
Picolinamidination of Phosphopeptides for
MALDI-TOF-TOF Mass Spectrometric
Sequencing with Enhanced Sensitivity

Jong-Seo Kim,* Enshi Cui, and Hie-Joon Kim
Department of Chemistry, Seoul National University, Seoul, Korea

Two orders of magnitude matrix-assisted laser desorption/ionization (MALDI) signal enhance-
ment of phosphopeptides has been achieved by picolinamidination of N-terminal amine group
and �-amine group of lysine residues. Due to the presence of picolinamidination tag at the
N-terminal amine of peptides, MS/MS spectra with a strong b-ion series was obtained, which
greatly facilitated sequencing and identification of the phosphorylation site. Phosphorylation site
of a phosphopeptide could be identified fromMALDI TOF/TOF spectrum obtained from a tryptic
or a chymotryptic phosphopeptide, whichwas not even detected in the positive ionmode, without
signal enhancement by picolinamidination, due to the negative charge of the phosphate group in
the presence of other peptides. (J Am Soc Mass Spectrom 2009, 20, 1751–1758) © 2009 American
Society for Mass Spectrometry

Identification of phosphoprotein and its phosphory-lation site is an important part of proteomics re-
search. Matrix-assisted laser desorption/ionization

time-of-flight (MALDI-TOF) mass spectrometric analy-
sis of phosphopeptides is a key step in investigation of
a phosphoprotein [1–6]. Yet, it is limited by the low
concentration of phosphoproteins in cells and the low
ionization efficiency of phosphopeptides due to the
negatively charged phosphate group [7, 8]. Therefore,
orders of magnitude increase in the mass spectrometric
signal intensity could be critical in the analysis of low
abundance phosphopeptides.
Given the capability of the mass spectrometer avail-

able, two different approaches are conceivable for de-
tection of low abundance phosphopeptides. A straight-
forward approach is enrichment. Immobilized metal
ion affinity chromatography (IMAC) is the most widely
used technique for enrichment of phosphopeptides
[9–14]. Recently, enrichment methods using metal ox-
ide instead of metal ion have been developed [15–19].
Affinity separation after binding specific functional
groups via �-elimination/Michael addition has also
been used [20–25].
Esterification of acidic peptides could reduce their

ionization efficiency in the negative mode and thus
make selective detection of phosphopeptides possible
[6]. In a more direct approach, a highly basic moiety
could be incorporated to the phosphopeptide by
�-elimination/Michael addition to replace the negative

charge of the phosphate group and to enhance the
MALDI signal in the positive ion mode [26–30]. Cou-
marin tagging of amine could enhance the MALDI
signal of phosphopeptides 30- to �40-fold [4]. Addi-
tives in the matrix solution were also used to improve
detection of phosphopeptides without enrichment and
derivatization [3, 31].
A cumulative effect of peptide enrichment and signal

enhancement would be desirable, since most phos-
phopeptides of interest exist in cells at low concentra-
tion. If the concentration of a certain phosphopeptide is
100 times lower than the detection limit of the available
mass spectrometer, a 10-fold enrichment will not be
sufficient. However, another 10-fold signal enhance-
ment by chemical derivatization could bring the phos-
phopeptide signal above the noise level.
Recently, we showed that the MALDI signal of a

peptide could be enhanced over 20-fold by picolina-
midination [32]. Ethyl picolinimidate reacts with the
N-terminal amino group as well as the �-amino group
of lysine residues. The picolinamidine group is strongly
basic and thus significantly increases the ionization
efficiency of the modified peptide. Picolinamidination
would be quite useful if the added basicity could
counteract the suppressed ionization efficiency of a
phosphopeptide in the positive ion mode. In this paper,
we show that over 100-fold enhancement of the MALDI
signal from phosphopeptides and other acidic peptides
could be achieved by picolinamidination. The charac-
teristic fragmentation pattern of picolinamidinated
peptides with enhanced signal intensity significantly
improved tandem mass spectrometric sequencing
and identification of phosphorylation site of synthetic
phosphopeptides.
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Experimental

Chemicals

Picolinamide and �-cyano-4-hydroxycinnamic acid (CHCA)
were obtained fromAldrich (MilwaukeeWI, USA). Peptides
(DRVYIHPF, ASHLGLAR, DAEFRHDSGYQVHHQK)
were purchased from Sigma-Aldrich (St. Louis, MO, USA).
PyBOP, Fmoc-Glu(OtBu)-OPfp, Fmoc-Asp(OtBu)-OH,
Fmoc-Ser(PO-(OBzl)OH)-OH, Fmoc-Thr(PO-(OBzl)OH)-
OH, and Fmoc-Tyr(PO-(OBzl)OH)-OH used in peptide
synthesis were from Novabiochem (San Diego, CA,
USA). Nitrilotriacetic acid (NTA), trifluoroacetic acid
(TFA),N,N-diisopropylethylamine, piperidine, methylene
chloride, acetonitrile, triethanol amine (TEA) dimethyl
sulfoxide, N,N-dimethylformamide, and triisopropylsi-
lane were from Sigma-Aldrich. Triethyloxonium tet-
rafluoroborate was from TCI (Tokyo, Japan).

Synthesis of Ethyl Picolinimidate Tetrafluoroborate

Ethyl picolinimidate (EPI) tetrafluoroborate was syn-
thesized as reported [33]. Forty mg picolinamide (0.33
mmol) was dissolved in 670 �L of anhydrous methyl-
ene chloride and 330 �L of 1 M solution of triethyloxo-
nium tetrafluoroborate in methylene chloride (0.33
mmol) was added. The mixture was vortex-mixed over-
night at room temperature until pink color from the
initial reaction completely disappeared. The precipitate
was removed by centrifugation, and methylene chloride
from the supernatant was removed using a vacuum
centrifuge to get the desired product as white precipi-
tate. EPI could be used for as long as 30 d if kept away
from moisture, which hydrolyzes EPI.

Synthesis of Peptides

Some peptides and phosphopeptides (GDpTKAVEK,
AEQpSLKDVNK, RESGpTNAY, AKGQpYVDY, RpYKVF,
RYKVF, WDEGDF, AEDDVEDY, AENDVGDK) were
synthesized by the solid-phase method of Merrifield.
Peptides synthesized were purified by reveres-phase
HPLC. After checking the molecular weight and purity
by MALDI MS, the peptide was freeze-dried after
evaporation of the solvent and stored in a freezer.

Picolinamidination of Peptides and MALDI
Sample Preparation

A preliminary test showed that picolinamidination of
phosphopeptide is slower than that of normal peptides.
Therefore, the EPI concentration and reaction time were
increased over the reported values [32]. Typically, 10�L of
10�Mphosphopeptide inwater wasmixedwith the same
volume of 100 mM ethyl picolinimidate tetrafluoroborate
(EPI) (23.7 mg/mL, 10,000-fold molar excess) in 500 mM
TEA buffer (pH 8.0). Picolinamidination was allowed to
proceed overnight at room temperature (Scheme 1) and
terminated by adding 5 �L 1.0% TFA to 5 �L of the

reaction mixture. To remove excess reagents for MALDI
analysis, 5 �L of the final mixture was loaded on ZipTip
C18 (Millipore, Bedford, MA, USA) and eluted with 5
�L matrix solution. The matrix solution was made by
dissolving 10 mg CHCA in 1 mL mixture of acetonitrile
and water, 1:1, containing 0.1% TFA and 7 mM NTA
used to suppress matrix clusters [34]. The concentration
of picolinamidinated peptide loaded on the MALDI
plate was estimated to be 2.0–2.5 �M. For acidic pep-
tides, 5000-fold excess EPI in 250 mM TEA buffer was
used and picolinamidination reaction was allowed to
proceed for 1–2 h at room temperature.

MALDI MS Analysis

One �L of the picolinamidinated peptide solution in the
matrix solution was loaded on the MTP 384 polished
steel plate. Mass spectra were obtained in positive ion
mode using Auto Flex II MALDI-TOF/TOF mass spec-
trometer (Bruker Daltonics, Bremen, Germany) equipped
with a 337 nm N2 laser. Typically, signals from 100
shots were added. MALDI MS/MS data were obtained
using laser-induced dissociation mode and LIFT tech-
nique. Collision-induced dissociation mode was also
used for phosphopeptides.

Results and Discussion

Signal Enhancement of Acidic Peptides by
Picolinamidination

Signal enhancement by picolinamidination was first
tested using peptides with acidic amino acid residues,
which are known to suppress signal intensity in the
positive ion mode. Thus, peptides were synthesized
with several aspartic acid and glutamic acid residues so
that the final pI of the peptide should be less than 4.
Modification by one picolinamidination increases m/z
by 104.04.

Scheme 1. Reaction of ethyl picolinimidate with the amine
group of a phosphopeptide.
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Picolinamidination of AEDDVEDY with five acidic
residues (theoretical pI 2.71) was complete in 2 h; 10:1
mixture with equal volume of the original peptide (20
�M) and the picolinamidinated peptide (2 �M) showed a
small peak of the original peptide with S/N of 37 and a
much stronger peak of the picolinamidinated peptide
with S/N of 190 (Figure 1a). The result shows a 50-fold
signal enhancement.
Signal enhancement of AENDVGDK with three acidic

residues (theoretical pI 3.74) was more pronounced. The
MALDI spectrum from an equimolar (2 �M) mixture of
the original peptide and the picolinamidinated peptide
showed the picolinamidinated peptide peak only (m/z
1055.5, result not shown). When 40 �M solution of the
original peptide and 2 �M solution of the picolinamidi-
nated peptide were mixed in equal volume, the picoli-
namidinated peptide peak was 12 times stronger than
the original peptide (m/z 847.4 peak) indicating about
240-fold signal enhancement (Figure 1b).
The signal enhancement was confirmed at a limiting

concentration of the original peptide; 2.0 �M solution of
AEDDVEDY showed no peak (Figure 2a). After enrich-
ment using ZipTip, the original peptide and its sodium
adduct were observed with S/N of 5 and 18, respec-
tively (Figure 2b). To get the mass spectrum in Figure
2b, 8 �L of 2.0 �M peptide solution was mixed with 2
uL of 250 mM TEA buffer. The mixture was loaded on
ZipTip and eluted with 3 �L of the matrix solution.
Thus the peaks in Figure 2b result from about 5 �M
peptide in the solution loaded on the sample plate.
When the peptide was treated similarly except that 40
mM EPI in 250 mM TEA buffer was used for picolina-
midination, a strong peak of picolinamidinated peptide

was observed at m/z 1059.4 with S/N of 1140 (Figure
2c). The signal enhancement was about 230-fold relative
to the peptide peak in Figure 2b and 60-fold relative to
the sodium adduct. Generally, over 50-fold signal en-
hancement was obtained from acidic peptides.

Signal Enhancement of Phosphopeptides by
Picolinamidination

Picolinamidination of AEQpSLKDVNK (MW 1211.6)
and GDpTKAVEK (MW 927.4) with three amino groups
(N-terminal plus 2 lysines) were expected to increase
m/z by 312.1 to 1523.7 and 1239.5, respectively. Both
MALDI spectra in Figure 1c and d obtained from a
mixture with equal volume of unmodified (20 �M) and
picolinamidinated peptide (2 �M) at 10:1 M ratio show
triply picolinamidinated peptide peaks as dominant
peaks. Smaller di-picolinamidinated peptides were ob-
served at m/z 1419.7 and 1135.5. Loss of the phosphate
group (79.97 Da) was also observed. It might come
partly from the dephosphorylated peptide impurity
even though the peptide was purified by HPLC after
synthesis. LC/MS analysis of the peptides before pico-
linamidination reaction showed 1%�2% of the dephos-
phorylated peptides (�79.97 Da), and this percentage
did not change significantly after picolinamidination as
measured by LC/MS (result not shown). The relatively
high intensity of the dephosphorylated peptide peaks in
Figure 1c and d might reflect the presence of dephos-
phorylated peptide impurity in the original sample
and/or in the derivatization reaction products and
laser-induced dissociation in this case even though

Figure 1. MALDI spectra obtained from a mixture of the original peptide and the picolinamidinated
peptide in 10:1 (a), (c), (d), and 20:1 M ratio. (a) AEDDVEDY, (b) AENDVGDK, (c) AEQpSLKDVNK,
(d) GDpTKAVEK. PA: picolinamidinated.
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loss of 98 Da (H3PO4) is more often observed from
phosphopeptides.
The original peptides present in 10-fold excess were

much lower in signal intensity than the picolinamidi-
nated peptides. The signal intensity of triply picolina-
midinated AEQpSLKDVNK (m/z 1523.7) was 10 times
higher than that of the original peptide present in
tenfold excess (Figure 1c). The result shows that the
MALDI ionization yield of phosphopeptide was en-
hanced about 100-fold upon picolinamidination. A sim-
ilar or even greater signal enhancement (150-fold) was
observed from GDpTKAVEK (Figure 1d).
The signal enhancement was again confirmed at a limit-

ing concentration of a phosphopeptide AKGQpYVDY.
The original phosphopeptide was not detected at 0.5
�M concentration (Figure 2d). After 3-fold concentra-
tion with ZipTip, a small peak with S/N ratio of 4 was
observed at m/z 1023.4 (Figure 2e). After reaction, singly
picolinamidinated phosphopeptide peak (m/z 1127.5)
with S/N ratio of 410 was obtained (Figure 2f). The
result again shows about 100-fold signal enhancement.
GDpTKAVEK also showed over 100-fold signal enhance-
ment (result not shown). These results show that at least
100-fold signal enhancement could be achieved by picoli-
namidination from a variety of phosphopeptides.

Signal Enhancement in a Peptide Mixture

To demonstrate signal enhancement of phosphopep-
tide in a peptide mixture, a solution containing five syn-
thetic tryptic peptides (GDpTKAVEK, AEQpSLKDVNK,
AENDVGDK, ASHLGLAR, DAEFRHDSGYQVHHQK)
at 2 �M concentration each was used. The MALDI
spectrum in Figure 3a from the mixture without picoli-
namidination showed the two arginine(R)-containing
peptides (ASHLGLAR and DAEFRHDSGYQVHHQK
atm/z 824.5, S/N 270 and 1953.9, S/N 840, respectively),
but not the two phosphopeptides (GDpTKAVEK,
AEQpSLKDVNK) and the acidic peptide without R
(AENDVGDK). If we assume that AENDVGDK and
GDpTKAVEK were just under the noise (S/N � 1), we
can say that their signal is 270 times weaker than the
ASHLGLAR signal.
After picolinamidination, both phosphopeptides

(m/z 1239.9, S/N 360 and 1524.3, S/N 58) and the
acidic peptide (m/z 1055.7, S/N 460) were observed
(Figure 3b) indicating a significant enhancement of
the signal intensity. The DAEFRHDSGYQVHHQK
signal became much weaker after picolinamidination
probably due to suppression by other enhanced
peaks.

Figure 2. MALDI spectra from acidic peptide AEDDVEDY (a)–(c) and phosphopeptide AKGQpYVDY
(d)–(f) at limiting concentration. (a) 2.0 �M, without picolinamidination, showing no signal, (b) enriched
with ZipTip to 5.3 �M, without picolinamidination, showing peptide at m/z 955.35 and sodium adduct at
m/z 977.40, (c) 5.3 �M, with picolinamidination, showing singly picolinamidinated peptide at m/z 1059.39,
(d) 0.5 �M, without picolinamidination, showing no signal, (e) enriched with ZipTip to 1.3 �M, without
picolinamidination, showing original peptide atm/z 1023.42, (f) 1.3 �M, with picolinamidination, showing
singly picolinamidinated peptide at m/z 1127.46.

1754 KIM ET AL. J Am Soc Mass Spectrom 2009, 20, 1751–1758



Figure 3c shows MALDI spectrum from a syn-
thetic chymotryptic peptide mixture (RESGpTNAY,
AKGQpYVDY, RpYKVF, RYKVF,WDEGDF, AEDDVEDY,
DRVYIHPF; 1 �M each). Of the seven peptides, only
three were observed. All three had R and one was a
phosphopeptide. After picolinamidination, the two
phosphopeptides (RESGpTNAY and AKGQpYVDY),
and the two acidic peptides (WDEGDF andAEDDVEDY),
not detected before were observed (Figure 3d). The
signal RpYKVF dephosphorylated seems to be added
up to the signal intensity of RYKVF, before and after
picolinamidination. Probably picolinamidinated RYKVF
and DRVYIHPF were suppressed by picolinamidinated
RpYKVF.
It appears from the results presented above that the

effect of introducing positive charge by picolinamidina-
tion is most pronounced with phosphopeptides. Ini-
tially, we reported 20- to 35-fold signal enhancement
using ordinary peptides [32]. Signal enhancement of
phosphopeptides is an order of magnitude greater.
Pashkova et al. reported that coumarin tag increases
MALDI signal of ordinary peptides 2- to 10-fold, while
phosphopeptide signal is increased 30- to 40-fold [4].
They attributed the signal enhancement to an increased
hydrophobic interaction between coumarin and the
CHCA matrix, which would be more pronounced in
hydrophilic phosphopeptide. Signal enhancement by
picolinamidination is about an order of magnitude
greater than by coumarin tag probably due to the
combined effect of the increased basicity upon picoli-
namidination and increased interaction with the matrix
in terms of co-crystallization and energy transfer.

Sequencing Picolinamidinated Tryptic Peptide by
MS/MS

Having demonstrated that acidic peptide and phos-
phopeptide signal could be significantly elevated so
that peptides not detected at all yield a strong signal
upon picolinamidination, we attempted to sequence
these peptides by tandem mass spectrometry. The m/z
1055.7 peak from the acidic peptide, AENDVGDK, in
Figure 1b was selected. Figure 4a shows TOF/TOF
spectrum from the m/z 1055.67 peak. All of the fragment
ions in the y-series (y1–y7) and b-series (b1–b7) were
observed. The correct sequence was readily determined
from these ions.
The y7 peak was the strongest. Beardsley and Reilly

and coworkers reported that peptide bond of the N-
terminal amino acid of an amidinated peptide is pref-
erentially dissociated in the MS/MS process, and, there-
fore, b1 and yn–1 ions are the most abundant among
fragment ions [35, 36]. In the case of a picolinamidi-
nated tryptic peptide like AENDVGDK, where the
C-terminal lysine residue is picolinamidinated, all of
the y-series ions should have a picolinamidination tag
at the C-terminal and thus would yield a strong signal.
The b-series ions carry a picolinamidination tag at the
N-terminus. Thus, both the y-series and the b-series
ions are observed. This high intensity of all y-series and
the b-series peaks would be very useful in tandem mass
spectrometric sequencing of tryptic peptides following
picolinamidination. Peptides with C-terminal arginine
yield strong signal without picolinamidination. There-
fore, signal enhancement of peptides with C-terminal

Figure 3. MALDI spectra from a mixture of five synthetic tryptic peptides (a), (b), and from seven
synthetic chymotryptic peptides (c), (d), without picolinamidination (a), (c), with picolinamidination
(b), (d), and a mixture of at 0.25 �M concentration each upon loading on the sample plate, (c) without
picolinamidination, (d) with picolinamidination. Asterisk indicate site of picolinamidination.
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lysine will complement the proficiency of analyzing
peptides with C-terminal arginine in peptide sequenc-
ing as well as in peptide mapping.
It would be highly desirable to be able to identify

the phosphorylation site from a phosphopeptide by
MS/MS experiment. TOF/TOF experiment was per-
formed on the picolinamidinated phosphopeptide,
GDpTKAVEK, in Figure 1d obtained by loading 1 pmol
peptide on the plate. The MS/MS spectrum in Figure 4b
shows that pairs of peaks, phosphorylated and frag-
ments showing a loss of phosphoric acid, are obtained
from the parent peptide, y7 and y6 ions, but not from y5
and lower y-series ions. The result clearly indicates that
the sixth residue from the C-terminus, T, is phosphor-
ylated. Identification of the phosphorylation site by the
MS/MS experiment was possible by the increased ion
yield upon picolinamidination.

Sequencing Picolinamidinated Chymotryptic
Peptide by MS/MS

Chymotryptic peptides do not have C-terminal arginine
or lysine that could be picolinamidinated. Yet, since
only the N-terminal amine group is picolinamidinated,
b-series ion signal should be enhanced while y-series
ion should be suppressed. So, we can easily deduce the

sequence information from the MS/MS spectrum show-
ing predominant b-series ions. Figure 5a shows MALDI
TOF/TOF spectrum of picolinamidinated chymotryptic
peptide with five acidic residues, AEDDVEDY; b2
through b7 ions have acidic residues. Yet, due to the
picolinamidination tag at the N-terminus, all b-series
ions were detected and the correct sequence could be
deduced from these ions; y-series ions without the
picolinamidination tag were less intense.
Figure 5b shows MALDI TOF/TOF spectrum of

picolinamidinated phosphopeptide, RESGpTNAY; b-
series ions were predominant over y-series ions, which
were hardly detected. Dephosphorylated peaks were
observed from b6 and b5, but not from b4 and lower
b-series ions. The result clearly shows that the 5th
residue from the N-terminus, T, is the phosphorylation
site. This data illustrate that the picolinamidination
could be useful for chymotryptic peptides as well as for
tryptic peptides.

Conclusions

Picolinamidination of amino groups in peptides dra-
matically enhances MALDI signal intensity of phos-
phopeptides. The signal enhancement could be utilized
for sequencing and phosphorylation site analysis from

Figure 4. MALDI TOF/TOF spectrum of picolinamidinated tryptic peptide, (a) AENDVGDK,
showing strong y-series ions, (b) GDpTKAVEK, showing fragments with loss of phosphoric acid from
y7 and y6, but not from y5 and lower y-series ions.
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either tryptic or chymotryptic phosphopeptides at lim-
iting concentrations by MALDI TOT-TOF MS. It is
hoped that picolinamidination would help analyze low
concentration phosphopeptides of importance in pro-
teomics either by itself or in combination with enrich-
ment techniques.

Acknowledgments
The authors acknowledge support for this work by the Korea
Research Foundation grant (KRF-2008-357-C00093) funded by the
Korean Government. J.-S.K. and E.C. acknowledge financial sup-
port from the BK 21 program.

References
1. Janek, K.; Wenschuh, H.; Bienert, M.; Krause, E. Phosphopeptide
Analysis by Positive and Negative Ion Matrix-Assisted Laser Desorption/
Ionization Mass Spectrometry. Rapid Commun. Mass Spectrom. 2001, 15,
1593–1599.

2. Ma, Y.; Lu, Y.; Zeng, H.; Ron, D.; Mo, W.; Neubert, T. A. Characteriza-
tion of Phosphopeptides from Protein Digests Using Matrix-Assisted
Laser Desorption/Ionization Time-of-Flight Mass Spectrometry and
Nanoelectrospray Quadrupole Time-of-Flight Mass Spectrometry. Rapid
Commun. Mass Spectrom. 2001, 15, 1693–1700.

3. Kjellstrom, S.; Jensen, O. N. Phosphoric Acid as a Matrix Additive for
MALDI MS Analysis of Phosphopeptides and Phosphoproteins. Anal.
Chem. 2004, 76, 5109–5117.

4. Pashkova, A.; Moskovets, E.; Karger, B. L. Coumarin Tags for Improved
Analysis of Peptides by MALDI-TOF MS and MS/MS. 1. Enhancement
in MALDI MS Signal Intensities. Anal. Chem. 2004, 76, 4550–4557.

5. Yang, X.; Wu, H.; Kobayashi, T.; Solaro, R. J.; van Breemen, R. B.
Enhanced Ionization of Phosphorylated Peptides during MALDI TOF
Mass Spectrometry. Anal. Chem. 2004, 76, 1532–1536.

6. Xu, C. F.; Lu, Y.; Ma, J.; Mohammadi, M.; Neubert, T. A. Identification
of Phosphopeptides by MALDI Q-TOF MS in Positive and Negative Ion
Modes After Methyl Esterification. Mol. Cell. Proteom. 2005, 4, 809–818.

7. Juhasz, P.; Biemann, K. Mass Spectrometric Molecular-Weight Determi-
nation of Highly Acidic Compounds of Biological Significance Via Their
Complexes with Basic Polypeptides. Proc. Natl. Acad. Sci. U.S.A. 1994,
91, 4333–4337.

8. Carr, S. A.; Huddleston, M. J.; Annan, R. S. Selective Detection and
Sequencing of Phosphopeptides at the Femtomole Level by Mass
Spectrometry. Anal. Biochem. 1996, 239, 180–192.

9. Posewitz, M. C.; Tempst, P. Immobilized Gallium(III) Affinity Chroma-
tography of Phosphopeptides. Anal. Chem. 1999, 71, 2883–2892.

10. Raska, C. S.; Parker, C. E.; Dominski, Z.; Marzluff, W. F.; Glish, G. L.;
Pope, R. M.; Borchers, C. H. Direct MALDI-MS/MS of Phosphopeptides
Affinity-Bound to Immobilized Metal Ion Affinity Chromatography
Beads. Anal. Chem. 2002, 74, 3429–3433.

11. Liu, H.; Stupak, J.; Zheng, J.; Keller, B. O.; Brix, B. J.; Fliegel, L.; Li, L.
Open Tubular Immobilized Metal Ion Affinity Chromatography Com-
bined with MALDI MS and MS/MS for Identification of Protein
Phosphorylation Sites. Anal. Chem. 2004, 76, 4223–4232.

12. Kokubu, M.; Ishihama, Y.; Sato, T.; Nagasu, T.; Oda, Y. Specificity of
Immobilized Metal Affinity-Based IMAC/C18 Tip Enrichment of Phos-
phopeptides for Protein Phosphorylation Analysis. Anal. Chem. 2005, 77,
5144–5154.

13. Dunn, J. D.; Watson, J. T.; Bruening, M. L. Detection of Phosphopeptides
Using Fe(III)-Nitrilotriacetate Complexes Immobilized on a MALDI
Plate. Anal. Chem. 2006, 78, 1574–1580.

14. Pan, C.; Ye, M.; Liu, Y.; Feng, S.; Jiang, X.; Han, G.; Zhu, J.; Zou, H.
Enrichment of Phosphopeptides by Fe3�-Immobilized Mesoporous
Nanoparticles of MCM-41 for MALDI and Nano-LC-MS/MS Analysis.
J. Proteome Res. 2006, 5, 3114–3124.

15. Chen, C.-T.; Chen, Y.-C. Fe3O4/TiO2 Core/Shell Nanoparticles as
Affinity Probes for the Analysis of Phosphopeptides Using TiO2 Surface-
Assisted Laser Desorption/Ionization Mass Spectrometry. Anal. Chem.
2005, 77, 5912–5919.

16. Larsen, M. R.; Thingholm, T. E.; Jensen, O. N.; Roepstorff, P.; Jorgensen,
T. J. Highly Selective Enrichment of Phosphorylated Peptides from
Peptide Mixtures Using Titanium Dioxide Microcolumns. Mol. Cell.
Proteom. 2005, 4, 873–886.

17. Schmidt, A.; Csaszar E.; Ammerer, G.; Mechtler, K. Enhanced Detection
and Identification of Multiply Phosphorylated Peptides Using TiO2
Enrichment in Combination with MALDI TOF/TOF MS. Proteomics
2008, 8, 4577–4592.

18. Ficarro, S. B.; Parikh, J. R.; Blank, N. C.; Marto, J. A. Niobium(V) Oxide
(Nb2O5): Application to Phosphoproteomics. Anal. Chem. 2008, 80,
4606–4613.

Figure 5. MALDI TOF/TOF spectrum of picolinamidinated chymotryptic peptide, (a) AEDDVEDY,
showing predominant b-series ions over y-series ions, (b) RESGpTNAY, showing fragments with loss
of phosphoric acid from b6 and b5, but not from b4 and lower b-series ions.

1757J Am Soc Mass Spectrom 2009, 20, 1751–1758 PHOSPHOPEPTIDE SEQUENCING BY PICOLINAMIDINATION AND MALDI MS



19. Li, Y.; Lin, H.; Deng, C.; Yang, P.; Zhang, X. Highly Selective and Rapid
Enrichment of Phosphorylated Peptides Using Gallium Oxide-Coated
Magnetic Microspheres for MALDI-TOF-MS and Nano-LC-ESI-MS/
MS/MS Analysis. Proteomics 2008, 8, 238–249.

20. Oda, Y.; Nagasu, T.; Chait, B. T. Enrichment Analysis of Phosphorylated
Proteins as a Tool for Probing the Phosphoproteome. Nat. Biotechnol.
2001, 19, 379–382.

21. Zhou, H.; Watts, J. D.; Aebersold, R. A Systematic Approach to the
Analysis of Protein Phosphorylation. Nat. Biotechnol. 2001, 19, 375–378.

22. Goshe, M. B.; Veenstra, T. D.; Panisko, E. A.; Conrads, T. P.; Angell,
N. H.; Smith, R. D. Phosphoprotein Isotope-Coded Affinity Tags:
Application to the Enrichment and Identification of Low-Abundance
Phosphoproteins. Anal. Chem. 2002, 74, 607–616.

23. McLachlin, D. T.; Chait, B. T. Improved �-Elimination-Based Affinity
Purification Strategy for Enrichment of Phosphopeptides. Anal. Chem.
2003, 75, 6826–6836.

24. Qian, W.-J.; Goshe, M. B.; Camp, D. G.; Yu, L.-R.; Tang, K.; Smith, R. D.
Phosphoprotein Isotope-Coded Solid-Phase Tag Approach for Enrich-
ment and Quantitative Analysis of Phosphopeptides from Complex
Mixtures. Anal. Chem. 2003, 75, 5441–5450.

25. Jalili, P. R.; Sharma, D.; Ball, H. L. Enhancement of Ionization Efficiency
and Selective Enrichment of Phosphorylated Peptides from Complex
Protein Mixtures Using a Reversible Poly-Histidine tag. J. Am. Soc. Mass
Spectrom. 2007, 18, 1007–1017.

26. Klemm, C.; Schroder, S.; Gluckmann, M.; Beyermann, M.; Krause, E. Deriva-
tization of Phosphorylated Peptideswith S- andN-Nucleophiles for Enhanced
Ionization Efficiency in Matrix-Assisted Laser Desorption/Ionization Mass
Spectrometry. Rapid Commun. Mass Spectrom. 2004, 18, 2697–705.

27. Amoresano, A.; Monti, G.; Cirulli, C.; Marino, G. Selective Detection
and Identification of Phosphopeptides by Dansyl MS/MS/MS Frag-
mentation. Rapid Commun. Mass Spectrom. 2006, 20, 1400–1404.

28. Arrigoni, G.; Resjo, S.; Levander, F.; Nilsson, R.; Degerman, E.; Quad-
roni, M.; Pinna, L. A.; James, P. Chemical Derivatization of Phospho-
serine and Phosphothreonine Containing Peptides to Increase Sensitiv-
ity for MALDI-Based Analysis and for Selectivity of MS/MS Analysis.
Proteomics 2006, 6, 757–766.

29. Ahn, Y. H.; Ji, E. S.; Lee, J. Y.; Cho, K.; Yoo, J. S. Arginine-Mimic
Labeling with Guanidinoethanethiol to Increase Mass Sensitivity of
Lysine-Terminated Phosphopeptides by Matrix-Assisted Laser Desorp-
tion/Ionization Time-of-Flight Mass Spectrometry. Rapid Commun. Mass
Spectrom. 2007, 21, 2204–2210.

30. Li, H.; Sundararajan, N. Charge Switch Derivatization of Phosphopep-
tides for Enhanced Surface-Enhanced Raman Spectroscopy and Mass
Spectrometry Detection. J. Proteome Res. 2007, 6, 2973–2977.

31. Asara, J. M.; Allison, J. Enhanced Detection of Phosphopeptides in
Matrix-Assisted Laser Desorption/Ionization Mass Spectrometry Using
Ammonium Salts. J. Am. Soc. Mass Spectrom. 1999, 10, 35–44.

32. Kim, J.-S.; Kim, J.-H.; Kim, H.-J. Matrix-Assisted Laser Desorption/
Ionization Signal Enhancement of Peptides by Picolinamidination
of Amino Groups. Rapid Commun. Mass Spectrom. 2008, 22, 495–
502.

33. Weintraub, L.; Oles, S. R.; Kalish, N. Convenient General Synthesis of
Amidines. J. Org. Chem. 1968, 33, 1679–1681.

34. Kim, J.-S.; Kim, J.-Y.; Kim, H.-J. Suppression of Matrix Clusters and
Enhancement of Peptide Signals in MALDI-TOF Mass Spectrometry
Using Nitrilotriacetic Acid. Anal. Chem. 2005, 77, 7483–7488.

35. Beardsley, R. L.; Reilly, J. P. Fragmentation of Amidinated Peptide Ions.
J. Am. Soc. Mass Spectrom. 2004, 15, 158–167.

36. Beardsley, R. L.; Sharon, L. A.; Reilly, J. P. Peptide De Novo Sequencing
Facilitated by a Dual-Labeling Strategy. Anal. Chem. 2005, 77, 6300–
6309.

1758 KIM ET AL. J Am Soc Mass Spectrom 2009, 20, 1751–1758



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Gray Gamma 2.2)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (ISO Coated v2 300% \050ECI\051)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.3
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Perceptual
  /DetectBlends true
  /DetectCurves 0.1000
  /ColorConversionStrategy /sRGB
  /DoThumbnails true
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams true
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts false
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 149
  /ColorImageMinResolutionPolicy /Warning
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 150
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 149
  /GrayImageMinResolutionPolicy /Warning
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 150
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 599
  /MonoImageMinResolutionPolicy /Warning
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 600
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<

    /BGR <>
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e9ad88d2891cf76845370524d53705237300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc9ad854c18cea76845370524d5370523786557406300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /CZE <>
    /DAN <>
    /ESP <>
    /ETI <>
    /FRA <>
    /GRE <>

    /HRV (Za stvaranje Adobe PDF dokumenata najpogodnijih za visokokvalitetni ispis prije tiskanja koristite ove postavke.  Stvoreni PDF dokumenti mogu se otvoriti Acrobat i Adobe Reader 5.0 i kasnijim verzijama.)
    /HUN <>
    /ITA <>
    /JPN <FEFF9ad854c18cea306a30d730ea30d730ec30b951fa529b7528002000410064006f0062006500200050004400460020658766f8306e4f5c6210306b4f7f75283057307e305930023053306e8a2d5b9a30674f5c62103055308c305f0020005000440046002030d530a130a430eb306f3001004100630072006f0062006100740020304a30883073002000410064006f00620065002000520065006100640065007200200035002e003000204ee5964d3067958b304f30533068304c3067304d307e305930023053306e8a2d5b9a306b306f30d530a930f330c8306e57cb30818fbc307f304c5fc59808306730593002>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020ace0d488c9c80020c2dcd5d80020c778c1c4c5d00020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /LTH <>
    /LVI <>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken die zijn geoptimaliseerd voor prepress-afdrukken van hoge kwaliteit. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /POL <>
    /PTB <>
    /RUM <>
    /RUS <>
    /SKY <>
    /SLV <>
    /SUO <>
    /SVE <>
    /TUR <>
    /UKR <>
    /ENU (Use these settings to create Adobe PDF documents best suited for high-quality prepress printing.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
    /DEU <>
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /ConvertToCMYK
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure false
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [595.276 841.890]
>> setpagedevice


