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1 CNT ,
Tab.1 lonsobservedinthe CNT MALDI mass spectrum of some amino acids and amino acid derivativesin pos. & neg. mode

[(M]
[M+H]"™ [M+Na]® [M+K]* [M- H]”
Ser 105. 10 106.01 128.02 144.00 103. 90
Thr 119.10 — 142.04 158. 02 118.02
Lys 146.00 — 169. 12 185.10 145.20
Tyr 181.20 — 204.02 219.97 179.82
Try 204.00 — 227.12 243.12 203.14
Fmoc- 297.31 — 320.31 336.30 —
Fmoc - 339.40 — 362.38 378.34 —
Fmoc- 387.40 — 410.34 426.33 —
Fmoc-Lys(BOC)-OH 468. 50 — 491. 40 507.38 —
Fmoc @n(Trt)-OH 610. 70 — 633. 05 649. 02 —
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Fig.1 CNT MALDI mass spectra of five amino acids
(@) serineat mV z103.9[M - H] " ;(b)threonineat vV z 118.0[M - H]" ;(c)lysineat m/ z 145.2[M -
H]" ;(d)tyrosneat m/ z179.8[M - H] " ;(e)tryptophaneat m/ z203.1[M - H]" detected in negative re-
flection mode
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Fig.2 CNT MALDI mass spectra of (a) serine, (b) threonine, (c) lysine, (d) tyrosine, (e) tryptophane at m/ z [M +

Na] " and [M + K]* inpostiveion reflection mode, (f) f moc-glycine, (g)f moc-viline , (h) f moc-phenylalanine, (i)
fmoc- @n(Trt)-OH ,(j) FmocLys(BOC)-OH at mV z[M + Na]* and [M + K]* inpositiveion reflection mode
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In Negative lon Mode MALDI-TOF MS Analysis of Amino Acids
Using Carbon Nanotubes as Matrix

CHEN Jirran ,HUAN G Hui-ying,HUAN G He-qging
(Analys's Center ,School of Life Sciences,Xiamen University ,Xiamen 361005 ,China)

Abstract : Multiwalled carbon nanotubes were used as the matrix for analysisof small molecules by MALDI TOF MS,and it was
observed tube able to eliminate interference of matrix background ions and stitable for analysis of small molecules( < 0. 8 ku) . Here,
we demonstrated this method through analyze amino acids and amino acid derivativesin positive reflection mode. Mass spectra showed
that the analytes were ionized as sodium adduct[ M + Na] * and potassum adduct[ M + K] * ,metal ions are the main chemical adduct
and[M + H]" peaksof the analytes are not observed in the mass spectra. Previoudy reported method mainly focused on postive re-
flection mode. In this work wefocused on the development of this new matrix for MALDI to analyze amino acidsin negative reflection
mode. It was observed from the mass spectra that there was only one intense peak ,which was corresponding to[M - H] "~ ,and under
optimal conditions little or no background peaks appeared in the low mass region ,and the intensity and § N of peaks was enhanced.
This method can be utilized in the rapid and sensitive analysis of amino acids,and expand the applied fields of MALDF TOF mass
spectrometry.

Key WOr ds: MALDK TOF MS;matrix ;low-mass compounds; negative reflection mode



