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Abstract: We present a new protein labeling method based on
the covalent enzymatic phosphocholination of a specific
octapeptide amino acid sequence in intact proteins. The
bacterial enzyme AnkX from Legionella pneumophila has
been established to transfer functional phosphocholine moi-
eties from synthetically produced CDP-choline derivatives to
N-termini, C-termini, and internal loop regions in proteins of
interest. Furthermore, the covalent modification can be hydro-
lytically removed by the action of the Legionella enzyme
Lem3. Only a short peptide sequence (eight amino acids) is
required for efficient protein labeling and a small linker group
(PEG-phosphocholine) is introduced to attach the conjugated
cargo.

Site-directed labeling strategies are essential for modifying
proteins with functionalities not defined by the genetic code.
It is generally desirable to introduce modifications by
regioselective chemical reactions to maintain protein activity
and integrity with minimal cross-reactivity.[1] An alternative
approach is the utilization of enzymes that specifically
recognize small amino acid sequences in a protein of
interest.[2] For instance, phosphopantetheinyl (Ppant) trans-
ferase (PPTase) physiologically transfers a Ppant moiety from

an activated precursor nucleotide (coenzyme A) to a serine of
the undecapeptide sequence DSLEFIASKLA.[3] The Ppant is
chemically modified and combined with the PPTase-catalyzed
reaction to transfer functional Ppant to recombinantly
produced proteins containing the PPTase recognition sequen-
ce.[3b,c,4] If, however, the recognition sequence is replaced by
the 8 kDa acyl carrier protein (ACP), modification and
subsequent cleavage with PPTase and ACP hydrolase
(AcpH), respectively, is achievable.[4b] However, recently
the demodification of the 11 amino acid recognition sequence
by different AcpH has been reported.[5] We sought to develop
an alternative enzymatic protein labeling strategy utilizing
a defined nucleotide that would make it possible to conven-
iently attach and detach a label of choice at a short peptide
sequence. Here, we present data on the general applicability
of covalent enzymatic phosphocholination of proteins for
regioselective labeling and delabeling using synthetic CDP-
choline derivatives.

The recently discovered host cell phosphocholination by
Legionella pneumophila is a posttranslational modification in
which a phosphocholine moiety is enzymatically transferred
via the Legionella effector protein AnkX from a cytidine
diphosphate choline (CDP-choline) to a serine residue in the
switch II loop of the small GTPase Rab1 in the host cell
(Scheme 1A).[6] Interestingly, the Rab1 phosphocholine
modification is hydrolytically cleaved by the Legionella
phosphodiesterase Lem3 at a later stage of infection (Sche-
me 1A).[7] We have recently observed that AnkX recognizes
only the TITSSYYR peptide sequence of the switch II loop of
Rab1b, but does not necessarily require the discrete GTPase
structure.[7a]

We envisioned modification/synthesis of functionalized
CDP-choline derivatives carrying any label of choice (Sche-
me 1B), which could be transferred to fusion proteins of
interest, where the recognition sequence could be located
either at N-terminal, C-terminal, or in internal loop regions
(Scheme 1C).

First, we investigated several AnkX (949 amino acids)[6a,8]

and Lem3 (570 amino acids)[7] constructs for their perfor-
mance in protein expression and enzymatic activity (Fig-
ure S1). Constructs AnkX1–800 and full-length Lem3 were
found to be superior with respect to expression, purification,
and desired activity, and were therefore retained for establish-
ing our protein labeling strategy. In an alanine scan of the
AnkX recognition sequence, we established that modifications
up- and downstream of octapeptide TITSSYYR were fully
accepted, and modifications (marked in bold) within TITS-
SYYR attenuated acceptor capability. Changes within TSSYY
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completely abolished phosphocholination, suggesting that the
octapeptide sequence TITSSYYR is the minimum conserved
recognition motif for efficient phosphocholination by AnkX
(Figure S2). In order to investigate whether the octapeptide
sequence could be phosphocholinated by AnkX1–800 as protein
fusions, we recombinantly attached the TITSSYYR octapep-
tide sequence at the N- and C-termini of the maltose binding
protein (MBP) and the small ubiquitin-like modifier (SUMO)
and carried out heterologous expression in E. coli (Figure S3
and Supporting Information). Phosphocholination of the
model proteins (50 mm) was investigated with a catalytic
amount of AnkX (1 mm) in the presence of 1 mm CDP-choline
and analyzed by ESI-MS after 24 h of incubation (Figure S4).
SUMO constructs (TITSSYYR-SUMO and SUMO-TITS-
SYYR) were phosphocholinated at the N- and C-termini
(Figure S4) and MBP at its N-terminus (but also minor
modification of C-terminally tagged MBP), verifying that
phosphocholination can also be introduced into model pro-
teins. The modifications of the AnkX substrates were vali-
dated independently by detecting protein phosphocholination
with an anti-phosphocholine antibody by western blotting
(Figure 1A–C). In this assay, also phosphocholination of MBP
at the C-terminus was detected. By using the identical assay
we could show that phosphocholine transfer is dependent on
the correct peptide sequence and acceptor amino acid (Fig-
ure 1A), since the SUMO-TITSAYYR substrate (lacking the
serine that is targeted by AnkX) failed to undergo AnkX-
mediated phosphocholination (Figure 1B). Including AnkX
recognition motifs into internal loop regions of target proteins

could significantly expand the application of protein labeling
by phosphocholination. We therefore introduced the TITS-
SYYR octapeptide sequence into the GEF domain of the
enzyme DrrA (amino acids 340–533, DrrA340–533)

[9] (Fig-
ure S3): 1) E425-TITSSYYR-S426 (DrrA-A), 2) T455-TITS-
SYYR-P456 (DrrA-B), 3) N509-TITSSYYR-V510 (DrrA-C).

Next, we investigated the phosphocholination by AnkX1–

800 of these proteins via Western blotting using the anti-
phosphocholine antibody (Figure 1C) and ESI-MS (Fig-
ure S4). The phosphocholination of internal loop regions on
DrrA was readily detected, thus suggesting that the AnkX
recognition motif TITSSYYR can be used for phosphocholi-
nation in internal loops. Full enzymatic phosphocholination
of peptide-tagged SUMO, MBP, and DrrA proteins could be
achieved with extended reaction times, thus demonstrating
that the enzymatic reaction does not halt at an intermediary
labeling state (Figure S4). Finally, we derived time-course
data of the AnkX phosphocholination reaction using quanti-
tative densitometry of the western blots. The apparent
catalytic efficiencies (kcat/KM) of the reaction were calculated
to compare the different AnkX substrates (Figure 1D and
Figures S5 and S6). Not surprisingly, the artificial substrates
(i.e. peptide-tagged SUMO, MBP, and DrrA) perform less
well than the native Rab1b protein substrate, which may be
attributed to increased conformational flexibility (e.g.
SUMO, MBP) and/or structural restrictions (e.g. internal
loops of DrrA).

The development of phosphocholination by AnkX as
a protein labeling strategy depends on the synthesis and

Scheme 1. A) Protein phosphocholination and dephosphocholination
by the Legionella enzymes AnkX and Lem3. B) Design of a CDP-
choline derivative bearing a label at one of the methyl positions on the
quaternary amine. C) Design of protein substrates (protein of interest,
POI) equipped with the octapeptide recognition sequence at N- and C-
termini and at internal loop regions.

Figure 1. Phosphocholination of AnkX model substrates. A) Rab1b3–174

and various protein model substrates (SUMO, MBP) equipped with
the octapeptide recognition sequence at N- and C-termini are moni-
tored by western blotting against phosphocholine (for analysis see
Figure S6). B) Negative control corresponding to Figure 1A with
SUMO-TITSAYYR. Anti-His6 blotting served as a loading control.
C) Enzymatic phosphocholination of DrrA340–533 at internal loop regions
that have been extended with the AnkX octapeptide recognition motif,
monitored by western blotting against phosphocholine. D) Catalytic
efficiencies (kcat/KM) of the phosphocholination reaction on the various
protein substrates relative to the corresponding reaction on the native
substrate Rab1b3–174. Ctrl : loading control of individual experiments
with His6-MBP-PC-Rab1b3–174 ; C: intensity of quantitatively phospho-
cholinated protein.
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utilization of CDP-choline derivatives permitting the transfer
of the label along with the derivatized phosphocholine group.
The crystal structure of AnkX1–484 in complex with CDP-
choline shows the quaternary choline ammonium group
positioned in a deep, but solvent-accessible pocket,[8] thus
suggesting that any label should be connected to the
quaternary ammonium function by a flexible hydrophilic
linker of sufficient length (Figure S7). We generated synthetic
CDP-choline derivatives containing a fluorescein label con-
nected to the amine group via a polyethylene glycol (PEG)
linker of varying length (1–5, Figure 2A) (for synthesis
details, see Figure S7).[10]

Next, we investigated qualitatively whether the CDP-
choline derivatives 1–5 are substrates for AnkX (Figure 2B).
Rab1b was used as the acceptor substrate (50 mm) and
phosphocholination was monitored after the addition of the
CDP-choline derivatives (1 mm) in the presence of catalytic
amounts of AnkX1–800 (0.5 mm) by ESI-MS (Figure S8) and in-
gel fluorescence after SDS-PAGE (Figure 2B). First, we
probed the active site of AnkX with fluorescent derivatives 1–
3 ; 1 and 2 were transferred by AnkX1–800, but not derivative 3,
where the ammonium/amine function was replaced by
oxygen, suggesting the importance of the positive charge for
substrate recognition. This is in line with the observation that
the choline group forms salt bridges with E226 and D265 and
a cation–p interaction with F107 of AnkX.[8] Next, we focused
on the PEG spacer using derivatives 1, 4, and 5, decreasing the
spacer length stepwise from six PEG units to only two. To our
surprise, derivatives 1 (PEG6) and 4 (PEG4) were transferred
with an apparently similar efficiency. Only derivative 5
(PEG2), where the spacer clearly is too short, was not
transferred. Conveniently, the attachment of PC-PEGx-fluo-
rescein moieties to the protein substrates resulted in a pro-
nounced shift in electrophoretic mobility and thus permitted
quantification of its incorporation using gel densitometry of
the Coomassie-stained SDS-PAGE bands. Both 1 and 4 were
quantitatively transferred to Rab1b, indicating that full
modification of protein substrates is achieved using AnkX-
mediated phosphocholine transfer. Nucleotide 2 was a worse
substrate and modified only roughly 50 % of the protein in
240 min. We also obtained apparent catalytic efficiencies (kcat/
KM) from the time course experiments (Figure 2B,D). Here,
substrate 4 (PEG4) performed significantly better than
1 (PEG6), indicating that further optimization of the linker
length and linker chemistry could lead to additional improve-
ment of the substrate properties of CDP-choline derivatives.

In addition to Rab1b, we investigated the transfer of CDP-
choline derivatives 1, 2, and 4 to the TITSSYYR-SUMO
construct by detecting modified proteins with ESI-MS and in-
gel fluorescence (SDS-PAGE) (Figure 2C). The substrate
profile was identical to that of Rab1b, thus confirming that the
protein modification is dependent only on the presence of the
AnkX-recognition sequence TITSSYYR. However, the
extent of PC-PEGx-fluorescein attachment to TITSSYYR-
SUMO differed among the nucleotide substrates. The band
shift corresponding to the attachment of 1 indicated only
a slight incorporation into the proteins, whereas 4 modified
approximately 70% of TITSSYYR-SUMO in 180 min (Fig-
ure 2C). This is not surprising since the native AnkX substrate

Rab1b is a more efficient recipient of the modification than
the artificially generated peptide substrates. Still, the combi-
nation of TITSSYYR-tagged proteins with CDP-choline
derivatives (e.g. 4) allows for efficient labeling using AnkX
enzyme on a reasonable timescale.

Next we asked whether Lem3 could be utilized to detach
functional phosphocholine derivatives from modified target
proteins and whether the peptide sequence is important for

Figure 2. AnkX-catalyzed modification using CDP-choline derivatives.
A) Structures of synthesized CDP-choline derivatives carrying PEG-
fluorescein and containing different functional groups (1: quaternary
amine, 2 : tertiary amine, 3 : oxygen) or having different PEG linker
lengths (1, 4, 5). Fluorescein labeling of Rab1b3–174 (B) and TITSSYYR-
SUMO (C) with CDP-choline derivatives. The time course of phospho-
cholination was monitored through in-gel fluorescence of SDS-PAGE
gels. Successful phosphocholination was dependent on the linker
length (1, 4) and the presence of positive charge at the position of the
quaternary amine (1, 2, 4). D) Catalytic efficiencies for the modification
reaction with the various nucleotide derivatives were plotted relative to
the native reaction.
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recognition by Lem3.[7, 11] Kinetic investigations revealed that
alanine substitutions except for the first threonine in the
octapeptide sequence (TITSSYYR) affected the Lem3 activ-
ity by 10–50% (Figure S9). We subjected fluorescently
phosphocholinated Rab1b3–174 and TITSSYYR-SUMO
(modified with constructs 1, 2, and 4) to Lem3-mediated
enzymatic dephosphocholination. In-gel fluorescence after
SDS-PAGE, and differences in the electrophoretic mobility of
modified versus unmodified proteins (Figure 3A,B) revealed
that Rab1b3–174 and TITSSYYR-SUMO could be effectively
dephosphocholinated by Lem3. It appears like the internal
loop region of Rab1b is the most efficient substrate for Lem3,
although TITSSYYR-SUMO reacts on a comparable time-
scale. This is reflected in similar catalytic efficiencies of Lem3
for the different PC-PEGx-fluorescein modified protein
substrates (Figure 3A,B).

In summary, we present a covalent enzymatic protein
labeling and delabeling method based on a small peptide
recognition motif. The labeling method is applicable to N-
terminal, C-terminal, and internal loop recognition motifs of
only eight amino acids in proteins of interest. The recognition
sequence is small compared to those of other labeling
techniques that require N- or C-terminal attachment of
entire protein domains (e.g. ACP,[4b] fluorescent proteins,[12]

SNAP-tag,[13] CLIP-tag,[14] etc.) also permitting internal label-
ing. The method is fully compatible with current existing
chemical labeling methodologies, since the recognition
sequence contains no cysteine or other reactive amino acids
and therefore can be used easily for double labeling

approaches. The possibility of conveniently detaching labels
using Lem3-mediated hydrolysis makes it possible to recover
protein samples and use them subsequently for another
labeling strategy. Given the importance of selective protein
labeling methods in biosciences, enzymatic phosphocholina-
tion for protein modification holds the potential to increase
the scope of possible labeling strategies in complex biological
systems.
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Figure 3. Enzymatic dephosphocholination by Lem3. Lem3 dephospho-
cholination of protein substrates Rab1b3–174 (A) and TITSSYYR-
SUMO (B) preparatively modified with fluorescent phosphocholine
derivatives, analyzed by in-gel fluorescence of SDS-PAGE (gray scale)
and Coomassie staining (blue). Yellow star: fluorescein.
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