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      	  鑑別可應用在病理與臨床之肺腺癌與鱗狀上皮細胞肺癌的生物標記
(Identification of biomarkers for differentiating adenocarcinoma and squamous  cell carcinoma of lung for pathological and clinical application)
      	   
	相關論文		★ 中草藥BP004誘導管腔A型乳腺癌細胞凋亡	★ 藉由微陣列基因晶片以探討中草藥BP011w對於抑制肺腺癌細胞株爬行及轉移之機制
	★ 中國傳統醫藥蒙古黃耆在HCT116結腸癌細胞體外和體內實驗呈現腫瘤抑制作用	★ 泰莫西芬與BP012W乙醇分離物之協同作用造成強化管狀A型乳腺癌細胞凋亡影響
	★ 揭示CEP55基因在大腸直腸癌轉移中所扮演的角色	★ BP016W-新型食道鱗狀上皮細胞癌候選藥物
	★ 傳統中藥複方FY001W是三陰性乳腺癌新型的候選藥物	★ BP023W在頭頸癌中的細胞毒性與調控機制
	★ 藉由L1000?表達圖譜數據來解釋中醫分類方法中的屬性和歸經	★ Solasodine，BP010W成份之一，抑制肺癌的遷移和侵襲能力
	★ 蒙古黃耆對大腸癌影響並降低miR-29a的表現量之研究	★ 利用生物資訊策略找出普濟方內加速傷口癒合的新配方
	★ 藉助模塊化網路策略尋找普濟方之治療疾病 核心配方	★ 探索 BP010W 的治療潛力:基於雌激素信號通路, 以澳洲茄胺作為抑製劑研究肺癌細胞遷移的綜合分析
	★ 大數據分析糖尿病患者使用糖尿病藥物後得病因果關係和風險比較以桃園某地區醫院為例
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	摘要(中)	在全世界肺癌是造成癌症致死率很高的首要原因,主要型態包括小細胞肺癌(~15%)與非小細胞肺癌(~85%),非小細胞肺癌又可以分為肺腺癌, 鱗狀上皮細胞肺癌和大細胞肺癌,其中以肺腺癌在台灣佔大多數，在不同類別的肺癌裡，分別都使用不同的化療用藥，造成的副作用與預後情形也都不一樣。分化完全的肺腺癌和鱗狀上皮細胞肺癌通常只需要經由蘇木精和伊紅染色法之後經由肉眼判斷癌細胞型態與角質化與否便能有效辨別腫瘤細胞，但是分化不全的非小細胞肺癌卻很難由肉眼判斷。在病理與臨床應用上，NKX2-1與KRT5/6是目前分別被應用在輔助鑑別分化不全的非小細胞肺癌裡的肺腺癌和鱗狀上皮細胞肺癌上的病理標記。經由研究發現NKX2-1與KRT5/6目前對於在鑑別分化不全之小樣本非小細胞肺癌上效果也並不是相當成功。因此發展出能夠有效鑑別分化不全之小樣本非小細胞肺癌的生物病理標記是當前刻不容緩的研究議題。運用生物資訊與高通量篩選平台及整合功能性生物分析工具並藉由微陣列生物晶片分析及免疫染色法我們最後找出4種生物標記分別為KRT13, ADH7, CALML3和FOXA2來鑑別分化不全之小樣本非小細胞肺癌，希望在病理與臨床應用上，對於非小細胞肺癌診斷、療效評估與化學治療方法的選擇能夠有新的突破。
	摘要(英)	Lung cancer is the leading cause of cancer deaths in the worldwide. The main tumor type includes small cell lung cancer (SCLC ~15% of all lung cancers) and non-small cell lung cancer (NSCLC ~85% of all lung cancers), NSCLC can be classified in adenocarcinoma (AD), squamous-cell carcinoma (SCC), large-cell lung cancer (LCC). Among them, the majority of lung cancer is AD in Taiwan. The different chemotherapy therapeutic drugs can cause the different side effect and prognosis in different kind of lung cancer. Well differentiated AD and SCC can be identify effectively through tumor type or have cytokeratin or not and poorly differentiated AD and SCC is hardly to distinguish by using Hematoxylin & Eosin immunohistochemistry. In pathology and clinical application, NKX2-1 and KRT5/6 are a biomarker, applied to identify poorly differentiated AD and SCC. It is discovered that NKX2-1 and KRT5/6 identify poorly differentiated AD and SCC not very successfully by some research. Therefore, the development of biomarkers can whether effectively identify small samples of poorly differentiated NSCLC or not is currently pressing research issues. Using biological information and high-throughput platform technology, we found 4 biomarkers, including KRT13, ADH7, CALML and FOXA2, may apply to identify small samples of poorly differentiated AD and SCC. We hope it can raise a possibility for the pathology and clinical aspect in the identification of novel molecular markers for disease diagnosis, prognosis, and therapy selection.
	關鍵字(中)	
      	  ★ 肺腺癌
★ 鱗狀上皮細胞肺癌
★ 非小細胞肺癌
★ 分化不全
★ 生物標記
★ 免疫染色法	關鍵字(英)	
      	  ★ adenocarcinoma of lung
★ squamous  cell carcinoma of lung
★ non-small cell lung cancer
★ poorly differentiated
★ biomarker
★ immunohistochemistry
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