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29.4% Abstract. The source of hydrogen in the formation
of c- and y-ions produced by intramolecular hydro-
gen transfer in negative-ion CID experiments with
peptides has been examined using Cα-, Cβ-, and
backbone amide (Nb)-deuterated peptides
AAA(d3)AA, AAG(d2)AA, AAAG(d2)A, and
AAAAA-d7, as well as five other peptides. The c-
and y-ions produced by deuterium transfer from the
deuterated residueswere detected and identified by
the exactm/z values obtainedwith a high-resolution

orbitrap mass spectrometer. The rate of deuterium transfer obtained indicates that over 50% of the hydrogen was
originated from the backbone amide nitrogen, with the residual hydrogen coming from the backboneCα. It is clear that
the hydrogen does not originate from the side chain Cβ. It is hypothesized that the intramolecular hydrogen transfer to
form negative c- and y-ions takes place via 3-, 4-, 6-, 7-, 8-, and 9-membered ring transition states.
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Introduction

Collision-induced dissociation (CID) combined with
electrospray ionization (ESI) [1, 2] is a powerful tool for

analyzing biological molecules such as peptides and proteins.
Although there are many studies regarding the mechanistic and
theoretical aspects of positive-ion low-energy (low-E) CID of
peptides [3–6], negative-ion CID studies have been limited to
reports by a small number of groups, namely those of Bowie
[7], Harrison [8–10], Cassady [11–14], and Takayama [15, 16].
It is well-known that in positive-ion low-E CID of peptides, the
formation of b- and y-ions can be explained by a mechanism
involving a mobile proton [4, 5] and residue scrambling [6, 17–
19]. Furthermore, the low-E CID results in residue-specific
enhanced cleavage at the amide bond (C–N) of acidic Asp/
Glu/Cys-Xxx residues and Xxx-Pro residues [5]. However, the
residue-specific cleavage characteristics of negative-ion CID
are quite different from those of positive-ion mode and are as
follows (Table 1):

1. Specific cleavage at the N-Cα bond of Xxx-Asp/Asn resi-
dues to form a c- and z-ion pair [7, 15]

2. Specific cleavage at the C–N bond of acidic Xxx-Asp/Glu/
Cys residues to form b- and y-ions [16]

3. Specific cleavage at the N-Cα bond of Xxx-Ser/Thr residues
to form z-ions [20]

4. y1 ion formation due to the acidic carboxyl group at the
carboxyl (C)-terminus [12, 15]

Here, we use the nomenclature of peptide fragments in as per
the Biemann-Roepstorff notation [21, 22], i.e., amino (N)-termi-
nal side a-, b-, and c-ions and C-terminal side x-, y-, and z-ions
(Scheme 1), while the nomenclature with hydrogen addition
(+H), protonation (+H+), and deprotonation (−H+) to describe
c- and y-ions such as [y + 2H]+, [c + 2H]+, [c]−, and [y]− is used
according to the proposed nomenclature of Chu et al. [23].

With respect to the formation of c-ions in negative-ion CID of
peptides, the Cassady group has reported that when using alanine
heptamers (AAAAAAA) with or without an arginine (R) or
lysine (K) residue, a dominant c4 ion is observed in the CID
spectra independent of the position of the R and K residues [12].Correspondence to:Mitsuo Takayama; e-mail: takayama@yokohama–cu.ac.jp
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Furthermore, the same group reported that the c-ions can be
produced by cleavage at the N-Cα bond of the backbone region
between the third and fourth residues from the C-terminus, i.e.,
Cm-3 and Cm-4 residues (m represents number of residues in the
peptide), respectively, when C-terminus has a carboxyl group,
while N-Cα bond cleavage between the Cm-2 and Cm-3 residues
(Cm-2,3) preferentially takes place when the C-terminus has an
amide group [13]. The preferential cleavage at the N-Cα bond to
form c-ionsmay be explained by proton (H+) abstraction from the
backbone amide of the Cm-2,3 and Cm-3,4 residues via 8- and 11-
membered ring transition states, respectively. The formation of
negative c-ions by Cm-3,4-H

+ abstraction via an 11-membered
ring transition state is shown in Scheme 2, although Bokatzian-
Johnson et al. have proposed the loss of 9-membered ring neutral
with intramolecular proton transfer based on the DFT calculation
[13]. According to the report of Bokatzian-Johnson et al. [14], it
is likely that intramolecular proton abstraction from central amide
backbone nitrogen (Nb) via 8- or 11-membered ring transition
states excited with collisional activation takes place (Scheme 2).
Another characteristic of the negative-ion CID spectra of peptides
lacking Asp/Asn/Glu/Cys residues is the formation of y-ions [9,
12, 13]. Both c- and y-ions are produced by intramolecular
hydrogen transfer to the backbone amide nitrogen (Nb). It is of
interest to examine the source of hydrogen in the generation of c-
and y-ions from the standpoints of appropriate and flexible
conformations of gas-phase peptide molecules, which enable
hydrogens to move to the amide nitrogen.

Here, we examine the source of hydrogen in the formation of
c- and y-ions in higher energy collisional dissociation (HCD,
corresponding to a conventional low-E CID) experiments with
deprotonated peptides [M–H]− generated by ESI MS. To deter-
mine the source of hydrogen, peptides labeled with deuterium
on the α-carbon, β-carbon, and backbone amide moieties were
used. Peaks of c- and y-ions produced with and without intra-
molecular deuterium (D) transfer were detected and confirmed
with a high-resolution mass spectrometer and exact m/z values.

Experimental
Materials

All peptides were purchased from the Peptide Institute (Minoh,
Osaka, Japan). The samples used are an alanine pentamer
(AAAAA), a lysine pentamer (KKKKK), and a phenylalanine
pentamer (FFFFF). The deuterated peptides AAA(d3)AA,
AAG(d2)AA, and AAAG(d2)A were supplied from the Pep-
tide Institute. Acetic acid and acetonitrile (HPLC grade) were
purchased from Wako Pure Chemicals (Osaka, Japan). Water

used in all the experiments was purified with a MilliQ water
purification system fromMillipore (Billerica, MA, USA). Deu-
terium oxide (D20), acetonitrile-d3 (CD3CN), and
trifluoroacetic acid-d (TFA-d) were purchased from the
Sigma-Aldrich (Steinheim, Germany).

Mass Spectrometry and Sample Preparation

The HCD experiments were performed on a Q Exactive Focus
Orbitrap mass spectrometer (Thermo Fisher Scientific, Bre-
men, Germany) equipped with an ESI source. The mass re-
solving power for precursor ions was 70,000 at m/z 200 in
FWHM. The width for selecting precursor ions was ± 0.4 Da.
Target gas and collision energy were nitrogen and 10 eV,
respectively. The sample was introduced into the ion source
with an infusion inlet system at a flow rate of 30 μL/min with
nitrogen being used as both nebulizing and drying gas. The
samples were prepared as 10 μM solutions with a 1:1 (v/v)
mixture of water/methanol with added 0.1% acetic acid. To
obtain a deuterated peptide for alanine pentamer AAAAA, the
peptide was dissolved in a mixture of D2O and CD3CN (1:1,
v/v) and incubated for 24 h at room temperature.

Results and Discussion
Preferential Formation of y1 and c2 Ions of Peptide
Pentamers

Negative-ion HCD spectra of deprotonated molecules [M–H]−

of three different pentamers AAAAA, KKKKK, and FFFFF
are shown in Fig. 1. All the HCD spectra showed considerably
intense peaks corresponding to y1 and c2 ions. The c2 ions
originate from cleavage at the N–Cα bond between the Cm-3

and Cm-4 residues (Cm-3,4) of the peptides [13], while the y1
ions originate from cleavage at the backbone amide C–N bond
of the C-terminal residue [12, 14]. The CID spectra also

Table 1. The Specific Cleavage Residues, Product Ions, and the Product Ions with Intramolecular Hydrogen Transfer in Positive- and Negative-Ion Low-Energy CID
of Peptides

Positive-ion Negative-ion

Specific residue Asp/Glu/Cys-Xxx, Xxx-Pro Xxx-Asp/Glu/Cys, Xxx-Asp/Asn Xxx-Ser/Thr
Product ion [b]+, [y + 2H]+ [b]−, [y]−, [y1]−, [c]−, [z]−

Hydrogen transfer [y + 2H]+ [y]−, [c]−
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Scheme 1. Simplified Biemann-Roepstorff nomenclature for
peptide fragments
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showed the common product ions of cn (n = 1–4), yn (n = 1–4),
cn–H2O, yn–H2O, and yn–CO2. The intense c2 ions can be

explained by N–Cα bond cleavage through Cm-3,4–H
+ abstrac-

tion via an 11-membered ring transition state [13] (Scheme 2).
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Scheme 2. An adaptation of Cassady’s mechanism for the formation of c2 ions in negative-ion CID of pentapeptides [13]

Figure 1. Negative-ion HCD spectra of deprotonated molecules [M–H]− of three different pentamers (a) AAAAA (Mr 373.2), (b)
KKKKK (Mr 658.5), and (c) FFFFF (Mr 753.4)
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Figure 2. Negative-ion HCD spectra of deuterated glycine G(d2) and alanine A(d3) containing alanine clusters (a) AAG(d2)AA (Mr
361.3), (b) AAAG(d2)A (Mr 361.3), and (c) AAA(d3)AA (Mr 376.2)

Figure 3. The c2 and y2 ion formation in negative-ion HCD spectra of deuterated glycine G(d2) containing alanine clusters (a)
AAG(d2)AA (Mr 361.3) and (b) AAAG(d2)A (Mr 361.3)
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The formation of the intense y1 ions observed in all the HCD
spectra can be explained by specific cleavage at the C–N bond
of the C-terminal residue due to the influence of the acidic
carboxyl group [12, 15].

Formation of Deuterated c- and y-Ions Confirmed
with Deuterated Peptides

In order to examine the possibility of hydrogen transfer from α-
carbon (Cα) and β-carbon (Cβ) to form c and y ions, negative-
ion HCD spectra of deuterated glycine containing peptides
AAG(d2)AA and AAAG(d2)A and a deuterated alanine

pentamer AAA(d3)AA were obtained (Fig. 2). Figure 2a, b
shows preferential c2 and y1 ion formation accompanied by
deuterated products c2(d) and y1(d). Furthermore, c1 and y2
ions were also accompanied by deuterated products c1(d) and
y2(d), respectively (Figs. 3 and 4). Although Fig. 2c also
showed extraordinarily intense c2 and y1 ion peaks and cn
(n = 1–4) and yn (n = 1–4) series ions, the c1, c2, y1, and y2
ions observed were not accompanied by any deuterated peaks
of c1(d1), c2(d1), y1(d), and y2(d) due to deuterium transfer
from the Cβ. This indicates that the hydrogen to form c1, c2, y1
and y2 ions does not originate from the Cβ of the 3rd Ala(d3)
residue. The results obtained above indicate that the hydrogen

Figure 4. The c1 and y1 ion formation in negative-ion HCD spectra of deuterated glycine G(d2) containing alanine clusters (a)
AAG(d2)AA (Mr 361.3) and (b) AAAG(d2)A (Mr 361.3)
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to form c- and y-ions originates from the sites of the α-carbon
(Cα) and/or amide nitrogen (Nb) of the peptide backbone
(Scheme 3), and never come from the Cβ sites.

In order to confirm the intramolecular hydrogen transfer from
the sites of the Cα and/or Nb of the peptide backbone, the
negative-ion HCD spectrum of the de-deuteronated analyte
[M(d7)–D]− at m/z 378.2264 formed from a deuterated alanine
pentamer AAAAA-d7 obtained by the incubation in D2O/
CD3CN solution was obtained as shown in Fig. 5. The AAAAA
having seven active hydrogens was deuterated with the rate of
72.7% (data not shown). The HCD spectrum preferentially
showed y1(d), y1(d2), c2(d3), and y2(d3) ions, as shown in the
insets of Fig. 5. The peaks at m/z 159.0996 and 160.1059 corre-
sponding to c2(d1) and c2(d2) observed may be due to hydrogen
and/or residue scrambling, although the mechanism is unclear.

Source of Hydrogen for the Formation of
c- and Y-Ions

The intramolecular hydrogen transfer to form c- and y-ions in
negative-ion CID spectra of peptides has been studied by

Harrison [8]. From negative-ion CID spectra of tripeptides
AAG and AAG-d5 (Fig. 3 in the report of Harrison [8]), the
rate of intramolecular hydrogen (deuterium) transfer to form c1
and y1 ions can be estimated as shown in Scheme 4. The rate of
H (D) transfer estimated from the report of Harrison [8] indi-
cates that 68.2% of deuterium in the c1 ion originates from the
backbone amide nitrogen (Nb) between Ala2 and Gly3 or C-
terminal carboxyl group (Scheme 4b), while 31.8% of the
hydrogen originates from the Cα sites of Ala2 and Gly3. On
the other hand, 74.3% of the deuterium in the y1 ion originates
from Nb between Ala1 and Ala2 and/or the N-terminal amino
group (Scheme 4a), while 25.7% originates from the Cα sites of
Ala1 and Ala2. The intramolecular deuterium transfer from Nb

to another Nb site to form c1(D) in Scheme 4a may be ex-
plained by a 5- or 8-membered ring transition states (Scheme
4b).

In a similar manner, the rate of intramolecular hydrogen
(deuterium) transfer in the HCD spectra of Figs. 2, 3, and 4 can
be estimated from the peak intensity. The rate of intramolecular
deuterium transfer from the Cα of Gly3(d2) and Gly4(d2)
residue to form c1 and c2 ions is represented in Scheme 5. It

Figure 5. Negative-ion HCD spectrum of the precursor ion [M(d7)–D]− formed from deuterated alanine pentamer AAAAA-d7 (Mr
380.4). The insets represent enlarged spectra of c1, y1, c2, and y2 ions
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is hypothesized that the c1 and c2 ions for AAG(d2)AA are
formed by intramolecular deuterium transfer from the Cα via 6-
and 3-membered ring transition states, respectively (Scheme 5
upper). The c1(d) and c2(d) ions for AAAG(d2)A are formed
by deuterium transfer via 9- and 6-membered ring transition
states, respectively (Scheme 5 lower). This indicates that about
39–49% of hydrogens which form c1 and c2 ions originate
from the Cα of the Gly residue, while the residual hydrogens

(51–61%) come from the Cα of Ala and the backbone amide
nitrogen (Nb). Considering the result of Harrison [8] and our
results of Schemes 4 and 5, it may be concluded that the major
source of hydrogen in the formation of c-ions is both the Nb and
the Ala(Cα) sites of peptides. In contrast, the formation of y1(d)
and y2(d) ions can be explained by intramolecular deuterium
transfer from the Cα of the Gly(d2) residue via 7- and 4-
membered ring transition states with rates of 29–60%
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(Scheme 6). The major source of hydrogens in the formation of
y-ions may also originate from the backbone amide (Nb), as
shown in Schemes 4a and 6.

In the negative-ion HCD spectrum of [M(d7)–D]− showed
in the insets of Fig. 5, the peak intensities of the y1(d) and
y1(d2) indicate that 69.1% of deuterium in the y1(d2) ion
originates from the amide nitrogens (Nb) and/or the N-
terminal amino group (Scheme 7), while 30.9% of the hydro-
gen originates from the Cα sites. The peak intensities of the
c1(d2) and c1(d3) indicate that 41.5% of deuterium in the
c1(d3) ion originates from the Nb sites and/or the C-terminal
carboxyl group, while 58.5% of the hydrogen originates from
the Cα sites. In a similar manner, the rates of intramolecular D
(H) transfer to form y2(d3) and c2(d4) ions can be estimated
from the insets of Fig. 5, as shown in Scheme 7.

The rates of intramolecular deuterium transfer from the Cα
sites of Gly3(d2) for AAG(d2)AA and Gly4(d2) for
AAAG(d2)A and from the Nb sites of AAAAA-d7 residues
to form c1, c2, c3, y1, and y2 ions in negative-ion HCD spectra
(Figs. 2, 3, 4, and 5) are summarized in Table 2.

Conclusions
The characteristics of residue-specific cleavage and product
ions in negative-ion CID of peptides are quite different from

those of positive-ion CID, as summarized in Table 1.
However, intramolecular hydrogen transfer to the amide
nitrogen (Nb) for the formation of c- and y-ions is com-
mon to both positive- and negative-ion CID, and it is of
interest from the standpoints of the conformation and
flexibility of gas-phase peptide ions suitable for hydrogen
transfer. The use of the deuterated peptides AAA(d3)AA,
AAG(d2)AA, AAAG(d2)A and AAAAA-d7 in negative-
ion HCD experiments gave information about the source
of hydrogen in the formation of c- and y-ions. The results
obtained indicated that the major source of hydrogen, over
50% in the rate of intramolecular hydrogen transfer to
form c- and y-ions in the peptides AAG(d2)AA and
AAAG(d2)A, is the backbone amide nitrogen (Nb), while
another source is the backbone Cα sites. The hydrogen
did not originate from the Cβ sites. In the case of the
peptide AAAAA-d7, the hydrogen to form y-ions comes
from the Nb sites with the rate of 69%, while the hydro-
gen to form c1 and c2 ions comes from the Nb sites with
the rate of 41.5 and 14.4%, respectively. For the intramo-
lecular hydrogen transfer to form negative c- and y-ions,
it is suggested that deprotonated peptides [M–H]− tran-
siently form at least 3-, 4-, 6-, 7-, 8-, and 9-membered
ring transition states, indicating the flexibility of gas-
phase peptides.
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Table 2. Rate (%) of the Intramolecular Deuterium Transfer from the Cα Sites
of Gly3(d2) for AAG(d2)AA and Gly4(d2) for AAAG(d2)A and from the Nb

Sites of AAAAA-d7 Residues to Form c1, c2, c3, y1, and/or y2 Ions in
Negative-Ion HCD Spectra

Product ion AAG(d2)AA AAAG(d2)A AAAAA-d7
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c2 37.9 43.3 14.5
c3 – 46.3 –
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69.1%

y2(d3) y1(d2)

AAAAA-d7

D2N

D
N

N
D

D
N

N
D

COO
-

H3C H

O

O

O

O

OH3C

H3C

H3C

H3C

H

H

H

H

DD 69.0%

D2N
N

N
D

D
N

N
D

COOD

H3C H

O

O

O

O

OH3C

H3C

H3C

H3C

H

H

H

H

c1(d3)

D 41.5%

D2N

D
N

N

D
N

N
D

COOD

H3C H

O

O

O

O

OH3C

H3C

H3C

H3C

H

H

H

H

c2(d4)

D 14.5%

Scheme 7. The rate of deuterium transfer from the amide nitrogen (Nb) and N-terminal amino group of deuterated peptides
AAG(d2)AA, AAAG(d2)A in the formation of y1 and y2 ions

A. Kagoshima et al.: Hydrogen Transfer to Form c/y-Ions in CID of Peptides 1599



References

1. Whitehouse, C.M., Dreyer, R.N., Yamashita, M., Fenn, J.B.: Electrospray
interface for liquid chromatographs and mass spectrometers. Anal Chem.
57, 675–679 (1985)

2. Fenn, J.B., Mann, M., Meng, C.K., Wong, S.F., Whitehouse, C.M.:
Electrospray ionization for mass spectrometry of large biomolecules.
Science. 246, 64–71 (1989)

3. Nold, M.J., Wesdemiotis, C., Yalcin, T., Harrison, A.G.: Amide bond
dissociation in protonated peptides. Structure of the N-terminal ionic and
neutral fragments. Int J Mass Spectrom Ion Process. 164, 137–153 (1997)

4. Wysocki, V.H., Tsaprailis, G., Smith, L.L., Breci, L.A.: J Mass Spectrom.
35, 1399–1406 (2000)

5. Paizs, B., Suhai, S.: S.: fragmentation pathways of protonated peptides.
Mass Spectrom Rev. 24, 508–548 (2005)

6. Harrison, A.G.: To b or not to b: the ongoing saga of peptide b ions. Mass
Spectrom Rev. 28, 640–654 (2009)

7. Bowie, J.H., Brinkworth, C.S., Dua, S.: Collision-induced fragmentations
of the [M-H]- parent anions of underivatized peptides: an aid to structure
determination and some unusual negative ion cleavages. Mass Spectrom
Rev. 21, 87–107 (2002)

8. Harrison, A.G.: Sequence-specific fragmentation of deprotonated pep-
tides containing H or alkyl side chains. J Am Soc Mass Spectrom. 12, 1–
13 (2001)

9. Harrison, A.G., Young, A.B.: Fragmentation reactions of deprotonated
peptides containing proline. J Mass Spectrom. 40, 1173–1186 (2005)

10. Harrison, A.G., Young, A.B.: Fragmentation reactions of deprotonated
peptides containing aspartic acid. Int J Mass Spectrom. 255, 111–122
(2006)

11. Pu, D., Cassady, C.J.: Negative ion dissociation of peptides containing
hydroxyl side chains. Rapid CommunMass Spectrom. 22, 91–100 (2008)

12. Pu, D., Clipston, N.L., Cassady, C.J.: A comparison of positive and
negative ion collision-induced dissociation for model heptapeptides with
one basic residue. J Mass Spectrom. 45, 297–305 (2010)

13. Bokatzian-Johnson, S.S., Stover, M.L., Dixon, D.A., Cassady, C.J.: A
comparison of the effects of amide and acid groups at the C-terminus on
the collision-induced dissociation of deprotonated peptides. J Am Soc
Mass Spectrom. 23, 1544–1557 (2012)

14. Bokatzian-Johnson, S.S., Stover, M.L., Dixon, D.A., Cassady, C.J.: Gas-
phase deprotonation of the peptide backbone for tripeptides and their
methyl esters with hydrogen and methyl side chains. J Phys Chem B.
116, 14844–14858 (2012)

15. Sugasawa, N., Kawase, T., Oshikata, M., Iimuro, R., Motoyama, A.,
Takayama, M.: Formation of c- and z-ions due to preferential cleavage
at the N-ca bond of xxx-asp/Asn residues in negative-ion CID of peptides.
Int J Mass Spectrom. 383-384, 38–43 (2015)

16. Takayama, M., Sekiya, S., Iimuro, R., Iwamoto, S., Tanaka, K.: Selective
and nonselective cleavages in positive and negative CID of the fragments
generated from in-source decay of intact proteins in MALDI-MS. J Am
Soc Mass Spectrom. 25, 120–131 (2014)

17. Yaguee, J., Paradela, A., Ramos, M., Ogueta, S., Marina, A., Barahona,
F., de Castro, J.A.L., Vazquez, J.: Peptide rearrangement during quadru-
pole ion trap fragmentation: added complexity to MS/MS spectra. Anal
Chem. 75, 1524–1535 (2003)

18. Harrison, A.G., Young, A.B., Bleiholder, C., Suhai, S., Paizs, B.: Scram-
bling of sequence information in collision-induced dissociation of pep-
tides. J Am Chem Soc. 128, 10364–10265 (2006)

19. Jia, C., Qi, W., He, Z.: Cyclization reaction of peptide fragment ions
duringmultistage collisionally activated decomposition: an inducement to
lose internal amino-acid residues. J Am SocMass Spectrom. 18, 663–678
(2007)

20. Edelson-Averbukh, A., Pipkorn, R., Lehmann, W.D.: Analysis of protein
phosphorylation in the regions of consecutive serine/threonine residues
by negative ion electrospray collision-induced dissociation. Approach to
pinpointing of phosphorylation sites. Anal Chem. 79, 3476–3486 (2007)

21. Roepstorff, P., Fohlman, J.: Proposal for a common nomenclature for
sequence ions in mass spectra of peptides. Biomed Mass Spectrom. 11,
601 (1984)

22. Biemann, K.: Contribution of mass spectrometry to peptide and protein
structure. Biomed Environ Mass Spectrom. 16, 99–111 (1988)

23. Chu, I.K., Siu, J.C.-K., Lau, J.K.-C., Tang, W.K., Mu, X., Lai, C.-K.,
Guo, X., Wang, X., Li, N., Xia, Y., Kong, X., Oh, H.B., Ryzhov, V.,
Tureček, F., Hopkinson, A.C.: Proposed nomenclature for peptide ion
fragmentation. Int J Mass Spectrom. 390, 24–27 (2015)

1600 A. Kagoshima et al.: Hydrogen Transfer to Form c/y-Ions in CID of Peptides


	 CID of Peptides
	Abstract
	Section12
	Section13
	Section24
	Section25

	Section16
	Section27
	Section28
	Section29

	Section110
	Acknowledgements
	References


