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Abstract
Background
SOX11 is a transcription factor that plays an important role in mantle cell lymphoma development. However, its functional role in head and neck squamous cell carcinoma (HNSCC) remains unknown.

Methods
Protein expression was measured with Western blotting, immunohistochemistry or quantitative proteomics, and gene expression was measured with quantitative RT-PCR. Functional role of SOX11 in HNSCC was evaluated with MTS/apoptosis, migration, invasion assays and a xenograft model. A SOX11-targeting gene, SDCCAG8, was confirmed with chromatin immunoprecipitation (ChIP), luciferase reporter and rescue assays.

Results
SOX11 was up-regulated in recurrent versus primary HNSCC and in highly invasive versus low invasive HNSCC cell lines. Silencing SOX11 in HNSCC cell lines significantly inhibited the cell proliferation, migration, invasion and resistance to Cisplatin, and vice versa. Quantitative proteomic analysis of SOX11-silencing HNSCC cells revealed a number of differentially expressed proteins, including a down-regulated tumor antigen SDCCAG8. Silencing of SDCCAG8 in HNSCC cells also significantly inhibited the cell proliferation, migration and invasion, and vice versa. ChIP assays demonstrated that endogenous SOX11 strongly bound to Sdccag8 gene promoter in highly invasive HNSCC cells. When over-expressed in low invasive HNSCC cells, wild type SOX11 but not mutant SOX11 induced the promoter activity of Sdccag8 and significantly induced the expression of SDCCAG8. However, exogenous mutant SOX11 abolished the expression of SDCCAG8 in highly invasive HNSCC cells. In addition, the inhibitory effects of SOX11 knockdown were partially rescued by over-expression of SDCCAG8 in HNSCC cells.

Conclusion
Collectively, our findings indicate SOX11 promotes HNSCC progression via the regulation of SDCCAG8.
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Introduction
Head and neck squamous cell carcinoma (HNSCC) is the sixth most common type of cancer in the world, accounting for approximately 650,000 new cancer cases and 350,000 deaths annually [1]. Due to advances in surgery, radiotherapy, chemotherapy and immunotherapy for HNSCC treatment, effective functional and survival outcomes are seen in patients with early-stage HSNCC. However, patients with advanced-stage disease continue to suffer from poor survival [2, 3]. This is because the patients with HNSCC are often diagnosed with lymph node metastasis and consequently have a high recurrence rate after treatment. The high mortality rate of HNSCC patients highlights the importance of studying the molecular and cellular mechanisms underlining HNSCC progression and identifying novel targets for improved treatment, screening, and surveillance.
Members of the Sox (SRY-related HMG-box) gene family were first identified through homology of the HMG domain to the testis-determining factor, SRY [4]. The protein products of Sox gene family regulate transcription during many diverse developmental processes such as early embryogenesis, sex determination, neural development, cardiac development, and hemopoiesis. Sox11 is a member of the Group C within the Sox family, along with Sox4 and Sox12. Sox members that belong to the same group share a high degree of similarity both within and outside the HMG box domain, whereas members of different groups are less similar. SOX11 is widely expressed at variable levels in developing mouse embryos with the highest expression in neuronal and mesenchymal tissues [5]. The protein has demonstrated a variety of specific functions including regulation of epithelial-mesenchymal interactions, inductive tissue remodeling, neuronal determination and differentiation, kidney and lung development [6], sensory neuron survival and axonal outgrowth [7].
A number of studies have revealed that SOX11 promotes tumor progression in mantle cell lymphoma (MCL) [8–17] as well as in melanoma and breast carcinoma [18, 19]. Over- expression of SOX11 was also found in small cell lung cancer [20], leukemia and Burkett’s lymphoma [21]. However, contradicting findings of SOX11 have been reported in ovarian cancer, mantle cell lymphoma and glioma [22–27]. These existing studies imply that the role of SOX11 in tumor development and progression may be tissue specific and cell context dependent. Nevertheless, the functional role of SOX11 in oral/head and neck cancer remains unknown. The main purpose of our study is to investigate if SOX11 promotes the progression of oral/head and neck cancer.

Material and methods
Cell culture
Four HNSCC cell lines, UM1, UM2, UMSCC5, UMSCC6, were cultured in the Dulbecco’s modified Eagle’s medium (DMEM) supplemented with 10% fetal bovine serum, 100 U/mL penicillin G and 100 μg/mL streptomycin (Invitrogen, Carlsbad, CA). Cell cultures were maintained in a humidified atmosphere of 5% CO2, 95% air at 37 °C, and the culture medium was changed every 2–3 days.

Real-time quantitative PCR (qPCR)
Total RNA was isolated from cultured cells using the RNeasy Mini Kit (Qiagen, Valencia, CA), and first-strand complementary DNA synthesis was performed using the SuperScript III Reverse Transcriptase (Invitrogen). The cDNA levels were then amplified with the Light Cycler® 480 SYBR Green I MasterMix (Roche, Indianapolis, IN) using the CFX96 Real-Time PCR detection system (Bio-Rad, Hercules, CA). Gene primers for qPCR reactions are listed in Additional file 1: Table S1. Gene expression was measured in triplicates and normalized against beta-actin. The relative expression of each target gene was calculated via the eq. 2-ΔΔCT where ΔCT = CT (target) – CT (actin).

Western blotting
Equal amount of total proteins from each sample were separated with SDS-PAGE gel and transferred onto nitrocellulose membrane with the Trans-blot SD semi-dry transfer cell (Bio-Rad, Hercules, CA). The membrane was blocked with 5% non-fat dry milk (Santa Cruz Biotech, Dallas, TX) for one hour, and then incubated with anti-SOX11 (Santa Cruz Biotech, #Sc-20,096), anti-SDCCAG8 (GeneTex, Irvine, CA, # GTX115484) or anti-GAPDH (GeneTex, #GTX100118) primary antibody, followed by incubation with HRP-conjugated secondary antibody (GE Healthcare, Piscataway, NJ). Signal detection was performed with the ECL-Plus Kit (GE Healthcare) and protein bands were quantified with the NIH Image J.

Gene silencing and cell line xenograft
Cells were cultured in 6-well plates for siRNA or shRNA knockdown experiments. RNAimax was used for cell transfection with siRNA according to the manufacturer’s instruction (Invitrogen). Validated double-stranded siRNAs of target genes, siSOX11 (Sigma, St. Louis, MO), si-SDCCAG8 (Santa Cruz Biotech, #SC-78905) or non-target control siRNAs were mixed with the RNAimax reagent and then added to the cell culture. After 24-h treatment, the siRNAs were removed and the cells were further incubated in fresh complete medium for subsequent experiments. Transfection of Sox11 shRNAs (Thermo Scientific, RHS4533, pLKO.1-Sox11) was performed with the Lipofectamine 2000 (Invitrogen, #11668019). After 48 h post-transfection, transfected cells were incubated in the presence of puromycin at 2 μg/mL for 2 weeks to generate stably transfected cells. Single colonies with low SOX11 expression were then selected for further studies. The efficacy of knockdown was evaluated by Western blotting.
To assess the xenograft tumor growth, 2 × 106 UM1shControl and UM1shSox11 cells were injected s.c. into the left and right flanks, respectively, of 12 8-week-old Balb/C male nude mice. At 4 weeks post-injection, the mice were euthanized and tumors were collected. The tumor tissues were lysed with 2-D rehydration buffer containing 2 M thiourea, 7 M urea, 2% CHAPS and 50 mM DTT, and the total protein concentration was measured with the 2D Quant kit (GE Healthcare).

Plasmids and gene overexpression
Transfection of HNSCC cell lines with plasmids was performed with the Lipofectamine 2000. The Sox11 plasmids (pCMV-Sox11F) and mutant versions lacking the transactivation domain (pCMV-Sox11FΔTAD) were generous gifts from Professor Angie Rizzino [28] and Professor Kathryn Albers [29]. Sox-11F was constructed using the primers Sox-11F (5′-CGTGCTGGTACCGCCACCATGGACTACAAGGACG ACGATGATATGGTGCAGCAGGCCGAGAGC-3′) and Sox-11FTAD was constructed using the primer pair sox11TAD (5′-CTCTACTACAGCTTCAAGTGAGCGGCCGCAA ACATCACCAAGCAGCAG-3′) as described in previous study [30]. Plasmid for human Sdccag8 (pEGFP-hSdccag8) was generously provided by Prof. Song-Hai Shi and Mr. Zhizhong Li [31]. For rescue experiment, Sox11 shRNA and sdccag8 plasmid were co-transfected with the Lipofectamine 2000 according to a co-transfection protocol recommended by the manufacturer. Briefly, appropriately amount of shRNA and plasmid mixture (within serum free medium) was combined with diluted Lipofectamine 2000 (in serum free medium) and incubated at room temperature for 20 min. The complex was then added to cell cultures and cells were harvested 48 h after transfection for subsequent experiments.

Cell growth, survival, migration, invasion assays
Cell growth/survival
For cell viability assay, cancer cells were cultured in a 96-well plate overnight before the addition of the MTS solution (tetrazolium compound and phenazine methosulfate, Promega). Next, the cells were incubated at 37 °C for 1 h in a humidified 5% CO2 incubator, and the absorbance at 490 nm was recorded with a microplate reader (BioTek, Winooski, VT). The assays were performed in quadruplicate. To assay clonogenicity, 1000 cells were initially seeded per well in a 6-well plate and then fixed and stained with 0.5% crystal violet solution after 7 days of culture. Colonies with a diameter > 50 μm were counted. For chemoresistance study, cells were cultured in a 96-well plate overnight at a concentration of 2000 cells/mL per well and treated with the indicated concentrations of cisplatin (0, 2.5, 5.0, 10.0, 20.0, and 40.0 μM) for 24 h. Then, 20 μL of MTS solution was added to each well, followed by a 1-h incubation at 37 °C. The reaction was then quantitatively measured at 490 nm.

Cell migration
Cells were grown to 80% confluence in 24-well plates and then transfected with siRNA, shRNA or respective controls. Cells were starved overnight in DMEM + 0.1% FBS medium. The cellular layer was wounded using a sterilized tip. Cell migration was monitored after 24 h and 48 h. The cells were stained with calcein acetoxymethyl ester (4 μg/ml; BD Biosciences) in phosphate-buffered saline for 30 min and observed by fluorescence microscopy (Olympus). Migration ability was assessed by measuring the changes in sizes of wounded areas.

Cell invasion
The invasion assays were performed with the Transwell Matrigel invasion chambers (pore size 8 μm; BD Biosciences). Following 24-h serum starvation, the cancer cells were resuspended in DMEM containing 0.1% FBS and added to the upper chamber of transwell inserts. DMEM supplemented with 10% FBS was then added to the lower chamber to act as a chemoattractant. After incubation for 12 h or 24 h, the cells on the upper surface of the membrane were removed by a cotton swab. The invaded cells on the lower membrane were stained with calcein acetoxymethyl ester (4 μg/ml; BD Biosciences) in phosphate-buffered saline for 30 min and then observed by fluorescence microscopy (Olympus) or stained with the HEMA 3 staining kit (Thermo Fisher). We imaged six fields per filter and counted the average numbers of cells per field as a measure for cell invasion.


Quantitative proteomic analysis
Quantitative proteomic analysis was performed using tandem mass tagging (TMT) (TMT-6plex, Thermo Fisher Scientific, Waltham, MA) and two-dimensional LC with MS/MS according to our previously described method [32]. Briefly, cancer cells were lysed in 8 M urea containing protease inhibitor cocktail (Calbiochem, San Diego, CA) on ice with a POLYTRON homogenizer (Kenematika, Bohemia, NY). Equal amounts of proteins (100 μg) from either siSOX11- or siCtrl-transfected cells were reduced with dithiothreitol, alkylated with iodoacetamide and digested with trypsin overnight. The resulting peptide samples were then labeled with TMT-128 (UM1 cells, siCtrl), TMT-129 (UM1 cells, siSox11), TMT-130 (UMSCC5 cells, siCtrl) or TMT-131 (UMSCC5 cells, siSox11), respectively, according to the manufacturer’s protocol. Afterwards, we combined the labeled samples and fractionated the combined sample with a strong-cation exchange spin column (VIVAPURE Smini H, Sartorius Stedim, Bohemia, NY). The initial filtrate and eight elutions under different concentrations of sodium acetate (2.5 mM, 5 mM, 10 mM, 20 mM, 50 mM,100 mM, 250 mM and 1 M) were collected, vacuum-dried and re-suspended in 0.1% formic acid for LC-MS/MS analysis.
Fractionated TMT-labeled peptide samples were loaded onto an Agilent nanotrap column (Santa Clara, CA), washed for 10 min at 6 ul/min and then separated with a Microm 100 × 0.1 mm C18AQ column (200A°, 3 μm) on an Eksigent 2DLC nanoflow system operating at 400 nL/min. Chromatography was performed using mobile phase A (0.1% formic acid) and mobile phase B (99.9% ACN, 0.1% formic acid) over a 90-min gradient: (0–30% B (60 min), 35–80% B (10 min), 80% B (5 min), and then the column was re-equilibrated. The MS/MS spectra were acquired on an Orbitrap LTQ XL mass spectrometer (Thermo Fisher Scientific, San Jose, CA) using a data-dependent analysis mode, which the top five most abundant ions in each MS scan (m/z 350–2000) were selected for MS/MS analysis. The MS/MS spectra were searched against the UniRef100 human database using the SEQUEST search engine via the Proteome Discoverer (Thermo Fisher Scientific). The parameters for SEQUEST database searching were as follows: missed cleavage was one; the dynamic modifications were oxidation (M), deamidation (N) and phosphorylation (S, T, Y), and the static modifications were TMT-6plex (any N-terminus and K) and Carbamidomethyl (C). The false discovery rate was below 1% for protein/peptide identification. The relative quantitation was calculated as the average fold changes of identified proteins in siSox11-transfected cells as compared to the average fold changes of the proteins in siCtrl-transfected cells. The median ratio was used for normalization [33].

Chromatin immunoprecipitation (ChIP)
The ChIP assays were performed on UM1 and UMSCC5 cells with the ChIP assay kit (Millipore, Billerica, MA, #17–295) according to the manufacturer’s instruction. After PBS washing, the cancer cells were cross-linked with 1% formaldehyde on the petri dish for 10 min at room temperature and then stopped by adding 125 mM glycine. Cells were then washed twice with cold PBS, harvested in RIPA buffer (150 mM NaCl, 1% Igepal CA-630, 0.5% deoxycholate, 0.1% SDS, 50 mM Tris-HCl at pH 8), and sonicated to generate DNA fragments between 200 and 1000 base pairs. For immunoprecipitation, 1 mg of protein extract was pre-cleared with 30 μL of Protein A Agarose/Salmon Sperm DNA (50% Slurry) for 30 min. Once the agarose centrifuged and removed, the supernatant fraction was incubated with 5 μg of anti-SOX11 (Santa Cruz Biotech, #Sc-20,096) overnight at 4 °C and then incubated with 30 μL Protein A Agarose/Salmon Sperm DNA (50% Slurry) for one hour at 4 °C. Following the washes with low salt, high salt, LiCl immune complex wash buffers as well as the TE buffer, the immunocomplexes were harvested, eluted with 1% SDS/0.1 M NaHCO3 for 10 min at 65 °C, and then treated with NaCl (200 mM) at 65 °C for 4 h to reverse histone-DNA crosslinks. Finally, the DNA fragments were purified with a DNA Clean/Concentrator kit (Zymo Research, Irvine, CA, #D4003) and used as templates for qPCR reactions using the primers of Sdccag8 gene promoter (Supplementary Table 1).

Luciferase reporter assay
Luciferase reporter assays were performed to investigate if SOX11induces the promoter activity of Sdccag8 gene in HNSCC cells. We utilized a plasmid for wild type Sox11 (Sox11F) and a mutant version, Sox11ΔTAD, as well as Sdccag8 gene promoter reporter plasmid for co-transfection. To test whether SOX11 induces Sdccag8 gene promoter activity, UM2 and UMSCC6 cancer cells were seeded in 24-well plates. When reaching ~ 80% confluency, the cells were transfected with either empty promoter reporter vector (pLightSwitch_Prom, #S790005, 200 ng, SwitchGear Genomics, Carlsbad, CA), or Sdccag8 gene promoter reporter vector (Sdccag8-Prom, #S706980, 200 ng, SwitchGear Genomics), or Sdccag8-Prom (200 ng) with Sox11F plasmid (100 ng), or Sdccag8-Prom (200 ng) with Sox11FΔTAD plasmid (100 ng) using the Lipofectamine 2000 transfection reagent according to the manufacturer’s protocol. Briefly, after the cancer cells were washed with PBS, a mixture of lipofectamine, plasmids and serum-free DMEM was added to the cell culture and incubated at room temperature for 20 min. The treated cells were then incubated in the CO2 incubator and the medium was changed after 4 h of treatment. Afterwards, the cells were incubated in fresh complete medium and finally lysed with 100ul of lysis buffer, which is mixed with reconstituted assay substrate of the LightSwitch Luciferase Assay Kit (#LS010, Switchgear Genomics) to determine the promoter activity. All experiments were performed in triplicates. Similar Luciferase reporter assay experiments were also performed on UM1 and UMSCC5 cells.

Tissue samples and immunohistochemistry
Frozen tissue specimens of HNSCC patients (n = 20) and adjacent normal tissues (n = 8) were obtained from the Capital Medical University affiliated Tongren Hospital and the Second Affiliated Hospital of Harbin Medical University, Harbin, China, according to established core procedures and the Institutional Ethical Board approvals. Tissue samples were stained with hematoxylin/eosin to determine the histological type and grade of tumors. For immunohistochemistry analysis, formalin-fixed paraffin-embedded (FFPE) tissue sections of HNSCC patients were deparaffinized by sequential washing with xylene, 100% ethanol, 95% ethanol, 80% ethanol and PBS. The endogenous peroxidase activity was quenched in methanol with 0.3% H2O2 for 5 min. The slides were blocked in PBS with 5% BSA for 30 min and then incubated overnight at 4 °C with rabbit antibody against human SOX11 at a dilution of 1:100. After rinsing in PBS, the sections were incubated with horseradish peroxidase (HRP)-conjugated sheep anti-rabbit IgG for 2 h at room temperature.

Statistical analysis
Statistical analysis was performed with the student t-test and one-way ANOVA using the MedCalc Program (MedCalc Inc., Ostend, Belgium). The data were expressed as the mean ± standard deviation. P values < 0.05 were considered to be statistically significant for all data analyses.


Results
Upregulation of SOX11 in primary and recurrent HNSCC tissues
As shown in Fig. 1, qPCR analysis indicated that relative Sox11 gene expression was significantly higher in primary oral tongue cancer tissues than normal tissues. More importantly, both Sox11 gene and protein expression was significantly overexpressed in recurrent oral cancer tissues when compared to paired primary oral cancer tissues (Fig. 1B, C and D). In addition, both Sox11 gene and protein expression levels was significantly upregulated in highly invasive head and neck cancer cell lines UM1 and UMSCC5 when compared to low invasive UM2 and UMSCC6 cell lines (Fig. 1E, F). Four HNSCC cell lines, UM1, UM2, UMSCC5 and UMSCC6, were used in this study for in vitro experiments. UM1 and UMSCC5 cells are highly invasive and migratory whereas UM2 and UMSCC6 cells are low invasive and migratory (data not shown).[image: A13046_2019_1146_Fig1_HTML.png]
Fig. 1Upregulation of Sox11 in primary and recurrent HNSCC tissues and highly invasive HNSCC cells. (a) Relative Sox11 gene expression in 20 primary HNSCC (oral cancer) tissues analyzed by qRT-PCR. ***, P < 0.001 compared with eight normal tissues. (b) Relative Sox11 gene expression in four paired primary and recurrent HNSCC (oral cancer, same patients) tissues analyzed by qRT-PCR. ***, P < 0.001 compared with primary tissues. (c) SOX11 expression in four paired primary and recurrent HNSCC (oral cancer) tissues analyzed by western blotting. (d) IHC analysis of SOX11 expression in paired normal, primary and recurrent HNSCC (oral cancer) tissues. (e) Western blot analysis of SOX11 expression in four HNSCC cell lines (UM1, UM2, UMSCC5 and UMSCC6). (f) qPCR analysis of Sox11 gene expression in UM1, UM2, UMSCC5 and UMSCC6 cell lines. ***, P < 0.001 (UM1/UMSCC5 versus UM2/UMSCC6)





SOX11 promotes HNSCC cell proliferation and chemoresistance
As shown in Fig. 2, knockdown of SOX11 in UM1 cells significantly impaired the cell proliferation and its chemoresistance to Cisplatin. Meanwhile, overexpression of SOX11 in UM2 cells significantly enhanced the cell proliferation and chemoresistance to Cisplatin. Similar results were observed in UMSCC5 or UMSCC6 cells (data not shown). We also found that knockdown of SOX11 in UM1 cells led to significantly increased percentage of apoptotic cells (Fig. 2E). Next, we assessed the potential effect of SOX11 in tumorigenicity using shSox11 xenograft tumors formed in Balb/c nude mice. The weight of the shSox11 xenograft tumors was significantly decreased when compared to the shCTRL xenograft tumors (n = 6) (Fig. 2F). As expected, the expression of SOX11 was significantly lower in the shSox11 xenograft tumors than the control tumors.[image: A13046_2019_1146_Fig2_HTML.png]
Fig. 2SOX11 promotes oral/head and neck cancer cell proliferation and chemoresistance. (a) Western blotting confirmation of SOX11 expression in Sox11-silencing UM1 cells and Sox11-overexpression UM2 cells. (b) MTS assays of stable Sox11-knockdown UM1 cells (sh-Sox11–1 and sh-Sox11–2) and Sox11-overexpression UM2 cells (Sox11–1 and Sox11–2). **, P < 0.01 compared with control cells. (c) Cell survival was examined in Sox11 knockdown (UM1) and overexpression (UM2) cancer cells after treatment with the indicated doses of Cisplatin (0, 2.5, 5, 10, 20 or 40 μM). (d) Colony formation rate in Sox11 knockdown (UM1) and overexpression (UM2) cancer cells. *, P < 0.05 compared with control cells. (e) Tunel staining of Sox11 knockdown cells. ***, P < 0.01 compared with control cells. (f) Knockdown of Sox11 suppresses xenograft tumor growth in vivo. Stable Sox11 knockdown UM1 cells were subcutaneously injected into nude mice. Four weeks later, Sox11 knockdown UM1 cells had smaller tumors than controls (***, P < 0.001). Western blot analysis indicated decreased expression of SOX11 in xenograft tumors derived from UM1 cells with stable Sox11 knockdown





SOX11 promotes HNSCC cell migration and invasion
Wound healing assays indicated that knockdown of SOX11 in UM1 cells significantly impaired the cell migration whereas overexpression of SOX11 in UM2 cells significantly enhanced the cell migration. Meanwhile, transwell invasion assays suggested that knockdown of SOX11 in UM1 cells significantly inhibited the cell invasion while overexpression of SOX11 in UM2 cells significantly enhanced the cell invasion (Fig. 3).[image: A13046_2019_1146_Fig3_HTML.png]
Fig. 3SOX11 promotes head and neck (oral) cancer cell migration and invasion. (a) Wound healing cell migration assays of Sox11 knockdown UM1 cells and Sox11 overexpression UM2 cells. **, P < 0.01 compared with control cells. (b) Transwell cell invasion assays in Sox11 knockdown and overexpression oral cancer cells. ***, P < 0.001 compared with control cells





Quantitative proteome analysis
Quantitative proteomics analysis was performed to compare the global protein expression between siSox11- and siCtrl-transfected UM1 cells as well as between siSox11-and siCtrl-transfected UMSCC5 cells (Fig. 4A). In total, more than 2700 proteins were quantified by using the TMT (tandem mass tag) stable isotope labeling and LC-MS/MS (Additional file 1: Table S2). One of the down-regulated proteins in both UM1 and UMSCC5 cells following siSox11 knockdown was identified as SDCCAG8, a putative tumor antigen. Western blot analysis further confirmed siSox11 knockdown significantly inhibited SDCCAG8 expression in both UM1 and UMSCC5 cells. However, knockdown of SDCCAG8 expression did not significantly alter the expression of SOX11 in the cancer cells (Fig. 4B).[image: A13046_2019_1146_Fig4_HTML.png]
Fig. 4Knockdown of SOX11 in head and neck cancer cells inhibits the expression of SDCCAG8 tumor antigen. (a) Quantitative proteomic analysis of UM1 or UMSCC5 cells transfected with siCTRL (UM1: TMT128; UMSCC5: TMT130) or siSox11 (UM1: TMT129; UMSCC5: TMT131). The TMT129:TMT128 ratios (y-axis) represent the relative levels of cellular proteins between UM1-siCTRL and UM1-siSox11 whereas the TMT131:TMT130 ratios represent the relative levels of cellular proteins between UMSCC5-siCTRL and UMSCC5-siSox11. (b) Western blot analysis of SOX11 and SDCCAG8 in UM1 or UMSCC5 cells transfected with siSox11 or siSdccag8. (c) Western blot analysis of SDCCAG8 in UM1, UM2, UMSCC5 and UMSCC6 cells (n = 3, ***, P < 0.001). (d) qPCR analysis of Sdccag8 gene expression in UM1, UM2, UMSCC5 and UMSCC6 cells (n = 3, ***, P < 0.001)





SOX11 regulates the expression of SDCCAG8 in HNSCC cells
Since quantitative proteome analysis indicated that SDCCAG8 might be a potential downstream target gene of SOX11 in HNSCC cells, we then compared Sdccag8 gene and protein expression among UM1, UM2, UMSCC5 and UMSCC6 cells. As shown in Fig. 4C and D, both Sdccag8 mRNA and protein expression levels were significantly up-regulated in highly invasive UM1 and UMSCC5 cells when compared to low invasive UM2 and UMSCC6 cells, suggesting that the expression levels of Sox11 and Sdccag8 are highly correlated in HNSCC cells.
To determine if SOX11 binds to Sdccag8 gene promoter in HNSCC cells, we performed ChIP assays on UM1 and UMSCC5 cells using anti-SOX11 antibody. The DNA enrichment within the immunoprecipitated samples was measured by real-time qPCR and analysis was performed by comparing the data from the anti-SOX11 immunoprecipitated samples against the background signal of the negative control (IgG antibody) to calculate the enrichment fold. As shown in Fig. 5A, qPCR analyses indicated a significantly higher enrichment of DNA fragments of Sdccag8 gene promoter in the anti-SOX11-immunoprecipitated UM1 samples than the IgG-immunoprecipitated UM1 samples. The ChIP assays of UMSCC5 cells also showed a significantly higher enrichment of DNA fragments of Sdccag8 gene promoter. Meanwhile, siRNA knockdown of Sox11 significantly inhibited the enrichment of DNA fragments of Sdccag8 gene promoter in both UM1 and UMSCC5 cells (Fig. 5A).[image: A13046_2019_1146_Fig5_HTML.png]
Fig. 5SOX11 binds to Sdccag8 gene promoter and induces Sdccag8 gene promoter activity. (a) ChIP-qPCR analysis of anti-SOX11- or IgG-immunoprecipitated DNA fragments from UM1 or UMSCC5 cells. (b) Luciferase reporter assays of UM2 or UMSCC6 cells transfected with empty promoter reporter vector, Sdccag8 gene promoter reporter (Sdccag8-Prom), Sdccag8-Prom and Sox11F, or Sdccag8-Prom and Sox11FΔTAD, respectively. Data are measured in triplicates. *, P < 0.05; **, P < 0.01; ***, P < 0.001. (c) Western blot analysis of SOX11 and SDCCAG8 in UM1/UMSCC5 cells transfected with Sox11FΔTAD (mutant) and UM2/UMSCC6 cells transfected with Sox11F (WT)




To further verify if SOX11 regulates the expression of SDCCAG8 in HNSCC cells, luciferase reporter assays were performed on UM2 and UMSCC6 cells using Sdccag8 gene promoter reporter plasmid, Sox11 plasmid (Sox11F) and a mutant lacking the transactivation domain (Sox11FΔTAD). Successful transformation of Sox11 plasmids was confirmed with restriction enzymes and agarose gel electrophoresis of DNA fragment. Figure 5B shows the luciferase assay results of UM2 and UMSCC6 cells transfected with empty promoter reporter vector (200 ng), Sdccag8 gene promoter reporter (Sdccag8-Prom, 200 ng), Sdccag8-Prom (200 ng) and Sox11F (100 ng), or Sdccag8-Prom (200 ng) and Sox11FΔTAD (100 ng). As expected, when Sdccag8 gene promoter and Sox11F were co-transfected in UM2 or UMSCC6 cells, the luciferase activities were significantly higher than those when the cells were transfected with Sdccag8 gene promoter alone or empty promoter vector. Meanwhile, when Sdccag8 gene promoter and Sox11FΔTAD were co-transfected in UM2 and UMSCC6 cells, the luciferase activities were significantly reduced compared to co-transfection of Sdccag8 gene promoter and SOX11F (wild type). In other words, the luciferase activity of the Sdccag8 reporter construct, with co-transfection of Sox11FΔTAD which is lack of a transactivation domain, was suppressed in both UM2 and UMSCC6 cells. These results indicated that SOX11, when over-expressed, induced the promoter activity of Sdccag8 gene in UM2 and UMSCC6 cancer cells. Similar luciferase assay results were also observed in highly invasive UM1 and UMSCC5 cells (data not shown). As presented in Fig. 5C, overexpression of wild-type SOX11 induced the expression of SDCCAG8 in low invasive HNSCC cells (UM2 and UMSCC6) whereas over-expression of mutant SOX11 (Sox11FΔTAD) abolished the expression of SDCCAG8 in highly invasive HNSCC cells (UM1 and UMSCC5).

SDCCAG8 partially rescues the inhibitory effects of Sox11 knockdown in HNSCC cells
As shown in Fig. 6A and B, silencing of SDCCAG8 expression in high invasive UM1 or UMSCC5 cells significantly inhibited the cell proliferation, migration and invasion. On the other hand, overexpression of SDCCAG8 in low invasive UM2 and UMSCC6 cells significantly enhanced the proliferation, migration and invasion of both cell lines (Fig. 6A and B). For the rescue studies, Western blot analysis confirmed simultaneous knockdown of SOX11 and overexpression of SDCCAG8 in UM1 and UMSCC5 cells. As shown in Fig. 6D & E, the inhibitory effects of Sox11 knockdown on cell proliferation, migration and invasion were partially rescued by SDCCAG8 overexpression in both UM1 and UMSCC5 cells.[image: A13046_2019_1146_Fig6_HTML.png]
Fig. 6SDCCAG8 promotes HNSCC cell migration/invasion and partially rescues the inhibitory effects of Sox11 knockdown. (a) MTS assays of SDCCAG8 knockdown UM1/USCC5 cells or SDCCAG8 overexpression UM2/UMSCC6 cells. (b) Invasion and migration assays of SDCCAG8 knockdown UM1/USCC5 cells or SDCCAG8 overexpression UM2/UMSCC6 cells. (c) Western blot analysis of SOX11 and SDCCAG8 in UM1 and UMSCC5 cells with SOX11 knockdown or with both SOX11 knockdown and SDCCAG8 overexpression. (d) MTS assays of UM1 and UMSCC5 cells with either SOX11 knockdown or with both SOX11 knockdown and SDCCAG8 overexpression. (e) Invasion and migration assays of UM1 or UMSCC5 cells with either SOX11 knockdown or with both SOX11 knockdown and SDCCAG8 overexpression. Data are measured in triplicates. *, P < 0.05; **, P < 0.01; ***, P < 0.001






Discussion
Sox represents a family of transcription factor containing a highly conserved DNA-binding motif called the HMG-box [34]. According to the similarity within the HMG-box domain, Sox genes are divided into 8 subgroups of A~H [34]. The human Sox11 gene, which belongs to group C, is mapped to chromosome 2 at position p25 and encodes a protein of 441 amino acids [35]. SOX11 has been proven as a strong transcription factor containing a transactivation domain in its carboxyl-terminal [36]. In most mature tissues, the expression of SOX11 is relatively low at normal conditions. However, it plays a curial role in embryonic neuronal development, as well as in the developing limbs, face, and kidneys [37]. Previous studies have clearly demonstrated that SOX11 is indispensable for the development of sensory neurons, sympathetic neurons, and spinal cord in addition to many non-neural tissues [7]. Neurogenesis requires neural progenitor cell (NPC) proliferation, neuronal migration, and differentiation. During embryonic development, neurons are generated in specific areas of the developing neuroepithelium and migrate to their appropriate positions. In mice, SOX11 is detected in NPCs throughout the developing neuroepithelium as early as E8.5, prior to the onset of neurogenesis [36, 37]. During later stages of brain development, SOX11 is continuously expressed in NPCs and some differentiated neurons, most notably in the forebrain [36]. These findings suggest that SOX11 promotes the migration of neurons in the developing neuroepithelium during neurogenesis. Recently, SOX11 was found to promote the migration and differentiation of mesenchymal stem cells (MSCs), and MSCs stably expressing SOX11 migrate to the fracture site, initiate callus ossification and improve bone fracture healing [30]. SOX11 was also found to be involved in epithelial-mesenchymal transition (EMT) [38]. The selective inhibition of the normally up-regulated SOX11 in EMT caused changes in the expression pattern of the EMT markers and slowed down the transition.
Enlightened by the fact that SOX11 promotes the migration of neurons and MSCs, we have investigated if SOX11 promotes proliferation, migration and invasion of HNSCC cells. Our studies have shown that SOX11 is significantly over-expressed in primary HNSCC tissues (versus adjacent normal tissues) and even more up-regulated in recurrent HNSCC tissues than paired primary HNSCC tissues. In fact, previous studies have found that SOX11 promotes tumor progression in MCL [8–15, 39], melanoma and breast carcinoma [18, 19]. SOX11 regulates breast cancer cell proliferation/survival and its over-expression significantly correlates with low survival of breast cancer patients. In addition, SOX11 is over-expressed in small cell lung cancer [20] although contradicting results have also been reported in ovarian cancer, mantle cell lymphoma and glioma [22, 23, 25–27]. Another Sox Group C member, SOX4, shares a similar function to SOX11 in human cancers. The gene was found to promote the progression and contribute to the metastatic spread of multiple solid cancer types [20, 40, 41].
Four HNSCC cell lines, UM1, UM2, UMSCC5 and UMSCC6, are used in this study for in vitro experiments. UM1 and UMSCC5 cells are highly invasive and migratory whereas UM2 and UMSCC6 cells are low invasive and migratory (data not shown). In fact, UM1 and UM2 cells were both established from the same tumor of a tongue squamous cell carcinoma patient, harboring same TP53 gene mutations [42]. A small fraction of UM1 cells possess stem-like cancer cell properties whereas UM2 cells do not [32]. By using these paired HNSCC cell line models, we have found Sox11 and Sdccag8 are significantly over-expressed at both mRNA and protein levels in highly invasive HNSCC cells when compared to low invasive HNSCC cells and their expression levels are highly correlated among HNSCC cell lines. In addition, knockdown of SOX11 or SDCCAG8 expression in HNSCC cell lines significantly impairs the cell proliferation, migration, invasion and chemoresistance whereas overexpression of SOX11 or SDCCAG8 significantly enhances the proliferation, migration, invasion and chemoresistance of HNSCC cell lines. These results suggest that SOX11 and SDCCAG8 promote the proliferation, migration and invasion of HNSCC cells.
Sdccag8 is a protein coding gene that has been identified as a tumor antigen with various tumor associations [43–46]. It is also known as CCCAP (Centrosomal Colon Cancer Autoantigen Protein), NY-CO-8 (human colon cancer antigen), NPHP10 (Nephronophthisis-related Ciliopathies 10), SLSN7 (Senior-Loken syndrome 7), and BBS16 (Bardet-Biedl Syndrome 16). Mutation of Sdccag8 causes diseases such as nephronophthisis, Bardet-Biedl syndrome, and retinal-renal ciliopathy, and it is also often observed in patients with mental retardation, cognitive impairment, and seizures [31, 47, 48]. There is a common function between SOX11 and SDCCAG8, which is the regulation of neuronal migration [7, 31]. Recent studies have demonstrated that SDCCAG8 was up-regulated in human lung cells with over-expressed MASPIN playing a role in the invasion of cancer cells [44]. Over-expression of SDCCAG8 was also observed in gastric cancer cells of patients with poor survival rates [48], and in diffuse-type gastric cancer cells, which are non-cohesive and poorly differentiated. These cells often metastasize into the peritoneum or lymph nodes [49]. In addition, SDCCAG8 was suggested as a biomarker to classify cervical cancer patients, who can benefit from radiotherapy only treatment, from those who would need both radiotherapy and chemotherapy [45].
Although there has been clear evidence of SDCCAG8 in regulating cellular functions (e.g., cell cycle, mitotic G2-G2/M phases, recruitment of centrosome proteins, etc.) [31, 43, 50], the underlying mechanisms of SDCCAG8 in cancers, particularly in HNSCC, are largely unknown. In our studies, both Sdccag8 gene and protein expression were significantly up-regulated in highly invasive HNSCC cells versus low invasive HNSCC cells. Similar to the phenotypic changes in highly invasive HNSCC cells caused by SOX11 knockdown, knockdown of SDCCAG8 in highly invasive HNSCC cells significantly impaired the cell proliferation, migration and invasion. On the other hand, overexpression of SDCCAG8 in low invasive HNSCC cells significantly enhanced the cell proliferation, migration and invasion.
Our studies also demonstrated that Sdccag8 is a downstream target gene of SOX11 in HNSCC cells. First, quantitative proteome analysis followed by qPCR and Western blotting validation indicated that both Sdccag8 gene and protein expression was down-regulated when SOX11 expression was knocked down in highly invasive UM1 and UMSCC5 cells. Secondly, the ChIP assays demonstrated that SOX11 bound to Sdccag8 gene promoter in HNSCC cells. Thirdly, the luciferase reporter assays demonstrated that SOX11 induced Sdccag8 gene promoter activity in low invasive HNSCC cells when both Sdccag8 gene promoter construct and wild-type SOX11 (but not mutant SOX11) are co-transfected. Fourthly, overexpression of wild-type SOX11 in low invasive HNSCC cells (UM2 and UMSCC6) induced the expression of SDCCAG8 whereas over-expression of mutant SOX11 in highly invasive HNSCC cells (UM1 and UMSCC5) abolished the expression of SDCCAG8. Lastly, the inhibitory effects of SOX11 knockdown on HNSCC cell invasion, migration and proliferation were partially rescued by over-expression of SDCCAG8. Taken together, our findings suggest that SOX11 regulates SDCCAG8 expression in HNSCC cells.

Conclusion
In summary, we have demonstrated that SOX11 promotes head and neck cancer progression via the regulation of SDCCAG8. Both molecules may serve as potential prognostic biomarkers or targets for therapeutic intervention in HNSCC. Our study adds new insights regarding the role of SOX11 in human cancer. It again suggests that the function of SOX11 in tumor progression may be tissue specific and cell context dependent. Although SOX11 promotes cancer progression in HNSCC, the regulatory role of SOX11 in early oral/head and neck carcinogenesis remains inconclusive. Further studies are warranted to investigate if SOX11 is essential for early development of oral/head and neck cancer.

Acknowledgements
The authors would like to thank Prof. Angie Rizzino and Prof. Kathryn Albers for providing Sox11 plasmids and Prof. Song-Hai Shi and Mr. Zhizhong Li for providing Sdccag8 plasmids.
Funding
This study was supported by TRDRP Program (SH, 18XT-0114).

Availability of data and materials
The datasets used and analyzed during the current study are available from the corresponding author on reasonable request.


Authors’ contributions
SH, XC and ZH designed the experiments. JH, EHJ, XZ, LC, MG and KM performed the experiments. JH, MG and LC analyzed and interpreted the data. SH, LC and JH were the major contributors in writing the manuscript. All authors read and approved the final manuscript.

Ethics approval and consent to participate
This study was approved by the Ethics and Animal Care Committees of the Capital Medical University, Southern Medical University, Harbin Medical University and University of California, Los Angeles.

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no competing interests.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in published maps and institutional affiliations.


[image: Creative Commons]Open Access This article is distributed under the terms of the Creative Commons Attribution 4.0 International License (http://​creativecommons.​org/​licenses/​by/​4.​0/​), which permits unrestricted use, distribution, and reproduction in any medium, provided you give appropriate credit to the original author(s) and the source, provide a link to the Creative Commons license, and indicate if changes were made. The Creative Commons Public Domain Dedication waiver (http://​creativecommons.​org/​publicdomain/​zero/​1.​0/​) applies to the data made available in this article, unless otherwise stated.

References
1.
Siegel R, Ma J, Zou Z, Jemal A. Cancer statistics, 2014. CA Cancer J Clin. 2014;64:9–29.Crossref

2.
Schmitz S, Ang KK, Vermorken J, Haddad R, Suarez C, Wolf GT, Hamoir M, Machiels JP. Targeted therapies for squamous cell carcinoma of the head and neck: current knowledge and future directions. Cancer Treat Rev. 2014;40:390–404.Crossref

3.
Schmitz S, Machiels JP. Targeting the tumor environment in squamous cell carcinoma of the head and neck. Curr Treat Options in Oncol. 2016;17:37.Crossref

4.
Gubbay J, Collignon J, Koopman P, Capel B, Economou A, Munsterberg A, Vivian N, Goodfellow P, Lovell-Badge R. A gene mapping to the sex-determining region of the mouse Y chromosome is a member of a novel family of embryonically expressed genes. Nature. 1990;346:245–50.Crossref

5.
Dy P, Penzo-Mendez A, Wang H, Pedraza CE, Macklin WB, Lefebvre V. The three SoxC proteins--Sox4, Sox11 and Sox12--exhibit overlapping expression patterns and molecular properties. Nucleic Acids Res. 2008;36:3101–17.Crossref

6.
Wegner M. From head to toes: the multiple facets of sox proteins. Nucleic Acids Res. 1999;27:1409–20.Crossref

7.
Lin L, Lee VM, Wang Y, Lin JS, Sock E, Wegner M, Lei L. Sox11 regulates survival and axonal growth of embryonic sensory neurons. Dev Dyn. 2011;240:52–64.Crossref

8.
Balsas P, Palomero J, Eguileor A, Rodriguez ML, Vegliante MC, Planas-Rigol E, Sureda-Gomez M, Cid MC, Campo E, Amador V. SOX11 promotes tumor protective microenvironment interactions through CXCR4 and FAK regulation in mantle cell lymphoma. Blood. 2017;130:501–13.Crossref

9.
Kuo PY, Leshchenko VV, Fazzari MJ, Perumal D, Gellen T, He T, Iqbal J, Baumgartner-Wennerholm S, Nygren L, Zhang F, et al. High-resolution chromatin immunoprecipitation (ChIP) sequencing reveals novel binding targets and prognostic role for SOX11 in mantle cell lymphoma. Oncogene. 2015;34:1231–40.Crossref

10.
Navarro A, Clot G, Prieto M, Royo C, Vegliante MC, Amador V, Hartmann E, Salaverria I, Bea S, Martin-Subero JI, et al. microRNA expression profiles identify subtypes of mantle cell lymphoma with different clinicobiological characteristics. Clin Cancer Res. 2013;19:3121–9.Crossref

11.
Navarro A, Clot G, Royo C, Jares P, Hadzidimitriou A, Agathangelidis A, Bikos V, Darzentas N, Papadaki T, Salaverria I, et al. Molecular subsets of mantle cell lymphoma defined by the IGHV mutational status and SOX11 expression have distinct biologic and clinical features. Cancer Res. 2012;72:5307–16.Crossref

12.
Palomero J, Vegliante MC, Eguileor A, Rodriguez ML, Balsas P, Martinez D, Campo E, Amador V. SOX11 defines two different subtypes of mantle cell lymphoma through transcriptional regulation of BCL6. Leukemia. 2016;30:1596–9.Crossref

13.
Palomero J, Vegliante MC, Rodriguez ML, Eguileor A, Castellano G, Planas-Rigol E, Jares P, Ribera-Cortada I, Cid MC, Campo E, Amador V. SOX11 promotes tumor angiogenesis through transcriptional regulation of PDGFA in mantle cell lymphoma. Blood. 2014;124:2235–47.Crossref

14.
Vegliante MC, Palomero J, Perez-Galan P, Roue G, Castellano G, Navarro A, Clot G, Moros A, Suarez-Cisneros H, Bea S, et al. SOX11 regulates PAX5 expression and blocks terminal B-cell differentiation in aggressive mantle cell lymphoma. Blood. 2013;121:2175–85.Crossref

15.
Vegliante MC, Royo C, Palomero J, Salaverria I, Balint B, Martin-Guerrero I, Agirre X, Lujambio A, Richter J, Xargay-Torrent S, et al. Epigenetic activation of SOX11 in lymphoid neoplasms by histone modifications. PLoS One. 2011;6:e21382.Crossref

16.
Wang X, Asplund AC, Porwit A, Flygare J, Smith CI, Christensson B, Sander B. The subcellular Sox11 distribution pattern identifies subsets of mantle cell lymphoma: correlation to overall survival. Br J Haematol. 2008;143:248–52.Crossref

17.
Wang X, Bjorklund S, Wasik AM, Grandien A, Andersson P, Kimby E, Dahlman-Wright K, Zhao C, Christensson B, Sander B. Gene expression profiling and chromatin immunoprecipitation identify DBN1, SETMAR and HIG2 as direct targets of SOX11 in mantle cell lymphoma. PLoS One. 2010;5:e14085.Crossref

18.
Jian J, Guoying W, Jing Z. Increased expression of sex determining region Y-box 11 (SOX11) in cutaneous malignant melanoma. J Int Med Res. 2013;41:1221–7.Crossref

19.
Zvelebil M, Oliemuller E, Gao Q, Wansbury O, Mackay A, Kendrick H, Smalley MJ, Reis-Filho JS, Howard BA. Embryonic mammary signature subsets are activated in Brca1−/− and basal-like breast cancers. Breast Cancer Res. 2013;15:R25.Crossref

20.
Castillo SD, Matheu A, Mariani N, Carretero J, Lopez-Rios F, Lovell-Badge R, Sanchez-Cespedes M. Novel transcriptional targets of the SRY-HMG box transcription factor SOX4 link its expression to the development of small cell lung cancer. Cancer Res. 2012;72:176–86.Crossref

21.
Dictor M, Ek S, Sundberg M, Warenholt J, Gyorgy C, Sernbo S, Gustavsson E, Abu-Alsoud W, Wadstrom T, Borrebaeck C. Strong lymphoid nuclear expression of SOX11 transcription factor defines lymphoblastic neoplasms, mantle cell lymphoma and Burkitt's lymphoma. Haematologica. 2009;94:1563–8.Crossref

22.
Brennan DJ, Ek S, Doyle E, Drew T, Foley M, Flannelly G, O'Connor DP, Gallagher WM, Kilpinen S, Kallioniemi OP, et al. The transcription factor Sox11 is a prognostic factor for improved recurrence-free survival in epithelial ovarian cancer. Eur J Cancer. 2009;45:1510–7.Crossref

23.
Conrotto P, Andreasson U, Kuci V, Borrebaeck CA, Ek S. Knock-down of SOX11 induces autotaxin-dependent increase in proliferation in vitro and more aggressive tumors in vivo. Mol Oncol. 2011;5:527–37.Crossref

24.
Fernandez V, Salamero O, Espinet B, Sole F, Royo C, Navarro A, Camacho F, Bea S, Hartmann E, Amador V, et al. Genomic and gene expression profiling defines indolent forms of mantle cell lymphoma. Cancer Res. 2010;70:1408–18.Crossref

25.
Hide T, Takezaki T, Nakatani Y, Nakamura H, Kuratsu J, Kondo T. Sox11 prevents tumorigenesis of glioma-initiating cells by inducing neuronal differentiation. Cancer Res. 2009;69:7953–9.Crossref

26.
Nygren L, Baumgartner Wennerholm S, Klimkowska M, Christensson B, Kimby E, Sander B. Prognostic role of SOX11 in a population-based cohort of mantle cell lymphoma. Blood. 2012;119:4215–23.Crossref

27.
Sernbo S, Gustavsson E, Brennan DJ, Gallagher WM, Rexhepaj E, Rydnert F, Jirstrom K, Borrebaeck CA, Ek S. The tumour suppressor SOX11 is associated with improved survival among high grade epithelial ovarian cancers and is regulated by reversible promoter methylation. BMC Cancer. 2011;11:405.Crossref

28.
Wiebe MS, Nowling TK, Rizzino A. Identification of novel domains within sox-2 and sox-11 involved in autoinhibition of DNA binding and partnership specificity. J Biol Chem. 2003;278:17901–11.Crossref

29.
Jing X, Wang T, Huang S, Glorioso JC, Albers KM. The transcription factor Sox11 promotes nerve regeneration through activation of the regeneration-associated gene Sprr1a. Exp Neurol. 2012;233:221–32.Crossref

30.
Xu L, Huang S, Hou Y, Liu Y, Ni M, Meng F, Wang K, Rui Y, Jiang X, Li G. Sox11-modified mesenchymal stem cells (MSCs) accelerate bone fracture healing: Sox11 regulates differentiation and migration of MSCs. FASEB J. 2015;29:1143–52.Crossref

31.
Insolera R, Shao W, Airik R, Hildebrandt F, Shi SH. SDCCAG8 regulates pericentriolar material recruitment and neuronal migration in the developing cortex. Neuron. 2014;83:805–22.Crossref

32.
Misuno K, Liu X, Feng S, Hu S. Quantitative proteomic analysis of sphere-forming stem-like oral cancer cells. Stem Cell Res Ther. 2013;4:156.Crossref

33.
Liu T, Hu J, Li H. iTRAQ-based shotgun neuroproteomics. Methods Mol Biol. 2009;566:201–16.Crossref

34.
Bowles J, Schepers G, Koopman P. Phylogeny of the SOX family of developmental transcription factors based on sequence and structural indicators. Dev Biol. 2000;227:239–55.Crossref

35.
Jay P, Goze C, Marsollier C, Taviaux S, Hardelin JP, Koopman P, Berta P. The human SOX11 gene: cloning, chromosomal assignment and tissue expression. Genomics. 1995;29:541–5.Crossref

36.
Kuhlbrodt K, Herbarth B, Sock E, Enderich J, Hermans-Borgmeyer I, Wegner M. Cooperative function of POU proteins and SOX proteins in glial cells. J Biol Chem. 1998;273:16050–7.Crossref

37.
Hargrave M, Wright E, Kun J, Emery J, Cooper L, Koopman P. Expression of the Sox11 gene in mouse embryos suggests roles in neuronal maturation and epithelio-mesenchymal induction. Dev Dyn. 1997;210:79–86.Crossref

38.
Venkov C, Plieth D, Ni T, Karmaker A, Bian A, George AL Jr, Neilson EG. Transcriptional networks in epithelial-mesenchymal transition. PLoS One. 2011;6:e25354.Crossref

39.
Penzo-Mendez AI. Critical roles for SoxC transcription factors in development and cancer. Int J Biochem Cell Biol. 2010;42:425–8.Crossref

40.
Zhang J, Liang Q, Lei Y, Yao M, Li L, Gao X, Feng J, Zhang Y, Gao H, Liu DX, et al. SOX4 induces epithelial-mesenchymal transition and contributes to breast cancer progression. Cancer Res. 2012;72:4597–608.Crossref

41.
Lee H, Goodarzi H, Tavazoie SF, Alarcon CR. TMEM2 is a SOX4-regulated Gene that mediates metastatic migration and invasion in breast Cancer. Cancer Res. 2016;76:4994–5005.Crossref

42.
Feng S, Rabii R, Liang G, Song C, Chen W, Guo M, Wei X, Messadi D, Hu S. The expression levels of XLF and mutant P53 are inversely correlated in head and neck Cancer cells. J Cancer. 2016;7:1374–82.Crossref

43.
Airik R, Slaats GG, Guo Z, Weiss AC, Khan N, Ghosh A, Hurd TW, Bekker-Jensen S, Schroder JM, Elledge SJ, et al. Renal-retinal ciliopathy gene Sdccag8 regulates DNA damage response signaling. J Am Soc Nephrol. 2014;25:2573–83.Crossref

44.
Liu Y, Geng Y, Li K, Wang F, Zhou H, Wang W, Hou J, Liu W. Comparative proteomic analysis of the function and network mechanisms of MASPIN in human lung cells. Exp Ther Med. 2012;3:470–4.Crossref

45.
Rajkumar T, Vijayalakshmi N, Sabitha K, Shirley S, Selvaluxmy G, Bose MV, Nambaru L. A 7 gene expression score predicts for radiation response in cancer cervix. BMC Cancer. 2009;9:365.Crossref

46.
Scanlan MJ, Chen YT, Williamson B, Gure AO, Stockert E, Gordan JD, Tureci O, Sahin U, Pfreundschuh M, Old LJ. Characterization of human colon cancer antigens recognized by autologous antibodies. Int J Cancer. 1998;76:652–8.Crossref

47.
Otto EA, Hurd TW, Airik R, Chaki M, Zhou W, Stoetzel C, Patil SB, Levy S, Ghosh AK, Murga-Zamalloa CA, et al. Candidate exome capture identifies mutation of SDCCAG8 as the cause of a retinal-renal ciliopathy. Nat Genet. 2010;42:840–50.Crossref

48.
Schaefer E, Zaloszyc A, Lauer J, Durand M, Stutzmann F, Perdomo-Trujillo Y, Redin C, Bennouna Greene V, Toutain A, Perrin L, et al. Mutations in SDCCAG8/NPHP10 cause Bardet-Biedl syndrome and are associated with penetrant renal disease and absent polydactyly. Mol Syndromol. 2011;1:273–81.Crossref

49.
Jinawath N, Furukawa Y, Hasegawa S, Li M, Tsunoda T, Satoh S, Yamaguchi T, Imamura H, Inoue M, Shiozaki H, Nakamura Y. Comparison of gene-expression profiles between diffuse- and intestinal-type gastric cancers using a genome-wide cDNA microarray. Oncogene. 2004;23:6830–44.Crossref

50.
Kenedy AA, Cohen KJ, Loveys DA, Kato GJ, Dang CV. Identification and characterization of the novel centrosome-associated protein CCCAP. Gene. 2003;303:35–46.Crossref




OEBPS/sidebar.gif





OEBPS/A13046_2019_1146_Fig1_HTML.png
>
w
O

8
[ o [
<] <}
2 6 . ? 4
o 15 X
S LS g o N ‘e(\ @
o = 8 3 RS ?“‘“@* e e e e
%4 % SOXTT o ———— e — e —
» a2
[ . 0 GAPDH  sm——
E PO B
=== e
0 T T T
) N o & o
o e® W™ @ e
o @e® ea“
« «
D Patient 1 Patient 2
Normal Primary Recurrent Normal Primary Recurrent

s 3 15 *kok
© o 3 H
Qé-’ é? £ Kokok g Kk
> ° 1.0 X 10
§&ss i £
% H
SR . SOX11 S os % 05
: £
— x 0.0 © 0.0
N KV S © N ) ] ©
R gcf’ e;°° R fooo 600
& SR
RS RS





OEBPS/cc-by.png
() _®





OEBPS/A13046_2019_1146_Fig2_HTML.png
UM1

KKk

<
S

A B um2
um1 umz £ 2.0 +—e— sh-Control € 2.0 +—e— Vector
» S —+— sh-Sox11-1 S |——sSox11-1
N L A wt 815 4 815 A
P P %1'5 —+— sh-Sox11-2 %1'5 —+— Sox11-2 .
SOXT1 — —— 2 1.0 21.0 A
3 : 8
GAPDH s s s s - s— 5 05 A 505 4
& 2"
< <
0.0 T T T 0.0 T T T
0 24 48 72 0 24 48 72
Time (h) Time (h)
C UM1 umM2 D UM1 uM2
—e— SN M sh-Control M Vector
sh-Control «— Vector B sh-Sox11-1 B Sox11-1
—a—sh-Sox11-1 —a—Sox11-1 120 M sh-Sox11-2 120 - M Sox11-2
5120 1 —+—sh-Sox11-2 S < S
2100 S0 S =100 £100
2 60 = >, 60 > 60 T
2 40 @ g 40 g 40
8 20 8 § 20 8 20 .
0 0 0
0 25 5 10 20 40 0 25 5 10 20 40 0 5 20 0 5 20
Cisplatin (um) Cisplatin (um) Cisplatin (um) Cisplatin (um)
E UM umi  F 1.01
sh-Control  sh-Sox11-1 sh-Sox11-2 S 08-
& ¢ | - e e
5
Tunel D 0.61
4 0.4
o Y4
L3 % £
DAPI e E 0.2
DRt 9 4 5 ¢ 78 9 10 11
0.0
SOX11, shSOX11
Merge SOX11, shCTRL

[eme—— AP DH

shSox11  shControl





OEBPS/A13046_2019_1146_Fig4_HTML.png
A UM1: siSOX11 vs siCTRL UMSCCS: siSOX11 vs siCTRL
o
g -
83 d g 3
= ° = .
s 2 , E 2 ’
E E
& 1 s 1
£, N -
- 0
0 1000 2000 3000 = 0 1000 2000 3000
Number of proteins quantified Number of proteins quantified
Ry o
S N J
X &F N &
um1 N N UMSCC5 > & > F
P Dl oS o &Y
e e L5 L L
@ 9 9 ) ) )

C 2.0

r———

0.5

Relative SDCCAGS level
s

0.0-

N )
R

) )
R

&P

D§5
£
% %k %k
Ey
(U]
S 3
O
Q
a2
o
51***
5
[}
€ o
\; & ')
SR
SIS





OEBPS/A13046_2019_1146_Fig6_HTML.png
8
* ©o
O o
o *
Z ~N
> [~
3 =
.
£g <
30 o
>0
t4 [°
T T
o~ - o
aoueqlosqy
o
*
W * B %
Lo
~
3 o
L < -
53
] <
20 3
S0 o
b4 o
® ~ - °
aoueqlosqy
8
*
O * FS
g
S FR
3
-4 )
o <
-0
=0
(87} ]
® ®
Y o
r T T
© o~ - o
aoueqiosqy
= *
= * >3
=] * @
|l
~
8
g &
-0
=0
oo &
[
b4 o
r T T
o« o~ - o
aoueqlosqy

A

Time (h)

Time (h)

Time (h)

Time (h)

C

= |soxu

UMSCC5

SDCCAGS sDCcaGs

=== sox11

j—— |

47 um2 umscce

©

~

uopnesBiu |29 aAne|Ry

UM2 UMSCCé

el
UOISBAUY [|20 dANEI9Y

~

-

UMSCC5

Um1

b

]
<

uonelbiw (|99 aAne[RY

1.5

UM1 UMSCC5

15

UOISBAUI [|92 9AljE|9Y

UMSCC5

i
-
UoISBAUL [|92 BAlE|9Y

UMSCC5 8

1.5

]
-

uonesBiw |22 aAlRRY

um1
* %

1.5

e
- =

UOISBAU [|30 dARE|Y

1
=
=]

e
-

n
-

[T uonelBiw |22 aARe|ay

UMSCC5

-o- shRNA control

-# Sox11 shRNA
Sox11 shRNA
+SDCCAG8

-k

)
-

asueqiosqy

=
-

z.l

25

*
*

um1

Sox11 shRNA
+ SDCCAG8

-o- shRNA control
-# Sox11 shRNA

—

1

25
20
5
0
0

)
=)

aosueqlosqy

T
96

T
72

T
24

Time (h)

Time (h)





OEBPS/contact.gif





OEBPS/A13046_2019_1146_Fig3_HTML.png
UM1 UmM2

A sh-Control sh-Sox11-1  sh-Sox11-2 Vector Sox11-1 Sox11-2
W ) . 2.5 1
520_ o
I
2
£1.5
24h B0
o
20.5 4
©
[0]
o 0.0
3 At
48 h \‘2060*\60*\
UM1 UmM2
B sh-Control  sh-Sox11-1  sh-Sox11-2 Vector Sox11-1 Sox11-2
(2} (2}
@600 ?U, 500
ol E & 400 - S
® 400 ®
) y > > 300
: il o 30 £ =
12 h S ©200 & e
X LN : 3 2 100
-- — - - - E £
- Y £ O AN A2 o AN AT
24 h LT el o S 7 00(%0*\\ 0*'\'\ \‘ec,\ o*'\'\ *'\'\
e o e f R ¢ e NSNS






OEBPS/A13046_2019_1146_Fig5_HTML.png
Enrichment fold
2

1gG + -
Anti-SOX11 -
siCTRL - -
siSox11 - -

+

UMSCC5
* %

Enrichment fold
&

19G
Anti-SOX11
siCTRL
siSox11

+ o+

*

+

+

+ o+

+

+

+

B 10+ 12+
2 um2 2 UMSCC6
= 2 104
T 81 * ° *
© *k ] *k
(7] o 84
g 6+ *% g *x
£ £ 64
S 4 g
© o 4
= 2
3 2 B 2
¢ &
0- 0-
Vector + - - - Vector + - - -
Sdccag8-Prom - + + + Sdccag8-Prom - + + +
Sox11F - + - SoxM1MF - - + -
Sox11FDTAD - - - + Sox11FDTAD - - - +
C & &
& & & &
L A

sDCCAGE _ [ ——] |

sox11 [I—]

GAPDHﬁ - S o ]

UMSCC5

UMSCC6





