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Expression of SEPT2 and CMTMG6 in laryngeal squamous cell carcinoma tissues and
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Abstract: Objective To investigate the expression changes of septin 2 (SEPT2) and CKLF like MAR-
VEL transmembrane domain containing 6 (CMTMG6) in laryngeal squamous cell carcinoma (LLSCC) tissues
and their relationship with chemotherapy sensitivity. Methods A total of 117 patients with LSCC admitted to
the hospital from January 2017 to August 2019 were selected as the research objects. The expressions of
SEPT2 mRNA and CMTM6 mRNA in LSCC tissues and corresponding adjacent tissues were compared,and
the relationship between the expressions of SEPT2 mRNA and CMTM6 mRNA in LSCC tissues and clinico-
pathological features was analyzed. Survival curves were drawn to analyze the objective remission rate and sur-
vival of LSCC patients with different SEPT2 mRNA and CMTM6 mRNA expressions. Results The expres-
sion levels of SEPT2 mRNA and CMTM6 mRNA were significantly higher in LSCC tissues than those in ad-
jacent tissues (P <C0. 05). The expressions levels of SEPT2 mRNA and CMTM6 mRNA in LSCC patients
with different TNM stages and lymph node metastasis were statistically significant (P<C0. 05). The objective
remission rate of SEPT2 mRNA and CMTM6 mRNA high expression group were significantly lower than that
of SEPT2 mRNA and CMTM6 mRNA low expression group (P <C0. 05). Survival curve analysis showed that
the overall survival rate of SEPT2 mRNA and CMTM6 mRNA high expression group were significantly lower
than those of SEPT2 mRNA and CMTM6 mRNA low expression group (P <C0. 05). Conclusion High ex-
pression of SEPT2 mRNA and CMTM6 mRNA in LSCC tissues are associated with LSCC TNM stage,lymph

node metastasis,chemotherapy sensitivity and prognosis.
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