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Investigation of transcriptional reprogramming mechanisms involved in invasion
and metastasis of head and neck squamous cell caricnoma
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To reveal the transcriptional repro?ramming mechanisms which contribute to
the progression and evolution of head and neck squamous cell carcinoma (HNSCC), we performed
multi-omics analysis using surgically-resected primary tumors, lymph node metastasis and
non-cancerous tissue samples of HNSCC patients. Chromatin immunoprecipitation sequencing (ChlP-seq)
and RNA sequencing (RNA-seq) followed by bioinformatics analysis indicated that transcriptional
co-factor Yes-associated protein 1 (YAP1l) and transcription factor Paired-like homeodomein 2 (PITX2)
cooperatively induce transcriptional reprogramming in HNSCC. Immunohistochemical staining of YAP1
and PITX2 in primary HNSCC tissues showed that both YAP1 and PITX2 predict poor prognosis of HNSCC
patients. Furthermore, knockdown of PITX2 significantly reduced proliferation abilities of
HNSCC-derived cells. Further analyses are needed to conclude our findings and to develop novel
therapeutic strategies targeting YAP1/PITX2 in HNSCC.
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