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Mass spectrometry technique and application for RNA analysis

LiJun

(Laboratory animal center, PKU, Beijing 100871)

Abstract New method requirements in biosciences stimulate the development of new mass spectrometry, and
modern mass spectrometry provide plenty of choices for biosciences. In this review, mordern mass spectrometry
technique, mass spectrometry methods for RNA analysis and practical application of mass spectrometry in RNA
science were deeply reviewed such as the ESI and MALDI ion technique, RNA purification methods, RNA se-
quencing, quantitation, post transcriptional modification analysis, RNA fingerprint technique, RNA/protein inter-

action.

Key wrods Mass spectrometry RNA/protein interaction RNA quantitation RNA fingerprint Post tran-

scriptional modification
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Macro-fingerprint infrared spectroscopic identification method and the

quality control of traditional Chinese medicines

Sun Suqin  Zhou Qun Tao Jiaxun
(Key Laboratory of Bioorganic Phosphorus Chemistry & Chemical Biology (Ministry of Education), De-

partment of Chemistry, Tsinghua University, Beijing 100084)

Abstract An integrated analysis method via Infrared spectroscopy for complex materials, namely the macro-fin-
gerprint infrared spectroscopic identification method, is introduced in this article. Major applications of the meth-
od are face to the quality control of traditional Chinese medicines (TCM). Fast and non-destructive identification
of the crude drugs and their producing area are reviewed for the first time. Analysis and evaluation the quality of
preparation of TCM, including the preparing procedure of medicines and the determination of types and quantity
of the auxiliary materials added in the TCM products are also reviewed. The method follows the holistic principles
emphasized by Chinese Medicine. Without separation and extraction, the method does not lose originality and
compatibility of TCM during analysis. Obviously, it is the simplest, quick, convenient and non-separated detective

means or method.

Key words Macro-fingerprint infrared spectroscopic identification method FT-IR Traditional Chinese medi-

cine Identification Quality control
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