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Mechanism of antibody-specific deglycosy-
lation and immune evasion by Streptococcal
IgG-specific endoglycosidases
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Lorena Rudolph 5, Mikel García-Alija1,2, Erik H. Klontz6,7, Daniel Deredge 8,
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Diego E. Sastre4, Lai-Xi Wang 9, Francisco Corzana 10,
Alvaro Mallagaray 5 , Eric J. Sundberg 4 & Marcelo E. Guerin 1,2,3

Bacterial pathogens have evolved intricate mechanisms to evade the human
immune system, including the production of immunomodulatory enzymes.
Streptococcus pyogenes serotypes secrete two multi-modular endo-β-N-acet-
ylglucosaminidases, EndoS and EndoS2, that specifically deglycosylate the
conservedN-glycan at Asn297 on IgG Fc, disabling antibody-mediated effector
functions. Amongst thousands of known carbohydrate-active enzymes, EndoS
and EndoS2 represent just a handful of enzymes that are specific to the protein
portionof the glycoprotein substrate, not just the glycan component. Here, we
present the cryoEM structure of EndoS in complex with the IgG1 Fc fragment.
In combination with small-angle X-ray scattering, alanine scanning mutagen-
esis, hydrolytic activity measurements, enzyme kinetics, nuclear magnetic
resonance and molecular dynamics analyses, we establish the mechanisms of
recognition and specific deglycosylation of IgG antibodies by EndoS and
EndoS2. Our results provide a rational basis from which to engineer novel
enzymes with antibody and glycan selectivity for clinical and biotechnological
applications.

Streptococcus pyogenes (groupA Streptococcus; GAS) is aGram-positive
pathogenic bacterium that causes life-threatening conditions and
post-infection immune-related diseases, in addition to mild skin and
upper respiratory tract infections1. In order to evade the immune
system and facilitate the colonization of the host, GAS employs a large

variety of mechanisms, most notably the secretion of enzymes that
selectively inactivate key molecules of the immune system, such as
immunoglobulin G (IgG) antibodies (Fig. 1a)2. EndoS3 and EndoS24 are
endo-β-N-acetylglucosaminidases (ENGases) produced by different
GAS serotypes that hydrolyze the Asn297-linked N-glycan on the

Received: 19 June 2022

Accepted: 3 March 2023

Check for updates

1Structural Glycobiology Laboratory, Biocruces Health Research Institute, Barakaldo, Bizkaia 48903, Spain. 2Structural Glycobiology Laboratory,
Center for Cooperative Research in Biosciences (CIC bioGUNE), Basque Research and Technology Alliance (BRTA), Bizkaia Technology Park,
Building 801A, 48160 Derio, Spain. 3Ikerbasque, Basque Foundation for Science, 48009 Bilbao, Spain. 4Department of Biochemistry, Emory
University School of Medicine, Atlanta, GA 30322, USA. 5University of Lübeck, Center of Structural and Cell Biology in Medicine (CSCM), Institute
of Chemistry and Metabolomics, Ratzeburger Allee 160, 23562 Lübeck, Germany. 6Department of Microbiology and Immunology, University of
Maryland School of Medicine, Baltimore, MD 21201, USA. 7Institute of Human Virology, University of Maryland School of Medicine, Baltimore, MD
21201, USA. 8Department of Pharmaceutical Sciences, University of Maryland School of Pharmacy, Baltimore, MD 21201, USA. 9Department of
Chemistry and Biochemistry, University of Maryland, College Park, MD 20742, USA. 10Departamento Química and Centro de Investigación en
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fragment crystallizable (Fc) regionof IgG antibodies. EndoS is secreted
by several GAS serotypes, including M1, while EndoS2 is exclusively
secreted by the M49 GAS serotype4. These ENGases are the most
prominent members of a rare class of carbohydrate-active enzymes
that are specific to the protein component of the glycoprotein sub-
strate and not just the glycan component; no mechanism of protein

specificity by this class of enzymes has yet been described. The
Asn297-linked N-glycan is required for IgG binding to Fc γ receptors
(FcγRs) and complement C1q, which trigger antibody-mediated
effector functions5–8. The activity of these enzymes thereby abolishes
the effector functions mediated by the Fc region of IgG antibodies,
increasing the survival and virulence of the bacteria9. Accordingly,
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IgG-specific ENGases have been shown to ameliorate autoimmune
disease in diverse animal models10–13. In addition, EndoS and EndoS2
are powerful tools for the chemoenzymatic synthesis of antibodies
with homogenous glycoforms14–17 and drug conjugates18,19. The Fc
region N-glycans of IgG antibodies in serum are composed of >33
distinct glycoforms20 and their unique chemical structures modulate
the effector functions by altering Fc binding to FcγRs, as well as the
stability and half-life of the antibody21. Antibody-based therapeutics,
one of the most prominent and expanding class of drugs used for the
treatment of diverse human disorders, including cancer, auto-
immunity, and infectious diseases22, are producedwith heterogeneous
glycoforms that impact their safety and efficacy21. EndoS and EndoS2
are particularly useful for Fc glycan remodeling due to the strict spe-
cificity of both enzymes for intact IgG antibodies and the discovery of
their respective glycosynthasemutants that are capable of transferring
a homogenous N-glycan to IgG antibodies using a chemoenzymatic
approach23,24 (Fig. 1b). The generation of antibodies with defined gly-
coforms is critical not only to understand the role of each glycoform
on antibody function but also for the production of antibodies with
defined therapeutic, diagnostic and pharmacokinetic properties25.

EndoS and EndoS2 share 37% sequence identity and, although
they are both IgG-specific, exhibit distinct N-glycan substrate specifi-
cities. EndoS processes exclusively complex type (CT) N-glycans on
IgG antibodies, while EndoS2 is active on CT, high mannose (HM) type
and hybrid (Hy) type glycans on IgG. EndoS is a 108 kDamulti-modular
protein composed of six domains which adopt a “V”-shaped structure,
from the N- to the C-terminus: (i) an N-terminal three-helix bundle
domain (N-3HB; residues 37–97); (ii) a glycosidase hydrolase domain
(GH; residues 98–445); (iii) a leucine-rich repeat domain (LRR; residues
446–631); (iv) a hybrid Ig domain (hIg; residues 632–764); (v) a
β-sandwich domain (residues 765–923), and (vi) a C-terminal three-
helix bundle domain (C-3HB; residues 924–995)26,27. EndoS2 is a 95 kDa
multi-modular protein that shares a similar overall architecture with
EndoS but lacks the two 3HB domains on its N- and C-termini28. We
previously described the structural determinants that govern the N-
glycan specificities of EndoS26,27 and EndoS228. However, the mechan-
ismbywhich these enzymes specifically process theN-glycan on the Fc
region of IgG antibodies but no other glycoproteins has not yet been
described. Here, we present the cryoEMstructure of EndoS in complex
with the IgG1 Fc region. In combination with small-angle X-ray scat-
tering (SAXS), alanine scanning mutagenesis, hydrolytic activity mea-
surements, nuclear magnetic resonance (NMR) and molecular
dynamics (MD) analyses, we describe the molecular mechanisms of
recognition and specificity by EndoS and EndoS2 for IgG antibodies.
Our findings will enable novel strategies for the chemoenzymatic
synthesis of monoclonal antibodies with improved therapeutic prop-
erties, as well as the engineering of enzymes to treat diseases of the
adaptive immune system.

Results
The architecture of the EndoS-IgG1 Fc region complex
To elucidate the molecular mechanism of antibody recognition by
EndoS, we determined the single-particle cryoEM structure of the
catalytically inactive mutant EndoSE233A in complex with the Fc region

of an IgG1 monoclonal antibody (EndoSE235A-Fc) at 4.5 Å resolution
(Fig. 1c,d; Supplementary Table 1; Supplementary Figs. 1, 2, 3 and 4;
Methods; PDB code 8A64). Although the purification of the native
enzyme-substrate complex by size exclusion chromatography (SEC)
was heterogeneous, we were able to purify the cross-linked
EndoSE235A-Fc using the Grafix method29 (Supplementary Fig. 1). The
SDS-PAGE of the fractions obtained by stabilization of the EndoSE235A-
Fc complex with mild glutaraldehyde conditions mainly shows the
formation of a band corresponding to the molecular weight (MW) of
the EndoSE235A-Fc 1:1 complex but also other bands at higher MW that
could correspond with the EndoSE235A-Fc 2:1 (250 kDa) (Supplemen-
tary Fig. 1a). We isolated the fractions of the EndoSE235A-Fc 1:1 complex
and further purified the sample by SEC (Supplementary Fig. 2; Meth-
ods). In the EndoSE235A-Fc complex structure, the Fc region is located
at the cleft of the “V”-shaped structure of EndoS, between the GH and
the β-sandwich domains. The Fc region is a homodimer of the
C-terminal domains of the antibody heavy chain. Each protomer
compromises Cγ2 andCγ3 domains,which interactwith the equivalent
domains of the other protomer via disulfide bonds in the hinge region
and non-covalent interactions between the Cγ3 domains. TheN-glycan
is linked to eachAsn297 of bothCγ2 domains.One of the Fc protomers
(FcP1) interacts with the GH and the β-sandwich domains of EndoS
through an extensive contact area30 of ca. 874 Å2, while weak electron
density of the cryoEMmap can be ascribed to the second Fc protomer
(FcP2) which does not make substantial interactions with EndoS and
the N-3HB domain. However, multibody refinement and motion ana-
lysis showed that FcP2 transiently interacts with residues 403–413 of
the GH domain of EndoS and the top of the N-3HB domain (Supple-
mentary Video 1, 2 and 3). Structural comparison of the EndoS-Fc
complex and unliganded EndoS showed no marked conformational
changes (PDB code 6EN3; r.m.s.d. of 2.5 Å from 880 residues; Sup-
plementary Fig. 5). The dimensions of EndoS in the EndoSE235A-Fc
3D reconstruction complex (123.1 Å × 75.1 Å × 60.5 Å) are similar
to those found in the X-ray crystal structure of EndoS
(129.2 Å × 80.3 Å × 60.8 Å), indicating that the V shape of EndoS is not
appreciably distorted in the active complex. This is also supported by
our SAXS data (Supplementary Table 2; Supplementary Fig. 6; Sup-
plementary Note 1). Calculation of the relative displacement angle
between the GH-LRR and hIg-β-sandwich-C-3HB domains axes of the V
shape of EndoS showed that the cryoEM structure of EndoSE235A-Fc
complex displays a hinge angle of 61.5° while the unliganded crystal
structures of EndoS reported in the literature26,27 display a slightly
higher angles of 62.4°, 62.9° and 64.2° (Supplementary Fig. 5a–d).
Altogether, EndoS in complex with the Fc region exhibits a narrower
cleft between the GH and β-sandwich domains than does unliganded
EndoS (Supplementary Fig. 5a) due to the presence of the substrate.
Although the overall structures of the unbound and bound EndoS are
generally conserved, we observed variations in the relative position of
the β-sandwich and C-3HB domains, which in the cryoEM complex
structure are displaced towards the cleft of the V shape of EndoS
(Supplementary Fig. 5e). In addition, the overall structure of FcP1 did
not change after binding to EndoS (PDB code 1H3X; r.m.s.d. of 1.6 Å
from 345 residues). The main structural changes occur on the C´
β-strand, the C´E loop (residues 295-300) that bears the N-glycan, and

Fig. 1 | Overall structure of EndoS in complex with the Fc region. a EndoS, SpeB
and IdeS are secreted enzymes from S. pyogenes that can act on IgG antibodies.
SpeB and IdeS are proteases that hydrolyze the flexible hinge region between
residues 220 to 248 of the IgG antibody96–98. EndoS is an ENGase that hydrolyze the
β−1,4 linkage between the first two GlcNAcs of the CTN-glycans on the Fc region of
IgG antibodies. The three enzymes inactivate IgG antibodies against S. pyogenes.
b EndoS and EndoS2 can be used to remodel the N-glycan on therapeutic IgG
antibodies using a chemoenzymatic approach. First, wild-type EndoS and/or
EndoS2 hydrolyze a variety of glycoforms present in the Fc region according to
their N-glycan specificity. Next, other enzymes can be used to hydrolyze specific

carbohydrate moieties, e.g. fucose which absence improves the binding to FcγRIIIa
and the antibody-dependent cellular cytotoxicity (ADCC) properties of the anti-
body. Last, EndoSD233Q and EndoS2D184M glycosynthase mutants facilitate the
transfer of a glycan-oxazoline donor with a defined glycoform to the Fc region of
IgG antibodies. The dotted shapes represent that carbohydrate may or may not be
present, indicating the high heterogeneity of the N-glycan which impact the func-
tionality, immunogenicity and pharmacokinetic of the antibody. cCryoEMmaps of
the EndoSE235A-Fc complex, including a schematic representation of the EndoS
domains and the Fc region in the complex structure. d Structural model showing
the overall fold and the secondary structure organization of the EndoS-Fc complex.
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the BC loop (residues 264-272) within the Cγ2 domain of FcP1 (Fig. 1c,d
and Supplementary Fig. 6).

The EndoS GH domain interacts with the N-glycan and the Cγ2
domain of the Fc region
It is worth noting that the resolution of the EndoSE235A-Fc complex, in
which all the side-chains were removed, limits the definition of the
interaction between the EndoS and the Fc at the atomic level of detail.
In order to have insights on the possible location of the side chain
residues that could be involved in the enzyme-substrate interactions,
we locally compared/superimposed the high-resolution EndoS (PDB
code 6EN3) and Fc region (PDB code 2DTS) crystal structures with our
EndoSE235A-Fc cryoEMstructure (Fig. 2; Supplementary Fig. 5;Methods
section). Therefore, we will discuss throughout the text potential side
chain interactions between residues that are within interaction dis-
tance based on flexible fitting of the superimposed crystal structures.

We have previously shown that the CT N-glycan product is
accommodated in the binding site of the GH domain of EndoS
formed by several loops whose conformations govern the strict
substrate specificity of the enzyme27 (PDB code 6EN3). The EndoS GH
domain adopts a conserved (β/α)8-barrel with a defined N-glycan
binding site delineated by the N-3HB domain and the connecting
loops β1–β2 (loop 1; residues 120–145), β2–α4 (loop 2; residues
151–158), β3–α5 (loop 3; residues 185–206), β4–α6 (loop 4; residues

235–247), β5–α7 (loop 5; residues 281–289), β6–α8 (loop 6; residues
304–306), β9–α10 (loop 7; residues 347–380), β10–α11 (loop 8;
residues 403–413), and α11–α12 (loop 9; residues 420–434). The
cryoEM EndoSE235A-Fc structure shows that loop 6´ (residues 312-
324) of the GH domain interacts with the C´ β-strand and the BC loop
of the Cγ2 of FcP1 (Fig. 2). This loop adopts a β-hairpin architecture,
which is unique amongst GH18 enzyme structures, and creates an
opening towards the active site of the EndoS GH domain26. In con-
trast, EndoS2 exhibits a shorter loop at this position comprising
different amino acid residues28 (Supplementary Fig. 7). In addition,
both loops 4 and 7 of the EndoS GH domain also interact with C´E
loop of the Fc region. These interactions between FcP1 and the GH
domain of EndoS cause a distortion of the C´ β-strand and con-
formational changes in the C´E loop. This leads to the conforma-
tional change of the C´E loop carrying the N-glycan and the side
chain rotamer of N297 that promotes the displacement of the N-
glycan from the center of the Fc region towards the active site of the
enzyme (Fig. 2a,b). The CT N-glycan at position N297 of the Fc region
can be composed of fucosylated G0, G1 or G2 glycoforms31. Careful
inspection of the electron density map in the active site allowed us to
model the first two GlcNAc residues and the central mannose core
saccharide (Supplementary Fig. 8). The trisaccharide interacts with
residues of loops 2 and 7 of EndoS in our cryoEM EndoSE235A-Fc
structure.
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Fig. 2 | The Fc binding site of EndoS. In order to have insights on the possible
location of the side chain residues that could be involved in the enzyme-substrate
interactions, we locally compared/superimposed the high-resolution EndoS (PDB
code 6EN3; yellow) and Fc region (PDB code 2DTS; orange) crystal structures with
our EndoSE235A-Fc cryoEM structure (gray; Methods section). Therefore, we visua-
lize potential side chain interactions between residues that are within interaction

distance based on flexible fitting of the superimposed crystal structures. Two views
of the interaction interface between the GH domain of EndoS (yellow, PDB code
6EN3) and FcP1 of the Fc region (orange, PDB code 2DTS) (a), the N-glycan (blue
and green) of the Fc region and the active site of EndoS (yellow, PDB code 4NUY)
(b) and the Cγ2-Cγ3 joint region of the Fc (orange, PDB code 2DTS) and the
β-sandwich domain of EndoS (blue, PDB code 4NUY) (c).
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The EndoS β-sandwich domain confers IgG specificity through a
protein-protein interaction with the Fc region
The β-sandwich domain of EndoS is composed of eight β-strands
connected by short loops and arranged in two opposing antiparallel
β-sheets, including β1-β2-β7-β4-β5, and β6-β3-β8 (Fig. 2c). Both
EndoS and EndoS2 β-sandwich domains were previously classified
and suggested to function as carbohydrate-binding modules (CBM)
from family 32 based on structural homology26–28,32 and identified as
essential for enzymatic activity26,28,33. However, the cryoEM
EndoSE235A-Fc structure clearly reveals that the loops of the
β-sandwich domain bind to FcP1 through protein-protein interac-
tions. Moreover, N297 that bears the N-glycan points towards the GH
domain and in the opposite direction of the β-sandwich domain. The
β-sandwich domain interacts exclusively with the Cγ2-Cγ3 joint of
FcP1. Specifically, the EndoS residue W803, previously identified as a
key residue for EndoS hydrolytic activity and binding to IgG1 Fc26,
and Y909 of EndoS are located in this interaction area between Cγ2
and Cγ3 domain. In addition, W803 together with S800, Y909, S910
and S911 were proposed to form a putativeN-glycan binding pocket28

but the EndoSE235A-Fc cryoEM structure suggests that the main
function of W803 and Y909 is to mediate protein-protein interac-
tions between the enzyme and the Fc region of the substrate.
Structural comparison of the EndoSE235A-Fc complex with that of
EndoS2 supports a common binding mode to Fc for both enzymes.
EndoS2 also bears aromatic residues, W712 and Y820, at equivalent
positions to W803 and Y909 in EndoS, respectively, which are
indispensable for substrate binding and catalysis28 (Supplementary
Fig. 7). Thus, the β-sandwich domains of EndoS and EndoS2, pre-
viously proposed to be CBMs, act instead to mediate a protein-
protein interface with its glycoprotein substrate in which no glycan
participates.

EndoS-Fc protein-protein interactions are critical for glycoside
hydrolase activity
To further investigate the molecular determinants of EndoS-Fc
complex formation, we performed single and multiple alanine
mutations in both EndoS and Fc, as well as loop deletions in EndoS to
determine the key residues affecting hydrolytic activity in the EndoS-
Fc interface. The residues in EndoS and Fcwere selected based on the
superposition of the high-resolution crystal structures of EndoS (PDB
code 6EN3) and Fc region (PDB code 2DTS) with the EndoSE235A-Fc
cryoEM structure. We determined the rates by which the EndoS
mutants hydrolyzed glycans from Fc and by which EndoS hydrolyzed
glycans from Fc mutants by tracking the proportions of glycosylated
versus deglycosylated Fc over time by intact mass spectrometry
(Fig. 3; Supplementary Figs. 9 and 10). Specifically, in the Fc region
we mutated residues of the C´E loop of the Cγ2 domain (residues
R292, E293, E294, Q295, Y296 and S298), the Cγ2-Cγ3 joint region
(residues I253, H310, Q311, L314, N315, E430 and H435), the BC loop
of Cγ2 domain (H268, E269, D270, E272), and the FG loop of the Cγ2
domain (residues 325-331) that faces the N-3HB domain of EndoS to
alanine. For positions in this loop that are encoded by alanine resi-
dues in the Fc region, we made mutations to glycine and tryptophan
in order to determine the effect of removing or extending the side
chains at those positions, respectively. In EndoS, we mutated resi-
dues in the N-3HB loop (residues K70, Q73, E74, Q76 and K77), the
GHdomain (residues H236,W314, E315, N319, K323, E354, K414, Y416,
K418, Q319, K420, E421, F422, K423 and loops 6' and 9), the LRR loop
(residues Y541, K543, D544, N545 and K546) and the β-sandwich
domain (residues W803, Y909 and loop 828-836) to alanine and
assessed their hydrolytic activities. As shown in Fig. 3, mutations in
the C´E loop exhibited pleiotropic effects on hydrolytic activity;
mutations in residues E293A and Q295A that did not interact with the
enzyme, resulted in faster deglycosylation by EndoS, while the
remaining mutations reduced the rate of glycan hydrolysis. Similar

results were obtained for mutations in the N-3HB facing loop on the
Fc, with some variants (e.g., A330W and NKALPAP→GGGSGGG)
resulting in faster glycan removal while the remainder reduced the
rate of N-glycan hydrolysis. Mutations in the Cγ2-Cγ3 joint residues
that interact with the β-sandwich domain of EndoS significantly
reduced the rate of glycan hydrolysis. In EndoS, mutations in the N-
3HB, GH, LRR and β-sandwich domains all significantly reduced the
rate of glycan hydrolysis from Fc, with the removal of loop 9 in the
GH domain and the W803A mutation in the β-sandwich domain
completely abolished EndoS activity.

The results of our mutational analysis indicate that the most
important region driving EndoS-Fc complex formation and N-glycan
hydrolysis involves residues on the Cγ2-Cγ3 joint region of the Fc
which interact with the β-sandwich domain of EndoS. The most
extreme examples are (i) the EndoS W803A mutation and (ii) the Fc
I253A/H310A double mutation, which completely abolish hydrolytic
activity (Fig. 3). The variable activities observed in theAsn297-loop and
N-3HB facing loops in Fc and in the N-3HB in EndoS suggest that
conformations adopted by these loops play an important role in
recognition of Fc by EndoS. Mutations in the EndoS GH domain sig-
nificantly reduced enzymatic activity suggesting that these mutations
adversely affect the ability of the N-glycan to enter the active site. The
reduction of the hydrolytic activity observed for mutations in the LRR
loop of EndoS suggests that these mutations may adversely affect the
conformation of this loop which stabilizes the conformation of the GH
domain loop 6' to effectively recognize the glycan loop of the antibody
as shown by the EndoSE235A-Fc cryoEM structure27.

In order to complement our structural and biochemical experi-
mental data, we further evaluated the conformational behavior of the
IgG1 Fc region bymolecular dynamics (MD) simulations.Wemodeled
the structure of wildtype and mutant EndoS-Fc complex structures,
including key mutations in the Fc region (E293A, Y296A, E430A-
H435A, and H310A-L314A) or in EndoS (W314A, W803A, and Y909A)
corresponding to select mutations in the hydrolytic activity experi-
ments described above. MD simulations performed for the EndoS-Fc
complex show that the predicted CH-π interactions between the
protein and the antibody, along with the predicted π-π stacking
interactions involving W803 of EndoS and H435 of Fc, are sparsely
populated in solution, with populations <3% in all cases. The pre-
dicted hydrogen bond between the side chains of E354 and S298 and
the salt-bridge between E315 of the protein and R292 of Fc are also
very low populated (≈2%). A similar scenario was observed for the
other complexes modeled in this work (Fig. 4b-c and Supplementary
Figs. 12 and 13). Notably, for EndoS-Fc complex, the predicted CH-π
interaction between Y909 and L314 and the salt-bridge between K323
of EndoS and E294 of Fc (Fig. 2), are formed in 47% and 60% of the
total trajectory time, respectively (Fig. 4a,d,e and Supplementary
Figs. 12 and 13). Of note, the number and population of stabilizing
interactions observed for the complex with the FcP1 E293Amutation
is higher than in the wild-type complex (Fig. 4b,d,e and Supple-
mentary Figs. 12 and 13). In fact, the predicted salt-bridge (K323-
E294) is occupied ca. 76% for this mutant in solution. Additionally,
the predicted salt-bridge (E315-R292) and the π-π stacking interac-
tions involving W803 of EndoS and H435 of Fc, which are not
populated in the wild-type complex, have an occupancy close to 82%
and 70%, respectively in this mutant. Thus, this result derived from
the MD simulations could explain/support, at least in part, the high
activity of this mutant. The absence of these predicted interactions in
the rest of the complexes can lead, in some cases, to a change in their
3D structure. This change is evident when the wildtype is compared
with, for example, EndoS-FcH310A/L314A, in which part of the antibody
does not interact with the protein (Supplementary Fig. 11). On the
other hand, slight differences were observed between the different
complexes in the r.m.s.d. values of several loops and domains of the
complexes (Supplementary Fig. 14 and 15).
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EndoS and EndoS2 deglycosylate the two glycans of the IgG Fc
homodimer sequentially
Our EndoSE235A-Fc cryoEM structure revealed a 1:1 EndoS:Fc complex
in which EndoS engages a single Fc protomer through a protein-
protein interaction formed by the EndoS β-sandwich domain and the
Fc Cγ2-Cγ3 joint, while the EndoS GH domain engages the Asn297-
linked glycan on the same Fc protomer. However, EndoS hydrolyzes
the glycans from both Fc protomers and no evidence of partially
deglycosylated IgG has been reported to date. In order to define the
mechanism of full deglycosylation of IgG by EndoS, we analyzed the
deglycosylation reaction over time. Wemixed wild-type EndoS with Fc
in a 1:5000 enzyme:substrate ratio and analyzed changes in intact Fc
masses by LC-MS approximately every 5min (Fig. 5a). As expected, the
di-glycosylated Fc species decreased while the fully deglycosylated

species increased over time. As the reaction proceeded, however, we
observed that a mono-glycosylated species initially increased to ~50
percent of all Fcmasses, prior to decreasing alongwith di-glycosylated
Fc to near zero. From these data, we calculated a rate of hydrolysis for
the transition from di-glycosylated Fc to mono-glycosylated Fc of
3.8μM−1s−1 and for the transition from mono-glycosylated Fc to fully
deglycosylated Fc of 0.8μM−1s−1. Thus, the hydrolysis of the first glycan
was ~5-fold faster than the hydrolysis of the second glycan. The dif-
ferent EndoS reaction rates found in thefirst and second reaction steps
could be caused by a substrate concentration effect. In the first step,
the Fc has two points of glycosylation that can be hydrolyzed while in
the second step the Fc hasonly one remainingpoint of glycosylation to
be removed by EndoS. However, it has been demonstrated that the
dynamic quaternary structure of IgG1-Fc is significantly altered by the

Fig. 3 | Alanine scanning mutagenesis of the EndoS-Fc interface. a Structure of
the EndoS (gray) complex with Fc (pink) in which the regions with alanine mutants
are color coded based on the relative rates of removal of the N-glycans from Fc
alanine mutants by EndoS and vice versa. The rates were measured via LC-MS
kinetic analyses. Red indicates the largest increase in hydrolytic activity while blue
indicates no hydrolytic activity. b Rates of removal of the first glycan of Fc and Fc

alanine mutants by EndoS alanine mutants and EndoS respectively, normalized to
EndoS vs. Fc. The kinetic rates were derived using three independent experiments.
Data is presented as mean values + /- SD. All rates were statistically significant
(multiple comparison test, one-way ANOVA, Tukey method, p < 0.0001
with 95% CI).
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removal of the N-glycans based on SAXS experiments and molecular
dynamics simulations34,35. Therefore, other structural factors (e.g.
asymmetry in the mono-glycosylated Fc conformation) might con-
tribute to interpreting differences in the reaction rates. We conducted
an analogous experiment with EndoS and Rituximab, a full-length IgG1
antibody and observed identical kinetic parameters for hydrolysis of
the first and second glycans (Fig. 5b). This data suggest that the Fab
arms of the antibody have no contribution to the interaction with
EndoS. We also conducted an analogous experiment with EndoS2 and
Rituximab and found similar kinetic behavior (Fig. 5c); although each
of the reaction rates was slower, hydrolysis of the first glycan was also
5-fold faster than that of the second glycan, as for EndoS. These data
indicate that EndoS- and EndoS2-mediated hydrolysis of the two

glycans on Fc or IgG occurs sequentially, concomitant with dissocia-
tion of the enzyme-substrate complex after hydrolysis of the first
glycan before re-associating to hydrolyze the second glycan.

The sterically constrained glycan binding site of EndoS2 pre-
vents deglycosylation of potential non-IgG glycoprotein
substrates
To shed more light on the interaction of EndoS and EndoS2 with their
natural ligands, we employed NMR chemical shift perturbations
(CSPs)36. Generally speaking, the method consisted of following
changes in chemical shifts from signals in NMR spectra during ligand
titrations and using them to determine the location of binding sites,
affinity of ligands and/or conformational equilibria. We used CSPs for

Fig. 4 | Molecular dynamics (MD) simulations studies. Overlay of 25 frames
evenly spaced along the 1 µs MD trajectory for (a) EndoS-Fc, (b) EndoS-FcE293A (c)
EndoSW803A-Fc, along with the average distance between representative residues.
The EndoS protein is shown as blue ribbons and the antibody as gray and orange
ribbons. Box-and-whisker plots, showing the minimum, maximum, median, 1st
quartile, and 3rd quartile bars, as well as the interquartile range, based on n = 250
evenly distributed values obtained from the MD trajectories. The numbers in red
and in parentheses are the experimental values found in the cryo-EM structure. For
aromatic residues and Pro, the center of the aromatic ring and the center of the ring
are considered, respectively, for these calculations. For L314, S298 and E354

residues, the Cδ, the OH group, and the oxygens of the carboxylate are considered,
respectively, for the calculations (cut-off distance: 5.5 Å –π-π stating and CH-π –

and 3.5 Å –hydrogen bond–). Errors are given as SD. The numbers in red and in
parentheses are the experimental values found in the cryo-EM structure. The
dashed lines represent thedistance values found in the cryo-EMstructureof EndoS-
Fc. d Population of the CH-π interaction between Y909 (EndoS) and L314 (Fc)
derived from the MD simulations. e Population of salt-bridge K323 (EndoS) and
E294 (Fc) derived from the MD simulations. The side chain nitrogen of Lys and the
carbon atom of the guanidino group of Arg are considered for these calculations.
(cut-off distance: 4.5 Å).
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the quantification of the overall thermodynamic and kinetic binding
parameters of EndoS2 to IgG1 Fc and its reaction products. We
extracted CSPs frommethyl-TROSYNMR spectra37 and fitted quantum
mechanically simulated spectra using the TITAN (TITration ANalysis)
software package38. This approach offers unique access to binding
thermodynamic and kinetic parameters37,39, providing a link to the
conformational changes observed by crystallography, H/D exchange
MS28, cryo-EM andMD, and assisting ourmechanistic understanding of
EndoS2 enzymatic activity (Supplementary Note 2: Supplementary
Figs. 15 to 33; Methods).

While we were unable to express EndoS in minimal media in
quantities required for NMR experiments, wewere able to express and
purify isotopically [U-15N,2H] MILproSVproS [13C,1H3]-methyl labeled39–41

EndoS2 and catalytically inactive EndoS2E186L in order toperform these
experiments. This labeling scheme produced methyl-TROSY spectra

with excellent signal-to-noise (Supplementary Fig. 16). In addition,
selected methyl probes were well distributed around the binding
pockets, allowing for the extraction of CSPs upon ligand titration
(Fig. 6a,b). We measured the binding kinetics of EndoS2E186L to its CT
glycan substrate, the IgG1 Fc region, the reaction products Fc aglycan
and CTn-1, and Ca2+ ions (Fig. 6c). We also studied the interaction of
catalytically inactive EndoBT-3987D312A/E314L, a GH18 family ENGase
that hydrolyzes HM glycans from myriad glycoproteins but is not
specific for IgG antibodies or any other protein (Supplementary
Fig. 17)42,43. Quantitative line shape analysis of methyl-TROSY spectra
showed that EndoS2D186L binds Rituximab-Fc with a dissociation con-
stant of 3.1 µM (Table 1, entry 1), similar to the previously reported KD

of ∼9μM for the binding of EndoS2D186L to IgG1-CT obtained by sur-
face plasmon resonance28. A representative example of line shape fit-
ting can be seen in Fig. 6d. We measured the binding affinity of
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Fig. 5 | Molecular mechanism of antibody recognition by EndoS and EndoS2.
Kinetic modeling of deglycosylation of (a) FcWT and (b) IgGWT by EndoSWT and (c)
IgGWTbyEndoS2WT. LC-MS kinetic analysis of deglycosylation of FcWT and IgGWTby
EndoSWT showing the hydrolysis over time of the two N-glycans linked to Asn297.
The deglycosylation process occurs sequentially as seen by the initial increase then
decrease in monoglycosylated population (dark green) over time while the

diglycosylated (purple) and deglycosylated (orange) species increase over time.
d Schematic representation of Fc N-glycan processing by EndoS. In a first step,
EndoS binds the diglycosylated Fc and hydrolyzes one of the N-glycan of the Fc
which causes the release of monoglycosylated Fc. In a second step, EndoS engages
the monoglycosylated Fc and hydrolyzes the remaining N-glycan of the Fc to
produced completely deglycosylated Fc.
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Fig. 6 | Binding affinity and enzyme kinetics experiments studied by NMR.
a Crystal structure of EndoS2 bound to CT N-glycan and Ca2+ (PDB code 6MDS)
showing the location of the [13C,1H3]-methyl labeled probes as black spheres. Gly-
coside hydrolase (GH) and β-sandwich (BS) domains are colored in yellow and pale
blue, respectively. Mutated amino acid E186L, CT glycan and Ca2+ ion are depicted
in pink, dark blue and pale green. b Superimposition of selected regions of methyl-
TROSY spectra showing CSPs uponmutagenesis or at saturation concentrations of
different ligands. Color code corresponds to: EndoS2 (violet), EndoS2E186L in the
absence (black) and in the presence of CT (red), CTn-1 (orange), IgG1 Fc (blue) and
Ca2+ (yellow). Addition of Fcaglyc (green) induced to CSPs, suggesting very weak
protein-protein interactions. Arrows indicate the extent of CSPs observed between
the different protein states. c Ligands used for NMR titration experiments. IgG1 Fc
region (Fc), complex-type carbohydrate (CT) and the products of glycan hydrolysis
Fcaglyc and CTn−1, respectively. Color code like in Fig. 1. d Quantum mechanics-

based 2D lineshape fitting of methyl-TROSY spectra of a representative signal for
the titration of EndoS2E186L with Fc. Experimental and fitted spectra are shown as
black and pink surfaces, respectively. Inserts correspond to 0, 5.5, 9.8, 20.3, 29.6
and 56 µM Fc concentrations. e [S]0-dependence of the initial enzyme cycling
velocity. The solid line represents the best-fit toMichaelis Menten Eq. 4, and dotted
lines correspond to one standarddeviation. Data are presented asmean, and errors
correspond to standard deviation. f Schematic mechanism of Fc N-glycan proces-
sing by EndoS2 as determined from lineshape analysis. The affinity of EndoS2 (here
E) for Fc is two orders of magnitude higher as compared to the reaction product
CTn−1, promoting substrate depletion. On-rates are responsible for increased affi-
nity towards Fc as compared to CTn−1, suggesting differences in the initial enzyme-
ligand encounter event. Values correspond to (f) and Table 1. All experiments were
acquired at 600MHz and 298K.
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EndoBT-3987D312A/E314L to its HM N-glycan substrate to be KD = 1.7 µM
(Table 1, entry 2). We measured the binding affinities of EndoS2D186L
for soluble CT glycan and the reaction product CTn-1 to be 106.9 µM
and 150.7 µM, respectively, two orders of magnitude weaker than the
EndoS2E186L-Fc and EndoBT-3987D312A/E314L affinities. Wemeasured on-
rate constants for Fc, CT and CTn-1 to be 1.3 × 106M−1s−1, 1.1 × 105M−1s−1

and 6.2 × 104M−1s−1, respectively, all much slower than expected for a
diffusion-controlled process, indicating that these interactions involve
solvent reorientation and possibly conformational changes. Dissocia-
tion rate constants koff were similar for these three ligands, and go
down into the range of a fewHz (Table 1, entries 3,4). The faster on-rate
constant observed for the interaction of EndoS2D186Lwith Fc, similar to
the on-rate constant of EndoBTD312A/E314 for just theN-glycan, suggests
that a protein-protein interaction favors a “correct” orientation of the
EndoS2 GH domain relative to the glycan during the initial EndoS2-Fc
fragment encounter event. The energetic contribution of such inter-
actions can be approximated as the change in the difference of the
standard free energy 44G

�
Fc�CT =4G

�
FC �4G

�
CT = -8.7 kJ, considering

4G
�
=RT lnðKDÞ. We found that EndoS2-mediated hydrolysis of Fc N-

glycans abrogated recognition of Fc by EndoS2D186L at otherwise
saturating Fc concentrations, highlighting the central role of the car-
bohydrate for the recognition of IgG by EndoS2 and preventing re-
binding of reaction products (Table 1, entry 5). We also extracted the
catalytic rate, kcat, and the Michaelis-Menten constant, KM, from the
catalytic cleavage of CT N-glycans from the Fc region by EndoS2 by
measuring the concentration of enzymatically released glycans by 1H
NMR spectra (Supplementary Note 2; Methods). Under the conditions
used in this study, we observed a catalytic rate kcat of 5.9 s−1 and a
Michaelis-Menten constantKMof 26.7 µM(Fig. 6e). Combinedwith line
shape analysis, these results provide a first comprehensive picture of
the catalytic mechanics of the enzymatic processing of IgG1 Fc N-gly-
cans by EndoS2 (Fig. 6f).

Discussion
EndoS and EndoS2 are the most prominent members of a rare subset
of carbohydrate-active enzymes that are specific not only to the glycan
typebut also to theprotein component of the glycoprotein fromwhich
they hydrolyze glycans. To date, no molecular mechanism has been
described to explain how these enzymes are protein-specific. Our data
now provide the mechanism by which EndoS and EndoS2 hydrolyze
glycans from IgG antibodies in a highly specific manner. This
mechanism for protein-specific deglycosylation by EndoS and EndoS2
relies on four principles. These enzymes: (i) avoid all other potential
non-IgGglycoprotein substrates; (ii) formaprotein-protein interaction
with a non-enzymatic domain in order to create an anchor point on the
IgG substrate; (iii) leverage their unique geometry to reach from the
anchor point to orient the active site of the GH domain directly

adjacent to the Asn297-linked glycan that they hydrolyze; and (iv)
hydrolyze the two glycans on the IgG Fc region homodimer sequen-
tially by a catch-and-release process.

The first mechanistic principle, reduced distraction by potential
non-IgG substrates, is accomplished by EndoS and EndoS2 construct-
ing conformationally constrained glycan binding sites. This distinctive
morphological property of their active sites results in theboundglycan
needing to adopt a conformation in which the branches of a bian-
tennary glycan are nearly parallel to one another26–28. Although such a
glycan conformation is commonly rendered schematically, it is
exceedingly rare in nature due to the high degree of conformational
flexibility inherent to N-linked glycans. Even when bound in the glycan
binding sites of endoglycosidases that are not protein-specific, N-
linked glycans adopt diverse structures that are decidedly unlike the
parallel-branched glycans in EndoS and EndoS2. This is the case for the
N-linked glycans that are the substrates for EndoBT-398742,43, EndoF3

44,
as well as many others (Supplementary Fig. 35). The adoption of the
constrained glycan conformation in EndoS and EndoS2, as well as the
flexible glycan conformation in EndoBT-3987, can be observed in the
relative on-rates of substrates binding to catalytically inactive variants
of these endoglycosidases. Indeed, our NMR data indicate that the on-
rates for glycans alone are two orders of magnitude slower for EndoS
and EndoS2 than they are for EndoBT-3987. However, these enzymes
have all evolved to have comparable affinities and binding kinetics to
their biologically relevant carbohydrates—linked to IgG for EndoS and
EndoS2, while free in solution or exposed on the surface of any protein
for EndoBT-3987 – a property clearly related to the distinct structural
features of the active sites of these endoglycosidases and the relative
entropic costs of their glycan substrates adopting their bound
conformations.

The second mechanistic principle, the establishment of an
enzyme-substrate protein-protein interaction, is fulfilled by the
β-sandwich domain of EndoS and EndoS2. While these domains have
high structural similarity to CBMs, they are not, in fact, bona fide
CBMs in that they do not bind carbohydrates. Instead, these
β-sandwich domains recognize a strictly protein-based molecular
surface on the IgG Fc region at the joint between its Cγ2 and Cγ3
domains. This Fc surface is a common binding spot for myriad pro-
teins, including Protein A45 and Protein G46 from bacteria, as well as
the human neonatal Fc receptor47 (FcRn). Structural comparison of
Protein A, Protein G and FcRn with EndoS structures in complex with
IgG1 Fc (Supplementary Fig. 36) revealed/suggested that residues
I253, H310, Q311 and H435 of the Fc region are involved in the
interaction with EndoS, FcRn and Protein A, while Protein G interacts
also with I253 of the Fc region, and themain interactions occur on the
Cγ2 domain. Moreover, a hydrophobic residue (W803 in EndoS, F111
in Protein A, W43 in Protein G and W131 in FcRn) possibly interacts
with I253 of IgG1 Fc (Supplementary Fig. 36). Protein A, Protein G and
FcRn display a pH-dependent interaction with the Fc region of anti-
bodies, binding preferentially to the Fc region at pH 848, 4–549 and
650, respectively. IgG histidine residues located at the junction
between the Cγ2 and Cγ3 domains (H310 andH433) have been shown
to contribute to this pH-dependent binding50–53. Although the con-
served interaction region between these proteins and EndoS could
indicate that the binding between the β-sandwich domain and the Fc
region could be also influenced by the pH, it has been shown that
EndoS digests the N-glycan of IgGs at pH 5 and 854. Moreover, the
structural similarity of Cγ2 and Cγ3 joint region on the Fc region
amongst all IgG subtypes of both human and mouse antibodies
(Supplementary Fig. 37) explains why these glycoproteins comprise
all the known substrates for EndoS and EndoS2. However, EndoS
shows subtle differences in activity against each human and murine
IgG subtypes, IgG1 is EndoS preferred substrate for human26 and IgG1
and IgG2b for mouse55. Our structural comparison analysis of human
and murine IgG subtypes (Supplementary Fig. 37) suggests that

Table 1 | Binding affinity of EndoS2 for IgG antibodies and
N-glycans

N° Enzyme Ligand KD (µM) koff (s−1) kon (M−1s−1)

1 EndoS2E186L Fc 3.1 ± 0.6 4.0 ± 1.5 1.3 × 106 ± 5.5 × 105

2 EndoBT-
3987D312A/
E314L

HM 1.7 ± 0.9 5.5 ± 1.4 3.2 × 106 ± 1.9 × 105

3 EndoS2E186L CT 106.9 ± 6.7 11.4 ± 1.5 1.1 × 105 ± 1.6 × 104

4 EndoS2E186L CTn−1 150.7 ± 18.0 9.4 ± 3.7 6.2 × 104 ± 2.6 × 104

5 EndoS2E186L Fcaglyc – – –

6 EndoS2E186L CaCl2 3415 ± 480 – –

7 EndoS2 CaCl2 4000± 100 – –

Dissociation constants KD, on- and off-rate constants kon and koff for Rituximab-Fc, CT, CTn-1 HM
and Ca2+ binding to EndoS2E186L, EndoS2 and EndoBT-3987D312A/E314L from fitting a two-state
binding model to methyl-TROSY titration data using TITAN algorithm.
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although all IgG subtypes share a conserved Cγ2-Cγ3 joint region, the
C´E loop bearing the N-glycan shows small conformational differ-
ences between each IgG subtype that could affect the placement of
the N-glycan into the active site of the enzyme, leading to the
observed decreased activity of EndoS against other IgG subtypes
other than human IgG1 and murine IgG1 and IgG2b26,55. The
β-sandwich and Cγ2-Cγ3 joint protein-protein interaction is abso-
lutely required for enzymatic activity, as mutations on either side of
this interface can completely abrogate hydrolysis of Asn297-linked
Fc glycans by EndoS26 and EndoS228. Moreover, the protein-protein
interaction between the GHdomain and the C´E loop and C´ β-strand
of the Fc region fine-tunes the binding of the enzyme to the sub-
strate, given that the alanine mutations on this area moderately
decreased the activity of the enzyme. Accordingly, for EndoS and
EndoS2, a protein-protein interaction drives hydrolytic activity of
these endoglycosidases, a property not previously observed in
carbohydrate-active enzymes.

The third mechanistic principle, orientation of the enzyme active
site adjacent to the substrate glycan, is a result of the unique V-shaped
molecular architecture of EndoS and EndoS2 in which the β-sandwich
and GH domains are situated on either tip of the V, interspersed by an
Ig-like domain and a leucine-rich repeat. As a consequence of
anchoring the enzyme on the substrate via the β-sandwich domain/Fc
regionprotein-protein interfacedescribed above and the architectures
of these multi-domain enzymes, the active sites of EndoS and EndoS2
become ideally positioned for engagement with and hydrolysis of the
Fc glycan. Thepredominant conformationof the IgGFc region is one in
which the Asn297-linked glycans are pointed inward towards the
center of the homodimer, although these antibodies are known to
exhibit many conformations, including those in which these glycans
are more exposed to solvent56,57. Our cryoEM structure shows that the
Fc loop on which the Asn297-linked glycan adopts just such a con-
formation; it is not exposed to solvent in the complex, though, but
rather bound in the EndoS active site. Thus, when anchored by the
enzyme-substrate protein-protein interface, the distinctive molecular
architecture positions the GH domain to stabilize an otherwise infre-
quently populated conformation amongst the entire ensemble of Fc
conformations to increase the sampling of its glycan, resulting in
efficient glycan hydrolysis. It must be noted that the appendage of one
or more non-enzymatic domains to GH domains is not uncommon in
carbohydrate-active enzymes and is thought to guide the enzymatic
domains towards their targets, as in the case of CBMs, and/or to pro-
vide sufficient spacing from the bacterial outer membrane for hydro-
lyzing glycans in the extracellular environment. However, the
structural arrangement of the enzymatic and non-enzymatic domains
of EndoS and EndoS2 is unique amongst known carbohydrate-active
enzymes, as is the requirement for two of these connected domains to
be absolutely necessary for activity.

The fourth mechanistic principle, sequential deglycosylation of
the two Asn297-linked glycans on the IgG homodimer, is due to the
biologically relevant state being a 1:1 complex of EndoS:Fc, as we
observed in our cryoEM structure. When anchored by their protein-
protein interfaces, the GH domains of EndoS and EndoS2 can reach
only to the Asn297-linked glycan on the same Fc protomer that their
β-sandwich domains engage. In order to hydrolyze the glycan on the
other Fc protomer, the enzyme must unbind the substrate entirely,
and rebind it through a protein-protein interaction on the opposite Fc
protomer in order to properly reposition its GHdomain. The release of
the Fc product (mono- or de-glycosylated) might be favored by
destabilization of the C´ strand and the C´E loop58 or by changes in the
dynamic quaternary structure of IgG1-Fc after removal of the N-
glycans34,35. Indeed, by intact mass spectrometry, we observed the
accumulation of amono-glycosylated antibody species, followedby its
diminution. If the biologically relevant statewere instead a 2:1 complex
of EndoS:Fc, no suchmono-glycosylated antibody species would exist,

even transiently, as two EndoS enzymes would attack the antibody
from each side simultaneously. Also, in our NMR experiments we
observed that re-binding of the reaction product, a deglycosylated
antibody, was highly disfavored. Despite this, a 2:1 complex formed
between the enzyme and a di-glycosylated substrate can exist at high
concentrations, as we observed as minor populations by both SAXS
and cryoEM analysis (Supplementary Fig. 38).

With the molecular mechanism of IgG-specific deglycosylation
established, opportunities for engineering EndoS-based enzymes to
treat diseases of the adaptive immune system abound. It is now pos-
sible to rationally conceptualize engineered EndoS enzymes that
selectively deglycosylate certain subsets of IgG antibodies, such as
auto-antibodies, in order to defeat their effector functions and treat
autoimmunity without wholesale IgG disablement that would render
the host globally immunosuppressed and vulnerable to opportunistic
infections.

Methods
Expression and purification of EndoS and EndoS2 wildtype and
EndoS and EndoS2 mutants
EndoS and EndoS2 wild-type and EndoS and EndoS2 mutants were
purified as previously described with the following modifications26–28.
Single-point mutations were developed by PCR-based site-directed
mutagenesis, and full sequences were confirmed by GeneWiz (Sup-
plementary Table 3) (https://www.genewiz.com). EndoS wildtype and
mutants were produced in Escherichia coli BL21(DE3) cells (Novagen,
cat. No.: 69450) grown in LB medium supplemented with 100μg mL−1

of ampicillin. Cultures were grown at 37 °C to an OD600 of 0.6–0.8, at
which point the temperature was lowered to 22 °C for 1 h. Induction
was triggered with 1mM isopropyl β-D-1-thio-galactopyranoside
(IPTG) at 22 °C overnight. Cells were harvested by centrifugation and
lysed by sonication using 50mM Tris-HCl pH 7.5, 500mM NaCl, 10%
glycerol. CPD fusion proteins were purified by Ni2+-immobilizedmetal-
affinity chromatography followed by overnight treatment with 1mM
phytic acid at 4 °C and elution the next day with the lysis buffer. The
proteins used for hydrolytic activity were further purified by size
exclusion chromatography (Superdex 200 Increase 10/300 GL) in PBS
as running buffer. EndoSE235A was further purified by anion exchange
chromatography using as binding buffer 50mM Tris-HCl pH 8.5 and
elution buffer 50mM Tris-HCl pH 8.5, 500mM NaCl. The protein was
eluted using a gradient of 5% of elution buffer for 2min. The fractions
were pooled and aliquoted to flash freeze at -80 °C. For EM sample
preparation, EndoSE235A was thawed, and concentrated protein was
purifiedby size exclusion chromatography (Superdex 200 Increase 10/
300 GL) in PBS as running buffer.

Purification of Fc-Rituximab
Rituximab (RITUXAN, Genentech) was kindly provided courtesy of the
University of Maryland Greenebaum Comprehensive Cancer Center. A
solution of 20mgmL−1 of Rituximab was dialyzed against 20mM
sodium phosphate, 10mM EDTA pH 7.0. A mixture of 0.5mL of the
Rituximab solution and 0.5mL of the digestion buffer (20mM sodium
phosphate, 10mM EDTA, 20mM cysteine-HCl pH 7.0), was added to
the 0.5mL of the 50% immobilized papain slurry (Thermo Scientific)
previously equilibrated with the digestion buffer. The reaction was
incubated overnight in a shaker water bath at 37 °C at high speed. The
reactionwas stopped by adding 1.5mL of 10mMTris-HCl pH 7.5 to the
digest before centrifugation. After removing the supernatant, which
contains the IgG fragments, the resin waswashedwith 1.5mLof 10mM
Tris-HCl pH 7.5. The digest and wash fractions were combined and the
Fc region was separated from the Fab fragments using an immobilized
Protein A column (Thermo Scientific) and 100mM glycine pH 3.0, as
elution buffer. The eluted Fc was further purified by size exclusion
chromatography using PBS to separate the Fc fragments from
undigested IgG.
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Preparation and purification of the cross-linked EndoSE235A-Fc-
Rituximab complex
The cross-linked EndoSE235A-Fc-Rituximab complex was prepared
using a standard GraFix method29,59. Gradients for GraFix were pre-
pared by mixing GraFix buffer 1 (PBS, pH 7.4, 5% v/v glycerol) and
GraFix buffer 2 (PBS, pH 7.4, 20% v/v glycerol, 0.2 % glutaraldehyde)
using a gradient mixer (Gradient Master ip, BioComp Instruments),
following the parameters determined by the manufacturer for the
glycerol content. Amixtureof 100μL of EndoSE235A (12μM) and 100μL
of Fc-Rituximab (60μM) in PBS was incubated at room temperature
for 10min. The 200μL solutionmixturewas loaded onto the top of the
GraFix gradients and ultracentrifugation was carried out at 323,333 × g
for 25 h at 4 °C (SW60 rotor, Beckmann). After ultracentrifugation, the
gradients of each tube were fractionated using a Piston Gradient
FractionatorTM Base Unit (Sciences service) and a FC 203 Fraction
Collector (Gilson) to pump the gradient out from bottom to top at
room temperature. Each fraction of 250μLwas immediately quenched
by 50μL of 1M Tris-HCl pH 8.0, to stop further crosslinking. The
presence of the cross-linked EndoSE235A-Fc-Rituximab complex was
confirmed by SDS-PAGE. Pooled fractions were flash frozen and stored
at −80 °C.

Negative-stained electron microscopy
Initial inspection of the GraFix EndoSE235A-Fc-Rituximab complex by
negative stain was performed. Specifically, an aliquot from a single
GraFix tube was thawed and samples of 50μL were injected into an
analytical size exclusion chromatography column (Shodex KW403-4F)
using PBS pH 7.4, as running buffer. The single peak corresponding to
the complex MW was collected in 50μL fractions for subsequent
standard negative stain grid preparation using continuous glow dis-
charged carbon electron microscopy grids CF300-Ni (EMS, USA).
Briefly, drops of 8μL of diluted complex sample were placed on the
grid, incubated for 90 s and then blotted to remove the excess with
filter paper (Whatman®). The grids were washed by placing them onto
adropof PBS, pH7.4 for 30 s andbottleddry. The complexwas stained
by transferring the grid to adropof 1%w/v uranyl formate for45 s, then
driedwith afilter paper and stored at room temperature. Sampleswere
imaged at ×50,000 magnification and using an in-house JEOL 2200,
200 kV FEG equipped with an UltraScan 4000 CCD camera (Gatan,
USA). Images were used to analyze particles by single particle analysis
using RELION.

Cryo-EM specimen preparation and screening
Cross-linked EndoSE235L-Fc-Rituximab complexes from four GraFix
tubes were thawed, pooled, and concentrated using Pierce Protein
Concentrators (PES 10K MWCO 0.5mL) to obtain a final volume of
60μL. The sample was injected into an analytical size exclusion chro-
matography column (Shodex KW403-4F) using PBS pH 7.4, as running
buffer. The complex peak was collected in collected in 50μL fractions
with to use directly for vitrification. Briefly, 4μl of the fractions were
applied onto copper Quantifoil R 1.2/1.3 grids previously glow dis-
charged. Grids were plunge-frozen into liquid ethane using a Vitrobot
MkII (FEI) at 10 °C and 80 HR% humidity in the chamber for each
concentration condition by triplicate. One of the triplicates for each
condition was used for cryoEM screening performed in-house using a
JEOL 2200, 200 kV FEG equipped with anUltraScan 4000 CCD camera
(Gatan, USA).

CryoEM data collection
Cryo-EM data collection was carried out on a 300 kV Titan Krios
microscope equipped with a K2 Summit direct electron-counting
camera and a GIF Quantum energy filter (Gatan) in ESRF CM01
beamline at Grenoble, France60. Micrographs were recorded with EPU
software (FEI) at a nominalmagnification of ×130,000, with a pixel size
of 1.052 Å. A total of 5546 movies of the cross-linked EndoSE235A-Fc-

Rituximab grid samplewere acquired for 9 s in countingmode at a flux
of 7.3 electrons per pixel s–1, giving a total exposure of 59.37 electrons
per Å2 and fractioned into 60 frames. A defocus range from −1.3μm to
−2.5μm was used.

CryoEM single-particle data processing
EndoSE235-Fc complex data set were processed using the general pro-
tocol described in the following lines. Data processing was initiated
using the RELION 3.1.261. The 60 movie frames of each movie were
aligned using MotionCor2 (5 × 5 patches and Bfactor 150). The CTF of
the aligned image was assessed in the non-dose weighted image using
CtfFind 4.1 with parameters amplitude contrast 10% and FFT box size
of 512 pixels. Image CTF was visually inspected, and with poor esti-
mated maximum resolution or strong astigmatism from CtfFind cal-
culations were discarded. We maintain 5354 micrographs from the
original 5552micrographs recorded. RELION reference-free automatic
particle picking was performed considering a particle diameter
between 95Å and 110Å, imposing aminimum inter-particle distanceof
90Å and a low picking threshold (0.05), leading to an initial number of
particles (797,351). Particles were extracted using a square box of 180
pixels side. Particleswere subjected to several rounds andextensive 2D
classification selecting the best classes. An initial first 3D auto-
refinement was performed using the map obtained from the nega-
tive stain images. This initial reconstruction was used to re-extract
centered particles. Afterward, several steps of 3D classification were
performed to discarding classes until models reached resolutions of
7 Å and visual inspection revealed a well-defined structure. The selec-
ted particles (485,424)were used to reconstruct amodel using RELION
3D auto-refinement protocol, which led to a map resolving to 5.9 Å. At
this point, the model was used to perform one round of RELION CTF
refinement and particle polishing. The polished particles were used by
RELION 3D auto-refinement to generate a map at 5.7 Å. Further 3D
classification led to a set of selected particles (402,902) for a final
RELION refinement reaching 5.3 Å resolution. Polished andCTF refined
particles from RELION were imported into cryoSPARC v3.2.062 and a
final 2D classification of 200 classes was performed and the best-
defined classes selected (Supplementary Fig. 3b) containing 372,643
particles. Final 3D reconstructions were performed in cryoSPARC
using the homogeneous refinement and applying dynamic masking,
using the RELION reconstructions low-pass at 30Å as starting
model. Finally, a final step of Non-Uniform refinement for the
reconstruction63, on the corresponding symmetry, was performed
applying a calculated global mask from the reconstruction. The
reconstruction obtained from the non-uniform cryoSPARC protocol is
reported (Supplementary Fig. 3g). Reported auto sharp-maps were
obtained from the cryoSPARC non-uniform refinements (Supplemen-
tary Fig. 2c). Local resolution was measured in cryoSPARC LocRes
program implementation64, using a threshold for local FSC = 0.5 for
local resolution assessment (Supplementary Fig. 2c,d). For quality
graphs as FSC plots, angular distribution and precision see (Supple-
mentary Fig. 2e,f). For other statistics please see Supplementary
Table 1.

Model building and refinement
Amodel of the EndoS X-ray crystal structure (PDB code 6EN3) and the
Fc region of IgG1-Fc (1H3X), was initially rigid-body fitted inside the
cryoEM reconstruction usingUCSF-Chimera65 followed by a rigid-body
refinement of the individual chains using Phenix real space
refinement66,67. Afterwards, a second rigid body refinement of the
models using Phenix real space refinement66,67 was performed by
defining 8 groups: EndoS individual domains and Fc individual pro-
tomers. However, map density was unequivocally observed for loop C
´E loop and trisaccharide N-glycan attached to the N297. Remodeling
based on the interpretation of this density due to the movement from
loops in the interface between EndoS and IgG1-Fc, as well as the
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placement of carbohydrate in the density at the active site was per-
formed iteratively and manually in Coot68 using the cryoSPARC sharp
maps, following with rounds of Phenix real space refinement using
localminimization, ADPs, and initialmodel as referencemodel to aid in
keeping the geometry observed in the crystal structures. Side chains of
themodel residues were removed at this stage due to the resolution of
the model as it is69. The quality of models was checked during refine-
ments usingMolprobity and validate-PDB server70. Formodel statistics
and quality details please see Supplementary Table 1.

EndoSE235A-Fc map principal component analysis and motion
movies
A two-bodymultibody refinement of cryoEM imageswasperformed as
a continuation of the final RELION 3D auto-refinement71. The density
corresponding to catalytically inactive EndoS was defined as body 1
and the Fc region as body 2. Masks were created for the top and
bottom halves of the consensus reconstruction using the volume
eraser tool in UCSF-Chimera65 and RELION361 and used for amultibody
refinement in RELION3. Principal component analysis was performed
on the orientations of both bodies, and movies for the first three
principal components (PCs) were written out as a series of volumes in
MRC format72 describing the relative motion of the two bodies as
described by these PCs (Supplementary Videos 1–3).

Superposition of EndoS andFc region crystal structureswith the
EndoSE235A-Fc cryoEM structure
In order to have insights on the possible location of the side chain
residues that could be involved in the enzyme-substrate interactions,
we locally compared/superimposed the high-resolution EndoS (PDB
code 6EN3) and Fc region (PDB code 2DTS) crystal structures with our
EndoSE235A-Fc cryoEM structure using the integrated sequence-
structure analysis (MatchMaker) with UCSF Chimera73.

SEC-SAXS experiments
A 50μM solution of EndoSE235A or EndoS2E186L were incubated with
250μM solution of Fc-Rituximab in 50mM Tris-HCl pH 7.5, 100mM
NaCl, 2% v/v glycerol for 10min at room temperature to form the
EndoS(2)-Fc-Rituximab complexes. Small-Angle X-ray Scattering cou-
pledwith Size Exclusion Chromatography (SEC-SAXS) data for purified
EndoSE235A, EndoS2E186L, Fc-Rituximab and the complex mixtures of
EndoSE235A-Fc-Rituximab and EndoS2E186L-Fc-Rituximab in 50mMTris-
HCl pH 7.5, 100mM NaCl, 2% v/v glycerol were collected on the B21
beamline of the Diamond Light Source, UK. 50 µL of the protein sam-
ples or the complex mixtures were injected into a Shodex KW403-4F
column and eluted at a flow rate of 150μLmin−1. Data were collected
using a Pilatus2M detector (Dectris, CH) at a sample-detector distance
of 3,914mm and a wavelength of λ = 1 Å. The range of momentum
transfer of 0.1 < s < 5 nm−1 was covered (s = 4πsinθ/λ, where θ is the
scattering angle). Data were processed and merged using standard
procedures by the program package ScÅter74 and PRIMUS75. The
maximum dimensions (Dmax), the interatomic distance distribution
functions (P(r)), and the radii of gyration (Rg) were computed using
GNOM76. The molecular mass was determined using ScÅter74. The ab
initiomultiphase reconstruction of the SAXSdata of the EndoSE235A-Fc-
Rituximab and the EndoS2E186L-Rituximab complexes were generated
using the MONSA algorithm from ATSAS77. The results and statistics
are summarized in Supplementary Table 2.

Cloning, expression and purification of EndoS mutants for ala-
nine scan experiments
Primers to introduce single ormultiplemutations or deletions into the
EndoS-CPD construct were designed using the NebBaseChanger
(https://nebasechanger.neb.com/) and PCR was carried out using the
NEB Q5 High Fidelity polymerase and manufacturer’s instructions
(Supplementary Table 3). For some of the alanine scan mutants, gene

strings wereordered fromTwist Bioscience and restriction cloned into
the EndoS-CPD vector (Supplementary Table 3). All sequences were
confirmed by Sanger sequencing at Genewiz (https://www.genewiz.
com). For expression, the plasmids were transformed into Escherichia
coliBL21 (DE3) cells and grown in 100mLof LBmedium supplemented
by 100 µgmL−1 ampicillin at 37 °C. When the culture reached an OD of
0.6–0.8, the culturewas inducedwith0.5mM IPTGand the culturewas
allowed to grow overnight at 22 °C. The cells were harvested by cen-
trifugation at 3000 × g for 20min and resuspended in 3mL of PBS pH
7.4. The cells were lysed with BugBuster according to manufacturer’s
instructions and the lysate clarified by spinning at 18,000× g for
45min. The clarified supernatant was incubated with NiNTA resin for
3 h before being washed with 10 column volumes (CV) of PBS pH 7.4.
The EndoS was then eluted with 100 µM phytic acid in PBS pH 7.4.
Protein purity was assessed by SDS-PAGE. All proteins were flash-
frozen and stored at -80°C until ready for use.

Cloning expression and purification of Fc mutants for alanine
scan experiments
The sequence for the heavy chain of Rituximab was ordered from
Thermo Fisher Scientific in the pcDNA3.4-TOPO vector for expression
in HEK293 cells. The Fc plasmid was subcloned out of this plasmid via
PCR. Primers to introduce single or multiple mutations or deletions
into the Fc plasmid were designed using the NebBaseChanger (https://
nebasechanger.neb.com/) and PCR was carried out using the NEB Q5
High Fidelity polymerase and manufacturer’s instructions (Supple-
mentary Table 3). All sequences were confirmed by Sanger sequencing
at Genewiz (https://www.genewiz.com). The Fc mutants were expres-
sed in either HEK293T (ATTC, cat. No.: CRL-3216) or Expi293 (Thermo
Fisher Scientific, cat. No.: A14527) cells. For HEK293T cells, the plas-
mids were transfected using polyethyleneimine as a transfection
agent. After transfection, cells were cultured for 96 h in Free-style F17
medium supplemented with GlutaMAX and Geneticin (Thermo Fisher
Scientific). For Expi293 cells, the plasmids were transfected as per
manufacturers protocol (MAN0007814, ThermoFisher Scientific)with
the addition of Penicillin/Streptamycinmix 24h after transfection. The
cells were cultured for 96 h before harvesting. The Fc mutants were
purified using Protein A chromatography with PBS pH 7.4 being used
as the binding buffer and 100mM sodium citrate buffer pH 3.0 as the
elution buffer. The fractions were neutralizedwith 1MTris-HCl pH 9.3.
SDS-PAGE was used to assess protein purity. The proteins were con-
centrated, flash-frozen and stored at -80°C until ready for use.

Hydrolytic activity assays
For the EndoS-Fc alanine scan, LC-MS kinetic analysis was used to
determine the reaction rate of deglycosylation by EndoS against Fc
mutants and by EndoSmutants against FcWT. 30 µL reactions were set
up containing 5 µMof the Fc variant and 1–20nMof the EndoSmutants
in PBS pH 7.4. The reactions were analyzed by LC-MS using an Agilent
1290 Infinity II LC System equipped with a 50mmPLRP-S column from
Agilent with 1000Å pore size. The LC system is attached to either an
Agilent 6545XT quadrupole-time of flight (Q-TOF) or Agilent 6560 Ion
Mobility (IM)Q-TOFmass spectrometer (Agilent, Santa Clara, CA). The
reactions were setup and placed in the LC-MS and the reactions were
sampled approximately every 15min till they reached completion. All
reactions were performed in triplicate. Relative amounts of the sub-
strate and hydrolysis products were quantified after deconvolution of
the raw data and identification of the corresponding peaks using
BioConfirm (Agilent, Santa Clara, CA).

To obtain the rate of deglycosylation of Fc by the EndoS variants
or Fc variants by EndoS, the relative proportions of the diglycosylated,
monoglycosylated and deglycosylated products were imported into
Kintek Global Kinetic Explorer78. This software fits the data to a model
via the use of nonlinear regression analysis, where parameters are
searched iteratively to determine a set of parameters which yields a
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minimum χ2value. The following model was used for all the fitted
reactions:
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Each of the independent experiments for a given set of mutations
were imported into the Kintek Global Kinetic Explorer software into
one experiment. All replicates for an experiment were fitted globally
within the software. The rates were fitted in a stepwisemanner starting
from k1, and once the value which yielded a minimum χ2 was deter-
mined the value was locked. All values except for k2 and k4 were
locked during the fitting process. Statistical significance was deter-
mined using amultiple comparisons test (Tukeymethod) in GraphPad
(Graphpad Software, La Jolla, CA).

Molecular dynamics (MD) simulations
The EndoSE235A-Fc complex obtained by cryoEM was used as starting
coordinates for all MD simulations. The different mutants were gen-
erated starting from this structure and mutating the corresponding
residues with PyMOL 2.5. The coordinates of the carbohydrate shown
in Fig. 4 of the manuscript were generated using the GLYCAM WEB
(https://glycam.org). This sugar was attached to the side chain of
Asn297 of all simulated complexes. MD simulations were performed
with AMBER 20 package79, implemented with ff14SB80, and GLYCAM
06j-1 forcefields81. The LEaPmodule ofAMBER20was used to generate
the topology and coordinate files for the MD simulations, which were
carried out using the CUDA version of the PMEMD module of the
AMBER simulation package. Each complex was immersed in a water
box with a 10Å buffer of TIP3P water molecules82 and the system was
neutralized by adding explicit counter ions (Na+). A two-stage geo-
metry optimization approach was performed with the PMEMD mod-
ule. The first stage minimizes only the positions of solvent molecules
and ions, using a 50 kcalmol−1 Å−2 harmonic potential, and the second
stage is an unrestrainedminimization of all the atoms in the simulation
cell. In both stages, 2500 steps of steepest descent minimization were
followed by 2500 steps of conjugate gradient minimization. The sys-
tems were then heated by incrementing the temperature from 0 to
300K under a constant pressure of 1 atm and periodic boundary
conditions for 2 ns. Harmonic restraints of 10 kcalmol−1 were applied
to the solute, and the Andersen temperature coupling scheme83 was
used to control and equalize the temperature. The time step was kept
at 1 fs during the heating stages. The SHAKE algorithm was applied to
constrain all bonds involving hydrogen atoms84. Long-range electro-
static effects weremodeled using the particle-mesh-Ewaldmethod85. A
real-space cut-off of 8.0 Å was applied to electrostatic and Lennard-
Jones interactions. Each system was equilibrated for 2 ns with a 2-fs
time step at a constant volume and temperature of 300K. Production
trajectories were then run for additional 1 µs under the same simula-
tion conditions. Three independent runs were performed for the
wildtype, EndoS-FcE293A and EndoSW803A-Fc complexes.

Protein expression and purification for NMR experiments
[U-15N,2H], ε-[13C,1H3]-Met, δ1-[13C1H3]- Ile, δ2-[

13C,1H3]-Leu, γ2-[13C1H3]-
Val-labeled (MILV) EndoS2, EndoS2E186L, EndoBT-3987 and EndoBT-
3987D312A/E314L were expressed following an adapted version from
previously reported protocol86. Briefly, E. coli BL21(DE3) cells con-
taining the geneof interest weregrown in 20mLof LB Lennoxmedium

(Roth) until an optical density of 600nm (OD600) > 1.5 was reached.
Ampicillin (100 µg/mL) was used as selecting agent through the
expression. Unless otherwise stated, bacteria were grown at 37 °C
under shaking (220 rpm). Cells for inoculation of 10mL M9+/D2O
minimal medium with a starting OD600 of 0.1 were harvested by cen-
trifugation, and excess of TB medium was removed. In all M9+/D2O
minimal media, 3 g L−1 of 15N-ammonium chloride (Deutero) and 3 g L−1

of deuterated 12C-glucose (1,2,3,4,5,6,6-d7, Deutero) were used as the
principal nitrogen and carbon sources, respectively. The nextmorning
2mL of the starter culture were spin-down, supernatant was removed,
and cells were transferred into 20mL of freshly prepared M9+/D2O
minimal medium. When an OD600 of 0.4 was reached, the culture
volumewas increased to 90ml and cells were grown until an OD600 of
0.6–0.8 was reached. At this point, the temperature of the incubator
was reduced to 16 °C and 10mL of M9+/D2O minimal medium con-
taining the desired labeled precursors and amino acids were added86.
Amounts of isotopically labeled precursors for selective methyl
labeling are given in Supplementary Table 4. Protein expression was
induced with the addition of 1mM or 0.5mM isopropyl β-D-1-thio-
galactopyranoside (IPTG) for EndoS2 or EndoBT constructs, respec-
tively. Cells were harvestedwhen themaximal cell density was reached
and stored at -20 °C. Labeled protein was purified28,42 and stored
at 4 °C.

Sample preparation and NMR spectroscopy
All NMR experiments were acquired on a 600MHz Avance III spec-
trometer equipped with TCI cryogenic probe at 298K, unless other-
wise stated. NMR spectra were processed with TopSpin 4.0.6 (Bruker)
or with NMRPipe87 prior to analysis. 1H chemical shifts were referenced
to the DSS-d6 peak, and

13C and 15N signals were referenced indirectly.

Enzyme kinetics by NMR spectroscopy
Rituximab-Fc was concentrated using 10 kDa MWCO Amicon Ultra-4
filters (Merck) and the buffer was exchanged against NMR
kinetics buffer, which contained 20mM Tris-d11 (Eurisotop) pH 7.50,
50mM NaCl, 0.1mM 2,2-Dimethyl-2-silapentane-5-sulfonate-d6 (DSS-
d6, Sigma-Aldrich) and 0.02% NaN3 in 8% D2O (Eurisotop, 99.96%).
Samples were prepared per duplicate at 3, 5, 10, 20 and 40 µM
Rituximab-Fc. All samples contained a final 160 µl volume in 3mm
NMR tubes.

For each kinetics experiment, the sample was introduced in the
magnet, locked, matched, tuned, shimmed and the 90° pulse was
calibrated. The temperature was allowed to equilibrate for 5min and
one perfect CPMG was acquired as reference (for details on the pulse
sequence see Supplementary Fig. 18). The sample was removed from
the magnet, 1 nM EndoS2wt (2 µl) was added directly into the NMR
tube, mixed 3x by inversion and the tube was immediately inserted
into themagnet. After locking and shimming, a series of perfect CPMG
spectra were recorded for a maximum of 24 h. From enzyme addition
to the beginning of the first acquisition a max. of 3min 20 s were
measured, although <3min were normally required. Perfect CPMGs
were acquired with an echo time τ of 0.3ms and a total T2 relaxation
time of 39.6ms, T1 relaxation delay (D1) of 1 s, 32 transients, 4, 32 or 64
dummy scans, an FID size of 32k and 12 ppm sweep width, with a total
experimental time of 2min. After completion of the reaction, a perfect
CPMGs was acquired with a T1 relaxation delay (D1) of 20 s to correct
for insufficient T1 relaxation.

Reaction time-courses were analyzed from the corrected integrals
(Icor) obtained from the composite signal between 2.08-2.11 ppm,
which corresponds to N-acetylglucosamine and N-acetylneuraminic
acid moieties of cleaved N-glycans (Supplementary Fig. 19a). Icor were
calculated according to Eq. 1.

Icor = ðIn � Iref ÞC ð1Þ
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where In corresponds to the integral of the nth experiment after the
addition of enzyme, Iref indicates the integral of the reference experi-
ment (previous to enzyme addition) and C denotes a correction factor
for insufficient T1 relaxation, calculated as the ratio between the inte-
grals of the experiment acquired with D1 = 20 s and the last spectrum
recorded with D1 = 1 s. Icor were plotted against time to generate
reaction time-courses (Supplementary Fig. 19b),whichwere thenfitted
to a single exponential decay Eq. 2. Initial enzyme cycling velocity v0
was approximated as the first derivative of Eq. 2 evaluated at time = 0
(Eq. 3).

IcorðtÞ= 1� eð�t�aÞ ð2Þ

v0 =
dð1� e�t�aÞ

dt
∣
t =0

=a ð3Þ

Initial enzyme cycling velocities v0 were plotted against the initial
concentration of complex glycan covalently attached to Fc or [S]0,
which corresponds to two times the Fc concentration. Fitting to the
Michaelis-Menten equation Eq. 4 afforded the substrate
concentration-dependence of enzyme activation (KM) and the max-
imum velocity (Vmax). The maximum enzyme catalytic rate (kcat) was
calculated as Vmax/[Enzyme]0. Fittings were performed using in-house
Matlab R2019b script, and errors are given as one standard deviation.

v0 =
Vmax½S�0
KM + ½S�0

ð4Þ

where

KM =
kof f + kcat

kon
ð5Þ

Synthesis and purification of Rituximab-Fc aglycan and CTn-1

glycan
Rituximab-Fc aglycan was obtained by pooling the products of the
enzymatic reactions of Rituximab-Fc with EndoS2 used for enzyme
kinetics. Rituximab-Fc aglycan was separated from EndoS2 and free
glycans by size exclusion chromatography (HiLoad 16/600 Superdex
200pg, GE), using 20mM Tris-HCl buffer pH 7.5, 50mM NaCl as buf-
fer. Fractions showing desired protein in UV (280nm) were pooled,
concentrated and the buffer was exchanged against NMR titration
buffer as explained above. The final stock solution contained a con-
centration of 323 µM Rituximab-Fc aglycan.

The CT27,88 and HM42,89,90 glycan were synthesized following stan-
dard protocols. Glycan CTn-1 was obtained by digestion of CT with
EndoS2 as explained in the previous chapter (enzyme kinetics by NMR
spectroscopy). After reaction completion samples were lyophilized,
dissolved in H2O and the reaction product CTn-1 was isolated by HPLC
(Jasco Extrema) using a semipreparative VP 250/21 Nucleosil 100-7 C18
column (Macherey-Nagel, cat. No.: 715352) applying as solvents H2O
and MeOH (both with 0.01% TFA) with a flow of 10ml/min and the
following gradients: 20min 0% MeOH followed by 70min 0% to 20%
MeOH. Fractions of 10ml were collected, and the desired sugar eluted
in fractions 10 to 12, which were pulled together and lyophilized.

Assignment of 1H,13C NMR signals from CT, CTn-1 and HM
carbohydrates
The identity and purity of CT, CTn-1 and HM carbohydrates was con-
firmed by NMR prior titrations. For this end, all NMR signals from
1H,13C-HSQC spectra from samples were assigned. Samples contained
0.25mM to 2.0mM carbohydrate concentrations in 50mM natrium
phosphate buffer pH 7.30, 50mMNaCl, 100 µMTSP-d4, 0.02%NaN3 in
D2O in 3mm NMR tubes at 160 µl total sample volume. Data was

apodized with a QSINE window function, FIDs were zero-filled and
forward linear-predicted in the indirect dimension prior Fourier-
transformation (128 LP coefficients), affording a 4096 × 4096 data
matrix. Spectra were manually phased and peak peaking was per-
formed using CCPNMR Analysis 2.4.2 software suit86. Supplementary
Fig. 20 shows a cartoon representation and the chemical structure of
the assigned carbohydrates. Experimental details used for the assign-
ment and 1H/13C chemical shifts are listed in Supplementary Table 5.
Assignments are shown in Supplementary Fig. 21 and Supplementary
Table 6. Assignments were in excellent agreement with previously
reported frequencies91,92. All experiments for the assignment of car-
bohydrates were acquired at 310K.

Titration of selectively MILV methyl-labeled enzymes with car-
bohydrates, Rituximab-Fc, Rituximab-Fc aglycan and CaCl2
MILV methyl-labeled proteins were transferred into NMR titration
buffer using 2mL ZebaTM Spin Desalting Columns (Thermo Fischer
Scientific), which contained 20mM Tris-d11 pH* 7.50, 50mM NaCl,
0.1mMDSS-d6 and 0.02%NaN3 inD2O. Protein samples were prepared
at 45 – 128 µM protein concentration at 160 µl final volume in 3mm
NMR tubes. Protein concentrations were determined after buffer
exchange by UV absorbance at 280nm with ε = 104.17M−1cm−1 for
EndoS2 and EndoS2E186L, and with ε = 62.23M−1cm−1 for EndoBT-3987
and EndoBT-3987D312A/E314L.

CT, CTn-1, HM and CaCl2 used for titrations were dissolved in D2O
and lyophilized twice. Final stock solutions were prepared at high
concentrations in NMR titration buffer, and the pH* was carefully
readjusted to 7.50. Rituximab-Fc was buffer exchanged against NMR
titration buffer using 2mL ZebaTM Spin Desalting Columns and con-
centrated to a final 380 µM concentration stock solution.

1H,13C HMQC spectra (methyl TROSY)37 were acquiredwith 107ms
acquisition time and a spectral window of 4 ppm in the direct
dimension. In the indirect dimension, the spectral window was set to
22 or 24 ppm with 512 or 256 increments. The relaxation delay was set
to 1.5 s and 4 to 16 transients were acquired. Data was apodized with a
QSINE window function, FIDs were zero-filled and forward linear-
predicted (64LP coefficients)prior Fourier-transformation, affording a
2048 × 2048 data matrix with a spectral resolution of 1.17 Hz and
1.62Hz in the direct and indirect dimensions, respectively.

Lineshape analysis of cross peaks of 1H,13CHMQC spectra ofMILV-
labeled samples with the program TITAN v1.6.−12-g904138 was per-
formed using Matlab R2019b for titrations shown in Table 1. Spectra
were processed in NMRPipe87 prior to analysis. A representative
example of the shell scripts used is compiled in Supplementary
Table 7. We selected a two states bindingmodel as the simplestmodel
appropriately describing the experimental results. For each titration
series the fitting algorithm was as follows: first, linewidths and che-
mical shift were fitted using the spectrum from the apo form. Next,
linewidths and chemical shift of the fully bound state were fitted using
the spectrum of the protein at highest ligand concentration. Line-
widths, off-rate constant koff and dissociation constant KD were finally
fitted from spectra of all titration points and using previously deter-
mined linewidths and chemical shifts as starting values. Parameter
uncertainties were obtained by bootstrap error analysis with 100
iterations.

Titrations of CaCl2 showed fast-exchange in the NMR time-scale
between the unbound and bound forms. Therefore, signal position
were extracted with CCPNMR Analysis v2.4.2 software package93 and
used to obtain Euclidean chemical shift perturbances (CSPs)measured
as Euclidian distances ΔνEucl according to Eq. 6:

4vEucl =
ffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffi
4v2H +4v2C

q
ð6Þ

with4vH and4vC being the CSPs in the respective dimension in Hz. In
a simple two states model, observed CSPs4νobs at a given total ligand
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concentration Lt are linked to the dissociation constant KD via the law
of mass action36 (Eq. 7).

4νobs =
Pt + Lt +KD

� ��
ffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffi
Pt + Lt +KD

� �2 � 4PtLt

q

2Pt
4νmax

ð7Þ

where Pt is the total protein concentration, and4νmax is themaximum
CSP at ligand saturation for each signal. Global fittingswereperformed
using in-house Matlab R2019b script. Errors were determined from a
Monte Carlo approach with 100 iterations94, and are given as one
standard deviation.

1H,15N HSQC-TROSY spectra and determination of rotational
correlation times τc
[U−15N,2H] MILV methyl-labeled proteins were buffer exchanged 2mL
ZebaTM Spin Desalting Columns against the following buffer: 20mM
Tris-d11 pH* 7.50, 50mM NaCl, 0.1mM DSS-d6 and 0.02% NaN3 in 8%
D2O. Two samples containing EndoS2E186L and EndoBTD312A/E314L were
prepared at 71.5 µM or 74.4 µM protein concentrations, respectively.
Samples were allowed to deuterium-hydrogen back exchange for
5 days at 6 °C, and then measured in 3mm NMR tubes at a final 160 µl
volume. 1H,15N HSQC-TROSY spectra were acquired with 128ms
acquisition time and a spectral window of 13.3 ppm in the direct
dimension. In the indirect dimension, the spectral window was set to
45 ppmwith 512 increments. The relaxationdelaywas set to 1.5 s and 16
(EndoBT-3987D312A/E314L) or 48 (EndoS2E186L) transients were acquired.
Datawas apodizedwith aQSINEwindow function, FIDswere zero-filled
and forward linear-predicted (16 LP coefficients) prior Fourier-trans-
formation, affording a 4096 × 1024 data matrix with a spectral reso-
lution of 1.95Hz and 2.67Hz in the direct and indirect dimensions,
respectively.

Rotational correlation times τc of MILV EndoS2E186L and
EndoBTD312A/E314L proteins have been estimated from the samples
prepared above using 1H,15N-TRACT experiments95. The relaxation
delay was set to 2 s. Experiments weremeasured for 40 transients with
30 increasing delays of up to 1.5 s. Data were integrated from 8−10
ppm, normalized and fitted to an exponential decay model for deter-
mination of average 15N Rα and Rβ.

Reporting summary
Further information on research design is available in the Nature
Portfolio Reporting Summary linked to this article.

Data availability
The atomic coordinates of EndoSE235A-Fc have been deposited in the
Protein Data Bank (PDB) under the accession code 8A64, and the
cryoEM map are deposited in the Electron Microscopy Data Bank
(EMDB) under the accession code EMD−15205. Previously published
PDB structures used in this study are available under the accession
codes: 6MDS, 4NUY, 2DTS, 1H3X and 6EN3. All other data are available
from the corresponding authors upon request. Source data are pro-
vided with this paper.

References
1. Walker, M. J. et al. Disease manifestations and pathogenic

mechanisms of Group A Streptococcus. Clin. Microbiol. Rev. 27,
264–301 (2014).

2. Nizet, V. Understanding how leading bacterial pathogens subvert
innate immunity to reveal novel therapeutic targets. J. Allergy Clin.
Immunol. 120, 13–22 (2007).

3. Collin, M. & Olsén, A. EndoS, a novel secreted protein from Strep-
tococcus pyogenes with endoglycosidase activity on human IgG.
EMBO J. 20, 3046–3055 (2001).

4. Sjögren, J. et al. EndoS2 is a unique and conserved enzyme of
serotype M49 group A Streptococcus that hydrolyzes N-linked

glycans on IgG and α1-acid glycoprotein. Biochem. J. 455,
107–118 (2013).

5. Arnold, J. N., Wormald, M. R., Sim, R. B., Rudd, P. M. & Dwek, R. A.
The impact of glycosylation on thebiological function and structure
of human immunoglobulins. Annu. Rev. Immunol. 25, 21–50 (2007).

6. Nimmerjahn, F. & Ravetch, J. V. Fcgamma receptors as regulators of
immune responses. Nat. Rev. Immunol. 8, 34–47 (2008).

7. Shields, R. L. et al. High resolution mapping of the binding site on
human IgG1 for Fc gamma RI, Fc gamma RII, Fc gamma RIII, and
FcRn and design of IgG1 variants with improved binding to the Fc
gamma R. J. Biol. Chem. 276, 6591–6604 (2001).

8. Ferrara, C. et al. Uniquecarbohydrate-carbohydrate interactions are
required for high affinity binding between FcgammaRIII and anti-
bodies lacking core fucose. Proc. Natl Acad. Sci. USA 108,
12669–12674 (2011).

9. Naegeli, A. et al. Streptococcus pyogenes evades adaptive immu-
nity through specific IgG glycan hydrolysis. J. Exp. Med 216,
1615–1629 (2019).

10. Collin, M. & Björck, L. Toward clinical use of the IgG cpecific
enzymes IdeS and EndoS against antibody-mediated diseases.
Methods Mol. Biol. Clifton NJ 1535, 339–351 (2017).

11. Collin, M., Shannon, O. & Bjorck, L. IgG glycan hydrolysis by a
bacterial enzyme as a therapy against autoimmune conditions.
Proc. Natl Acad. Sci. 105, 4265–4270 (2008).

12. Lood, C. et al. IgG glycan hydrolysis by endoglycosidase S dimin-
ishes the proinflammatory properties of immune complexes from
patients with systemic lupus erythematosus: a possible new treat-
ment? Arthritis Rheum. 64, 2698–2706 (2012).

13. Mihai, S. et al. In vivo enzymatic modulation of IgG antibodies
prevents immune complex-dependent skin injury. Exp. Dermatol.
26, 691–696 (2017).

14. Li, C. & Wang, L. X. Chemoenzymatic methods for the synthesis of
glycoproteins. Chem. Rev. 118, 8359–8413 (2018).

15. Wang, L. X., Tong, X., Li, C., Giddens, J. P. & Li, T. Glycoengineering
of antibodies for modulating functions. Annu. Rev. Biochem. 88,
433–459 (2019).

16. Du, J. J., Klontz, E. H., Guerin, M. E., Trastoy, B. & Sundberg, E. J.
Structural insights into the mechanisms and specificities of IgG-
active endoglycosidases. Glycobiology 30, 268–279 (2020).

17. Trastoy, B. et al. Sculpting therapeutic monoclonal antibody
N-glycans using endoglycosidases. Curr. Opin. Struct. Biol. 72,
248–259 (2022).

18. Zhang, X. et al. General and robust chemoenzymatic method for
glycan-mediated site-specific labeling and conjugation of anti-
bodies: facile synthesis of homogeneous antibody-drug con-
jugates. ACS Chem. Biol. 16, 2502–2514 (2021).

19. Shi, W. et al. One-step synthesis of site-specific antibody-drug
conjugates by reprograming IgG glycoengineering with LacNAc-
based substrates. Acta Pharm. Sin. B 12, 2417–2428 (2022).

20. Pučić, M. et al. High throughput isolation and glycosylation analysis
of IgG–variability and heritability of the IgG glycome in three iso-
lated human populations. Mol. Cell. Proteom. 10,
M111.010090 (2011).

21. Mimura, Y. et al. Glycosylation engineering of therapeutic IgG
antibodies: challenges for the safety, functionality and efficacy.
Protein Cell 9, 47–62 (2018).

22. Lu, R.-M. et al. Development of therapeutic antibodies for the
treatment of diseases. J. Biomed. Sci. 27, 1 (2020).

23. Huang, W., Giddens, J., Fan, S.-Q. Q., Toonstra, C. & Wang, L.-X. X.
Chemoenzymatic glycoengineering of intact IgG antibodies for
gain of functions. J. Am. Chem. Soc. 134, 12308–12318 (2012).

24. Li, T., Tong, X., Yang, Q., Giddens, J. P. &Wang, L. X. Glycosynthase
mutants of endoglycosidase S2 show potent transglycosylation
activity and remarkably relaxed substrate specificity for antibody
glycosylation remodeling. J. Biol. Chem. 29, 16508–16518 (2016).

Article https://doi.org/10.1038/s41467-023-37215-3

Nature Communications |         (2023) 14:1705 16

http://doi.org/10.2210/pdb8A64/pdb
https://www.ebi.ac.uk/pdbe/entry/emdb/EMD&#x02212;15205
http://doi.org/10.2210/pdb6MDS/pdb
http://doi.org/10.2210/pdb4NUY/pdb
http://doi.org/10.2210/pdb2DTS/pdb
http://doi.org/10.2210/pdb1H3X/pdb
http://doi.org/10.2210/pdb6EN3/pdb


25. Majewska, N. I., Tejada, M. L., Betenbaugh, M. J. & Agarwal, N.
N-glycosylation of IgG and IgG-like recombinant therapeutic pro-
teins: Why is it important and how can we control it? Annu Rev.
Chem. Biomol. Eng. 7, 311–338 (2020).

26. Trastoy, B. et al. Crystal structure of Streptococcus pyogenes
EndoS, an immunomodulatory endoglycosidase specific for human
IgG antibodies. Proc. Natl Acad. Sci. 111, 6714–6719 (2014).

27. Trastoy, B. et al. Structural basis for the recognition of complex-
typeN-glycansbyEndoglycosidaseS.Nat.Commun.9, 1874 (2018).

28. Klontz, E. H. et al. Molecular basis of broad spectrum N-glycan
specificity and processing of therapeutic IgG monoclonal anti-
bodies by endoglycosidase S2. ACS Cent. Sci. 5, 524–538 (2019).

29. Kastner, B. et al. GraFix: Sample preparation for single-particle
electron cryomicroscopy. Nat. Methods 5, 53–55 (2008).

30. Krissinel, E. & Henrick, K. Inference of macromolecular assemblies
from crystalline State. J. Mol. Biol. 372, 774–797 (2007).

31. García-Alija, M. et al. Mechanism of cooperative N-glycan proces-
sing by the multi-modular endoglycosidase EndoE. Nat. Commun.
13, 1137 (2022).

32. Dixon, E. V. et al. Fragments of bacterial endoglycosidase S and
immunoglobulin G reveal subdomains of each that contribute to
deglycosylation. J. Biol. Chem. 289, 13876–13889 (2014).

33. Aytenfisu, A. H. et al. Insights into substrate recognition and spe-
cificity for IgG by Endoglycosidase S2. PLoS Comput. Biol. 17,
e1009103 (2021).

34. Borrok, M. J., Jung, S. T., Kang, T. H., Monzingo, A. F. & Georgiou, G.
Revisiting the role of glycosylation in the structure of human IgG Fc.
ACS Chem. Biol. 7, 1596–1602 (2012).

35. Yanaka, S. et al. Dynamic views of the Fc region of immunoglobulin
G provided by experimental and computational observations.
Antibodies Basel Switz. 8, 39 (2019).

36. Williamson, M. P. Using chemical shift perturbation to characterise
ligand binding. Prog. Nucl. Magn. Reson. Spectrosc. 73, 1–16 (2013).

37. Tugarinov, V., Hwang, P. M., Ollerenshaw, J. E. & Kay, L. E. Cross-
correlated relaxation enhanced 1H[bond]13C NMR spectroscopy of
methyl groups in very high molecular weight proteins and protein
complexes. J. Am. Chem. Soc. 125, 10420–10428 (2003).

38. Waudby, C. A., Ramos, A., Cabrita, L. D. & Christodoulou, J. Two-
dimensional NMR lineshape analysis. Sci. Rep. 6, 24826 (2016).

39. Schütz, S. & Sprangers, R. Methyl TROSY spectroscopy: A versatile
NMR approach to study challenging biological systems. Prog. Nucl.
Magn. Reson. Spectrosc. 116, 56–84 (2020).

40. Tugarinov, V., Kanelis, V. & Kay, L. E. Isotope labeling strategies for
the study of high-molecular-weight proteins by solution NMR
spectroscopy. Nat. Protoc. 1, 749–754 (2006).

41. Tugarinov, V. & Kay, L. E. An isotope labeling strategy for methyl
TROSY spectroscopy. J. Biomol. NMR 28, 165–172 (2004).

42. Trastoy, B. et al. Structural basis of mammalian high-mannose N-
glycan processing by human gut Bacteroides. Nat. Commun. 11,
899 (2020).

43. Trastoy, B. et al. GH18 endo-β-N-acetylglucosaminidases use dis-
tinct mechanisms to process hybrid-type N-linked glycans. J. Biol.
Chem. 297, 101011 (2021).

44. Waddling, C. A., Plummer, T. H. J. & Tarentino, A. L. & Van Roey, P.
Structural basis for the substrate specificity of endo-beta-N-
acetylglucosaminidase F3. Biochemistry 39, 7878–7885 (2000).

45. Deisenhofer, J. Crystallographic refinement and atomicmodels of a
human Fc fragment and its complex with fragment B of protein A
from Staphylococcus aureus at 2.9- and 2.8-A resolution. Bio-
chemistry 20, 2361–2370 (1981).

46. Sauer-Eriksson, A. E., Kleywegt, G. J., Uhlén,M. & Jones, T. A. Crystal
structure of the C2 fragment of streptococcal protein G in complex
with the Fc domain of human IgG. Struct. Lond. Engl. 1993 3,
265–278 (1995).

47. Burmeister, W. P., Huber, A. H. & Bjorkman, P. J. Crystal structure of
the complex of rat neonatal Fc receptor with Fc. Nature 372,
379–383 (1994).

48. Ey, P. L., Prowse, S. J. & Jenkin, C. R. Isolation of pure IgG1, IgG2a
and IgG2b immunoglobulins from mouse serum using protein
A-sepharose. Immunochemistry 15, 429–436 (1978).

49. Akerström, B. & Björck, L. A physicochemical study of protein G, a
molecule with unique immunoglobulin G-binding properties. J.
Biol. Chem. 261, 10240–10247 (1986).

50. Raghavan, M., Bonagura, V. R., Morrison, S. L. & Bjorkman, P. J.
Analysis of the pH dependence of the neonatal Fc receptor/
immunoglobulin G interaction using antibody and receptor var-
iants. Biochemistry 34, 14649–14657 (1995).

51. Oganesyan, V. et al. Structural insights into neonatal Fc receptor-
based recyclingmechanisms. J. Biol. Chem. 289, 7812–7824 (2014).

52. Martin,W. L.,West, A. P. J., Gan, L. & Bjorkman, P. J. Crystal structure
at 2.8 A of an FcRn/heterodimeric Fc complex: mechanism of pH-
dependent binding. Mol. Cell 7, 867–877 (2001).

53. Strauch, E.-M., Fleishman, S. J. & Baker, D. Computational design of
a pH-sensitive IgG binding protein. Proc. Natl Acad. Sci. USA 111,
675–680 (2014).

54. Vanderschaeghe, D. et al. Endoglycosidase S enables a highly
simplified clinical chemistry procedure for direct assessment of
serum IgG undergalactosylation in chronic inflammatory disease.
Mol. Cell. Proteom. MCP 17, 2508–2517 (2018).

55. Albert, H., Collin, M., Dudziak, D., Ravetch, J. V. & Nimmerjahn, F. In
vivo enzymatic modulation of IgG glycosylation inhibits auto-
immune disease in an IgG subclass-dependent manner. Proc. Natl
Acad. Sci. USA 105, 15005–15009 (2008).

56. Barb, A. W. & Prestegard, J. H. NMR analysis demonstrates immu-
noglobulin G N-glycans are accessible and dynamic. Nat. Chem.
Biol. 7, 147–153 (2011).

57. Yamaguchi, Y. & Barb, A. W. A synopsis of recent developments
defining how N-glycosylation impacts immunoglobulin G structure
and function. Glycobiology 30, 214–225 (2020).

58. Subedi, G. P. & Barb, A. W. The structural role of antibody
N-glycosylation in receptor interactions. Struct. Lond. Engl. 1993
23, 1573–1583 (2015).

59. Stark, H. GraFix: Stabilization of fragile macromolecular complexes
for single particle Cryo-EM.Methods Enzymol. 481, 109–126 (2010).

60. Kandiah, E. et al. CM01: A facility for cryo-electron microscopy at
the European synchrotron. Acta Crystallogr. Sect. Struct. Biol. 75,
528–535 (2019).

61. Zivanov, J., Nakane, T. & Scheres, S. H. W. Estimation of high-order
aberrations and anisotropicmagnification fromcryo-EMdata sets in
RELION-3.1. IUCrJ 7, 253–267 (2020).

62. Punjani, A., Rubinstein, J. L., Fleet, D. J. & Brubaker, M. A. cryoS-
PARC: algorithms for rapid unsupervised cryo-EM structure deter-
mination. Nat. Methods 14, 290–296 (2017).

63. Punjani, A., Zhang, H. & Fleet, D. J. Non-uniform refinement: adap-
tive regularization improves single-particle cryo-EM reconstruction.
Nat. Methods 17, 1214–1221 (2020).

64. Cardone,G.,Heymann, J. B. &Steven, A.C.Onenumberdoesnotfit
all: mapping local variations in resolution in cryo-EM reconstruc-
tions. J. Struct. Biol. 184, 226–236 (2013).

65. Pettersen, E. F. et al. UCSF Chimera—A visualization system for
exploratory research and analysis. J. Comput. Chem. 25,
1605–1612 (2004).

66. Adams, P. D. et al. PHENIX: A comprehensive Python-based system
for macromolecular structure solution. Acta Crystallogr. D. Biol.
Crystallogr. 66, 213–221 (2010).

67. Afonine, P. V. et al. Real-space refinement in PHENIX for cryo-EM
and crystallography. Acta Crystallogr. Sect. Struct. Biol. 74,
531–544 (2018).

Article https://doi.org/10.1038/s41467-023-37215-3

Nature Communications |         (2023) 14:1705 17



68. Emsley, P. & Cowtan, K. Coot: Model-building tools for molecular
graphics. Acta Crystallogr. D. Biol. Crystallogr. D60,
2126–2132 (2004).

69. Casañal, A., Shakeel, S. & Passmore, L. A. Interpretation of medium
resolution cryoEM maps of multi-protein complexes. Curr. Opin.
Struct. Biol. 58, 166–174 (2019).

70. Chen, V. B. et al. MolProbity: All-atom structure validation for
macromolecular crystallography. Acta Crystallogr. D. Biol. Crystal-
logr. 66, 12–21 (2010).

71. Nakane, T., Kimanius, D., Lindahl, E. & Scheres, S. H. Characterisa-
tion of molecular motions in cryo-EM single-particle data by multi-
body refinement in RELION. eLife 7, e36861 (2018).

72. Crowther, R. A., Henderson, R. &Smith, J.M.MRC imageprocessing
programs. J. Struct. Biol. 116, 9–16 (1996).

73. Meng, E. C., Pettersen, E. F., Couch, G. S., Huang, C.C. & Ferrin, T. E.
Tools for integrated sequence-structure analysis with UCSF Chi-
mera. BMC Bioinforma. 7, 339 (2006).

74. Rambo, R. P. & Tainer, J. A. Characterizing flexible and intrinsically
unstructured biological macromolecules by SAS using the Porod-
Debye law. Biopolymers 95, 559–571 (2011).

75. Petoukhov, M. V. et al. New developments in the ATSAS program
package for small-angle scattering data analysis. J. Appl. Crystal-
logr. 45, 342–350 (2012).

76. Svergun, D. I. Determination of the regularization parameter in
indirect-transform methods using perceptual criteria. J. Appl.
Crystallogr. 25, 495–503 (1992).

77. Tuukkanen, A. T., Kleywegt, G. J. & Svergun, D. I. Resolution of ab
initio shapes determined from small-angle scattering. IUCrJ 3,
440–447 (2016).

78. Johnson, K. A. Fittingenzymekinetic datawithKinTekGlobal Kinetic
Explorer. Methods Enzymol. 467, 601–626 (2009).

79. Case,D.A. et al. AMBER2020,UniversityofCalifornia, San Francisco
(2020).

80. Maier, J. A. et al. ff14SB: improving the accuracy of protein side
chain and backbone parameters from ff99SB. J. Chem. Theory
Comput. 11, 3696–3713 (2015).

81. Kirschner, K. N. et al. GLYCAM06: a generalizable biomolecular
force field. Carbohydrates. J. Comput. Chem. 29, 622–655 (2008).

82. Jorgensen, W. L., Chandrasekhar, J. & Madura, J. D. Comparison of
simple potential functions for simulating liquid water. J. Chem.
Phys. 79, 926–935 (1983).

83. Andersen,H.C.NoTitleMolecular dynamics simulations at constant
pressure and/or temperature. J. Chem. Phys. 72, 2384–2393 (1980).

84. Miyamoto, S. & Kollman, P. A. Settle: An analytical version of the
SHAKE and RATTLE algorithm for rigid water model. J. Comput.
Chem. 13, 952–962 (1992).

85. Darden, T. & York, D. Particle mesh Ewald: An N⋅log(N) method for
Ewald sums in large systems. J. Chem. Phys. 98,
10089–10092 (1993).

86. Müller-Hermes, C., Creutznacher, R. & Mallagaray, A. Complete
assignment of Ala, Ile, Leu(ProS), Met and Val(ProS) methyl groups
of the protruding domain fromhuman norovirus GII.4 Saga. Biomol.
NMR Assign. 14, 123–130 (2020).

87. Delaglio, F. et al. NMRPipe: a multidimensional spectral processing
system based on UNIX pipes. J. Biomol. NMR 6, 277–293 (1995).

88. Seko, A. et al. Occurence of a sialylglycopeptide and free sia-
lylglycans in hen’s egg yolk. Biochim. Biophys. Acta 1335,
23–32 (1997).

89. Wang, L. X., Ni, J., Singh, S. & Li, H. Binding of high-mannose-type
oligosaccharides and synthetic oligomannose clusters to human
antibody 2G12: implications for HIV−1 vaccine design. Chem. Biol.
11, 127–134 (2004).

90. Toonstra, C., Wu, L., Li, C., Wang, D. & Wang, L. X. Top-down che-
moenzymatic approach to synthesizing diverse high-mannose N-
glycans and related neoglycoproteins for carbohydrate microarray
analysis. Bioconjug. Chem. 29, 1911–1921 (2018).

91. Unione, L. et al. Glycoprofile analysis of an intact glycopro-
tein as inferred by NMR spectroscopy. ACS Cent. Sci. 5,
1554–1561 (2019).

92. Schubert, M., Walczak, M. J., Aebi, M. & Wider, G. Posttranslational
modifications of intact proteins detected by NMR spectroscopy:
application to glycosylation. Angew. Chem. Int. Ed. Engl. 54,
7096–7100 (2015).

93. Vranken, W. F. et al. The CCPN data model for NMR spectro-
scopy: development of a software pipeline. Proteins 59,
687–696 (2005).

94. Arai, M., Ferreon, J. C. & Wright, P. E. Quantitative analysis of mul-
tisite protein-ligand interactions by NMR: binding of intrinsically
disordered p53 transactivation subdomains with the TAZ2 domain
of CBP. J. Am. Chem. Soc. 134, 3792–3803 (2012).

95. Lee, D., Hilty, C., Wider, G. & Wüthrich, K. Effective rotational cor-
relation times of proteins from NMR relaxation interference. J.
Magn. Reson. San. Diego Calif. 1997 178, 72–76 (2006).

96. Kagawa, T. F. et al. Crystal structure of the zymogen form of the
group A Streptococcus virulence factor SpeB: an integrin-
binding cysteine protease. Proc. Natl Acad. Sci. USA 97,
2235–2240 (2000).

97. Wenig, K. et al. Structure of the streptococcal endopeptidase IdeS,
a cysteine proteinase with strict specificity for IgG. Proc. Natl Acad.
Sci. USA 101, 17371–17376 (2004).

98. Collin, M. & Olsén, A. Extracellular enzymes with immunomodu-
lating activities: variations on a theme in Streptococcus pyogenes.
Infect. Immun. 71, 2983–2992 (2003).

Acknowledgements
This work was supported by the MICINN grant PID2019-105649RB-I00
(M.E.G.), MINECO/FEDER EU grant Severo Ochoa Excellence Accred-
itation grant SEV-2016-0644 (M.E.G.), Basque Government contract
KK-2021-00034 and KK-2022/00107 (M.E.G.), National Institutes of
Health grant R01AI149297 (E.J.S., L.-X.W., and M.E.G.), National Insti-
tutes of Health grant R01GM096973 (L.-X.W.), European Union Horizon
2020, Marie Skłodowska-Curie grant 844905 and “Ramón y Cajal”
fellow from the Spanish Ministry of Economy and Competitiveness
(B.T.), La Caixa Foundation grant LCF/BQ/DR19/11740011 (M.G.-A),
European Fonds for Regional Development, LPW-E/1.1.2/857 (A.M.),
Agencia Estatal Investigación of Spain (AEI, RTI-2018-099592-B-C21,
F.C.), European Union’s Horizon 2020 research and innovation pro-
gram under the Marie Skłodowska Curie grant agreement no.
956544 (F.C.). We acknowledge the European Synchrotron Radiation
Facility for provision of beamtime on CM01 and thank D. Traore for
excellent continuous support (proposal MX-2263). We also acknowl-
edge Diamond Light Source and N. Cowieson and R. P. Rambo for
excellent user support at beamline B21 (proposals mx1534 and
mx28360).

Author contributions
B.T., J.J.D., L.-X.W., F.C., A.M., E.J.S. and M.E.G., conceived the project.
B.T., J.J.D., J.O.C., L.R., M.G.-A., E.H.K., D.D., N.S., C.G.H., M.W.F., C.L.,
D.E.S., F.C. andA.M., performed the experiments. B.T., J.J.D., J.O.C., F.C.,
A.M., E.J.S. and M.E.G., analyzed the results. B.T., J.J.D., F.C., A.M., E.J.S.
and M.E.G., wrote the paper.

Competing interests
The authors declare no competing interests.

Article https://doi.org/10.1038/s41467-023-37215-3

Nature Communications |         (2023) 14:1705 18



Additional information
Supplementary information The online version contains
supplementary material available at
https://doi.org/10.1038/s41467-023-37215-3.

Correspondence and requests for materials should be addressed to
Beatriz Trastoy, AlvaroMallagaray, Eric J. SundbergorMarcelo E.Guerin.

Peer review information Nature Communications thanks the anon-
ymous reviewers for their contribution to the peer review of this work.

Reprints and permissions information is available at
http://www.nature.com/reprints

Publisher’s note Springer Nature remains neutral with regard to jur-
isdictional claims in published maps and institutional affiliations.

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,
adaptation, distribution and reproduction in any medium or format, as
long as you give appropriate credit to the original author(s) and the
source, provide a link to the Creative Commons license, and indicate if
changes were made. The images or other third party material in this
article are included in the article’s Creative Commons license, unless
indicated otherwise in a credit line to the material. If material is not
included in the article’s Creative Commons license and your intended
use is not permitted by statutory regulation or exceeds the permitted
use, you will need to obtain permission directly from the copyright
holder. To view a copy of this license, visit http://creativecommons.org/
licenses/by/4.0/.

© The Author(s) 2023

Article https://doi.org/10.1038/s41467-023-37215-3

Nature Communications |         (2023) 14:1705 19

https://doi.org/10.1038/s41467-023-37215-3
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	Mechanism of antibody-specific deglycosylation and immune evasion by Streptococcal IgG-specific endoglycosidases
	Results
	The architecture of the EndoS-IgG1 Fc region complex
	The EndoS GH domain interacts with the N-glycan and the C&#x003B3;2 domain of the Fc region
	The EndoS β-sandwich domain confers IgG specificity through a protein-protein interaction with the Fc region
	EndoS-Fc protein-protein interactions are critical for glycoside hydrolase activity
	EndoS and EndoS2 deglycosylate the two glycans of the IgG Fc homodimer sequentially
	The sterically constrained glycan binding site of EndoS2 prevents deglycosylation of potential non-IgG glycoprotein substrates

	Discussion
	Methods
	Expression and purification of EndoS and EndoS2 wildtype and EndoS and EndoS2 mutants
	Purification of Fc-Rituximab
	Preparation and purification of the cross-linked EndoSE235A-Fc-Rituximab complex
	Negative-stained electron microscopy
	Cryo-EM specimen preparation and screening
	CryoEM data collection
	CryoEM single-particle data processing
	Model building and refinement
	EndoSE235A-Fc map principal component analysis and motion movies
	Superposition of EndoS and Fc region crystal structures with the EndoSE235A-Fc cryoEM structure
	SEC-SAXS experiments
	Cloning, expression and purification of EndoS mutants for alanine scan experiments
	Cloning expression and purification of Fc mutants for alanine scan experiments
	Hydrolytic activity assays
	Molecular dynamics (MD) simulations
	Protein expression and purification for NMR experiments
	Sample preparation and NMR spectroscopy
	Enzyme kinetics by NMR spectroscopy
	Synthesis and purification of Rituximab-Fc aglycan and CTn-1 glycan
	Assignment of 1H,13C NMR signals from CT, CTn-1 and HM carbohydrates
	Titration of selectively MILV methyl-labeled enzymes with carbohydrates, Rituximab-Fc, Rituximab-Fc aglycan and CaCl2
	1H,15N HSQC-TROSY spectra and determination of rotational correlation times   c&#x003C4;c
	Reporting summary

	Data availability
	References
	Acknowledgements
	Author contributions
	Competing interests
	Additional information




