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Research progress of IncRNA as markers for diagnosis, treatment and
prognosis of nasopharyngeal carcinoma”
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Abstract ; Nasopharyngeal carcinoma is a head and neck tumor with characteristic regional distribution,
which has a special site of development,is not easy to detect in the early stage and prone to recurrence and
lymph node metastasis,with poor prognosis. As a key factor participating in the whole life process,long-chain
non-coding RNA, with high specificity and stability,can participate in the malignant behavior and chemoresis-
tance of nasopharyngeal carcinoma by acting as competitive endogenous RNA and interfering with signal
transduction,and it has potential as a marker for diagnosis, treatment and prognosis of nasopharyngeal carci-
noma.
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Research progress of autophagy in non-small cell lung cancer”
JING Xuefen sZWANG Cuifeng”
Department of Clinical Laboratory ,the First Affiliated Hospital of Baotou
Medical College , Baotou , InnerMongolia 014010, China

Abstract: Non-small cell lung cancer (NSCLC) has attracted more and more attention due to its high inci-
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