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Study on the non-invasive diagnostic screening of thyroid malignancies
Feng Linlin ,Liang Ying ,Cao Lixia ,Zheng Yanyin ,Ren Xiumei,Li Guijie
(Clinical Laboratory ,Beijing Xiaotangshan Hospital . Beijing 102211,China)
Abstract: Objective To establish serum marker pattern for thyroid malignancy and discuss the feasibility of non-traumatic di-
agnosis for thyroid malignancy to investigate sensitive markers for the screening of thyroid malignancy. Methods Surface enhanced
laser desorption/ionization time of flight mass spectrometry(SELDI-TOF-MS) was used to analyze serum protein profile of 30 cases
highly suspected thyroid malignancy and 43 cases of healthy control. The data were analyzed by Biomarkers Pattern Soft(BPS) to
establish diagnosis model. Results With the 5 markers, the training set could differentiate the highly suspected thyroid malignancy
from the healthy control with the sensibility of 86. 7% , specialty of 91. 2% and total accuracy of 93. 75%. Conclusion SELDI-

TOF-MS and bioinformatics technology might be helpful to establish a biomarker pattern for more consummate medical examina-

tion.
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