
1 

Supporting Information 

N-Phosphorylation labeling for analysis of twenty natural amino 

acids and small peptides using matrix-assisted laser 

desorption/ionization time-of-flight mass spectrometry 

Xiang Gao,a, b Xin Bi,b Juntong Wei,b Zhimin Peng,b Hongxia Liu,b Yuyang Jiang,b Wei Wei c  

and Zongwei Cai*, a, b 

a Department of Chemistry, Hong Kong Baptist University, Kowloon Tong, Hong Kong, SAR, 

China 

b The Key Laboratory for Cancer Metabolomics of Shenzhen, Graduate School at Shenzhen, 

Tsinghua University, Shenzhen, 518055, China 

c Department of Breast Surgery, Peking University Shenzhen Hospital, Peking University, 

Shenzhen, 518036, China 

 

* Corresponding author. E-mail: zwcai@hkbu.edu.hk. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Electronic Supplementary Material (ESI) for Analyst
This journal is © The Royal Society of Chemistry 2013



2 

 

 

List of Figures: 

Fig. S1 MALDI-TOF MS spectra of amino acids without N-phosphorylation labeling with DHB 

as matrix in positive ion mode. 

Fig. S2 Comparison of MALDI-TOF MS spectra of amino acids and N-phosphoryl amino acids 

(DIPP-AAs) with DHB as matrix in positive ion mode. 

Fig. S3 Nano ESI-TOF MS spectrum of amino acid mixture of Lys and Gln in positive ion mode. 
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Fig. S1 MALDI-TOF MS spectra of amino acids without N-phosphorylation labeling with DHB 

as matrix in positive ion mode. (A) Gly (5 mM); (B) Phe (5 mM); (C) Val (5 mM); (D) Ser (5 

mM); (E) Pro (5 mM); (F) Glu (5 mM); (G) Lys (5 mM); (H) Tyr (5 mM); (I) Asn (5 mM); (J) Arg 

(5 mM). The insets are the chemical structures of amino acids. 
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Fig. S2 Comparison of MALDI-TOF MS spectra of amino acids and N-phosphoryl amino acids 

(DIPP-AAs) with DHB as matrix in positive ion mode. (A) Leu (5 mM); (B) DIPP-Leu (1 mM); 

(C) Ile (5 mM); (D) DIPP-Ile (1 mM); (E) Thr (5 mM); (F) DIPP-Thr (1 mM); (G) Asp (5 mM); 

(H) DIPP-Asp (1 mM); (I) Gln (5 mM); (J) DIPP-Gln (1 mM); (K) His (5 mM); (L) DIPP-His (1 

mM); (M) Trp (5 mM); (N) DIPP-Trp (1 mM); (O) Met (5 mM); (P) DIPP-Met (1 mM); (Q) Cys 

(5 mM); (R) di-DIPP-Cys (1 mM). The insets are the chemical structures of amino acids and 

DIPP-AAs. 
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Fig. S3 Nano ESI-TOF MS spectrum of amino acid mixture of Lys and Gln in positive ion mode. 
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