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Sarecycline is a new narrow-spectrum tetracycline-class antibiotic
approved for the treatment of acne vulgaris. Tetracyclines share a
common four-ring naphthacene core and inhibit protein synthesis
by interacting with the 70S bacterial ribosome. Sarecycline is dis-
tinguished chemically from other tetracyclines because it has a 7-
[[methoxy(methyl)amino]methyl] group attached at the C7 posi-
tion of ring D. To investigate the functional role of this C7 moiety,
we determined the X-ray crystal structure of sarecycline bound to
the Thermus thermophilus 70S ribosome. Our 2.8-Å resolution
structure revealed that sarecycline binds at the canonical tetracy-
cline binding site located in the decoding center of the small ribo-
somal subunit. Importantly, unlike other tetracyclines, the unique
C7 extension of sarecycline extends into the messenger RNA
(mRNA) channel to form a direct interaction with the A-site codon
to possibly interfere with mRNA movement through the channel
and/or disrupt A-site codon–anticodon interaction. Based on our
biochemical studies, sarecycline appears to be a more potent ini-
tiation inhibitor compared to other tetracyclines, possibly due to
drug interactions with the mRNA, thereby blocking accommoda-
tion of the first aminoacyl transfer RNA (tRNA) into the A site.
Overall, our structural and biochemical findings rationalize the
role of the unique C7 moiety of sarecycline in antibiotic action.
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Bacterial protein synthesis is targeted and inhibited by many
small-molecule compounds (1). One such class of ribosome-

targeting antibiotics is tetracyclines that share a common four-
ring naphthacene core (Fig. 1A). Tetracyclines inhibit protein
synthesis by binding at the A site of the small ribosomal subunit
and blocking the accommodation of an incoming aminoacyl-
transfer RNA (aa-tRNA) into the A site of the bacterial 70S
ribosome (2–4). Single-molecule Förster resonance energy
transfer (smFRET) data indicate that the presence of tetracy-
clines slows down the kinetics of aa-tRNA accommodation into
the A site of the 70S ribosome (5). More specifically, tetracy-
clines bind at the decoding center (DC) between the head and
the shoulder of the 30S subunit, in a pocket formed by helices 31
(h31) and 34 (h34) of the 16S ribosomal RNA (rRNA). This site
partially overlaps with the anticodon stem loop (ASL) of the fully
accommodated tRNA in the A site and, therefore, tetracyclines
act by competing with tRNAs for binding to the ribosome. The
polar edge of tetracycline also coordinates rRNA-bound mag-
nesium ions, thereby forming additional interactions with the
sugar-phosphate backbone of h31 and h34 in the head of the
small ribosomal subunit, stabilizing tetracycline in the ribosome.
Tetracycline (TET, Fig. 1A) was the first prototype member of

this antibiotic class and introduced into the market in 1947. Since
then, several modified versions of it have been developed. TET
derivatives have been prescribed for a variety of infections and
inflammatory diseases, e.g., cholera, syphilis, and acne vulgaris
(6). The observed broad-spectrum activity of tetracyclines can be
explained by the seemingly common mode of binding and inter-
action of these drugs with the bacterial ribosome. Two particular

tetracycline derivatives, minocycline and doxycycline, are readily
prescribed by clinicians for the treatment of acne vulgaris and are
the most used drugs today for the treatment of this disease. The
success of tetracycline antibiotics in treating acne vulgaris has been
attributed to their antimicrobial effects against Cutibacterium
acnes (formerly known as Propionibacterium acnes) and antiin-
flammatory effects (such as the reduction of lipases) (7, 8). Both
functional effects are thought to occur because tetracycline ther-
apeutics inhibit protein synthesis by bacterial ribosomes.
Resistance to tetracyclines can be mediated either by the drug

efflux pumps (9) or by the special ribosome protecting proteins
(such as TetO/TetM) that resemble translation elongation factor
G and induce conformational changes in the drug-binding pocket
that prevent rebinding of the antibiotic (10, 11). Many of the
tetracyclines that are in clinical use today carry chemical moie-
ties that endow them with activity against tetracycline-resistant
bacterial strains (12). For example, minocycline retains activity
against bacteria-expressing tet genes, both encoding the tetracy-
cline efflux pumps or ribosome-protection proteins. Members of
another group of tetracycline derivatives, such as tigecycline
(TIG, Fig. 1B), are active against common tetracycline-resistant
bacterial strains due to their increased affinity to the ribosome
binding site, which is mediated by the 9-t-butylglycylamido
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moiety attached to the ring D that forms a stacking interaction
with the nucleotide C1054 of the 16S rRNA (13).
One of the recently developed tetracycline-class antibiotics

that is also Food and Drug Administration-approved for the
clinical treatment of acne vulgaris is sarecycline (SAR, Fig. 1C).
This narrow-spectrum drug appears to have fewer undesir-
able side effects on the native human intestinal microflora, with
∼16- to 32-fold less activity against the gut microbiome, such
as aerobic Gram-negative bacilli (14, 15). SAR is chemi-
cally distinguishable from other tetracycline antibiotics by the
7-[[methoxy(methyl)amino]methyl] group attached at the C7
position of the ring D (Fig. 1C) (16). This modification repre-
sents the longest and the largest C7 moiety among all of the
tetracyclines and, therefore, it is especially curious whether the
presence of such chemical groups could alter the mode of action
of the drug.
In this work, we report the X-ray crystal structure of SAR in

complex with the 70S ribosome from the Gram-negative bacte-
rium Thermus thermophilus at 2.80-Å resolution. Although the
overall binding site of SAR on the ribosome is the same as for
other tetracyclines, our high-resolution structure allowed un-
ambiguous placement of the SAR C7 moiety. It is evident from
this structure that the C7 moiety of SAR directly interacts with

the nucleotide at position (+6) of the A-site codon (position +6
relative to AUG codon and the translation start site), further
stabilizing the drug in its binding pocket. This work provides
experimental evidence suggesting that tetracyclines might inter-
act with the messenger RNA (mRNA) on the ribosome and,
despite sharing the same binding pocket, might exhibit quite
different modes of action.

Results and Discussion
SAR Exhibits Idiosyncratic Activity In Vivo. Differences in the
chemical structure of SAR compared to TET prompted us to test
whether mutations in the 16S rRNA that are known to confer
resistance to TET can also confer resistance to SAR. To this end,
we used a collection of previously obtained Escherichia coli
strains, each of which is resistant to TET due to a single-
nucleotide mutation in its 16S rRNA (Table 1 and SI Appen-
dix, Fig. S1) (17). All of the TET-resistant strains were derived
from the E. coli strains SQ110ΔTolC and SQ171ΔTolC, which,
besides being hypersensitive to a large range of antibiotics due to
the deletion of the gene for one of the major efflux pumps
(ΔtolC), possess only one rrn operon encoding for the 16S and
23S rRNAs (18). All mutations were located in the vicinity of the
decoding center on the small ribosomal subunit and immediately

Fig. 1. Chemical structures and electron density maps of ribosome-bound SAR. (A–C) Chemical structures of tetracycline-class antibiotics: TET (A), TIG (B), and
SAR (C). The standard numbering of carbon atoms is indicated for each drug. Key chemical moieties are highlighted for TIG and SAR. (D) Unbiased Fo-Fc (green
mesh) and 2Fo-Fc (blue mesh) electron difference Fourier maps of SAR in complex with the T. thermophilus 70S ribosome programmed with the UUC-mRNA.
The refined model of SAR is displayed in the electron density maps contoured at 2.5 σ and 1.0 σ, respectively. Carbon atoms are colored yellow, nitrogens are
blue, and oxygens are red.
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adjacent to the TET binding site. While most of the tested strains
exhibited comparable resistance levels to both TET and SAR,
one particular strain carrying U1060A mutation showed signifi-
cantly higher resistance to SAR in comparison with TET (Ta-
ble 1). Located in h34, nucleotide U1060 forms a base pair with
the nucleotide A1197, which is in close proximity to the decoding
center and immediately adjacent to the classical tetracycline
binding site. Interestingly, mutation U1060A also confers strong
resistance to a chemically unrelated drug, negamycin, which
binds in the same site, but instead of competing with tRNA for
binding to the ribosome interacts with the ASL of the incoming
A-site tRNA and stabilizes its binding (SI Appendix, Fig. S2)
(17). These data suggest that, although the binding sites of TET
and SAR are largely overlapping, SAR could be more sensitive
to certain changes in the overall geometry of the decoding cen-
ter, indicating that some of the interactions of SAR with the
ribosome might be different from those of TET.

SAR Establishes Canonical Interactions with the 16S rRNA. To un-
derstand the functional relevance of the C7 moiety of SAR
(Fig. 1C) in the context of the translating ribosomal complex, we
have determined the crystal structure of SAR bound to T. ther-
mophilus 70S ribosome containing mRNA, and P-site–bound
deacylated initiator tRNAi

Met at 2.80-Å resolution (SI Appen-
dix, Table S1). In this experiment, we used mRNA containing
phenylalanine UUC codon positioned in the A site of the ribo-
some. An unbiased difference Fourier map, calculated using the
amplitudes from the crystals and phases derived from a model of
the ribosome without the bound compound, revealed positive
electron density resembling characteristic features of SAR
(Fig. 1D). Although in our cocrystallization experiments we used
higher concentrations of the drug (500 μM) than those used
previously for structural studies of TET and its derivatives (4–80
μM), we observed SAR binding only at the primary tetracycline
binding site and not at any of the secondary tetracycline binding
sites reported earlier (2, 19). At 2.80-Å resolution, SAR can be
unambiguously fitted into the obtained electron density map,
including its C7 group (Fig. 1D).
Our structure reveals binding of SAR in the canonical tetra-

cycline site that is located in the A site on the small ribosomal
subunit (Fig. 2 A–C). The overall binding pose of SAR is similar
to that of TET and other tetracycline derivatives whose struc-
tures were reported previously (SI Appendix, Fig. S3) (2, 13).
This is not surprising because the polar edge, which interacts
with the 16S rRNA and is critical for drug binding, is the same

between TET, TIG, and SAR. The polar edge of SAR directly
contacts h31 and h34 of the 16S rRNA by forming hydrogen
bonds (H-bonds) with the sugar-phosphate backbones of nucle-
otides C1195 and G1197 (Fig. 2 D–F). Similar to other tetracy-
clines, the polar edge of SAR also engages nucleotides G1053,
G1197, and G1198 via a coordinated Mg2+ ion (Fig. 2 D and F)
(13). Unlike TET, but similar to TIG, SAR also coordinates a
second Mg2+ ion to enable an indirect interaction with the
phosphate of the nucleotide m2G966 of h31 (Fig. 2 D and F).
Tetracyclines is not the only class of ribosome-targeting in-

hibitors that bind and act upon the decoding center (DC) of the
bacterial ribosome. Distinct binding sites of the drugs usually
indicate that the resistance mechanisms operating against one
drug would be inefficient against the other. To check whether
binding sites of SAR and other nontetracycline drugs overlap, we
superimposed our structure of SAR in complex with the 70S
ribosome with the known structures of other DC-binding inhib-
itors, such as negamycin, streptomycin, aminoglycoside antibiotic
paromomycin, and peptide antibiotic odilorhabdin (Fig. 3). Our
analysis shows a significant overlap only between the ribosome-
bound SAR and negamycin but not with the other DC-binding
drugs, suggesting that resistance mechanisms (involving ribo-
some) that are active against tetracyclines or negamycin, but not
aminoglycosides or odilorhabdins, are also likely to be active
against SAR.

C7 Moiety of SAR Extends into the mRNA Channel and Interacts with
the A-Site Codon. In order to overcome various antibiotic resis-
tance mechanisms, multiple synthetic tetracycline derivatives
have been produced. Most of these compounds share the same
polar edge, which is essential for drug binding to the bacterial
ribosome, but incorporate various modifications at the opposite
side of the molecule. For example, tigecycline (TIG, Fig. 1B)
contains two extensions attached to the carbon atoms C7 and C9
of ring D. The enhanced potency of TIG can be rationalized by
π–π stacking interactions between the C9 extension of TIG and
the nucleotide C1054 of the 16S rRNA (13). Similar stacking
interactions also exist for tetracyclines lacking the C9 extension,
such as SAR (Fig. 2E) or TET (13). However, the degree of
overlap of the stacking surfaces is noticeably smaller for these
drugs. In contrast, the C7 group of SAR extends into the mRNA
channel on the small ribosomal subunit, where it could poten-
tially interact with the nucleotide +6 of the A-site codon in the
mRNA (Fig. 2 D and E).
Structures of ribosome-bound tetracyclines typically do not

contain tRNAs bound in the A site because these compounds
compete with the incoming aa-tRNAs for binding to the A site
on the 30S subunit. In turn, structures lacking an A-site tRNA,
which stabilizes the A-site codon of the mRNA, also lack elec-
tron density for the mRNA in the A site. For example, in the
previously reported structures of ribosome-bound TET or TIG,
there is a complete absence of electron density for the mRNA in
the A site (2, 13). Interestingly, despite the expected absence of a
tRNA in the A site in our structure, we do observe continuous
electron density corresponding to the A-site codon of the mRNA
(SI Appendix, Fig. S4A), indicating that mRNA nucleotides must
be stabilized by macromolecular interactions. Close examination
of the SAR binding site revealed that the third nucleotide (cy-
tidine) of the A-site UUC codon (position +6) is in close
proximity to the C7 extension of SAR (Fig. 2 D and E). Although
the oxygen of this C7 moiety could potentially act as an H bond
acceptor, it is not within H bond distance from the exocyclic
amino group of the cytidine residue in position +6 of the A-site
codon in our structure (4.1 Å) (SI Appendix, Fig. S5). However, it
is also evident from our structure that the methoxy group of the
C7 extension of SAR forms a van der Waals contact with the

Table 1. Minimal inhibitory concentrations (MICs) of TET and
SAR against various E. coli strains carrying indicated mutations in
the 16S rRNA

E. coli strain Mutation

MIC, μg/mL (fold change
relative to WT)

TET SAR

SQ110ΔTolC WT 0.5 1.0
16S: U1052G 0.125 (0.25) 0.5 (0.5)

SQ171ΔTolC WT 0.125 0.125
G966U 0.5 (4) 2 (16)
G1058C 0.5 (4) 1 (8)
U1060A 0.5 (4) 4 (32)
A1197U 2 (16) 2 (16)

U1060A+A1197U 0.125 (1) 0.125 (1)

E. coli strain SQ110ΔTolC carries only one rrn operon. E. coli strain
SQ171ΔTolC lacks all chromosomal rrn operons and, instead, carries
pAM552 plasmid with a mutated rRNA operon.
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cytidine in position +6 (Fig. 2 D–F and SI Appendix, Fig. S5),
which is a weaker type of interaction compared to an H bond but
still can provide additional stabilization of the mRNA, explaining
why we observe strong electron density corresponding to the
nucleotides of the A-site codon (SI Appendix, Fig. S4A). Curi-
ously, when we modeled adenine in the position +6 of the A-site
codon, the exocyclic N6 atom of such adenine residue appeared
to be within H bond distance (3.0 Å) from the oxygen of the C7
moiety of SAR (SI Appendix, Fig. S5). This observation indicates
that the C7 extension of SAR could potentially interact with the
mRNA A-site codon, suggesting that SAR binding or its action
could be affected by the mRNA context.
To verify whether SAR could directly interact with the mRNA

on the ribosome, we determined an additional 3.0-Å resolution
X-ray crystal structure of the 70S ribosome in complex with the
P-site tRNAi

Met, SAR, and an mRNA-containing adenine resi-
due in the third position of the A-site codon (Fig. 4 and SI Ap-
pendix, Table S1). We observed electron density for the entire
A-site codon, which was even stronger and more clear than for
mRNA with the UUC codon (Fig. 4A and SI Appendix, Fig.
S4B). Most importantly, the adenine residue in position +6 of
the A-site codon forms H bond with the C7 extension of SAR
(Fig. 4B), which is likely to stabilize mRNA, especially in the
absence of the aa-tRNA in the A site. Altogether our structural
data suggest that depending on the sequence of the A-site codon,

SAR interacts not only with the 16S rRNA but also with the
mRNA and interferes with the accommodation of the A-site
tRNA by sterically hindering its access to the decoding center.
Many bacteria acquire tetracycline resistance via ribosome

protection proteins, such as TetM and TetO, which are paralo-
gues of EF-G (9). These proteins bind to the A site of the
tetracycline-stalled ribosome and expel tetracycline from its
binding pocket (Fig. 5A) (3, 20). The structure of TetM bound to
the E. coli 70S ribosome revealed that residue Pro509 at the tip
of domain IV overlaps with the binding position of TET,
explaining how TetM protein can dislodge ribosome-bound tet-
racycline molecule (Fig. 5B) (21). Interestingly, the binding of
TIG to the ribosome is not affected by TetM, although a more
severe clash between TetM and TIG was observed (Fig. 5C) (21).
It has been proposed that increased affinity of TIG compared
with TET, as well as the C9 extension of TIG hindering access of
TetM to nucleotide C1054, together contribute to TIG’s ability
to overcome TetM-mediated resistance (21). Similar to TIG,
SAR is able to overcome the TetM-mediated resistance mech-
anism in vivo (16). Although SAR does not carry any C9 sub-
stituents (like TIG), the C7 extension can severely clash with the
residues Pro509 and Val510 in the domain IV of TetM inter-
fering with its ability to chase ribosome-bound SAR (Fig. 5D).
Moreover, the observed additional contact of SAR with the
mRNA on the ribosome is likely to result in SAR’s higher affinity

Fig. 2. Structure of SAR in complex with the 70S ribosome, UUC-mRNA, and P-site tRNA at 2.8-Å resolution. (A–C) Overview of the SAR binding site (yellow) on the T.
thermophilus 70S ribosome viewed from three different perspectives. The 30S subunit is shown in light gray, the 50S subunit is dark gray, the mRNA is magenta, and
the P-site tRNA is colored dark blue. In A, the 30S subunit is viewed from the intersubunit interface, as indicated by Inset (the 50S subunit and parts of the P-site tRNA
are removed for clarity). The view in B is a transverse section of the 70S ribosome. The view in C is from the top after removing the head of the 30S subunit and
protuberances of the 50S subunit, as indicated by Inset. (D–F) Close-up views of the SAR interactions with the decoding center on the 30S ribosomal subunit. The E. coli
numbering of the nucleotides in the 16S rRNA is used. Potential H bond interactions are indicated with dashed lines. Nucleotides of the mRNA are numbered relative
to the first adenine in the P-site codon. Note that the C7 extension of SAR appears in close proximity to the third nucleotide of the A-site codon.
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compared to TET, which can also contribute to the reported
ability of SAR to overcome TetM-mediated resistance and
SAR’s low potential for inducing spontaneous mutations in
Gram-positive bacteria (16).

SAR Exhibits a Unique Mode of Action among Tetracyclines. To assess
the mode of action of SAR and compare it to other tetracyclines,
we used toe-printing analysis. This technique uses primer ex-
tension to detect antibiotic-induced ribosome stalling during
in vitro translation of a model mRNA with a single-nucleotide
precision (18, 22). This technique also allows for the determi-
nation of the context specificity of drug action (23). In general,
tetracyclines inhibit the delivery of aa-tRNAs into the A site of
the ribosome (SI Appendix, Fig. S2 A and B) and, therefore, act
as elongation inhibitors (24–26). Because binding of the drug can
occur at each elongation cycle, the resulting toe-printing pattern

consists of multiple toe-printing bands separated by one codon
(three nucleotides)—a pattern that is referred in the literature as
ribosome stuttering (17, 18, 27). The addition of SAR to the cell-
free transcription-translation system programmed with csrA
mRNA resulted in dose-dependent ribosome stalling (SI Ap-
pendix, Fig. S6). Unlike TET, SAR causes the majority of ribo-
somes to stall at the initiator codon (Fig. 6, compare lanes 8 and
9). However, a small fraction of ribosomes manages to escape the
start codon and continues translation, demonstrating a ribosome
stuttering pattern similar to that of TET (Fig. 6, lanes 8 and 9).
We observed this effect on different mRNA templates and at
concentrations of the drug identical to those of TET. These data
show that unlike TET, which interferes with the binding of aa-
tRNA during each elongation cycle, SAR predominantly freezes
ribosomes at the start codon during the initiation step of protein
synthesis having a smaller effect on elongation. This is likely due

Fig. 3. Antibiotics that bind in the decoding center on the small ribosomal subunit. (A and B) The location of the SAR binding site relative to the binding sites
of other antibiotics known to target the decoding center of the small ribosomal subunit: TET (blue), negamycin (NEG, red), odilorhabdin NOSO-641 (ODL,
green), streptomycin (STR, cyan), paromomycin (PAR, salmon). In B, the 16S rRNA nucleotides critical for decoding are shown as sticks.

Fig. 4. Structure of SAR in complex with the 70S ribosome, UAA-mRNA, and P-site tRNA at 3.0-Å resolution. (A) 2Fo-Fc electron density map (blue mesh) of
SAR (yellow) in complex with the T. thermophilus 70S ribosome programmed with UAA-mRNA (teal). The refined model of SAR and mRNA with UAA codon in
the A site are displayed in the electron density map contoured at 1.0 σ. (B) Close-up view of the SAR interactions with the mRNA and the nucleotides of the
decoding center of the 30S ribosomal subunit. The E. coli numbering of the nucleotides in the 16S rRNA is used. Note that the exocyclic amino group (N6
atom) of the third adenine residue in the codon is within H bond distance (3.2 Å) from the oxygen of the C7 moiety of SAR (dotted lines).
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to a higher affinity of SAR to the ribosome and the fact that SAR
was added to the toe-printing mixture prior to the reaction onset.
Moreover, this observation is consistent with our structural data
showing that the C7 moiety of SAR extends into the mRNA
channel, where it interacts with the nucleotide(s) of the A-site
codon and stabilizes the mRNA.
Overall, our toe-printing experiments revealed that SAR stalls

significantly more ribosomes at the start codon compared to
TET. This is in contrast to the proposed previously general
mechanism of action of tetracyclines that implies that these drugs
can act equally well at each elongation cycle (13, 17, 26). Although
most of the available in vitro biochemical data suggest that TET is
an elongation inhibitor (26), there are reports from the in vivo
studies showing that TET can be used to map translation start sites
in the ribosome profiling experiments (28). Interestingly, our
in vitro data with SAR corroborates previous in vivo data with
TET. Alternatively, the strong ability of SAR to inhibit translation
initiation and freeze ribosomes at the start codons can be ratio-
nalized by its higher affinity for the ribosome due to additional
interactions with the mRNA in the A site. Such enhanced inter-
action of SAR with the ribosome is likely to block accommodation
of the first incoming aa-tRNA to a greater extent than TET, which
interacts only with the 16S rRNA. Apparently, the strong inter-
action of SAR with the ribosome can also occur during the
translation elongation since SAR can potentially interact with
other codons along the mRNA, making it a more potent trans-
lation inhibitor compared to TET.

To date, many of the studied ribosome-targeting antibiotics have
been reported to exhibit a context-specific mode of action, which
means that sequences of the mRNA or the peptides being syn-
thesized by the ribosome influence the degree of inhibition by a
drug (29). As a result, in the presence of a drug, the ribosome
pauses at particular amino acid sequences more frequently than at
others. The underlying mechanisms of context specificity of drug
action are very different for different classes of drugs. SAR, with
its unique C7 moiety extending into the mRNA channel where it
could interact only with particular codons, is likely to exhibit
mRNA sequence-dependent mode of action. Subsequent ribo-
some profiling experiments can provide additional insight into the
context specificity of SAR action through the analysis of the
transcriptome-wide distribution of ribosomes along the actively
translated genes.

Conclusions
We have determined the crystal structure of SAR bound to the
bacterial ribosome initiation complex and identified that SAR,
while binding to the same site in the small ribosomal subunit as
other tetracyclines, establishes unique interaction by protruding
its C7 moiety toward the mRNA binding channel and estab-
lishing interactions with the mRNA. The contact with mRNA
might result in additional stabilization of the drug on the ribo-
some and an increased inhibitory effect of this antibiotic. Our
study delineates both similarities and differences in the mecha-
nism of ribosome binding and action between SAR and TET.

Fig. 5. TET resistance involving ribosome protection protein TetM. (A) Superposition of the structure of ribosome-bound TetM protein (green, PDB ID code
3J9Y; ref. 21) with the structures of ribosome-bound TET (blue, PDB ID code 4V9A; ref. 13), TIG (teal, PDB ID code 4V9B; ref. 13), or SAR (yellow). All structures were
aligned based on the 16S rRNA. mRNA is colored magenta; P-site tRNA is dark blue. (B–D) Close-up views of the sterical clashes between the amino acid residue(s)
at the tip of the loop 3 of the domain IV of TetM and the ribosome-bound TET (B), TIG (C), or SAR (D). Note that TET exhibits clash only with the Pro509 residue,
while the extended C9 and C7 moieties of TIG and SAR, respectively, exhibit more severe clashes with Ser508, Pro509, and Val510 residues of TetM.
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These differences suggest SAR has its unique role in the tetra-
cycline family, and clinicians should be aware of this as they
evaluate the therapeutic potential for SAR. A structure-based
approach toward understanding the mode of action of tetracy-
cline derivatives can also inform medicinal chemists of the im-
portance of such an approach for rational drug design.

Materials and Methods
Antibiotics Used for Biochemical and Structural Studies. TET was purchased
from Millipore Sigma. SAR was kindly provided by Allergan prior to Almirall
purchasing the rights to SAR from Allergan in 2018.

Determination of Minimal Inhibitory Concentrations. All E. coli SQ110ΔTolC
strains carrying TET-resistance mutations in the 16S rRNA were grown in
Luria-Bertani (LB) medium. Exponentially growing E. coli cells were diluted
to a final culture density of OD600 = 0.001 and grown overnight at 37 °C in
96-well plates (100 μL per well) with increasing concentrations of antibiotics
being tested, TET and SAR. The presence of live cells was determined by
staining with AlamarBlue dye.

Toe-Printing Assay. The synthetic DNA template encoding the amino acid
sequence MLILTRRVGETLMIGDEVTVTV (SI Appendix, Table S2) was initially
generated by polymerase chain reaction (PCR) using E. coli BW25113 genomic
DNA and AccuPrime Taq DNA Polymerase (Thermo Fisher Scientific). The se-
quences of the primers used for PCR are shown in SI Appendix, Table S3.

The toe-printing assay for drug-dependent translation stalling was performed as
previously described in ref. 30 with minor changes. Toe-printing reactions were
carried out in 5-μL aliquots containing PURExpress transcription-translation coupled
system (New England Biolabs) with 0.5 picomoles of the DNA template added (27).
The reactions were incubated at 37 °C for 15 min. Reverse transcription on the
templateswas carried out using radioactively labeled primer NV1 (SI Appendix, Table
S3). Primer extension products were resolved on 6% sequencing gels as described
previously (31). The final concentrations of SAR varied for different experiments.

Crystallographic Structure Determination. 70S ribosomes from T. thermophi-
lus (strain HB8) were prepared as described previously (32). Ribosome com-
plexes with mRNA and tRNAs were formed as described previously (32). SAR
was added to the preformed ribosome complexes to a final concentration of
250 μM prior to crystallization. All Tth 70S ribosome complexes were formed
in the buffer containing 5 mM Hepes-KOH (pH 7.6), 50 mM KCl, 10 mM

Fig. 6. SAR inhibits the initiation step during protein synthesis. Ribosome stalling by SAR on csrA mRNA in comparison with other translation inhibitors
(edeine, EDE; retapamulin, RET; and TET), as revealed by reverse-transcription primer-extension inhibition (toe-printing) assay in a cell-free translation system.
csrA mRNA nucleotide sequence and the corresponding amino acid sequence are shown at Left. Colored triangles show ribosome stalling at various codons.
Note that owing to the large size of the ribosome, the reverse transcriptase stops at the nucleotide +16 relative to the codon located in the P site.
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NH4Cl, and 10 mM Mg(CH3COO)2, and then crystallized in the buffer con-
taining 100 mM Tris·HCl (pH 7.6), 2.9% (wt/vol) PEG-20K, 9–10% (vol/vol)
2-methyl-2,4-pentanediol (MPD), 175 mM arginine, 0.5 mM β-mercaptoethanol
(33). Crystals were grown by the vapor diffusion method in sitting drops at 19 °C
and stabilized as described previously (32), with SAR being added to the stabi-
lization buffers (500 μM). Diffraction data were collected using beamlines 24ID-C
and 24ID-E at the Advanced Photon Source (Argonne National Laboratory). A
complete dataset for each ribosome complex was collected using 0.979 Å
wavelength at 100 K from multiple regions of the same crystal using 0.3° oscil-
lations (same as published previously; refs. 32 and 34). The raw data were in-
tegrated and scaled using the XDS software package (35). All crystals belonged
to the primitive orthorhombic space group P212121 with approximate unit cell
dimensions of 210 Å × 450 Å × 620 Å and contained two copies of the 70S ri-
bosome per asymmetric unit. Each structure was solved by molecular replace-
ment using PHASER from the CCP4 program suite (36). The search model was
generated from the previously published structures of T. thermophilus 70S ri-
bosome with bound mRNA and tRNAs (PDB ID code 4Y4P from ref. 32). The
initial molecular replacement solutions were refined by rigid-body refinement
with the ribosome split into multiple domains, followed by positional and indi-
vidual B-factor refinement using PHENIX (37).

The atomicmodel of SARwas generated from its known chemical structure
(Fig. 1C) using PRODRG online software (38), which was also used to gen-
erate restraints for subsequent energy minimization and refinement based
on idealized three-dimensional geometry (similar to previously published
procedure; ref. 39). Atomic models and restraints were used to fit/refine SAR
into the obtained electron density map (Fig. 1D). The final model of Tth 70S
ribosome in complex with mRNA/tRNAs and SAR was generated by multiple
rounds of model building in COOT (40), followed by refinement in PHENIX
(37). The statistics of data collection and refinement are compiled in SI

Appendix, Table S1. All figures showing atomic models were generated
using the PyMol software (https://pymol.org/2/).

Data Availability. Coordinates and structure factors were deposited in the
Research Collaboratory for Structural Bioinformatics Protein Data Bank with ID
codes: 6XQD for the T. thermophilus 70S ribosome in complex with SAR, UUC-
mRNA, and deacylated P-site tRNAi

Met; and 6XQE for the T. thermophilus 70S
ribosome in complex with SAR, UAA-mRNA, and deacylated P-site tRNAi

Met.

ACKNOWLEDGMENTS. We thank Dr. Malgorzata Dobosz-Bartoszek for the
initial crystallization trials with SAR. We thank Drs. Alexander Mankin and
Nora Vazquez-Laslop for important discussions and critical feedback. We
thank all members of the C.G.B. and Y.S.P. laboratories for valuable
suggestions. We thank the staff at Northeastern Collaborative Access Team
(NE-CAT) beamlines 24ID-C and 24ID-E for help with data collection and
freezing of the crystals, especially Drs. Malcolm Capel, Frank Murphy, Igor
Kourinov, Anthony Lynch, Surajit Banerjee, David Neau, Jonathan Schuer-
mann, Narayanasami Sukumar, James Withrow, Kay Perry, and Cyndi
Salbego. This work is based upon research conducted at NE-CAT beamlines,
which are funded by National Institute of General Medical Sciences (NIGMS),
Grant P41-GM103403 (to NE-CAT). The Pilatus 6M detector on 24ID-C beamline
is funded by NIH-ORIP HEI Grant S10-RR029205 (to NE-CAT). The Eiger 16M
detector on 24ID-E beamline is funded by NIH-ORIP HEI Grant S10-OD021527
(to NE-CAT). This research used resources of the Advanced Photon Source, a US
Department of Energy (DOE) Office of Science User Facility operated for the
DOE Office of Science by Argonne National Laboratory under Contract No. DE-
AC02-06CH11357. This work was supported by National Institute of Arthritis
and Musculoskeletal and Skin Diseases Grant K08-AR070290 (to C.G.B.),
National Institute of Allergy and Infectious Diseases Grant R21-AI137584 (to
Y.S.P.), NIGMS Grant R01-GM132302 (to Y.S.P.), Illinois State startup funds (to
Y.S.P.), and a research grant from Almirall, S.A. (Barcelona, Spain) (to C.G.B.).

1. D. N. Wilson, Ribosome-targeting antibiotics and mechanisms of bacterial resistance.

Nat. Rev. Microbiol. 12, 35–48 (2014).

2. D. E. Brodersen et al., The structural basis for the action of the antibiotics tetracycline,

pactamycin, and hygromycin B on the 30S ribosomal subunit. Cell 103, 1143–1154 (2000).

3. F. Nguyen et al., Tetracycline antibiotics and resistance mechanisms. Biol. Chem. 395,

559–575 (2014).

4. YuP Semenkov, E. M. Makarov, V. I. Makhno, S. V. Kirillov, Kinetic aspects of tetracycline

action on the acceptor (A) site of Escherichia coli ribosomes. FEBS Lett. 144, 125–129 (1982).

5. S. C. Blanchard, B. S. Cooperman, D. N. Wilson, Probing translation with small-

molecule inhibitors. Chem. Biol. 17, 633–645 (2010).

6. M. O. Griffin, E. Fricovsky, G. Ceballos, F. Villarreal, Tetracyclines: A pleitropic family of

compounds with promising therapeutic properties. Review of the literature. Am.

J. Physiol. Cell Physiol. 299, C539–C548 (2010).

7. H.-H. Tan, Antibacterial therapy for acne: A guide to selection and use of systemic

agents. Am. J. Clin. Dermatol. 4, 307–314 (2003).

8. G. F. Webster, K. J. McGinley, J. J. Leyden, Inhibition of lipase production in Propio-

nibacterium acnes by sub-minimal-inhibitory concentrations of tetracycline and

erythromycin. Br. J. Dermatol. 104, 453–457 (1981).

9. S. R. Connell, D. M. Tracz, K. H. Nierhaus, D. E. Taylor, Ribosomal protection proteins

and their mechanism of tetracycline resistance. Antimicrob. Agents Chemother. 47,

3675–3681 (2003).

10. W. Li et al., Mechanism of tetracycline resistance by ribosomal protection protein

Tet(O). Nat. Commun. 4, 1477 (2013).

11. A. Dönhöfer et al., Structural basis for TetM-mediated tetracycline resistance. Proc.

Natl. Acad. Sci. U.S.A. 109, 16900–16905 (2012).

12. I. Chopra, M. Roberts, Tetracycline antibiotics: Mode of action, applications, molecular biol-

ogy, and epidemiology of bacterial resistance. Microbiol. Mol. Biol. Rev. 65, 232–260 (2001).

13. L. Jenner et al., Structural basis for potent inhibitory activity of the antibiotic tige-

cycline during protein synthesis. Proc. Natl. Acad. Sci. U.S.A. 110, 3812–3816 (2013).

14. A. Moore et al., Once-daily oral sarecycline 1.5 mg/kg/day is effective for moderate to

severe acne vulgaris: Results from two identically designed, phase 3, randomized,

double-blind clinical trials. J. Drugs Dermatol. 17, 987–996 (2018).

15. E. D. Deeks, Sarecycline: First global approval. Drugs 79, 325–329 (2019).

16. G. Zhanel, I. Critchley, L.-Y. Lin, N. Alvandi, Microbiological profile of sarecycline, a

novel targeted spectrum tetracycline for the treatment of acne vulgaris. Antimicrob.

Agents Chemother. 63, e01297–e01218 (2018).

17. Y. S. Polikanov et al., Negamycin interferes with decoding and translocation by si-

multaneous interaction with rRNA and tRNA. Mol. Cell 56, 541–550 (2014).

18. C. Orelle et al., Tools for characterizing bacterial protein synthesis inhibitors. Anti-

microb. Agents Chemother. 57, 5994–6004 (2013).

19. M. Pioletti et al., Crystal structures of complexes of the small ribosomal subunit with

tetracycline, edeine and IF3. EMBO J. 20, 1829–1839 (2001).

20. J. Lin, D. Zhou, T. A. Steitz, Y. S. Polikanov, M. G. Gagnon, Ribosome-targeting anti-

biotics: Modes of action, mechanisms of resistance, and implications for drug design.

Annu. Rev. Biochem. 87, 451–478 (2018).

21. S. Arenz, F. Nguyen, R. Beckmann, D. N. Wilson, Cryo-EM structure of the tetracycline

resistance protein TetM in complex with a translating ribosome at 3.9-Å resolution.

Proc. Natl. Acad. Sci. U.S.A. 112, 5401–5406 (2015).

22. D. Hartz, D. S. McPheeters, R. Traut, L. Gold, “Extension inhibition analysis of trans-

lation initiation complexes” in Methods Enzymology, H. Noller Jr., K. Moldave, Eds.

(Academic Press, 1988), Vol. vol. 164, pp. 419–425.

23. J. Marks et al., Context-specific inhibition of translation by ribosomal antibiotics targeting

the peptidyl transferase center. Proc. Natl. Acad. Sci. U.S.A. 113, 12150–12155 (2016).

24. B. Epe, P. Woolley, H. Hornig, Competition between tetracycline and tRNA at both P

and A sites of the ribosome of Escherichia coli. FEBS Lett. 213, 443–447 (1987).

25. P. Wurmbach, K. H. Nierhaus, The inhibition pattern of antibiotics on the extent and

accuracy of tRNA binding to the ribosome, and their effect on the subsequent steps in

chain elongation. Eur. J. Biochem. 130, 9–12 (1983).

26. S. C. Blanchard, R. L. Gonzalez, H. D. Kim, S. Chu, J. D. Puglisi, tRNA selection and

kinetic proofreading in translation. Nat. Struct. Mol. Biol. 11, 1008–1014 (2004).

27. L. Pantel et al., Odilorhabdins, antibacterial agents that cause miscoding by binding at

a new ribosomal site. Mol. Cell 70, 83–94.e7 (2018).

28. K. Nakahigashi et al., Comprehensive identification of translation start sites by

tetracycline-inhibited ribosome profiling. DNA Res. 23, 193–201 (2016).

29. N. Vázquez-Laslop, A. S. Mankin, Context-specific action of ribosomal antibiotics.

Annu. Rev. Microbiol. 72, 185–207 (2018).

30. N. Vazquez-Laslop, C. Thum, A. S. Mankin, Molecular mechanism of drug-dependent

ribosome stalling. Mol. Cell 30, 190–202 (2008).

31. S. Meydan et al., Retapamulin-assisted ribosome profiling reveals the alternative

bacterial proteome. Mol. Cell 74, 481–493.e6 (2019).

32. Y. S. Polikanov, S. V. Melnikov, D. Söll, T. A. Steitz, Structural insights into the role of

rRNA modifications in protein synthesis and ribosome assembly. Nat. Struct. Mol. Biol.

22, 342–344 (2015).

33. M. S. Svetlov et al., High-resolution crystal structures of ribosome-bound chloramphenicol

and erythromycin provide the ultimate basis for their competition. RNA 25, 600–606 (2019).

34. N. F. Khabibullina et al., Structure of dirithromycin bound to the bacterial ribosome

suggests new ways for rational improvement of macrolides. Antimicrob. Agents

Chemother. 63, e02266-18 (2019).

35. W. Kabsch, XDS. Acta Crystallogr. D Biol. Crystallogr. 66, 125–132 (2010).

36. A. J. McCoy et al., Phaser crystallographic software. J. Appl. Cryst. 40, 658–674 (2007).

37. P. D. Adams et al., PHENIX: A comprehensive python-based system for macromolec-

ular structure solution. Acta Crystallogr. D Biol. Crystallogr. 66, 213–221 (2010).

38. A. W. Schüttelkopf, D. M. F. van Aalten, PRODRG: A tool for high-throughput crys-

tallography of protein-ligand complexes. Acta Crystallogr. D Biol. Crystallogr. 60,

1355–1363 (2004).

39. E. B. Pichkur et al., Insights into the improved macrolide inhibitory activity from the

high-resolution cryo-EM structure of dirithromycin bound to the E. coli 70S ribosome.

RNA 26, 715–723 (2020).

40. P. Emsley, K. Cowtan, Coot: Model-building tools for molecular graphics. Acta Crys-

tallogr. D Biol. Crystallogr. 60, 2126–2132 (2004).

Batool et al. PNAS | August 25, 2020 | vol. 117 | no. 34 | 20537

BI
O
CH

EM
IS
TR

Y

D
ow

nl
oa

de
d 

at
 P

al
es

tin
ia

n 
T

er
rit

or
y,

 o
cc

up
ie

d 
on

 N
ov

em
be

r 
28

, 2
02

1 

https://www.pnas.org/lookup/suppl/doi:10.1073/pnas.2008671117/-/DCSupplemental
https://www.pnas.org/lookup/suppl/doi:10.1073/pnas.2008671117/-/DCSupplemental
https://pymol.org/2/
http://www.rcsb.org/pdb/explore/explore.do?structureId=6XQD
http://www.rcsb.org/pdb/explore/explore.do?structureId=6XQE

