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Overview FIGURE 2. MALDI ISD full MS spectrum of intact lysozyme (M=14.3 kDa) with fragment ion annotation of c-, z-, b-, and y-ions. A large portion Overview 
towards the N-terminus is covered  by a complete c-ion series. The C-terminus is covered by a smaller series of y- and z-ions. The middle 

Purpose: Evaluation of 1,5 diaminonaphthalene as MALDI matrix for 
y p y y

section of the sequence is represented by 3 internal fragments. The c- and y- ions series demonstrates the reducing nature of 1,5-DAN since p p
peptide and protein sequencing.

sect o o t e seque ce s ep ese ted by 3 te a ag e ts e c a d y o s se es de o st ates t e educ g atu e o ,5 s ce
native lysozyme was spotted. Nevertheless, the reduced cysteines are represented in all fragments except for y/z7-y/z14.p p p q g native lysozyme was spotted. Nevertheless, the reduced cysteines are represented in all fragments except for y/z7 y/z14.
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