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a b s t r a c t

The Pictet–Spengler reaction was applied to the N-terminal labeling of horse heart myoglobin. This was
performed in the following two steps: (1) conversion of the N-terminal glycine residue to an a-keto alde-
hyde by a transamination reaction and (2) condensation of the resulting activated myoglobin with trypt-
amine analogues by the Pictet–Spengler reaction. Ultraviolet (UV)/visible (vis) absorption and circular
dichroism (CD) spectral data revealed that the tertiary structure of myoglobin was not altered by the Pic-
tet–Spengler reaction.

� 2008 Elsevier Ltd. All rights reserved.

Functionalization of proteins is increasingly important for biol-
ogy studies.1,2 A variety of chemistries have been used for protein
functionalization, but some characteristics of the reactions often
prevent their use in a wider variety of applications. For instance,
the use of copper ions for Huisugen cycloaddition3 and transi-
tion-metal catalyzed cross-coupling reactions4 may cause oxida-
tive modifications of proteins.5 The diene group, a chemical tag
for the Diels–Alder reaction, forms a sulfide bond with the thiols
of cysteine residues.6 Condensation products of an aldehyde (e.g.,
oxime7,8 and hydrazone9) suffer from hydrolysis in aqueous solu-
tion. Therefore, there is a continuing demand for alternatives to
the existing reactions.

The Pictet–Spengler reaction is a cyclization reaction, by which
3-(2-aminoethyl)indole or b-arylethylamine undergoes Mannich-
type ring formation with an aldehyde (Scheme S1). A stable C–C
bond can be formed on amino acid residues, but the typical Pic-
tet–Spengler reaction requires strong Bronsted acids.10 For in-
stance, Li et al. used trifluoroacetic acid (1%, v/v in water) as the
acid catalyst for chemoselective ligation of unprotected peptides.11

Their conditions cannot be applied to protein modification, since
proteins are denatured under acidic conditions.

Several groups have developed methods for introducing an
aldehyde into targeted positions of proteins.7,8 For example,
Gilmore et al. converted an N-terminal glycine residue to an alde-
hyde by a transamination reaction: the a-amino group was con-
densed with pyridoxal 5-phosphate to form an iminium cation,

which was tautomerized and hydrolyzed to yield a-keto alde-
hydes. The transamination reaction proceeded without affecting
the e-amino groups of the lysine residues.7

We have applied the Pictet–Spengler reaction to the N-terminal
labeling of horse heart myoglobin, a 153 amino acid residue heme-
binding protein with an N-terminal glycine (Scheme 1). Trypto-
phan methyl ester and tryptamine were employed as the coupling
partners of 2. The N-terminally activated myoglobin 2 was incu-
bated with either tryptophan methyl ester (50 mM) or tryptamine
(50 mM) in phosphate buffer (pH 6.5) at 37 �C for 18 h. The result-
ing products were desalted and subjected to MALDI�MS. The sin-
gly charged ion peaks at m/z 16952.0 and 17151.4 corresponded to
the theoretical mass values for 2 (D0.5 Da) and 3 (D�0.1 Da),
respectively (Fig. 1A). In addition, the singly charged ion peaks at
m/z 16952.6 and 17094.0 agreed with the theoretical mass values
for 2 (D1.1 Da) and the modified myoglobin 4 (D�1.5 Da), respec-
tively (Fig. 1B). The results showed that the Pictet–Spengler reac-
tion proceeded successfully with myoglobin. Reaction product 3
was then analyzed by UV/vis absorption spectroscopy. The UV/
vis spectra of the wild-type myoglobin 1 and the modified myoglo-
bin 3 overlapped each other, except for the absorption peak at
280 nm (Fig. 2A). The peak absorption wavelength of tetrahydro-
b-carboline is around 280 nm,12 suggesting that reaction product
3 contained a 1,2,3,4-tetrahydro-b-carboline group.

Reaction product 3 was digested with Achromobacter protease I
(Lys-C), and the Lys-C liberated peptides were subjected to MAL-
DI�MS to detect the N-terminal peptide (K1-peptide; the region
from residue 1 to K16) of 3. The singly charged ion peaks at m/z
1817.5 and 2017.1 agreed with the calculated mass values for the
K1-peptides of 2 (D1.6 Da) and 3 (D2.1 Da), respectively (Fig. S1).
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This result suggested that the N-terminal residue was modified by
the Pictet–Spengler reaction. The K1-peptide of 3 was further puri-
fied by ODS-HPLC, using aqueous acetonitrile with 0.1% (v/v) triflu-
oroacetic acid, and was analyzed by MALDI�MS and MALDI
postsource decay (PSD) fragmentation13 to confirm the amino acid
sequence. The singly charged ion peak at m/z 2010.9 (D0.9 Da)
agreed with the calculated mass values for the K1-peptide contain-
ing a methyl b-carboline-3-carboxylate residue 6 (Figs. 3 and S2),
suggesting the aromatization of the 1,2,3,4-tetrahydro-b-carbo-
line-3-carboxylate residue. The ion peaks observed in the MAL-
DI�PSD spectrum from the precursor ion of m/z 2011.8 were
assigned along the amino acid sequence of 6 (Fig. 3). These results
supported the conclusion that the N-terminal a-keto aldehyde was
functionalized by the Pictet–Spengler reaction.

The 1,2,3,4-tetrahydro-b-carboline residue was not aromatized
during the reaction. This view was supported by the following

two findings: (1) the observed mass values for the K1-peptide of
3 agreed with the theoretical one when the K1-peptide was not
purified by ODS-HPLC (Fig. S1), and (2) the UV absorption peak
of 3 was observed at around 280 nm (Fig. 2A). Aromatization of tet-
rahydro-b-carboline shifts the UV absorption peak to higher values
of the resonant wavelength at around pH 6.5.14 The 1,2,3,4-tetra-
hydro-b-carboline residue might be spontaneously oxidized during
HPLC purification or laser desorption ionization.

The modified myoglobin 3 was analyzed by circular dichroism
(CD) spectroscopy. The CD spectral profiles of 3 and the wild-type
myoglobin 1 were superimposable (Fig. 2B), which showed that
the tertiary structure of the protein maintained in its native confor-
mation throughout the reaction.15 On the other hand, the incubation
of the wild-type myoglobin 1 at 70 �C was accompanied by reduc-
tions in the intensities of the negative bands at 208 and 222 nm

Scheme 1. N-terminal labeling of myoglobin by the Pictet–Spengler reaction.

Figure 1. MALDI�MS spectra of the Pictet–Spengler reaction products condensed
with (A) tryptamine and (B) tryptophan methyl ester. The calculated average mass
for 2, the modified myoglobin 3, and 4 is 16951.5, 17151.5, and 17095.5,
respectively. Figure 2. (A) UV/vis and (B) CD spectra of the wild-type myoglobin 1 (1) and the

modified myoglobin 3 (2). The absorbance at around 410 nm is due to extinction
coefficient of heme.
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