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An evolutionary approach to systematic discovery of
novel deubiquitinases, applied to Legionella
Thomas Hermanns1 , Ilka Woiwode1 , Ricardo FM Guerreiro1, Robert Vogt2, Michael Lammers2 , Kay Hofmann1

Deubiquitinating enzymes (DUBs) are important regulators of the
posttranslational protein ubiquitination system. Mammalian ge-
nomes encode about 100 different DUBs, which can be grouped into
seven different classes. Members of other DUB classes are found in
pathogenic bacteria, which use them to target the host defense. By
combining bioinformatical and experimental approaches, we ad-
dress the question if the known DUB families have a common
evolutionary ancestry and share conserved features that set them
apart from other proteases. By systematically comparing family-
specific hidden Markov models, we uncovered distant relationships
between established DUBs and other cysteine protease families.
Most DUB families share a conserved aromatic residue linked to the
active site, which restricts the cleavage of substrates with side
chains at the S2 position, corresponding to Gly-75 in ubiquitin. By
applying these criteria to Legionella pneumophila ORFs, we iden-
tified lpg1621 and lpg1148 as deubiquitinases, characterized their
cleavage specificities, and confirmed the importanceof the aromatic
gatekeeper motif for substrate selection.
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Introduction

Ubiquitination—the posttranslational modification of proteins by
covalent attachment of one or more ubiquitin units—regulates a
wide variety of cellular processes, including proteostasis, vesicular
transport, DNA repair, and the response to pathogens and in-
flammation (1, 2). Ubiquitination is usually targeted to lysine side
chains or the amino terminus of the substrate or a substrate-bound
ubiquitin unit, giving rise to ubiquitin chains of different linkage
types—depending on the lysine residue used for chain elongation
(3). Deubiquitinating enzymes (DUBs) are involved in multiple steps
of the reversible ubiquitin signaling system: on the one hand, they
can remove ubiquitin units from substrates or ubiquitin chains, and
thus erase the ubiquitin signal. On the other hand, DUBs are re-
quired for processing the inactive ubiquitin precursors and are thus
indispensable for ubiquitination itself (4).

The human genome encodes about 100 different DUBs, which
can be grouped into seven classes, based on their sequence re-
lationship and structural fold (4). Six of the classes are cysteine
proteases: UCH (ubiquitin carboxyl-terminal hydrolases), USP
(ubiquitin-specific proteases), OTU (ovarian tumor domain proteins),
Josephin (Ataxin-3–like proteins), MINDY (MIU-containing new DUB
family), and ZUP1/ZUFSP (zinc-finger ubiquitin protease 1). The six
cysteine-DUB classes contain members with ubiquitin peptidase
activity (as required for precursor processing and cleavage of linear
chains) and ubiquitin-deconjugating isopeptidases, which may be
specific for particular substrates or linkage types (5). Analogous
peptidases and isopeptidases for ubiquitin-like modifiers (UbLs),
such as SUMO and NEDD8, also exist. These UbL-proteases are also
cysteine proteases, but belong to other families than the true DUBs
(6). The seventh DUB class, the Jab/MPN domain–associated met-
alloisopeptidases (JAMM), are often components of large complexes
such as the proteasome, where the JAMM protease Rpn11, in con-
junction with a catalytically inactive homolog (Rpn8), recycles
ubiquitin from degradation targets (7, 8). All currently known
eukaryotic deubiquitinases can be grouped into these seven DUB-
classes, whereas several viruses and bacteria encode effector
proteins with DUB activity, which transcend the current DUB clas-
sification system (9). In fact, most known bacterial deubiquitinases
belong to an enzyme class that in eukaryotes is responsible for the
processing and deconjugation of the ubiquitin-like modifiers SUMO
and NEDD8. Other ubiquitin-fold modifiers, such as UFM1 and ATG8,
are cleaved by yet other classes of cysteine proteases, which share
with DUBs the property of having isopeptidase activity specific for a
glycine residue at the S1 position before the cleavage site (10). The
presence of deubiquitinase activity in multiple distinct cysteine
protease families—and that of related UbL-cleaving activities in
other cysteine proteases—raises two interesting questions: First, can
we be sure that all DUB classes have already been identified ormight
there be elusive DUBs hidden among the uncharacterized cysteine
proteases? Second, how distinct from each other are the cysteine-
DUBs? Did the ubiquitin-isopeptidase specificity really evolve in-
dependently many times or are the present-day DUBs rather the
divergent descendants of an ancient “proto-DUB” precursor?
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To address these questions, we performeda bioinformatical analysis
of evolutionary relationships between all cysteine protease fami-
lies annotated in the MEROPS database (11), supplemented with a
few other protease families from the recent literature. MEROPS
provides a classification of cysteine proteases at two hierarchical
levels. At the lower level, proteases with detectable sequence
similarity or very similar structures are joined into “families,” such
as the C19 family, which is mostly equivalent to the USP class of
deubiquitinases. Families with a similar 3D-fold and a conserved
active site architecture are grouped into “clans.” Some of these
clans are big and heterogeneous like, for example, the CA clan,
which comprises more than half of all cysteine protease families;
other clans are much smaller and contain only few families or just a
single one. All eukaryotic DUB families belong to the CA clan,
whereas SUMO/NEDD8 proteases and some bacterial and viral DUB
families belong to the CE clan. By analyzing distant sequence re-
lationships between the families, we obtained a network repre-
sentation of cysteine proteases, which shows a clear affiliation of
bacterial DUBs to eukaryotic DUB or UbL protease families. We next
analyzed available DUB structures and DUB family conservation
patterns with the aim to identify features shared by multiple DUB
classes, but absent from cysteine protease families with other
specificities. The only feature with predictive value was the pres-
ence of an aromatic residue directly following the catalytic histidine
residue. This “aromatic motif” was found to be highly enriched in
DUBs and other proteases cleaving after Gly–Gly motifs.

Finally, we attempted a genome-wide prediction of deubiquiti-
nases in the pathogenic bacterium Legionella pneumophila by
clustering individual ORF-specific hidden Markov models (HMMs)
with the HMMs representing the MEROPS families. Overall, 44
Legionella ORFs could be placed within the cysteine protease
network, 11 of which show an affiliation with a DUB-containing
cluster. We selected three interesting examples for experimental
characterization of their DUB activity–focusing on “difficult” pro-
teins that are particularly distant from known DUBs but contain the
predictive aromatic motif. Two of the selected candidate proteins
indeed showed robust DUB activity, whereas the third candidate
turned to be an acetyltransferase rather than a DUB—an activity not
uncommon for CE clan proteins. These results show that our
network- and motif-based approach to DUB prediction is feasible
but also indicate that the conserved aromatic motif is not sufficient
for discriminating between DUB and acetyltransferase activity.

Results

Sequence relationships between MEROPS families

The MEROPS database provides a comprehensively annotated col-
lection of proteases, including isopeptidases and self-processing
proteins (11). Since with the exception of JAMM, all known deubiqui-
tinases are cysteine proteases, we focused our analysis on the cys-
teine protease section of MEROPS v12.0. According to the MEROPS
rules, sequence-related proteases are grouped into families and
structurally related families into clans. In some cases, families have
been divided into subfamilies, which represent deep evolutionary

splits within a family. The rules for deciding on the presence of se-
quence relatedness are not further detailed, but in most cases,
roughly correspond to a significant hit in a BLAST search (12). To assess
more distant evolutionary relationships between different MEROPS
families, we used HHSEARCH, a software package that implements a
HMM-to-HMM comparison of protein families, which is much more
sensitive than BLAST-based sequence similarity searches (13). Instead
of comparing sequences, this method compares HMMs, which are
derived from multiple alignments of entire sequence families. By
constructing multiple alignments of each MEROPS family and com-
paring the resultingHMMsbyHHSEARCH, a large number of interfamily
similarities could be detected, which are visualized in Fig 1. In this
network diagram, each MEROPS family is represented as a box (col-
ored by MEROPS clan affiliation); the thickness of the connecting lines
indicates the HHSEARCH P-value of the particular similarity. To get a
more complete overview of relevant proteases, the cysteine protease
families of MEROPS were supplemented by a number of protease
families not covered in MEROPS v12.0, including several bacterial DUB
families (9, 14), additional CE clan families (15), and the MINDY3/4
family (16); these additional families are represented by yellow boxes.
Also included are someMEROPS serine protease families of themixed
clan PA, which are known to be related to cysteine proteases (17).

Some of the connections between MEROPS families are known, a
prime example being C64, C65, C85, and C101, which are all con-
sidered to be branches of the OTU deubiquitinase family (18). Al-
though the interfamily similarities shown in Fig 1 are typically not
detectable by BLAST, more sophisticated bioinformatical analyses
of individual DUB families have been performed before, resulting in
the publication of some relationships, such as C115 (=MINDY1/2) to
MINDY3/4 (16) or the cluster of C54 (=ATG4), C78 (=UFSP), and ZUFSP
(19). However, many of the relationships between different MEROPS
families are new and unexpected, demonstrating that an HMM-to-
HMM–based sequence comparison is useful for adding an inter-
mediate hierarchy level between MEROPS families and clans. A
number of observations are of particular interest for our under-
standing of DUB evolution and predictability: First, almost all viral
and bacterial DUB families are connected (and thus related) to
established eukaryotic DUB or UbL-protease families. Second, all
families within the CE clan are connected, including DUBs, SUMO/
NEDD8-proteases, acetyltransferases, and enzymes with ambigu-
ous or unknown specificity (15), suggesting a common ancestry.
Moreover, the UCH (C12) and Josephin (C86) deubiquitinase families
were found to be related; several other DUB families scored higher
with other DUBs than with non-DUB families, but did not reach
significance.

Features shared between DUB families

The sub-significant similarity matches between seemingly unre-
lated DUB families prompted us to look for conserved sequence
features that might be shared between DUB families but are absent
from cysteine proteases with other specificities. This sequence-
based search was complemented by analyzing the ubiquitin
recognition surfaces found in structures of various DUBs co-
crystallized with ubiquitin. All DUB classes recognize ubiquitin by
at least two regions, one of them formed by the C-terminal tail
adjacent to the cleavage site (20), the other one being more
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Figure 1. Sequence relationships network of MEROPS families.
Colored boxes represent the different protease families, the connecting lines indicate sequence relationships detected by HMM-to-HMM comparisons, ranging from
highly significant p < 1E-45 (thickest lines) to the significance threshold of p < 1E-4 (thinnest lines). The boxes are colored according to MEROPS clans, as explained at the
bottom of the figure. The labels indicate MEROPS family and subfamily names, the serine proteases of themixed clans have names starting with “s.” Yellow boxes represent
additional protease families not yet included in MEROPS v12.0. Grey boxes are MEROPS families not assigned to any clan. Full P-value data are provided in Supplemental
Data 1. The full cytoscape network used for generating this figure is provided as Supplemental Data 2.
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variable. As shown in Fig S1, a common feature of the C-terminal
recognition site is the formation of salt bridges between the two
arginine residues in the ubiquitin C terminus (RLRGG) and acidic
side chains of the deubiquitinase. In some DUB families such as the
USPs (MEROPS C19), the position of the acidic recognition residues
is conserved, whereas in other DUBs (such as OTUs or Josephins),
different acidic positions are used by different family members.
Thus, the presence of suitable acidic residues is difficult to assess in
novel DUB candidates without known 3D-structure and hence of
little predictive value. The same is true for other ubiquitin-
recognition surfaces, which are very heterogeneous even within
the individual DUB classes.

More promising is the observation that in most DUB families, the
residue directly following the catalytic His residue is aromatic and
highly conserved. This His-[Phe|Tyr|Trp] aromatic motif is found
both in DUBs of the CA clan with a “Cys-before-His” active site
arrangement (USP, UCH, OTU, Josephin, and MINDY) and also in the
bacterial DUBs of the CE clan with their inverted “His-before-Cys”
active sites. As shown in Fig 2, the conserved aromatic residue in
these DUB classes invariably contacts Gly-75 of ubiquitin (RLRGG);
the aromatic side chain is likely to sterically clash with any side
chains at position 75 of ubiquitin—or at least anything bigger
than alanine. Thus, the aromatic motif appears to be crucial for
restricting substrates to end on Gly–Gly. This prediction is sup-
ported by the conservation of the aromatic motif in SUMO/NEDD8
cleaving members of the CE clan, as well as in the USPL1 (C98)
family, a SUMO-cleaving relative of the USP deubiquitinases (25).
Interestingly, the aromatic motif is absent from proteases cleaving
UFM1 (C78) and ATG8 (C54), two modifiers that end on Val–Gly and
Phe–Gly, respectively. The only eukaryotic DUB without the con-
served aromatic motif is the ZUFSP/ZUP1 family, which is related to
the UFM1/ATG8 proteases (19). To quantitatively address the en-
richment of the conserved aromatic motif in classical DUBs and
proteases for other ubiquitin-like modifiers ending on Gly–Gly, we
analyzed the nature and conservation of the residue following the

catalytic histidine in all cysteine protease families present in Fig 1.
When considering all families with a universally conserved His-
[Phe|Tyr|Trp] motif (found in more than 90% of its members), this
motif is enriched 477-fold in canonical DUBs and UbL proteases, as
compared with cysteine proteases of other specificities; the sig-
nificance of this enrichment was p < 3E-19, as evaluated by Fisher’s
exact test (Table S1). Although the discrimination may not be
perfect, the aromatic motif described here is easy to detect in
sequence alignments, does not require the availability of structural
data, and is likely to help in the identification of divergent DUBs or
even novel DUB classes.

Prediction of Legionella cysteine proteases and DUBs

To assess the power of the similarity network approach, combined
with filtering for aromatic motif conservation, for the prediction of
novel and divergent DUBs, we selected the genome of L. pneu-
mophila Philadelphia-1 as a test case. As an intracellular bacterium,
L. pneumophila is known to manipulate the host ubiquitination
pathway and several secreted effectors with DUB activity have
already been identified (14, 15, 26, 27, 28). To address this question,
we first selected promising ORFs from the Legionella genome by
discarding genes that also exist in extracellular bacteria and are
known to have no connections to the ubiquitin pathway. For the
remaining 1,202 ORFs, we searched homologs by BLAST, created
multiple alignments for each ORF and its homologs, and generated
HMMs for subsequent HHSEARCH comparison. Each ORF-centric
HMM was compared with all protease-derived HMMs from MEROPS
and the additional families from the original clustering shown in
Fig 1. The complete result for all 44 Legionella ORFs found to be
connected to at least one protease family is shown in Fig S2. This
finding does not necessarily mean that all 44 Legionella ORFs are
truly proteases: some MEROPS families include non-proteolytic
members such as the transpeptidases of families C82 and C83
or the notorious acetyltransferases of the CE clan family C55.

Figure 2. The gatekeeper role of the conserved
aromatic motif.
The six panels show representatives of the different
DUB families (indicated at the top) after reaction with an
activity-based Ub probe (the ZUFSP family is not
shown because it lacks the aromatic motif) (15, 16, 21, 22,
23, 24). The DUB and ubiquitin structures are shown as
cartoon representation and are colored light and
dark grey, respectively. The bold asterisk marks the
covalent bridge between catalytic cysteine and the
ubiquitin C terminus. The conserved aromatic
residues of the different DUBs are colored cyan and
shown as sticks. In all cases, the aromatic ring system
lies adjacent to the penultimate glycine residue of
ubiquitin (G75*). To indicate the expected position of a
possible side chain at position 75 of the cleaved
ubiquitin, a non-physiological Cβ atom (highlighted
in orange) was artificially added to all G75* residues.
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Moreover, some of the observedmatches might be caused by non-
catalytic regions of the proteases or by inactive protease relatives
that have lost their catalytic residues.

Because our focus was on the discovery of new deubiquitinases,
we analyzed all Legionella families with direct or indirect con-
nections to one of the established DUB families in more detail. As
shown in Fig 3A, 14 such protein families were identified (indicated
by green borders), including all well-characterized Legionella DUBs:
LotA/lpg2248 (26), the SidE family members SidE/lpg0234, SdeA/
lpg2157, SdeB/lpg2156, SdeC/lpg2153 (27), RavD/lpg0160 (14), as well
as the ATG8-protease RavZ/lpg1683 (29) and the CE clan acetyl-
transferase LegCE/lpg2907 (15). Six additional families were iden-
tified, two of them (lpg1148 and lpg1949) connected to the CE clan
and four (lpg2529, lpg0227, lpg1621, and lpg2952) connected to the
OTU cluster within the CA-clan (Fig 3A). Because the L. pneumophila
member of the lpg2952 family has lost its active site (which is still
intact in related bacteria), this protein was not considered as a DUB
candidate. The alignments of the OTU and CE clan families in Fig 3B
and C show the (limited) conservation of the DUB candidates; it is
clearly visible that all of them harbor the conserved aromatic
residue after the catalytic His. The only protease without this ar-
omatic motif is RavZ, which cleaves a substrate with a long side
chain at the S2-position, obviating the need for the size-restricting
aromatic residue.

Lpg2529 and lpg0227 are relatively closely related to LotA and are
thus likely to have similar properties. Among the OTU-associated
Legionella families, we selected lpg1621 for experimental validation
because this family is particularly distant from established DUBs—barely
exceeding our significance threshold of p < 1E-4. Thus, major
structural and functional differences can be expected for this ORF.
In addition, we selected the CE clan ORFs lpg1148 and lpg1949 for
experimental assessment of their catalytic activity. It should be
noted that lpg1949 has the strongest links to YopJ and LegCE, two CE
clan acetyltransferases without DUB activity. Nevertheless, lpg1949
contains the aromatic motif, making this ORF an interesting test
case for the discrimination between DUB and acetyltransferase
activities.

Initial characterization of the DUB candidates lpg1621, lpg1148,
and lpg1949

To validate our bioinformatical predictions, we purified recombi-
nant lpg1621, lpg1148, and lpg1949 proteins from Escherichia coli
bacteria and tested them for catalytic activity. Because lpg1621 and
lpg1148 contain C-terminal transmembrane regions (Fig 4A),
C-terminally truncated versions of these two proteins (lpg16211−348

and lpg11481−306) were used; in the case of lpg1949, the full length
ORF was expressed. All three candidates were tested for activity
against ubiquitin and several ubiquitin-like modifiers by using
either model substrates with C-terminally fused fluorogenic AMC (7-
amino-4-methylcoumarin) or activity-based probes (30) with a
C-terminal alkyne group that reacts covalently with proteases
targeting the bond after Gly-76 of ubiquitin (Fig 4B–E). Although the
OTU-like protein lpg1621 neither cleaved ubiquitin- nor NEDD8-
AMC, it efficiently reacted with Ub-PA, indicating that this protein
does indeed have DUB activity (Fig 4B and C). Its C-terminal

cleavage activity appears to be restricted to ubiquitin because
there was only a negligible reaction with NEDD8-PA and a complete
lack of reactivity toward ISG15-, SUMO1-, and SUMO3-PA (Fig 4C).

The CE clan ORF lpg1148 has previously been proposed to be a
metaeffector, protecting cells from the toxic effects of the unrelated
effector LegC3 by acting as a deubiquitinase (28). However, the
ubiquitin chain–degrading activity and linkage preference of
lpg1148 (=LupA) were not characterized in that study. We found
lpg1148/LupA to efficiently cleave ubiquitin-AMC, whereas NEDD8-
AMC was not cleaved at all (Fig 4B). In line with these results, LupA
did only react with the activity-based ubiquitin probe Ub-PA but
was inert toward all other tested UbL-PA probes (Fig 4D), confirming
the specificity of lpg1148/LupA for ubiquitin.

Lpg1949 is a CE clan member related closer to the acetyl-
transferase families YopJ and LegCE than to the ubiquitin-processing
members of the clan. However, a recent study identified another
CE clan member ChlaDUB1 to have a dual activity as acetyl-
transferase and deubiquitinase—using the same active site for
both activities (31). Because lpg1949 also contains the auspicious
aromatic motif, we tested it for DUB activity. However, lpg1949
neither cleaved the tested AMC substrates nor did it react with any
of the activity-based probes, suggesting that lpg1949 is not a DUB
(Fig 4B and E). Instead, lpg1949 shows activity as an acetyl-
transferase: the incubation of full length lpg1949 with acetyl-CoA
and the model substrate MEK6 led to the formation of both auto-
acetylated enzyme and acetylated MEK6, as visualized by a
Western blot using an antibody-specific for acetylated lysine
residues (Fig 4F). Analogous products were also formed using the
truncated version lpg19491−291.

Linkage specificity of lpg1621 and lpg1148

In humans, OTU type DUBs are highly selective for certain chain
types (18). To investigatewhether lpg1621—despite its great divergence
fromknownOTUproteins—also shows such a preference, we tested its
activity against a panel of differently linked di-ubiquitin species. As
shown in Fig 5A, lpg16211−348 efficiently cleaved K63-linked di-ubiquitin,
whereas the other chain types were not cleaved at all. This specificity
was confirmed by cleavage of longer Ub4 chains. Again, only K63-
linked chains were cleaved (Fig 5B), indicating that lpg1621 is—like the
eukaryotic OTU proteases—a highly specific DUB. In line with the
bioinformatical prediction (Fig 3C), the cleavage of K63-linked di-
ubiquitin is completely abrogated by mutation of Cys-29 to an ala-
nine residue, indicating that Cys-29 is the catalytic cysteine of this
OTU-like protease (Fig 5C).

Typical bacterial CE clan DUBs are less linkage specific and
cleave multiple chain types, often with a slight preference for K63-
linked chains (9). When tested against a panel of different di-
ubiquitin species, lpg1148/LupA cleaved K11, K29, K48, and K63
chains with comparable efficiency. K6 and K33 were cleaved more
slowly, whereas linear chains were not cleaved at all (Fig 5D). A
previous publication on the metaeffector role of lpg1148/LupA
suggests a catalytic core consisting of amino acids 123–305 and
provides a crystal structure of this region (28). However, our data
suggest that this region is not sufficient for DUB activity. As shown in
Fig 5E and F, the lpg1148123-305 construct is as inactive against K48-
linked di-ubiquitin and ubiquitin-AMC as the catalytic cysteine
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Figure 3. Discovery of new DUB families in the Legionella genome.
(A) Subnetwork of Fig S2, containing known DUBs and DUB candidates. The network was generated from the MEROPS network as shown in Fig 1 by adding all significant links to
Legionella single-ORF families. Red and blue boxes indicate known DUBs and UbL-proteases, respectively. Boxes with green borders indicate Legionella families. The thickness of the
connecting lines indicates the significance of family-to-family relatedness, analogous to Fig 1. Full P-value data are provided in Supplemental Data 1. The full cytoscape network used for
generating Fig 3A is provided as Supplemental Data 3. (B, C) Alignment of the CE clan (B) andOTU (C) catalytic core regions. The newly identified Legionella proteins are comparedwith
representative human familymembers and knownbacterial DUBs (alignment adapted from reference 9). Residues invariable or conservatively replaced in at least 50%of the sequences
are indicated by black and grey background, respectively. Catalytic Cys and His residues are highlighted in red and the conserved aromatic “gatekeeper” residue is highlighted in blue.
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mutant C29A (Fig 5E and F). This observation is in line with published
data on other CE clan proteases, such as SseL or XopD (15). These CE
clan DUBs recognize the substrate ubiquitin by a variable-region 1,
which resides N-terminally of the catalytic core domain and is
crucial for activity. To map the putative variable region 1 region of
lpg1148/LupA, we tested various N-terminal truncations and found
that the entire N-terminal region is needed for DUB activity (Fig 5G
and H).

Role of the aromatic motif in substrate selection

The structural analysis shown in Fig 2 suggests that the conserved
aromatic motif interacts with Gly-75 in ubiquitin or corresponding
residues occupying the S2 site during the cleavage of SUMO and
NEDD8. The recently determined crystal structures of lpg1148 and
lpg1621 (28, 32) confirm the expected orientation of the aromatic
motif. Both structures cover only the protease without bound

ubiquitin substrate. Structural superposition with related proteases
that include a covalently linked ubiquitin suggest that in lpg1148
and lpg1621, the aromatic side chain also contacts Gly-75 of the
outgoing ubiquitin (Fig S3A and B).

However, at this point, it is not clear if the aromatic residue just
prevents larger side chains from accessing the S2 site, or if it also
makes positive contributions to the recognition of glycine. To ad-
dress this question, we mutated the aromatic motifs of lpg1621 and
lpg1148 to alanine and tested the influence of these mutations on
the cleavage of wild-type ubiquitin and ubiquitin mutants with
larger side chains at position 75. For the CE clan DUB lpg1148/LupA,
the W184A mutant lost the ability to process ubiquitin-AMC and
showed drastically reduced cleavage of wt K48-linked di-ubiquitin
(Fig 6A and B). Similarly, the Y271A mutant of the OTU-type DUB
lpg1621 showed markedly reduced activity against wt K63-linked
ubiquitin chains (Figs 6C and S3C). When comparing activity-based
probes made from ubiquitin with gradually increasing side chains

Figure 4. Lpg1621 and lpg1148 are active deubiquitinases.
(A) Domain scheme of novel deubiquitinase candidates. Protease domains are depicted in green (OTU) or blue (CE), whereas transmembrane domains (TM) are shown
in black. (B) Activity assays with ubiquitin and NEDD8-AMC substrates shown as released fluorescence (RFU) over time (s) with lpg16211−348, lpg11481−305, or lpg1949. Shown
RFU values are the means of triplicates. (C, D, E) Activity-based probe reaction of lpg16211−348 (C), lpg11481−305 (D), or lpg1949 (E) with Ub- and UbL-activity–based probes.
Black arrowheads mark the shifted band after reaction. (F) Acetyltransferase activity test performed with full-length lpg1949 or lpg19491−291 and MEK6 as a substrate.
Acetylated MEK6 (AcK210) was used as a positive control. The assay was performed with and without inositol-hexaphosphate (IP6), an activator of bacterial
acetyltransferases (45). Acetylation was visualized by immunoblotting with anti–AcK-antibody and Ponceau S staining served as a loading control.
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at position 75 (wt, G75A, and G75V), an interesting trend became
visible: The wild-type versions of both lpg1148 and lpg1621 reacted
equally well with the wild-type probe and the G75A probe but did
not react at all with the larger G75V probe. By contrast, the aromatic
motif mutants of the two Legionella DUBs showed reduced reac-
tivity with the wild-type probe, little change in reactivity with the
G75A probe but an increased reactivity against the G75V probe (Fig
6D and E). These findings strongly support a dual role for the ar-
omatic motif in stabilizing the binding to Gly-75 and preventing a
recognition of Val-75 and probably also larger side chains.

To investigate whether these roles are conserved within other
DUB families as well, representative candidates from three
abundant DUB families were chosen and the respective aromatic
residue mutated to alanine. In the case of USP21, both the expected
catalytic and gatekeeper roles of Tyr-518 could be confirmed (Fig
6F). In the case of the ataxin-3–like protease JOSD2, the aromatic
Trp-126 residue appears to be essential for catalysis or structural
integrity: whereas the wild-type enzyme reacted with the wild-type

Ub-PA and–less so–with the G75A probe, no reaction was observed
with the G75V probe, suggesting that there is a gatekeeper (Fig 6G).
However, the W126A mutation of JOSD2 totally abolished all reac-
tivity and thus did not allow the evaluation of a possible gatekeeper
role of this residue. By contrast, the UCH family member UCHL3
appears to be more permissive to changes at the G75 of ubiquitin:
The wild-type enzyme reacts readily with the wild-type and G75A
probes and even shows some reactivity with the G75V probe (Fig
6H). The aromatic F170Amutation shows only a very mild increase in
G75V reactivity.

Discussion

The presence of a conserved aromatic residue following the cat-
alytic histidine is a prominent feature of almost all classes of
deubiquitinases and UbL-proteases, at least those that cleave the

Figure 5. Lpg1621 cleaves only K63-linkages, lpg1148 is more promiscuous.
(A, B) Linkage specificity analysis with lpg16211−348. (A, B) A panel of di-ubiquitin (A) or tetra-ubiquitin (B) chains was treated with lpg16211−348 for the indicated time
points. Cleavage was analyzed by SDS–PAGE and Coomassie staining. (C) Activity assay of lpg16211−348 or the catalytic inactive mutant lpg16211−348 C29A against K63-linked
Ub2. (D) Linkage specificity analysis with lpg11481−305 performed as described in (A). (E, F) Activity assays of lpg11481−305, an N-terminal truncation harboring only the
catalytic domain (lpg1148123−305) or the catalytic inactive mutant lpg11481−305 C252A against K48-linked Ub2 (E) or ubiquitin-AMC (F). (G, H) Activity assays of lpg11481−305 or
two N-terminal truncations (lpg114854−305/lpg114889−305) lacking a putative variable-region 1 region against K48-linked Ub2 (G) or ubiquitin-AMC (H).
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modifier after the canonical Gly–Gly motif. By contrast, most other
classes of cysteine proteases lack this feature, although many
protease families contain sporadic members with an aromatic
residue at this position. However, in the absence of sequence
conservation, such occurrences are most likely caused by chance
alone and not indicative of a DUB-related activity. The experiments

shown in Fig 6 show that for several DUB classes, the aromatic motif
has a role in substrate selection by preventing residues with large
side chains to position: the tested members of the OTU, USP, UCH,
Josephin, and CE clan class react well with an activity-based probe
based on wild-type ubiquitin, tolerate (to some degree) a G75A
mutated version, but do not react with a G75V-mutated probe. An

Figure 6. The aromatic motif has both stabilizing and gatekeeper functions.
(A, B) Activity assays of lpg11481−305 or the aromatic motif mutant lpg11481−305 W184A against ubiquitin-AMC (A) or K48-linked Ub2 (B). (C) Activity assays of lpg16211−348 or
the aromatic motif mutant lpg16211−348 Y271A against K63-linked Ub6+. (D, E, F, G, H) Activity based probe reaction of lpg11481−305 (D), lpg16211−348 (E), USP21196−565 (F), JOSD2
(G), or UCHL3 (H) with Ub-PA. WT or aromatic motif mutants of both DUBs were tested against WT, G75A, or G75V Ub-PA. Black arrowheads mark the shifted band after
reaction.
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exception is UCHL3, which shows a modest reactivity toward the
G75V probe. These results are in good agreement with a previous
study on the reactivity of USP, UCH, andOTU representatives against
a panel of tetrapeptide substrates (33). Interestingly, when mu-
tating the aromatic motif of our OTU, USP, UCH, and CE clan ex-
amples to alanine (Fig 6), we observed an increased reactivity
against the G75V probe, strongly supporting the P2 “gatekeeper”
role of the aromatic motif. The loss of activity against the wild-type
ubiquitin probe, which ismost drastic for the aromatic motif mutant
of JOSD2 but also visible in other DUB classes, hints toward an
additional role of the aromatic residue in promoting catalysis.

The strong conservation of the aromatic motif in DUBs and GG-
cleaving UbL proteases raises interesting questions about the
evolution of these proteases. Are all DUBs monophyletic with the
aromatic motif as a conserved ancestral feature or does the aro-
matic motif in different DUB classes constitute a case of homo-
plasy? These questions cannot be answered satisfactorily with the
currently available data. Structurally, all known DUBs more or less
closely follow the papain fold, which already narrows down their
evolutionary origins (34). The papain fold, which in MEROPS is
typically represented by the CA-clan, is also found in the CE clan as
a circularly permuted form; several recently identified OTU-type
bacterial deubiquitinases also show circular rearrangement of the
core structural elements (35). However, the papain fold is also seen
in many non-DUB proteases and our HMM-to-HMM comparisons
shown in Figs 1 and 3A reveal significant sequence relationships
only between some DUB and UbL-protease families such as ATX3-
UCH or ZUFSP-UFSP-ATG4, leaving other families unconnected. We
can only speculate that an improvement of the underlying HMMs
might uncover more such relationships. Interestingly, conserved
aromatic motifs are also found in two cysteine protease families
without a link to ubiquitin- or UbL cleavage (Table S1). One family
(C39, bacteriocin-processing peptidase) appears to target Gly–
Gly–based cleavage sites in linear peptides, for the other one (C57,
vaccinia virus I7L processing peptidase), a substrate has not yet
been described. At this point, several evolutionary scenarios remain
possible, either with or without an ancestral status of the aromatic
motif.

Irrespective of the detailed evolutionary history, our data
demonstrate the feasibility of a bioinformatical DUB prediction
based on i) the presence of (distant) similarity to established DUBs
or UbL proteases and ii) the conservation of the aromatic motif after
the catalytic histidine. Not only did this approach allow the ret-
rospective “discovery” of nearly all known bacterial DUBs, it also
correctly predicted the DUB activity of lpg1148/LupA and lpg1621,
which were unknown to us at the time of the analysis. Recently, a
deubiquitinase activity for Ceg23 (=lpg1621) was published (32), with
catalytic properties in full agreement to those reported here (Fig 5).
On the other hand, a DUB prediction relying only on these two
criteria is not perfect, as highlighted by two problematic cases: the
lack of RavD detection and the discrimination of DUB/acetyltransferase
activity in CE clan enzymes.

RavD, a recently described Legionella DUB specific for linear
chains (14) was found in our screen only because a RavD-HMM was
already present in the query set—no significant link to any other
DUB class was detected (Fig S2). To assess the possibility of other
Legionella DUBs eluding our screen, we investigated the RavD

situation in detail. First and foremost, RavD is an extremely difficult
case in several respects. The published structure of RavD resembles
the CA-clan fold but is otherwise rather singular (14); structure
comparison programs such as Dali (36) report only similarities at
Z-scores below six, with the non-DUB cysteine protease AvrPphB as
the best hit. Moreover, RavD-like proteins are very rare and are
absent even from most closely related Legionella species. As a
consequence, the HMM for lpg0160/RavD is based on very few and
nearly identical sequences, two factors that severely limit the
detection sensitivity of HMM-to-HMM searches. It can be expected
that similar cases—very distant DUBs with few available sequen-
ces—might also fail on the similarity criterion. However, RavD does
possess the conserved aromatic motif, which could serve as a
component in similarity-independent DUB predictions.

A different problem is encountered with lpg1949, a Legionella
ORF that clearly clusters with the CE clan and contains a conserved
aromatic motif—thus fulfilling both criteria of our screen. The CE
clan is known to include both DUBs and acetyltransferases, with
both activities using the same active site residues (15). There is at
least one enzyme (ChlaDUB1) that combines both activities (31). The
tight clustering of the lpg1949 family with YopJ and LegCE, two
known acetyltransferases, already raised our suspicion that lpg1949
might also be an acetyltransferase. Because the aromatic trypto-
phan residue following the catalytic histidine has no known role in
the acetyltransferase reaction, its conservation has been proposed
to indicate the presence of DUB activity (15). However, our results
(Fig 4B, E, and F) confirm that lpg1949 is an acetyltransferase rather
than a DUB, suggesting that the aromatic position is not useful for
discriminating the enzymatic activities within the CE clan. Despite
these reservations, we are convinced that both the similarity
clustering criterion and the conservation of the His-[Phe|Tyr|Trp]
aromatic motif will prove instrumental for the future discovery of
novel DUBs in host and pathogen genomes.

Materials and Methods

MEROPS similarity network

A nonredundant set of protease active domain sequences, corre-
sponding to all MEROPS v12.0 (11) protease families, was retrieved
from the site https://www.ebi.ac.uk/merops in February 2019. Only
sequences belonging to the cysteine protease clans or to mixed
clans involving cysteine proteases were used for the subsequent
analyses. In sequence families with more than 300 members, highly
similar entries were removed using the CD-HIT software (37). The
collection of MEROPS-derived protease families was supplemented
by several recently published families of bacterial DUBs and related
proteases (9, 14, 15, 16). For each family, the protease sequences
were aligned using the L-INS-I algorithm of the MAFFT package (38)
and themultiple alignments used for the generation of HMMs, using
the HHSEARCH software package (13). Finally, all family-specific
HMMs were compared against each other using HHSEARCH (13)
with a significance cutoff of p < 1E-4. The results were imported into
Cytoscape (39), clan and activity annotations were added manually,
and the resulting network was exported and used as the basis for Fig 1.
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Identification of Legionella DUB candidates

Sequences of Legionella Pneumophila Philadelphia-1 ORFs and
other bacteria were obtained from the proGenomes2 resource
(http://progenomes.embl.de). ORFs with significant homology to
proteins from the nonpathogenic Bacillus subtilis are unlikely to
encode DUBs and were not further considered. For the remaining
ORFs, homologs were searched by BLAST, and the resulting families
were aligned using the L-INS-I algorithm of the MAFFT package (38).
If necessary, family size was reduced before alignment by removal
of highly similar proteins (37). After generating HMMs from the ORF-
specific family alignments, the HMMs were compared by HHSEARCH
against the protease-specific HMM collection described above
(13), using a significance cutoff of p < 1E-4. The results were
imported into Cytoscape (39) and the resulting network was
exported and used as the basis for Figs 2 and S2. All Legionella
families with connections to DUB-containing protease clusters
were manually checked for active site conservation and presence
of an aromatic residue following the active-site histidine. Only
families fulfilling both criteria were considered for experimental
validation.

Cloning and mutagenesis

The Legionella DUB candidates lpg1148, lpg1621, and lpg1949 were
amplified by PCR from genomic DNA (kind gift from A. Hamprecht,
University Hospital of Cologne) using the Phusion High Fidelity Kit
(New England Biolabs). JOSD2 and UCHL3 were amplified from
HEK293-derived cDNA accordingly. The amplified genes were cloned
in the pOPIN-S vector (40) using the In-Fusion HD Cloning Kit
(Takara Clontech). Point mutations were generated using the
QuikChange Lightning kit (Agilent Technologies). Constructs for
ubiquitin-PA purification (pTXB1-ubiquitin1−75) and pOPIN-S
USP21196−565 were a kind gift of D. Komander (WEHI). NEDD8,
ISG1579−156, SUMO1, and SUMO3 were amplified from human cDNA
and cloned in the pTXB1 vector (New England Biolabs) by restriction
cloning according to the manufacturers protocol.

Protein expression and purification

All Legionella DUB candidates, including all truncations and mu-
tants were expressed from pOPIN-S vector with an N-terminal 6His-
Smt3-tag. The truncated construct LPG1949 encompassing residues
1–291 (LPG19491-291) was expressed as GST-fusion protein using the
vector pGEX-4T5/TEV, a vector derived from pGEX-4T1 (GE Health-
care). MEK6 and acetylated MEK6 AcK210 were expressed from pRSF-
Duet1 as N-terminal 6His-tagged fusion proteins.

All constructs expressing DUBs were transformed into E. coli
(Strain: Rosetta (DE3)pLysS), and 2-6 l cultures were grown in LB
medium at 37°C until the OD600 of 0.8 was reached. The cultures
were cooled down to 18°C, and protein expression was induced by
addition of 0.2 mM isopropyl β-d-1-thiogalactopyranoside (IPTG).
After 16 h, the cultures were harvested by centrifugation at 5,000g
for 15 min. After freeze thaw, the pellets were resuspended in
binding buffer (300mMNaCl, 20mM Tris, pH 7, 20mM imidazole, and
2 mM β-mercaptoethanol) containing DNase and lysozyme and
lysed by sonication using 10-s pulses with 50 W for a total time of 10

min. Lysates were clarified by centrifugation at 50,000g for 1 h at
4°C, and the supernatant was used for affinity purification on
HisTrap FF columns (GE Healthcare) according to the manufac-
turer’s instructions. For all constructs, the 6His-Smt3 tag was re-
moved by incubation with Senp1415−644 and concurrent dialysis in
binding buffer. The liberated affinity tag and the His-tagged Senp1
protease were removed by a second round of affinity purification
with HisTrap FF columns (GE Healthcare). All proteins were purified
with a final size exclusion chromatography (HiLoad 16/600
Superdex 75 or 200 pg) in 20 mM Tris, pH 7.5, 150 mM NaCl, and 2
mM DTT and concentrated using VIVASPIN 20 Columns (Sartorius),
flash-frozen in liquid nitrogen, and stored at −80°C.

All proteins used in the acetyltransferase activity assay were
expressed in E. coli BL21 (DE3). For protein expression of the non-
acetylated proteins, bacterial cells were grown to an OD600 of 0.6
(37°C; 160 rpm). Afterward, protein expression was induced by
addition of 400 μM of IPTG and was conducted overnight (18°C; 160
rpm). For the lysine-acetylated His6-MEK AcK210, the pRSF-Duet1
vector encoded for the synthetically evolved acetyl-lysyl-tRNACUA-
synthetase/tRNACUA pair derived from the PylRS/tRNACUA system
from Methanosarcina barkeri was used as described earlier (41). In
short, the cells were grown to an OD600 of 0.5, and 10 mM acetyl-L-
lysine and 20 mM nicotinamide were added to the culture. Sub-
sequently, the culture was grown for additional 30 min (37°C, 160
rpm). Afterward, protein expression was induced by addition of 200
μM IPTG and was performed overnight (18°C, 160 rpm). After ex-
pression, the cells were harvested by centrifugation (4,000g, 20min)
and resuspended in resuspension buffer (RP1 for pOPIN/pGEX-4T5
expressions: 50 mM Tris/HCl pH 7.4, 100 mM NaCl, 5 mM MgCl2, 2 mM
β–mercaptoethanol, and 100 μM Pefabloc; RP2 for pRSF-Duet1
expressions: as RP1 plus 20 mM imidazole, for His6-MEK6 AcK210
RP1 plus 20 mM imidazole and 20 mM nicotinamide to inhibit E. coli
CobB deacetylase). Cell lysis was performed by sonication, and the
soluble fraction (50,000g, 45 min) was applied to the equilibrated
Ni-NTA affinity-chromatography material or the glutathione (GSH)-
column, respectively. Washing was performed with washing buffer
(WB1 for GSH-column: 50 mM Tris/HCl pH 7.4, 500 mM NaCl, 5 mM
MgCl2, and 2 mM β-mercaptoethanol; WB2 for Ni-NTA material: as
WB1 plus 20 mM imidazole). For GST-LPG19491-291, the fusion protein
was cleaved by TEV protease cleavage on the column overnight at
4°C. The His6-SUMO-tag was removed by SENP1 cleavage for His6-
SUMO-LPG1949 full-length following elution from the Ni-NTA ma-
terial using 500 mM imidazole and during dialysis. The cleaved
His6-SUMO tag and uncleaved His6-SUMO-LPG1949 protein was sub-
sequently removed by Ni-NTA affinity chromatography. For the His-
MEK6 and acetylated His6-MEK6 AcK210, the protein was applied to
Ni-NTA material, eluted by a step gradient up to 500 mM imidazole.
For all proteins, the protein of interest containing fractions were
concentrated using an Amicon ultrafiltration unit and applied to a
suitable size-exclusion chromatography column (for LPG1-1949 full-
length and His6-MEK6/His6-MEK6 AcK210: S200 16/600 or S200 10/
300; for LPG1-19491-291: S75 16/600; GE Healthcare). Afterward, the
fractions containing the protein of interest were concentrated,
shock-frozen in liquid nitrogen, and stored at −80°C. Protein
concentrations were determined using the absorption at 280 nm
(A280) using the proteins’ extinction coefficients derived from their
sequences.
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Synthesis of activity-based probes

All Ub/UbL activity-based probes used in this study were expressed
as C-terminal intein fusion proteins as described previously (42).
The fusion proteins were affinity purified in buffer A (20 mM Hepes,
50 mM sodium acetate, pH 6.5, 75 mM NaCl) from clarified lysates
using Chitin Resin (New England Biolabs) following the manufac-
turer’s protocol. On-bead cleavage was performed by incubation
with cleavage buffer (buffer A containing 100 mM MesNa [sodium 2-
mercaptoethanesulfonate]) for 24 h at RT. The resin was washed
extensively with buffer A and the pooled fractions were concen-
trated and subjected to size exclusion chromatography (HiLoad 16/
600 Superdex 75) with buffer A. To synthesize Ub/UbL-PA, 300 μM
Ub/UbL-MesNa were reacted with 600 μM propargylamine hydro-
chloride (Sigma-Aldrich) in buffer A containing 150mMNaOH for 3 h
at RT. Unreacted propargylamine was removed by size exclusion
chromatography and Ub/UbL-PA was concentrated using VIVASPIN
20 Columns (3 kD cutoff; Sartorius), flash-frozen, and stored at
−80°C.

Chain generation

Met1-linked di-ubiquitin was expressed as a linear fusion protein
and purified by ion exchange chromatography and size exclusion
chromatography. K11-, K48-, and K63-linked ubiquitin chains were
enzymatically assembled using UBE2SΔC (K11), CDC34 (K48), and
Ubc13/UBE2V1 (K63) as previously described (43, 44). In brief,
ubiquitin chains were generated by incubation of 1 μM E1, 25 μM of
the respective E2 and 2 mM ubiquitin in reaction buffer (10 mM ATP,
40 mM Tris [pH 7.5], 10 mM MgCl2, 1 mM DTT) for 18 h at RT. The
reaction was stopped by 20-fold dilution in 50 mM sodium acetate
(pH 4.5) and chains of different lengths were separated by cation
exchange using a Resource S column (GE Healthcare). Elution of
different chain lengths was achieved with a gradient from 0 to 600
mM NaCl.

AMC assays

Activity assays of DUBs against AMC-labeled Ub/UbL substrates
were performed using reaction buffer (150 mM NaCl, 20 mM Tris, pH
7.5, and 10 mM DTT), 1 μM DUBs, 5 μM Nedd8-AMC (ENZO Life Sci-
ences GmbH), or 5 μM Ub-AMC (UbiQ-Bio). The reaction was per-
formed in black 96-well plates (Corning) at 30°C and released
fluorescence was measured using the Infinite F200 Pro plate reader
(Tecan) equipped for an excitation wavelength of 360 nm and an
emission wavelength of 465 nm. The presented results aremeans of
three independent cleavage assays.

Activity-based probe assays

DUBs were prediluted to 2× concentration (10 μM) in reaction buffer
(20 mM Tris, pH 7.5, 150 mM NaCl, and 10 mM DTT) and 1:1 combined
with 100 μM Ub-PA, NEDD8-PA, ISG1579−156-PA, and SUMO1-PA or
SUMO3-PA. After 3-h incubation at RT, the reaction was stopped by
addition of 2× Laemmli buffer, resolved by SDS–PAGE, and Coo-
massie stained. At least two technical replicates were performed
and one representative gel is shown.

Ubiquitin chain cleavage

DUBs were preincubated in 150 mM NaCl, 20 mM Tris, pH 7, and 10
mM DTT for 10 min. The cleavage was performed for the indicated
time points with 5 μM DUBs and either 25 μM di-ubiquitin (K11, K48,
K63, and M1 synthesized as described above, others from Boston
Biochem) or 5 μM tetra-ubiquitin (Boston Biochem) at RT. After the
indicated time points, the reaction was stopped with 2× Laemmli
buffer, resolved by SDS–PAGE, and Coomassie stained. At least two
technical replicates were performed and one representative gel is
shown.

Acetyltransferase (AcT) activity of LPG1949

The acetyltransferase activity of LPG1949 was assessed using im-
munoblotting as a readout. The activity assays were performed in a
total volume of 20 μl in assay buffer (50 mM Tris/HCl, pH 7.4, 100 mM
NaCl, 5 mM MgCl2, and 2 mM β-mercaptoethanol). LPG1949 full-
length and LPG19491−291 were used at a final concentration of 4 μM.
The proteins were analyzed for autoacetylation activity. In addition,
His6-MEK6 protein was used as a substrate at a final concen-
tration of 10 μM. To assess the possible influence of inositol-
hexaphosphate (IP6) on AcT activity (45), samples were conducted
containing 1 mM IP6. The acetyl-group donor molecule for AcT
activity, acetyl-CoA, was used at a final concentration of 1 mM. The
reactions were incubated for 3 h at 37°C. Afterward, the reactions
were stopped by addition of 14 μl H2O and 16 μM 3× sample buffer
and incubation for 10 min at 90°C. The reactions were analyzed
using immunoblotting following a standard protocol. As a primary
antibody, a rabbit anti–acetyl-lysine antibody was used (ab21623;
Abcam). Detection was performed by chemiluminescence using a
goat antirabbit antibody (ab205718; Abcam) coupled to an HRP and
ECL reagent as a substrate for HRP. As a positive control, acetylated
His6-MEK6 AcK210 was used, and Ponceau S staining of the
membrane was performed for a loading control. At least two
technical replicates were performed and one representative gel is
shown.

Supplementary Information

Supplementary Information is available at https://doi.org/10.26508/lsa.
202000838.

Acknowledgements

We would like to thank Axel Hamprecht for Legionella DNA samples and
David Komander for reagents and helpful discussions. Work in the Hofmann
lab has been supported by grants from the Deutsche Forschungsgemeinschaft
(CRC670 and CRC1403). M Lammers is supported by a grant from the Deutsche
Forschungsgemeinschaft (LA 2984/5-1).

Author Contributions

T Hermanns: investigation and performed most experiments.

Legionella DUB discovery Hermanns et al. https://doi.org/10.26508/lsa.202000838 vol 3 | no 9 | e202000838 12 of 14

https://doi.org/10.26508/lsa.202000838
https://doi.org/10.26508/lsa.202000838
https://doi.org/10.26508/lsa.202000838


I Woiwode: investigation and generated and performed assays with
UbL probes.
RFM Guerreiro: software, investigation, visualization, and performed
the protease clustering and some bioinformatical analyses.
R Vogt: investigation and performed the acetyltransferase assays.
M Lammers: investigation and performed the acetyltransferase
assays.
K Hofmann: conceptualization, supervision, funding acquisition,
investigation, and writing—original draft and initiated and super-
vised the study and performed bioinformatical and structural
analyses.

Conflict of Interest Statement

The authors declare that they have no conflict of interest.

References

1. Rape M (2018) Ubiquitylation at the crossroads of development and
disease. Nat Rev Mol Cell Biol 19: 59–70. doi:10.1038/nrm.2017.83

2. Swatek KN, Komander D (2016) Ubiquitin modifications. Cell Res 26:
399–422. doi:10.1038/cr.2016.39

3. Komander D, Rape M (2012) The ubiquitin code. Annu Rev Biochem 81:
203–229. doi:10.1146/annurev-biochem-060310-170328

4. Clague MJ, Urbe S, Komander D (2019) Breaking the chains:
Deubiquitylating enzyme specificity begets function. Nat Rev Mol Cell
Biol 20: 338–352. doi:10.1038/s41580-019-0099-1

5. Mevissen TET, Komander D (2017) Mechanisms of deubiquitinase
specificity and regulation. Annu Rev Biochem 86: 159–192. doi:10.1146/
annurev-biochem-061516-044916

6. Ronau JA, Beckmann JF, Hochstrasser M (2016) Substrate specificity of
the ubiquitin and Ubl proteases. Cell Res 26: 441–456. doi:10.1038/
cr.2016.38

7. Verma R, Aravind L, Oania R, McDonald WH, Yates JR 3rd, Koonin EV,
Deshaies RJ (2002) Role of Rpn11 metalloprotease in deubiquitination
and degradation by the 26S proteasome. Science 298: 611–615.
doi:10.1126/science.1075898

8. Maytal-Kivity V, Reis N, Hofmann K, Glickman MH (2002) MPN+, a putative
catalytic motif found in a subset of MPN domain proteins from
eukaryotes and prokaryotes, is critical for Rpn11 function. BMC Biochem
3: 28. doi:10.1186/1471-2091-3-28

9. Hermanns T, Hofmann K (2019) Bacterial DUBs: Deubiquitination beyond
the seven classes. Biochem Soc Trans 47: 1857–1866. doi:10.1042/
bst20190526

10. Cappadocia L, Lima CD (2018) Ubiquitin-like protein conjugation:
Structures, chemistry, and mechanism. Chem Rev 118: 889–918.
doi:10.1021/acs.chemrev.6b00737

11. Rawlings ND, Barrett AJ, Thomas PD, Huang X, Bateman A, Finn RD (2018)
The MEROPS database of proteolytic enzymes, their substrates and
inhibitors in 2017 and a comparison with peptidases in the PANTHER
database. Nucleic Acids Res 46: D624–D632. doi:10.1093/nar/gkx1134

12. Altschul SF, Gish W, Miller W, Myers EW, Lipman DJ (1990) Basic local
alignment search tool. J Mol Biol 215: 403–410. doi:10.1016/s0022-
2836(05)80360-2

13. Soding J (2005) Protein homology detection by HMM-HMM comparison.
Bioinformatics 21: 951–960. doi:10.1093/bioinformatics/bti125

14. Wan M, Wang X, Huang C, Xu D, Wang Z, Zhou Y, Zhu Y (2019) A bacterial
effector deubiquitinase specifically hydrolyses linear ubiquitin chains

to inhibit host inflammatory signalling. Nat Microbiol 4: 1282–1293.
doi:10.1038/s41564-019-0454-1

15. Pruneda JN, Durkin CH, Geurink PP, Ovaa H, Santhanam B, Holden DW,
Komander D (2016) The molecular basis for ubiquitin and ubiquitin-like
specificities in bacterial effector proteases. Mol Cell 63: 261–276.
doi:10.1016/j.molcel.2016.06.015

16. Abdul Rehman SA, Kristariyanto YA, Choi SY, Nkosi PJ, Weidlich S, Labib K,
Hofmann K, Kulathu Y (2016) MINDY-1 is a member of an evolutionarily
conserved and structurally distinct new family of deubiquitinating
enzymes. Mol Cell 63: 146–155. doi:10.1016/j.molcel.2016.05.009

17. Bazan JF, Fletterick RJ (1988) Viral cysteine proteases are homologous to
the trypsin-like family of serine proteases: Structural and functional
implications. Proc Natl Acad Sci U S A 85: 7872–7876. doi:10.1073/
pnas.85.21.7872

18. Mevissen TE, Hospenthal MK, Geurink PP, Elliott PR, Akutsu M, Arnaudo N,
Ekkebus R, Kulathu Y, Wauer T, El Oualid F, et al (2013) OTU
deubiquitinases reveal mechanisms of linkage specificity and enable
ubiquitin chain restriction analysis. Cell 154: 169–184. doi:10.1016/
j.cell.2013.05.046

19. Hermanns T, Pichlo C, Woiwode I, Klopffleisch K, Witting KF, Ovaa H,
Baumann U, Hofmann K (2018) A family of unconventional
deubiquitinases with modular chain specificity determinants. Nat
Commun 9: 799. doi:10.1038/s41467-018-03148-5

20. Morrow ME, Morgan MT, Clerici M, Growkova K, Yan M, Komander D, Sixma
TK, Simicek M, Wolberger C (2018) Active site alanine mutations convert
deubiquitinases into high-affinity ubiquitin-binding proteins. EMBO Rep
19: e45680. doi:10.15252/embr.201745680

21. Boudreaux DA, Maiti TK, Davies CW, Das C (2010) Ubiquitin vinyl methyl
ester binding orients the misaligned active site of the ubiquitin
hydrolase UCHL1 into productive conformation. Proc Natl Acad Sci U S A
107: 9117–9122. doi:10.1073/pnas.0910870107

22. Gersch M, Wagstaff JL, Toms AV, Graves B, Freund SMV, Komander D
(2019) Distinct USP25 and USP28 oligomerization states regulate
deubiquitinating activity. Mol Cell 74: 436–451.e7. doi:10.1016/
j.molcel.2019.02.030

23. Mevissen TET, Kulathu Y, Mulder MPC, Geurink PP, Maslen SL, Gersch M,
Elliott PR, Burke JE, van Tol BDM, Akutsu M, et al (2016) Molecular basis of
Lys11-polyubiquitin specificity in the deubiquitinase Cezanne. Nature
538: 402–405. doi:10.1038/nature19836

24. Weeks SD, Grasty KC, Hernandez-Cuebas L, Loll PJ (2011) Crystal structure
of a Josephin-ubiquitin complex: Evolutionary restraints on ataxin-3
deubiquitinating activity. J Biol Chem 286: 4555–4565. doi:10.1074/
jbc.m110.177360

25. Schulz S, Chachami G, Kozaczkiewicz L, Winter U, Stankovic-Valentin N,
Haas P, Hofmann K, Urlaub H, Ovaa H, Wittbrodt J, et al (2012) Ubiquitin-
specific protease-like 1 (USPL1) is a SUMO isopeptidase with essential,
non-catalytic functions. EMBO Rep 13: 930–938. doi:10.1038/
embor.2012.125

26. Kubori T, Kitao T, Ando H, Nagai H (2018) LotA, a Legionella
deubiquitinase, has dual catalytic activity and contributes to
intracellular growth. Cell Microbiol 20: e12840. doi:10.1111/cmi.12840

27. Sheedlo MJ, Qiu J, Tan Y, Paul LN, Luo ZQ, Das C (2015) Structural basis of
substrate recognition by a bacterial deubiquitinase important for
dynamics of phagosome ubiquitination. Proc Natl Acad Sci U S A 112:
15090–15095. doi:10.1073/pnas.1514568112

28. Urbanus ML, Quaile AT, Stogios PJ, Morar M, Rao C, Di Leo R, Evdokimova
E, Lam M, Oatway C, Cuff ME, et al (2016) Diverse mechanisms of
metaeffector activity in an intracellular bacterial pathogen, Legionella
pneumophila. Mol Syst Biol 12: 893. doi:10.15252/msb.20167381

29. Choy A, Dancourt J, Mugo B, O’Connor TJ, Isberg RR, Melia TJ, Roy CR (2012)
The Legionella effector RavZ inhibits host autophagy through
irreversible Atg8 deconjugation. Science 338: 1072–1076. doi:10.1126/
science.1227026

Legionella DUB discovery Hermanns et al. https://doi.org/10.26508/lsa.202000838 vol 3 | no 9 | e202000838 13 of 14

https://doi.org/10.1038/nrm.2017.83
https://doi.org/10.1038/cr.2016.39
https://doi.org/10.1146/annurev-biochem-060310-170328
https://doi.org/10.1038/s41580-019-0099-1
https://doi.org/10.1146/annurev-biochem-061516-044916
https://doi.org/10.1146/annurev-biochem-061516-044916
https://doi.org/10.1038/cr.2016.38
https://doi.org/10.1038/cr.2016.38
https://doi.org/10.1126/science.1075898
https://doi.org/10.1186/1471-2091-3-28
https://doi.org/10.1042/bst20190526
https://doi.org/10.1042/bst20190526
https://doi.org/10.1021/acs.chemrev.6b00737
https://doi.org/10.1093/nar/gkx1134
https://doi.org/10.1016/s0022-2836(05)80360-2
https://doi.org/10.1016/s0022-2836(05)80360-2
https://doi.org/10.1093/bioinformatics/bti125
https://doi.org/10.1038/s41564-019-0454-1
https://doi.org/10.1016/j.molcel.2016.06.015
https://doi.org/10.1016/j.molcel.2016.05.009
https://doi.org/10.1073/pnas.85.21.7872
https://doi.org/10.1073/pnas.85.21.7872
https://doi.org/10.1016/j.cell.2013.05.046
https://doi.org/10.1016/j.cell.2013.05.046
https://doi.org/10.1038/s41467-018-03148-5
https://doi.org/10.15252/embr.201745680
https://doi.org/10.1073/pnas.0910870107
https://doi.org/10.1016/j.molcel.2019.02.030
https://doi.org/10.1016/j.molcel.2019.02.030
https://doi.org/10.1038/nature19836
https://doi.org/10.1074/jbc.m110.177360
https://doi.org/10.1074/jbc.m110.177360
https://doi.org/10.1038/embor.2012.125
https://doi.org/10.1038/embor.2012.125
https://doi.org/10.1111/cmi.12840
https://doi.org/10.1073/pnas.1514568112
https://doi.org/10.15252/msb.20167381
https://doi.org/10.1126/science.1227026
https://doi.org/10.1126/science.1227026
https://doi.org/10.26508/lsa.202000838


30. Ekkebus R, van Kasteren SI, Kulathu Y, Scholten A, Berlin I, Geurink PP, de
Jong A, Goerdayal S, Neefjes J, Heck AJ, et al (2013) On terminal alkynes
that can react with active-site cysteine nucleophiles in proteases. J Am
Chem Soc 135: 2867–2870. doi:10.1021/ja309802n

31. Pruneda JN, Bastidas RJ, Bertsoulaki E, Swatek KN, Santhanam B, Clague
MJ, Valdivia RH, Urbe S, Komander D (2018) A Chlamydia effector
combining deubiquitination and acetylation activities induces Golgi
fragmentation. Nat Microbiol 3: 1377–1384. doi:10.1038/s41564-018-0271-y

32. Ma K, Zhen X, Zhou B, Gan N, Cao Y, Fan C, Ouyang S, Luo Z-Q, Qiu J (2020)
The bacterial deubiquitinase Ceg23 regulates the association of Lys-63-
linked polyubiquitin molecules on the Legionella phagosome. J Biol
Chem 295: 1646–1657. doi:10.1074/jbc.RA119.011758

33. Drag M, Mikolajczyk J, Bekes M, Reyes-Turcu FE, Ellman JA, Wilkinson KD,
Salvesen GS (2008) Positional-scanning fluorigenic substrate libraries
reveal unexpected specificity determinants of DUBs (deubiquitinating
enzymes). Biochem J 415: 367–375. doi:10.1042/bj20080779

34. Barrett AJ, Rawlings ND (2001) Evolutionary lines of cysteine peptidases.
Biol Chem 382: 727–733. doi:10.1515/bc.2001.088

35. Schubert AF, Nguyen JV, Franklin TG, Geurink PP, Roberts CG, Sanderson
DJ, Miller LN, Ovaa H, Hofmann K, Pruneda JN, et al (2020) Identification
and characterization of diverse OTU deubiquitinases in bacteria. EMBO J:
e105127. doi:10.15252/embj.2020105127

36. Holm L (2019) Benchmarking fold detection by DaliLite v.5.
Bioinformatics 35: 5326–5327. doi:10.1093/bioinformatics/btz536

37. Li W, Godzik A (2006) Cd-hit: A fast program for clustering and comparing
large sets of protein or nucleotide sequences. Bioinformatics 22:
1658–1659. doi:10.1093/bioinformatics/btl158

38. Katoh K, Standley DM (2013) MAFFT multiple sequence alignment
software version 7: Improvements in performance and usability.Mol Biol
Evol 30: 772–780. doi:10.1093/molbev/mst010

39. Shannon P, Markiel A, Ozier O, Baliga NS, Wang JT, Ramage D, Amin N,
Schwikowski B, Ideker T (2003) Cytoscape: A software environment for
integrated models of biomolecular interaction networks. Genome Res
13: 2498–2504. doi:10.1101/gr.1239303

40. Berrow NS, Alderton D, Sainsbury S, Nettleship J, Assenberg R, Rahman N,
Stuart DI, Owens RJ (2007) A versatile ligation-independent cloning
method suitable for high-throughput expression screening
applications. Nucleic Acids Res 35: e45. doi:10.1093/nar/gkm047

41. Lammers M (2018) Expression and purification of site-specifically lysine-
acetylated and natively-folded proteins for biophysical investigations.
Methods Mol Biol 1728: 169–190. doi:10.1007/978-1-4939-7574-7_11

42. Borodovsky A, Ovaa H, Kolli N, Gan-Erdene T, Wilkinson KD, Ploegh HL,
Kessler BM (2002) Chemistry-based functional proteomics reveals novel
members of the deubiquitinating enzyme family. Chem Biol 9: 1149–1159.
doi:10.1016/s1074-5521(02)00248-x

43. Bremm A, Freund SM, Komander D (2010) Lys11-linked ubiquitin chains adopt
compact conformations and are preferentially hydrolyzed by the
deubiquitinase Cezanne.Nat Struct Mol Biol 17: 939–947. doi:10.1038/nsmb.1873

44. Komander D, Barford D (2008) Structure of the A20 OTU domain and
mechanistic insights into deubiquitination. Biochem J 409: 77–85.
doi:10.1042/bj20071399

45. Zhang ZM, Ma KW, Yuan S, Luo Y, Jiang S, Hawara E, Pan S, Ma W, Song J
(2016) Structure of a pathogen effector reveals the enzymatic
mechanism of a novel acetyltransferase family. Nat Struct Mol Biol 23:
847–852. doi:10.1038/nsmb.3279

License: This article is available under a Creative
Commons License (Attribution 4.0 International, as
described at https://creativecommons.org/
licenses/by/4.0/).

Legionella DUB discovery Hermanns et al. https://doi.org/10.26508/lsa.202000838 vol 3 | no 9 | e202000838 14 of 14

https://doi.org/10.1021/ja309802n
https://doi.org/10.1038/s41564-018-0271-y
https://doi.org/10.1074/jbc.RA119.011758
https://doi.org/10.1042/bj20080779
https://doi.org/10.1515/bc.2001.088
https://doi.org/10.15252/embj.2020105127
https://doi.org/10.1093/bioinformatics/btz536
https://doi.org/10.1093/bioinformatics/btl158
https://doi.org/10.1093/molbev/mst010
https://doi.org/10.1101/gr.1239303
https://doi.org/10.1093/nar/gkm047
https://doi.org/10.1007/978-1-4939-7574-7_11
https://doi.org/10.1016/s1074-5521(02)00248-x
https://doi.org/10.1038/nsmb.1873
https://doi.org/10.1042/bj20071399
https://doi.org/10.1038/nsmb.3279
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
https://doi.org/10.26508/lsa.202000838

	An evolutionary approach to systematic discovery of novel deubiquitinases, applied to Legionella
	Introduction
	Results
	Sequence relationships between MEROPS families
	Features shared between DUB families
	Prediction of Legionella cysteine proteases and DUBs
	Initial characterization of the DUB candidates lpg1621, lpg1148, and lpg1949
	Linkage specificity of lpg1621 and lpg1148
	Role of the aromatic motif in substrate selection

	Discussion
	Materials and Methods
	MEROPS similarity network
	Identification of Legionella DUB candidates
	Cloning and mutagenesis
	Protein expression and purification
	Synthesis of activity-based probes
	Chain generation
	AMC assays
	Activity-based probe assays
	Ubiquitin chain cleavage
	Acetyltransferase (AcT) activity of LPG1949

	Supplementary Information
	Acknowledgements
	Author Contributions
	Conflict of Interest Statement
	1.Rape M (2018) Ubiquitylation at the crossroads of development and disease. Nat Rev Mol Cell Biol 19: 59–70. 10.1038/nrm.2 ...


