cells were transfected with control siRNA, siRNA-1, siRNA-2 or siRNA-pool as indicated. The
quantitative data show the relative percentage of cell viability obtained from three independent cell counting assays. The error bars indicate
the standard error of the mean.
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Supplementary Figure S4: In vitro treatment with GST-TrpRS fusion proteins promotes the migration of OEC-M1
cells. The expression and purification of GST-TrpRS fusion proteins were described in the Materials and Methods section. Quantitative
analysis of the migration assay of mock OEC-M1 cells subjected to in vitro treatment with GST-TrpRS fusion protein (1 pg/ml). Cells
(7.5 x 10*) were applied to the upper chamber of a transwell chamber containing 200 pl of Opti-MEM. The data are presented as the mean
values with standard deviations obtained from three independent experiments. *, a p value of less than 0.05 indicates statistical significance
based on the Mann-Whitney U test.
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