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Abstract: The sirtuin enzymes are a family of lysine
deacylases that regulate gene transcription and metabo-
lism. Sirtuin 5 (SIRT5) hydrolyzes malonyl, succinyl,
and glutaryl ɛ-N-carboxyacyllysine posttranslational
modifications and has recently emerged as a vulnerabil-
ity in certain cancers. However, chemical probes to
illuminate its potential as a pharmacological target have
been lacking. Here we report the harnessing of aryl
fluorosulfate-based electrophiles as an avenue to furnish
covalent inhibitors that target SIRT5. Alkyne-tagged
affinity-labeling agents recognize and capture overex-
pressed SIRT5 in cultured HEK293T cells and can label
SIRT5 in the hearts of mice upon intravenous injection
of the compound. This work demonstrates the utility of
aryl fluorosulfate electrophiles for targeting of SIRT5
and suggests this as a means for the development of
potential covalent drug candidates. It is our hope that
these results will serve as inspiration for future studies
investigating SIRT5 and general sirtuin biology in the
mitochondria.

Introduction

The NAD+-dependent sirtuin (SIRT) enzymes catalyze the
cleavage of ɛ-N-acyllysine posttranslational modifications

and therefore play key roles in regulating a range of
biological processes, including gene transcription and
metabolism.[1] Seven different sirtuin isoforms (SIRT1-7),
which vary in cellular localization[2] and display preference
for different ɛ-N-acyllysine modifications,[3] have been iden-
tified in mammals. Among these, SIRT5 primarily localizes
to the mitochondria and removes glutaryl,[4] succinyl[5] and
malonyl[5,6] posttranslational modifications from lysine resi-
dues of a variety of mitochondrial proteins.[7] For example,
SIRT5 has been shown to promote detoxification of reactive
oxygen species (ROS)[8] and ammonia,[9] inhibit
inflammation,[10] modulate mitophagy during starvation,[11]

maintain cardiac oxidative metabolism in response to
cardiac stress,[12] and regulate mitochondrial metabolism in
brown adipose tissue.[13] SIRT5 has also been shown to
regulate tumor growth[14] highlighting the therapeutic poten-
tial associated with SIRT5 inhibition.[15]

We recently reported compound 1 (Figure 1) as a potent
and selective mechanism-based SIRT5 inhibitor.[16] Com-
pound 1 contains a thiourea functionality that enables
formation of a stalled intermediate with ADP-ribose during
the NAD+-mediated hydrolysis mechanism of sirtuins,
therefore enhancing its residence time inside the SIRT5
substrate-binding pocket. In addition, 1 contains a terminal
carboxylic acid moiety on the modified lysine side chain that
mimics the native substrates and forms hydrogen bonds with
the Tyr102-Arg105 motif in the active site, which results in
selective inhibition of SIRT5 over other sirtuin enzymes
(Figure 1A).[16] Due to limitations associated with cell
permeability and serum stability, optimization of 1 was
necessary to develop SIRT5-targeting inhibitors for applica-
tions in living cells. Modifying the carboxylate to give an
ethyl ester prodrug[17] or a masked tetrazole isostere[18]

provided compounds against SIRT5-dependent acute mye-
loid leukemia cell lines,[17,18] but the thiourea functionality[19]

and hydrophobicity would still cause concern with respect to
in vivo applications. Furthermore, the development of
covalent inhibitors has proven useful to identify and
scrutinize protein function in chemical biology and drug
discovery efforts[20] and has even led to the design of
targeted covalent inhibitors currently used in the clinic.[21]

We therefore envisioned that pursuing a covalently targeted
inhibitor strategy for SIRT5 could provide useful chemo-
types for its further investigation. To design covalent
inhibitors of SIRT5, we hypothesized that the environment
around the Tyr102-Arg105 motif could be targeted by
identifying a matching electrophilic functional group to be
combined with the scaffold of 1. By applying this strategy,
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we achieved covalent labeling of the SIRT5 enzyme in living
cells, which has only been accomplished previously with
photo cross-linking chemotypes.[22] Here, the selective
targeting of the SIRT5 isoform was achieved with aryl
fluorosulfate-based compounds,[23] providing a proof-of-
concept for sulfur(VI)-fluoride exchange (SuFEx) chemistry
as an enabling technology to target sirtuins.

Results and Discussion

Because of the environment in the active site of SIRT5, we
decided to explore SuFEx chemistry[24] for introduction of a
latent electrophile into our inhibitors (Figure 1B). Initially, 1
was modified with sulfonyl fluoride-based warheads to
afford compounds 2 and 3 (Figure 1C and Supporting
Figure S1). However, a considerable degree of double

adduct formation was observed (Supporting Figure S3) and
we instead turned our attention to fluorosulfates, which are
significantly more stable electrophilic sulfur(VI)-fluoride
functional groups than sulfonyl fluorides. A requirement for
the targeted binding sites of fluorosulfates, is an “appropri-
ate” protein environment for the SuFEx reaction to occur
(e.g., basic residues that lower the pKa of the targeted
residue and/or assist in the departure of the fluoride ion).[25]

Thus, aryl fluorosulfates display low hydrolytic susceptibility
and minimal off-target reactivity in a proteome context[23]

and may therefore be promising for targeting pKa perturbed
Tyr, Lys, or Ser residues.[24c] Because the meta-substituted
compound 2 reacted more readily with SIRT5, we incorpo-
rated a selection of meta-substituted aryl fluorosulfates onto
the scaffold to yield compounds 4–6 (Figure 1C and
Supporting Figure S1) and MALDI-TOF MS revealed the
formation of a covalent conjugate upon incubation of

Figure 1. First generation SIRT5-targeting, aryl fluorosulfate-based inhibitors. A) Structure of an analogue of 1 bound to SIRT5 (PDB 6EQS).
B) Predicted binding mode of 4 (Schrödinger, Maestro suite), displaying close proximity of the electrophilic sulfur(VI) atom to the Tyr102 side
chain. C) Chemical structures of the reversible SIRT5 inhibitor 1 and analogues containing various electrophilic warheads (2–8). D) Chemical
structures containing an alkyne for click chemistry, combined with various electrophilic warheads (9–14).

Angewandte
ChemieResearch Articles

Angew. Chem. Int. Ed. 2022, 61, e202204565 (2 of 10) © 2022 The Authors. Angewandte Chemie International Edition published by Wiley-VCH GmbH



recombinant SIRT5 with 6 (Supporting Figure S3). In
addition, two different aryl fluorosulfates were attached to
the parent scaffold via a thiourea functionality (7 and 8;
Figure 1C and Supporting Figure S1). However, the degree
of conjugate formation was not significantly enhanced
compared to the amide analogs and the thiourea function-
ality was abandoned. (Supporting Figure S3).

Next, we synthesized alkyne-containing analogues that
would allow us to expand the versatility of these covalent
inhibitors for SIRT5 by attachment of either fluorophore- or
biotin-functionalized azides using copper(I)-catalyzed Huis-
gen 3+2 azide-alkyne cycloaddition (CuAAC) “click”
chemistry[26] (9–14, Figure 1D and Supporting Figure S2).
For the evaluation of their ability to form covalent adducts
with SIRT5, we relied on in-gel fluorescence measurements,
taking advantage of the alkyne handle (Supporting Figur-
es S3 and S4). Based on these assays, we decided to continue
with the pyridyl fluorosulfates (6 and 11). For 11 we could
demonstrate dose-dependent labeling down to sub-micro-
molar compound concentrations, which could be outcom-
peted by the potent reversible inhibitor 1, as well as highly

selective labeling of SIRT5 over the other recombinant
sirtuins (Supporting Figure S3).

To improve aqueous solubility for further applications,
we designed a second generation of inhibitors based on
insight from our previous structure-activity relationship
(SAR) study and X-ray co-crystal structures.[16] These
indicated a significant degree of flexibility in the choice of
side chain at the i+1 position and we therefore substituted
the lipophilic Trp residue for an Arg residue at this position
to give reversible inhibitor 15 and aryl fluorosulfate-
containing compounds 16 and 17, respectively (Figure 2A
and Supporting Figure S5 and S6). In addition, we synthe-
sized compounds 18 and its alkyne-containing analogue 19,
containing the documented mitochondria-targeting triphe-
nylphosphonium motif (Figure 2A and Supporting Fig-
ure S7).[27]

The second-generation series was first tested for inhib-
ition of recombinant SIRT5 activity, using our functional
fluorogenic assay. For these assays as well as the further
evaluations, we expressed a SIRT5 construct that allowed
removal of the fused His-tag to better mimic the native state

Figure 2. Second generation SIRT5-targeting, aryl fluorosulfate-containing inhibitors. A) Structures of compounds 15–19. B) LC-MS analysis of the
time-dependent formation of covalent conjugates between non-tagged recombinant SIRT5 (10 μM) and compounds 16–19 (100 μM) in the
presence of NAD+ (200 μM). *Corresponds to a byproduct where SIRT5 has been modified twice by adduct formation. C) Jump dilution assay
performed for 17 and 19 after 16 h pre-incubation. D), E) Determination of kobs from time-dependent dose-response experiments and subsequent
data fitting to kobs= (kinact × [I])/(KI+ [I]), to derive kianct and KI values for 17 and 19, respectively. For kinetic model, additional equations and plots of
the time-dependent inhibition data, see Supporting Figure S10).
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of the protein. The reversible inhibitor analogue (15)
exhibited equipotent activity compared to parent compound
1 and all aryl fluorosulfate-containing compounds (16–19)
exhibited time-dependent inhibition of SIRT5 (Supporting
Figure S8).

In agreement with these findings, incubation of recombi-
nant SIRT5 with the four covalently labeling compounds
(16–19), followed by liquid chromatography (LC)-MS analy-
sis, also showed time-dependent formation of enzyme-
compound conjugates (Figure 2B and Supporting Figure S9).
Moreover, the LC-MS based assays were performed for 16
and 17 both with and without the addition of the NAD+ co-
substrate. A comparison of the degree of covalent binding,
showed that the presence of NAD+ resulted in faster adduct
formation, suggesting that the covalent inhibitors act via a
mechanism involving the active site of SIRT5.

We then performed a more thorough kinetic evaluation
of the inhibitory potencies of our compounds, given that
IC50 values of covalent inhibitors are inherently time-
dependent as also demonstrated here. First, we performed a
jump dilution assay with pre-incubation of enzyme and
inhibitor 17 or 19 for 16 h and measurement of conversion
of substrate at different time points after 100-fold dilution
and addition of the substrate. Compared to the DMSO
control, the rate of substrate conversion for both compounds
were very close to the expected 10% for an irreversible
covalent inhibitor (Figure 2C). Thus, a meaningful measure
of the compound potency was warranted and we decided to
perform a more substantial series of preincubation experi-
ments to be able to derive the kinetic parameters, kinact and
KI (Figure 2D, E). For irreversible covalent inhibitors, the
kinact is the maximal theoretical rate of inactivation of the
enzyme, while the KI is the concentration of inhibitor that
provides half-maximal rate of enzyme inactivation [KI= (k-1

+kinact)/k1] (see Supporting Figure S10). Thus, kinact ×KI
� 1 is

a measure of the efficiency of the overall conversion of
active enzyme to covalently inactivated enzyme. The derived
KI values for our two compounds were in the micromolar
range (98–139 μM) and the kinact values were not particularly
fast (0.017–0.025 min� 1). These values compare well with
previously reported kinetic parameters for an aryl fluorosul-
fate-containing inhibitor, discovered through rounds of
phage-display.[28] However, another example of steady-state
kinetic parameters for an aryl fluorosulfate-containing
probe, reported �20-fold higher potency for their target
than observed for our compounds.[23] These data show that
aryl fluorosulfates react relatively slowly with lower kinact

values than for example reported recently for a sulfonyl-
fluoride-containing covalent inhibitor,[29] underlining the
latent electrophilic nature of the aryl fluorosulfate group.

To address the selectivity of our inhibitors, two alkyne-
containing analogues (17 and 19) were then incubated with
each of the human sirtuin isoforms (Figure 3A and Support-
ing Figure S11). In-gel fluorescence imaging demonstrated
that only incubation with SIRT5 produced covalent adducts
with the electrophilic warhead of 17 and 19 to a substantial
extent (Figure 3A and Supporting Figure S11). To further
substantiate the hypothesis that the compounds bind to the
predicted pocket in SIRT5, we first evaluated the impor-

tance of a correctly folded protein on conjugate formation,
because such a requirement would strongly argue against
non-specific binding. We investigated the labeling efficiency
of 17 and 19—as determined by in-gel fluorescence—in
standard buffer by pre-boiling the enzyme and under
denaturing conditions by addition of sodium dodecyl sulfate
(SDS) (Figure 3B and Supporting Figure S12). These experi-
ments showed almost complete disappearance of the bands
corresponding to covalent binding when the structural
integrity of the enzyme was compromised (Figure 3B and
Supporting Figure S12). We interpret these data as indicat-
ing that a well-defined binding pocket is necessary to
facilitate SuFEx conjugation with our inhibitors (Figure 3B).
Furthermore, the reversible inhibitor 1 and a standard
fluorogenic SIRT5 substrate (Ac-LGKglut-AMC),[4a] both
exhibited dose-dependent competition of the SIRT5-17 and
SIRT5-19 adduct formation (Figure 3C, D and Supporting
Figure S13), providing additional evidence that 17 and 19
covalently label SIRT5 in the substrate-binding pocket.

Next, we expressed constructs in which Tyr102 or
Arg105 were mutated to phenylalanine (Y102F) and alanine
(R105A),[16] respectively, as well as mutants involving the
close-by Tyr104 (for activity of the mutants, see Supporting
Figure S14). The time-dependent covalent adduct formation
between each mutant and the second-generation compounds
16–19 was analyzed by LC-MS, which showed substantial

Figure 3. Selectivity for SIRT5 and targeting of its substrate binding
pocket. A) Covalent labeling of SIRT1-7 by 17. Recombinant enzymes
(2.5 μM) were incubated with 17 and NAD+ (200 μM) (all enzymes
except SIRT4 were applied in functional assays and shown to be active
deacylases; see Supporting Figure S11 for full gel images, repetitions,
and similar evaluation of 19). B) Labeling of non-tagged recombinant
SIRT5 by 17 and 19, with or without pre-boiling or SDS treatment. For
full gel images and repetitions see Supporting Figure S12. C) Concen-
ntration-dependent competition of the covalent labeling of non-tagged
recombinant SIRT5 by 17, using the reversible inhibitor 1 as
competitor. D) Concentration-dependent competition of the covalent
labeling of non-tagged recombinant SIRT5 by 17, using the fluorogenic
substrate Ac-LGKglut-AMC as competitor. For compound 19, full gel
images, and repetitions related to (C) and (D), see Supporting
Figure S13.
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labeling of the SIRT5(Y102F) construct but not SIRT5-
(R105A) by all compounds (Figure 4A and Supporting
Figure S9). The lack of labeling of the R105A mutant is in
agreement with the hypothesis that a basic environment is
necessary for SuFEx conjugation between phenolic func-
tional groups and aryl fluorosulfates.[23] However, the SIRT5
mutants that lacked Tyr102 and/or Tyr 104 were still
efficiently labeled (Supporting Figure S9c), indicating that
there is a conjugation site for our compounds other than

Tyr102 and Tyr104. We then performed competition experi-
ments showing that adduct formation between compound 17
or 19 and the three mutants that were susceptible to
covalent binding could be inhibited by 1 (Figure 4B and
Supporting Figure S15), which provides a further indication
that the aryl fluorosulfate-containing compounds 17 and 19
also bind in the active site of the SIRT5 mutants. Thus, the
data led us to conclude that activation of the SuFEx reaction
by the basic Arg105 residue in the active site is necessary

Figure 4. Labeling of SIRT5 wild-type and active site mutants. A) LC-MS analysis of the time-dependent formation of covalent conjugates between
recombinant SIRT5(Y102F) and SIRT5(R105A) mutants (10 μM) with compound 17 or 19 (100 μM) in the presence of NAD+ (additional data,
including that for compounds 16, 18, and 19 and data for the mutants SIRT5(Y104F) and SIRT5(Y102F/Y104F) are available in the Supporting
Information and Supporting Figure S9). *Corresponds to a biproduct where SIRT5 has been modified twice by adduct formation. B) Competition of
covalent binding of compound 17 to the mutant enzymes by inhibitor 1, visualized by in-gel fluorescence. For full gel images and repetitions, see
Supporting Figure S15. C) LC-MS/MS analysis of tryptic digests of SIRT5 or SIRT5(Y102F) after incubation with compound 16. Loss of peptides,
VWEFY102HYR, VWEFFHY104R, and GAGGY76WR, due to modification by the covalent inhibitor in the presence or absence of NAD+. Bars represent
the fold change (%) normalized to unmodified samples. D) Representative MS/MS spectrum of the unmodified VWEFY102HYR peptide and mirror
of the modified VWEFY102[+643.16 Da]HYR peptide after tryptic digestion of recombinant SIRT5. Modification was clearly identified as occurring at
Tyr102. The presented m/z values are deconvoluted to a +1 charge state for ease of comparison (y5, y6, and y7 were observed as doubly-charged
fragments in the raw MS/MS spectrum, see Supporting Information). E) Representative MS/MS spectrum of the unmodified GAGGY76WR peptide
and mirror of the modified GAGGY102[+643.16 Da]WR peptide after tryptic digestion of recombinant SIRT5. Modification was clearly identified at
Tyr76. For data regarding modification of SIRT5(Y102F) on VWEFFHY104RR, additional data, and repetitions, see Supporting Figures S16–S18.
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and we hypothesized that while activated in the substrate
binding pocket, the fluorosulfate can label more than one
amino acid in SIRT5.

To further investigate the site of covalent cojugation, we
obtained peptide mass fingerprinting data by LC-MS/MS
analysis upon tryptic digestion of enzyme-compound con-
jugates from incubation of wild-type SIRT5 and SIRT5-
(Y102F) with 16 (Supporting Figures S16–18). These experi-
ments showed that the compounds can indeed form a
covalent conjugate with Tyr102 but could also target residue
Tyr76, which resides in a flexible loop of SIRT5 according
to X-ray crystal structures[4b,5, 16] (Figure 4C–E and Support-
ing Figures S16–18).

In the absence of Tyr102 in the SIRT5(Y102F) mutant,
compound 16 formed covalent conjugates with both Tyr104
and Tyr76 (Figure 4C and Supporting Figures S16–18).
Interestingly, it appeared from the measured as loss of
peptide (Figure 4C), that the presence of NAD+ caused an
increase in the ratio of the Tyr76 conjugate, while it caused
a decrease in the labeling of the VWEFY102HYR/
VWEFFHY104R/VWEFFHY104RR peptides, indicating a
conformational change caused by binding of NAD+ to favor
conjugation to the more distant Tyr76.

Because the compounds react relatively slowly as shown
by the kinetics experiments, a high degree of stability is
necessary for fluorosulfates to be applicable in cell-based
assays. We therefore tested the chemical stability of
compounds 16–19 in assay buffer as well as in assay buffer
with reduced glutathione added. All compounds exhibited
long half-lives; albeit, with a decrease when glutathione was
included in the buffer (Figure 5A, B), which is in agreement
with previous studies on 18F positron emission tomography
(PET) tracers.[30] Compounds 18 and 19 were also slightly
less stable than their counterparts lacking the triphenylphos-
phonium motif (Supporting Figure S18). Next, we evaluated
the relative overall ability of our fluorosulfate compounds to
penetrate the cellular plasma membrane, compared to
previously developed inhibitors 1 and 1-Et, by applying the
chloroalkane cell-penetration assay (CAPA) procedure.[31]

We attached the chloroalkane (CA) at the N-terminal to
give CA-tagged versions of a Trp- and an Arg-containing
fluorosulfate (20 and 21; Figure 5C and Supporting Fig-
ure S19). The relative ability of compounds 20 and 21 to
enter cells in culture, compared to the positive control
compound CA-Trp-OH (tryptophan α-N-acylated with the
same chloroalkane) and previously prepared CA-containing
versions of 1 and 1-Et,[18] were analyzed in a HaloTag-
expressing HeLa cell line (Figure 5D). These assays revealed
similar degree of cell penetration for our fluorosulfate
compounds as recorded for the positive control (CA-Trp-
OH) and CA-tagged prodrug “CA-1-Et”, while the free
carboxylate analogue “CA-1” exhibited substantially lower
ability to penetrate the cells.

These results encouraged us to investigate the inhibitors
in cells and we first attempted a cellular thermal shift assay
using western blotting to evaluate target engagement based
on the resulting melting curves for SIRT5. Unfortunately,
we only observed a small destabilizing effect (Supporting
Figure S20) and instead turned to labeling of the enzyme in

HEK293T cells. Lysates from wt HEK293T cells and
HEK293T cells that overexpress SIRT5-FLAG were har-
vested and both were shown to exhibit desuccinylase and
deglutarylase activity that could be inhibited by preincuba-
tion with compound 16 (Supporting Figure S21). However,
incubation with alkyne-containing compounds 17 and 19 at
varying concentrations (1–20 μM) only furnished reprodu-
cible labeling and pull-down when SIRT5 was overex-
pressed. Pull-down of SIRT5 was achieved by subjecting the
lysate to click chemistry with a biotin-azide reagent and
incubating the resulting conjugates with streptavidin-con-
taining magnetic beads for enrichment. Release of the
enriched proteins after extensive washing of the beads,
followed by SDS-PAGE, and immunoblotting with anti-
SIRT5 antibody showed that the compounds 17 and 19
efficiently enabled pull-down of SIRT5 from the lysate in a
dose-dependent manner in cells overexpressing SIRT5 (Fig-
ure 6A and Supporting Figure S22). Further, these pull-
downs could be outcompeted by the addition of reversible

Figure 5. Chemical stability of compounds 16 and 17. A) Stability in
HDAC assay buffer at 37 °C measured by HPLC. B) Stability in HDAC
assay buffer, containing reduced glutathione (GSH; 2 mM) at 37 °C.
Data are shown as mean values relative to the arbitrary fluoresence
units at t=0 h�SD (n=2). For additional data with compounds 18
and 19, see Supporting Figure S18). C) Structures of synthesized
chloroalkane probes. D) CAPA results for compounds 20 and 21 as
well as the α-N-“chloroalkane”-containing tryptophan (CA-Trp-OH),
compound 1 (CA-1),[18] and compound 1-Et (CA-1-Et)[18] after 4 hours of
treatment with inhibitor (n�3). See the Supporting Information
Figure S19 for structures and synthesis of control CAPA compounds.
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inhibitor 1, showing that the compounds label SIRT5
through specific binding in the active site (Figure 6B and
Supporting Figure S23).

Cultured HEK293T cells overexpressing SIRT5-FLAG
were then incubated with compounds 17 and 19 for 5 h at
20 μM concentration and subsequent pull-down experi-
ments, as described above, showed substantial capture of
SIRT5 in viable cells, when compared to control cells
treated with the carrier DMSO (Figure 6C,D and Support-
ing Figure S24). Furthermore, when the cells were co-
treated with compound 17 and a cellularly active prodrug of

1 (NRD167[16] or 1-Et[17]), the covalent adduct formation
between 17 and SIRT5 was efficiently inhibited by 1-Et and
to a lesser extent by NRD167 in cultured cells (Figure 6C
and Supporting Figure S24).

In contrast, adduct formation with compound 19 proved
more difficult to outcompete in living cells (Figure 6D and
Supporting Figure S24), which we speculate to be due to
more limited mitochondrial targeting of the competitive
inhibitors, which do not contain the triphenylphosphonium
group. Such differences in localization may open the
possibility of reporting on different populations of SIRT5 in
the cell, i.e. cytosolic vs mitochondrial. However, additional
experiments are required to interrogate this idea further.

Next, we applied a recently developed assay that reports
on SIRT5 activity in HeLa cells by application of a substrate
that self assembles to form fluorescent fibrils upon SIRT5-
mediated desuccinylation in the mitochondria.[32] This
showed that compound 16 and 17 also inhibit the activity of
SIRT5 in living cells (Supporting Figure S25). The potency
of 16 proved insufficient to kill cancer cells in culture as
demonstrated for our reversible inhibitors,[18] with only
limited effect on cell viability detected at concentrations of
the compound of up to 200 μM (Supporting Figure S26).

Finally, we envisioned that the latent electrophilicity and
high selectivity for SIRT5 could allow for applicability of
our compounds beyond cell-based assays as aryl fluorosul-
fates have previously been applied as electrophiles in probes
with efficacy in both C. elegans[33] and mice.[34] Furthermore,
we were interested in evaluating whether the stability and
bioavailability of the compounds would render them fit for
further development into lead compounds suitable for drug
discovery efforts. Thus, stability in serum was measured,
which revealed substantial improvement compared to the
parent compound 1 (Figure 7A). We chose to test our
compounds in mice by intravenous (i.v.) injection of a single
dose of compound 17 or 19 (12 mgkg� 1). This dose was well
tolerated (albeit, with a slightly sedative effect) for 17, but
resulted in rapid death with compound 19, presumeably due
to the triphenylphosphonium mitochondria-targeting group.
Compound 19 was therefore excluded from further animal
studies. Blood samples were drawn from different groups of
animals (5 mice per group) at various time points and the
amount of remaining compound quantified by HPLC; these
experiments showed a rapid decrease in blood concentra-
tion, and near complete elimination by the 5 min time points
(data not shown).

This was substantially faster than what would be
expected on the basis of the half-lives of the compounds in
serum. However, in addition to degradation and clearance
of the compound, distribution to various tissues and organs
could also play a significant role in their elimination from
the blood stream. We therefore harvested the hearts from
mice upon sacrificing them at 6 or 24 h (Figure 7B). The
heart was chosen because SIRT5 is highly expressed in
cardiac tissue and has been shown to have a unique role in
this organ.[35] The hearts were homogenized and lysed
followed by click chemistry with the biotin-azide reagent.
Subsequent enrichment using streptavidin beads and west-
ern blot analysis showed that SIRT5 could be labeled by 17

Figure 6. Targeting SIRT5 in cell lysates and living cells. A) Dose-
dependent pull-down of overexpressed SIRT5-FLAG in HEK293T cell
lysate by compounds 17 and 19. Bar graphs represent % chemilumi-
nescence signal, normalized to the band for 20 μM treatment (n=3;
for full gel images, replicates and conditions, see Supporting Fig-
ure S22). B) Competition of the covalent conjugate formation with
overexpressed SIRT5-FLAG in HEK293T cell lysate (with 17 or 19 at
20 μM) by cotreatment with 1. Bar graphs represent % chemilumines-
cence signal, normalized to the band for 20 μM treatment with 17 or
19 (n=3; for full gel images, replicates, and conditions, see Supporting
Figure S23). C) Labeling and competition of the labeling of overex-
pressed SIRT5-FLAG in cultured HEK293T cells with 17 (20 μM, 5 h
treatment) by cotreatment with prodrugs 1-Et or NRD167. D) Labeling
and competition of the labeling, of overexpressed SIRT5-FLAG in
cultured HEK293T cells with 19 (20 μM, 5 h treatment) by cotreatment
with prodrugs 1-Et or NRD167. Experiments shown in (C), (D) were
repeated twice with similar results; for structures of compounds, full
gel images, replicates, and conditions, see Supporting Figure S24.
Significance of the levels of pulled-down SIRT5 were calculated using
one-way ANOVA and Turkey’s multiple comparison tests. Adjusted p
values are in comparison to treatment with DMSO (A) or covalent
inhibitors 17 or 19 without competitor (B): ns denotes p>0.05,
*p<0.05, **p<0.01, ***p<0.001, ****p<0.0001.
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and enriched as compared to vehicle treated control animals
(Figure 7C). Together, these results suggest that compound
17 attains covalent target engagement of SIRT5 in mouse
organs, despite rapid clearance from the blood stream.

Conclusion

Through several lines of evidence, we substantiate the claim
that our novel aryl fluorosulfates bind covalently to SIRT5
via the enzyme’s active site to achieve selectivity over other
sirtuin isoforms. Thus, the adduct formation was eliminated
by disrupting the structural integrity of the protein using
either heating or addition of detergent (SDS), indicating
that an intact binding site is important for formation of the
covalent conjugate. Furthermore, the adduct formation was
outcompeted with either a SIRT5 substrate or the parent
reversible inhibitor (1).[16] Binding data recorded with
various mutants suggest that the Arg105 residue in the
substrate-binding pocket plays an essential role in conjugate
formation. Presumably, its guanidinium group assists the
electrophilic warhead in undergoing the fluoride substitution
reaction required for covalent adduct formation. MS data
showed that the covalent bond could be formed with two
different Tyr residues, the expected Tyr102 as well as Tyr76.
The Tyr76 residue is positioned in a flexible loop according
to X-ray crystal structures of SIRT5 (e.g., PDB: 4F4U,
3RIG, 6ACP, and 2B4Y; Supporting Figure S28) and may

therefore also engage in the SuFEx reaction with our
compounds while they are present in the active site.

Both time-dependent binding studies using LC-MS and
determination of steady-state enzyme kinetic inhibition
parameters showed that the compounds react with the
enzyme over a period of hours, which is to be expected for a
latent aryl fluorosulfate electrophile. However, this also
places high demands on the compound stability and it was
therefore gratifying to find that the half-lives of 16 and 17 in
buffer were >17 h even when challenged with glutathione.
Together, these results provide a compelling proof of
concept for the use of SuFEx chemistry to covalently target
SIRT5, while it is also evident that affinity could be
improved through follow-up SAR to design compounds with
more accurate positioning of the warhead towards the
Tyr102 residue in the active site.

Nevertheless, the compounds were shown to exhibit
function in viable cultured cells. The ability to capture
SIRT5 by covalent adduct formation was demonstrated for
the alkyne-containing compounds 17 and 19 in a dose-
dependent manner, using intact HEK293T cells overexpress-
ing SIRT5-FLAG. Further, the effect of compound 17 could
be outcompeted by co-treatment with reversible SIRT5
inhibitor 1-Et. Finally, a small preliminary mouse study with
alkyne-containing compound 17 showed covalent capturing
of SIRT5 in mouse heart tissue by pull-down, enrichment,
and western blotting.

We envision that the ability of covalent chemotypes to
report on the efficiency of potential new reversible ligands
for SIRT5 in cells could be harnessed in future studies of
this target. In particular, a combination with proteome-wide
mass spectrometry could provide detailed insight into the
mechanism and effects of new ligands. It is our hope that the
conceptual advance of targeting SIRT5 covalently, provided
herein, will serve as a foundation for optimization of
chemotypes with potential as probes and/or drug lead
compounds.

Supporting Information

Supporting figures, biochemical methods, chemistry and
compound characterization, supporting references, LC-MS
binding assay data, as well as copies 1H, 13C, and 19F NMR
spectra (PDF).
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