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    In recent years, our group has made extensive efforts towards the development of TEMPO[(2,2,6,6,-tetramethylpperidine-1-oxyl)]-assisted free radical initiated peptide sequencing mass spectrometry. The protonated o-TEMPO-Bz-C(O)-peptide undergoes homolytic cleavage upon thermal activation, exclusively between the benzylic carbon and oxygen of the TEMPO group to yield •Bz-C(O)-peptide with a benzylic radical site. With subsequent thermal activation (MS3), the generated •Bz-C(O)-peptide produces extensive a-/x- and c-/z-type, particularly, a-type, backbone fragments, which contrasts to the results of the traditional collision-activated dissociation mass spectrometry. Through the modifications of the radical-tag, i.e., o-TEMPO-Bz- moiety, we have sought to improve the peptide identification/characterization abilities of TEMPO-assisted FRIPS MS. In particular, extensive efforts have been made in order to reduce the two-step process to a single step process. In the seminar, the detailed descriptions of the new improvements and strategies will be provided. 
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