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The MJD family of human deubiquitinating enzymes contains four members: Ataxin-3, the ataxin-3-like protein
(AT3L), Josephin-1, and Josephin-2. All share a conserved catalytic unit known as the Josephin domain. Ataxin-
3 and AT3L also contain extensive regulatory regions that modulate their functions, whereas Josephins-1 and -2
are substantially smaller, containing only the Josephin domain. To gain insight into how these minimal
Josephins differ from their larger relatives, we determined the 2.3 A X-ray crystal structure of human Josephin-2
and probed the enzyme’s substrate specificity. Several large disordered loops are seen in the structure, suggesting

a highly dynamic enzyme. Josephin-2 lacks several allosteric sites found in ataxin-3, but its structure suggests
potential regulation via ubiquitination of a loop adjoining the active site. The enzyme preferentially recognizes
substrates containing K11, K48, and K63 linkages, pointing toward a possible role in maintenance of protein

quality control.

1. Introduction

Ubiquitination—the covalent addition of ubiquitin and ubiquitin
polymers to target proteins—is a fundamental regulatory mechanism
modulating both normal and pathological cellular processes (Gilberto
and Peter, 2017; Lin and Machner, 2017; Uckelmann and Sixma, 2017;
Varshavsky, 2017). Ubiquitination is reversible, and ubiquitin addition
and removal exist in dynamic balance. Ubiquitin addition is driven by
many different enzymes and regulatory proteins, which control con-
jugation of ubiquitin to targets, modulate ubiquitin levels, direct ubi-
quitination machinery to various cellular destinations, and impart
target specificity. Ubiquitin removal is similarly complex; in humans,
this process is catalyzed by more than one hundred different deubi-
quitinating enzymes (DUBs), which vary widely in their specificity,
regulation, and cellular localization (Coyne and Wing, 2016; Leznicki
and Kulathu, 2017; Ronau et al., 2016). DUBs can be classified into six
distinct families, the smallest of which is the MJD family (Mevissen and
Komander, 2017).

Enzymes of the MJD family are cysteine proteases; they are widely
distributed throughout eukaryotes, being found in every phylogenetic
lineage except for the excavates (Hutchins et al., 2013). Four MJD-fa-
mily enzymes are present in humans: Ataxin-3, the ataxin-3-like protein
(AT3L), Josephin-1, and Josephin-2. Ataxin-3 and AT3L each contain
an N-terminal catalytic “Josephin” domain of approximately 180 amino
acids, followed by an intrinsically disordered region of about the same

size (Masino et al., 2003; Sicorello et al., 2018). These C-terminal in-
trinsically-disordered regions contain nuclear localization sequences,
ubiquitin-interacting motifs, and polyglutamine tracts (Berke et al.,
2005; Kawaguchi et al., 1994; Macedo-Ribeiro et al., 2009). Josephin-1
and Josephin-2 lack these extended C-terminal regions, and thus consist
of only the Josephin domain. AT3L is thought to have arisen from
ataxin-3 via a recent gene duplication in primates, whereas Josephin-1
and Josephin-2 are considered “ohnologs,” close relatives generated
during whole-genome duplication events that occurred early in verte-
brate evolution (Ohno et al., 1968; Vlasschaert et al., 2017).

The MJD family name is derived from Machado-Joseph disease, a
neurologic disorder caused by expansion of the polyglutamine tract in
ataxin-3 (Costa Mdo and Paulson, 2012). This connection to human
disease has made ataxin-3 the best-studied member of the MJD family.
Outside of the disease context, ataxin-3 acts as a cytoprotective agent
by supporting protein quality-control pathways and DNA repair (Matos
et al.,, 2019). The first 3-D structure for any MJD-family protein was
obtained for the Josephin domain of ataxin-3 (Nicastro et al., 2005),
and structures are now also available for the Josephin domain in
complex with ubiquitin (Nicastro et al., 2010; Sanfelice et al., 2014;
Satoh et al., 2014). AT3L is less well-studied than ataxin-3, but has been
shown to deubiquitinate the transcriptional regulator Kriippel-like
factor 5, thereby potentially contributing to breast cancer progression
(Ge et al., 2015). The structure of the AT3L Josephin domain is also
known, and is highly similar to that of ataxin-3 (Weeks et al., 2011).
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Josephin-1 and Josephin-2 have received less attention than ataxin-3
and AT3L, and prior to this work, no structural information was
available for either Josephin-1 or Josephin-2. Josephin-1 contributes to
the regulation of membrane dynamics and endocytosis (Seki et al.,
2013); in contrast, relatively little is known about the biological func-
tions of Josephin-2, although the enzyme is highly conserved in
mammals, and is expressed in a broad variety of tissues, including the
central nervous system (Papatheodorou et al., 2018).

To gain insight into the function and potential biological roles of
Josephin-2, we determined the X-ray crystal structure of the enzyme in
complex with ubiquitin at 2.3A resolution. The enzyme adopts a
Josephin-domain fold, but nonetheless departs significantly from the
structures of ataxin-3 and AT3L. Functional analyses demonstrate that
Josephin-2 preferentially cleaves K11-, K48-, and K63-linked ubiquitin
conjugates.

2. Results and discussion
2.1. Structure determination

In order to form a Josephin-2-ubiquitin complex sufficiently stable
for crystallization, we covalently linked the enzyme to its substrate
using ubiquitin;_,s-chloroethylamine, an active site-directed ubiquitin
analog (Ovaa et al., 2005). The structure of the complex was de-
termined by multi-wavelength anomalous dispersion (MAD) phasing
methods, combining data from a crystal soaked with the mercury de-
rivative thimerosal and a crystal of selenomethionine-substituted pro-
tein. The crystal asymmetric unit contains a single copy of the ubi-
quitin-Josephin-2 complex. The final model contains residues 12
through 186 of Josephin-2 and the entire ubiquitin molecule. Three
significant stretches of disorder are present, suggesting a highly dy-
namic enzyme; the disordered regions correspond to amino acids 1-11,
52-64, and 112-121. Details of the structure determination and re-
finement are given in Table 1.

2.2. Overview of the structure

The Josephin-2 molecule assumes a compact o/B/a sandwich
structure, containing a central six-stranded beta sheet with helices
packed against either face (Fig. 1). The secondary structural elements
are numbered according to the same scheme that is used for ataxin-3
and AT3L. One face of the central sheet is covered by helices 1 and 4, as
well as an extended portion of the N-terminus corresponding to residues
12-19. The opposite face of the sheet is covered by helices 6 and 7 and
an irregular loop connecting beta strands 1 and 2. A 28-residue loop
protrudes from the enzyme’s compact a/fa core, occupying a position
analogous to that of the a2-a3 helical hairpins in the ataxin-3 and
AT3L structures (Nicastro et al., 2005; Weeks et al., 2011). In Josephin-
2, most of this loop is disordered, apart from two and a half turns of
helix 2 at the beginning of the loop; the region that would correspond to
helix 3 is not observed in the Josephin-2 structure. Additionally, the last
strand on the edge of the beta sheet has no equivalent in the ataxin-3 or
AT3L structures. Because this short strand falls between beta strands 4
and 5 in the sequence, we have labeled it strand 4.5 (Fig. 1).

The ubiquitin molecule is packed against the side of Josephin-2’s a/
B, sandwich, nestled in a cleft between the core of the enzyme and helix
2; this position corresponds to the site on ataxin-3 identified by Nicastro
et al. as Site 1 (Nicastro et al., 2010). The extended ubiquitin C-ter-
minus is threaded into the Josephin-2 active site (Fig. 2), and thus the
ubiquitin’s position corresponds to that of the distal molecule during
cleavage of a ubiquitin-ubiquitin isopeptide bond. A number of inter-
actions within the enzyme’s active site serve to position the ubiquitin C-
terminus (described below). Apart from these, the only other contacts
between ubiquitin and Josephin-2 are three hydrogen bonds: One links
the side chain of Josephin-2’s GIn-78 with the backbone carbonyl
oxygen of ubiquitin Thr-9, while two water-mediated hydrogen bonds
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connect the carbonyl oxygen of ubiquitin Glu-34 with the backbone
amide and carbonyl atoms of Josephin-2 Trp-86.

At the Josephin-2 N-terminus, residues 12-19 adopt an elongated
conformation and pack against the central beta sheet. In ataxin-3 and
AT3L, this elongated stretch then reverses direction in a beta turn and
enters helix 1. However, in the Josephin-2 structure, no electron density
was observed for this beta turn; instead, this region shows evidence for
a domain swap, in which residues 12-19 from one molecule pack
against the central sheet of a neighboring molecule in the crystal lattice
(Fig. S2). Refinements were carried out using both the domain-swapped
and non-domain-swapped structures, with the former giving marginally
better statistics. However, size-exclusion chromatography experiments
show no evidence for dimerization in solution (data not shown), and we
therefore regard this domain swap as a crystallization artifact without
physiological relevance. Apart from this domain swapping, the N-
terminal residues in Josephin-2 adopt a conformation that is very si-
milar to those seen in the N-termini of ataxin-3 and AT3L. For clarity’s
sake, the non-swapped structure is shown in Figs. 1-3.

2.3. The Josephin-2 active site

The covalent complex between Josephin-2 and ubiquitin mimics the
covalent thioester intermediate formed during the deubiquitination
reaction (Ovaa et al.,, 2005). Clear electron density is seen for the
linkage between the ubiquitin C-terminus and Cys-24 in the enzyme
active site (Fig. 2). In addition to this covalent linkage, five hydrogen
bonds connect the enzyme and the ubiquitin C-terminal region, and
serve to stabilize and direct the substrate as it threads into the active
site.

Josephin-2 contains a Cys-His-Asp catalytic triad, composed of the
active-site nucleophile Cys-24, together with His-125 and Asp-140. This
distinguishes the enzyme from ataxin-3, AT3L, and many other papain-
like cysteine proteases, in which the triads contain asparagine rather
than aspartate (Vernet et al., 1995). In Josephin-2, Asp-140 is posi-
tioned so as to accept a hydrogen bond from the Ne2 atom of His-125,
meaning it could potentially serve as a general acid during the catalytic
cycle, in addition to helping position the histidine. The ubiquitin mo-
lecule is covalently attached to Cys-24, which moves this residue’s side
chain away from His-125 and toward the substrate-binding site. Hence,
this structure represents the species formed post-nucleophilic attack,
rather than the pre-catalysis species, in which Cys-24 would be ex-
pected to interact with His-125.

2.4. Comparison with other Josephin domain-containing proteins.

The four human proteins that contain Josephin domains segregate
into two groups, ataxin-3/AT3L and Josephin-1/Josephin-2 (Nijman
et al., 2005). Ataxin-3 and AT3L share 85% sequence identity, while the
sequences of Josephin-1 and Josephin-2 are 51% identical. Between the
two groups, however, sequence identity is substantially lower; for ex-
ample, Josephin-2 shares only 23.5 and 21.8% identity with ataxin-3
and AT3L, respectively. Josephin-2 adopts the same fold as ataxin-3 and
AT3L (Fig. 3), and the protein backbones can be superimposed with
RMS differences in Ca positions of 2.0 and 2.5 A for Josephin-2 versus
ataxin-3 and AT3L, respectively. However, given the levels of sequence
divergence, it is not surprising that the Josephin-2 structure deviates in
many ways from those of the other two proteins.

When the Josephin-2 sequence is aligned with those of ataxin-3 and
AT3L, most regions agree well, except for three major insertions or
deletions (Fig. 1). The first is an insertion of ten residues at the Jose-
phin-2 N-terminus. However, these residues are not ordered in the Jo-
sephin-2 crystal structure, which therefore affords no structural insights
about this region. However, it is worth noting that this stretch of re-
sidues contains Ser-10, which has been observed to be phosphorylated
in cells (Sharma et al., 2014).

Second, Josephin-2 contains a deletion within a region that
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Table 1

Data collection and refinement statistics.
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Data Collection Statistics
Diffraction source
Wavelength A
Temperature (K)
Detector

Resolution range (A

Spacegroup

Unit cell

a, b, c(A)

a, B,y ()

Total number of observations
Number of unique reflections

SeMet, peak

Beamline X-6A, NSLS
0.9787

100

ADSC Quantum 210
20.0-2.30 (2.38-2.30)

P6,22

102.1, 102.1, 92.2
90.0, 90.0, 120.0

991,381 (57,210)

12,866 (1237)

SeMet, inflection
Beamline X-6A, NSLS
0.9792

100

ADSC Quantum 210
20.0-2.30
(2.38-2.30)

P6,22

102.1, 102.1, 92.2
90.0, 90.0, 120.0

501,580 (28,454)

13,002 (1236)

SeMet, remote
Beamline X-6A, NSLS
0.9000

100

ADSC Quantum 210
20.0-2.30
(2.38-2.30)

P6,22

102.1, 102.1, 92.2
90.0, 90.0, 120.0

550,678 (52,246)

13,070 (1273)

Thimerosal, peak
Beamline X-6A, NSLS
1.0053

100

ADSC Quantum 210
20.0-2.40
(2.49-2.40)

P6,22

102.5, 102.5, 92.3
90.0, 90.0, 120.0
776,078 (36,542)
11,261 (1089)
68.9 (33.6)

96.5 (96.0)

86.2 (7.0)

50.3

0.054 (0.582)
0.055 (0.591)
0.006 (0.100)
1.000 (0.971)
0.942 (0.030)

Thimerosal, inflection
Beamline X-6A, NSLS
1.0089

100

ADSC Quantum 210
20.0-2.40
(2.49-2.40)

P6,22

102.5, 102.5, 92.3
90.0, 90.0, 120.0
394,520 (17,590)
11,552 (1073)
34.1 (16.4)

98.9 (95.0)

62.1 (4.9)

50.3

0.050 (0.570)
0.050 (0.588)
0.008 (0.142)
1.000 (0.934)
0.754 (0.035)

Thimerosal, remote
Beamline X-6A, NSLS
0.9700

100

ADSC Quantum 210
20.0-2.40 (2.49-2.40)

P6,22

102.5, 102.5, 92.3
90.0, 90.0, 120.0
423,798 (23,240)
11,607 (1129)
36.5 (20.6)

99.4 (100)

59.5 (4.9)

50.4

0.058 (0.648)
0.059 (0.665)
0.010 (0.144)
1.000 (0.937)
0.843 (0.015)

Average multiplicity 77.0 (46.2) 38.6 (23.0) 42.1 (41.0)
Completeness (%) 98.3 (97.4) 99.4 (97.3) 99.7 (99.7)
Mean I/sigma(l) 81.6 (5.3) 58.0 (3.8) 53.8 (4.6)
Estimated Wilson B-factor (10\2) 50.4 50.2 49.8
R-merge” 0.058 (0.990) 0.054 (0.954) 0.065 (1.091)
R-meas® 0.058 (1.00) 0.055 (0.975) 0.066 (1.105)
R-pimd 0.007 (0.145) 0.009 (0.201) 0.010 (0.171)
CCy2° 1.000 (0.949) 1.000 (0.911) 1.000 (0.945)
CCanom' 0.912 (0.053) 0.591 (0.034) 0.648 (—0.002)
Refinement and Model Statistics
Resolution range (A)" 19.82-2.30

(2.38-2.30)
Number of reflections used® 23,358 (2209)
Reflections used for R-free® 1134 (121)

Rwork 0.201 (0.279)
Rfree 0.224 (0.341)
Solvent content (%) 48.0

Number of non-hydrogen atoms

Protein 1805

Solvent 24

Average B-value (AZ) 72.0

RMS deviations from ideality

Bonds (A) 0.002

Angles (°) 0.50

Residue distribution in Ramachandran plot
Most favored region (%) 99.1

Allowed (%) 0.9

Outliers (%) 0.0
Clashscore 1.92

@ Values in parentheses refer to the highest resolution shell.

b Rinerge is calculated by the equation Rinerge = Zhiq Z; |L(hkD) — <I(hkD>|/Zpiq Z; I(hkD), where I(hkD is the ith measurement.
€ Rpmeas (or redundancy-independent Rperge) is calculated by the equation Ryneqs = Zpa[N/(N — D12 5 |I(hkD) — <I(hkD>|/Zpi Z; I(hkD), where I(hkl) is the ith

measurement and N is the redundancy of each unique reflection hkl.*°

4 Rpim is calculated by the equation Ryim = Swul1/(N — 10172 %; |I(hkD) — <IChkD>|/Swq ; Li(hkD, where I(hkl) is the ith measurement and N is the redundancy of

each unique reflection hkl.®!

€ CC s is the correlation coefficient between two randomly chosen half data sets.®?

£ CCanom is the CC; 2 value calculated for anomalous data.
& F(+) and F(—) were treated as distinct reflections during refinement.

corresponds to the helix-2/helix-3 hairpin in ataxin-3 and AT3L. This
hairpin protrudes from the protein’s central core and clamps the ubi-
quitin substrate against the main body of the enzyme. In Josephin-2,
this region is 19 residues shorter than the corresponding region in
ataxin-3 and AT3L. The first half of helix 2 aligns well with the corre-
sponding helices in ataxin-3 and AT3L, but the remainder of the region
is disordered and contains no helix 3 equivalent, in line with secondary-
structure predictions. Hence, unlike the case with ataxin-3 and AT3L,
no stabilizing contacts occur between ubiquitin and Josephin-2’s pu-
tative hairpin, suggesting that the ubiquitin molecule is not tightly
clamped in place. Consistent with this idea, the average B-value for
ubiquitin is higher than that for Josephin-2 (80.8 A% vs. 68.242).
Ubiquitin itself is highly stable and tightly packed, so the most likely
explanation for its elevated B-values is that it is only loosely tethered in
place, and therefore is able to explore small rigid-body excursions from
its equilibrium position. Given that this disordered loop adjoins the
active site, it is tempting to speculate that it might participate in

recognition of larger oligomeric ubiquitin substrates, which could in-
duce a disorder-to-order transition.

Thirdly, an insertion is found in the loop connecting beta strands 2
and 3. In ataxin-3 and AT3L, these strands are connected by a tight turn,
but in Josephin-2 the loop contains an additional thirteen residues,
most of which are disordered. This loop is positioned over the active
site, adjacent to the bound ubiquitin molecule, and thus may also play a
role in engaging larger substrates. Notably, in ataxin-3 the f2-f33 loop
contains Lys-117; mono-ubiquitination at this residue stimulates enzy-
matic activity via transient binding of the covalently-attached ubiquitin
molecule in Site 1 (Faggiano et al., 2015; Todi et al., 2010). In Josephin-
2, the $2-33 loop contains no lysines, and thus an analogous post-
translational modification cannot occur. However, Josephin-2 does
contain a lysine in the 4-f4.5 loop, which is adjacent to the 2-f3
loop, and this residue (Lys-142) is ubiquitinated in cells (Kim et al.,
2011; Wagner et al., 2011; Zhou et al., 2018). Our structure suggests
that a ubiquitin conjugated to Lys-142 would be able to reach Site 1,
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Fig. 1. Human Josephin-2 adopts a compact a/B/a sandwich fold. (A) Cartoon representation of the Josephin-2 structure, with helices colored magenta and strands
colored blue. A stereo version of this panel can be found in Fig. S1. (B) The same view as in panel A, but with the helices removed to reveal the central sheet. (C)
Sequence alignment of the four members of the human MJD family. Abbreviations used: Jos2, Josephin-2; Josl, Josephin-1, AT3, ataxin-3. Identities are colored
yellow, and similar residues are colored orange. The secondary structure breakdown for Josephin-2 is shown above the sequence. Regions with the sawtooth symbol
represent disordered stretches in the crystal structure, and the catalytic triad is marked by asterisks. The position of the helical hairpin in ataxin-3 and AT3L is also
indicated. The alignment was prepared using TM-align and EMBOSS-Needle (Madeira et al., 2019; Zhang and Skolnick, 2005). (D) Two views of the complex between
Josephin-2 (cyan) and ubiquitin (yellow). Large disordered loops in Josephin-2 are shown as dashed lines. The position of Lys-142 in the 34-B4.5 loop is shown in the
right-hand panel. (For interpretation of the references to colour in this figure legend, the reader is referred to the web version of this article.)

and therefore might plausibly serve an activating function (Fig. 1). It is
not yet known whether Josephin-2 activity can be stimulated by ubi-
quitination; however, its close relative Josephin-1 is known to be ac-
tivated by mono-ubiquitination (Seki et al., 2013). Like Josephin-2,
Josephin-1 contains no lysines in the B2-f33 loop, but does have a
ubiquitination site in the region corresponding to the (34-f4.5 loop
(Kim et al., 2011; Zhou et al., 2018). Taken together, these observations
are consistent with the possibility that ubiquitination in the Josephin-1/
Josephin-2 34-f4.5 loop activates the enzyme, analogous to ubiquiti-
nation in ataxin-3’s $2-33 loop.

In addition to the insertions and deletions described above,
Josephin-2 differs significantly from ataxin-3 and AT3L at several other
positions. One is at the C-terminus, where the final approximately ten

residues of Josephin-2 diverge both in sequence and structure from the
analogous regions in the other two proteins. In all three proteins, the C-
terminal residues form a small helix (helix 7); however, just upstream of
this helix, the polypeptide chain turns in opposite directions in
Josephin-2 versus ataxin-3 and AT3L. Also, in the latter two proteins, a
short insertion of approximately five residues separates the terminal
helix from beta strand 5, whereas in Josephin-2 the helix immediately
follows the strand. Thus, in ataxin-3 and AT3L the C-terminal helix ends
up near the N-terminus, while in Josephin-2 this helix sits at the edge of
the central sheet, above the ubiquitin-binding site and next to the ex-
tended f1-B2 loop. There is no discernable sequence homology be-
tween Josephin-2 and the other proteins in the 31-32 loop region; in-
deed, this loop is where the Josephin-2 structure deviates most from
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Ubiquitin Josephin-2 Distance (A)
Gly-76 N-H Arg-124 C=0 27
Gly-75 N-H Tyr-68 C=0 3.4
Arg-74 C=0 Asn-107 side chain 3.0

Arg-74 side chain Asn-67 C=0 2.8
Leu-73 C=0 Val-70 N-H 2.7

Fig. 2. Details of the Josephin-2 active site. (A) The extended C-terminus of ubiquitin (yellow) threads into the active site of Josephin-2 (shown as a cyan surface
representation). (B) A portion of the final 2Fo-Fc map, contoured at 10, showing the site of covalent attachment of the ubiquitin molecule to Cys-24. (C) Detailed view
showing polar interactions between the ubiquitin C-terminus and active-site Josephin-2 residues. Hydrogen bonds shown as dashed lines are listed in the table at
right. The Cys-Asp-His residues of the Josephin-2 catalytic triad are labeled. A stereo version of this panel can be found in Fig. S1. (For interpretation of the references
to colour in this figure legend, the reader is referred to the web version of this article.)

those of ataxin-3 and AT3L (Fig. S3). Thus, for this portion of the
protein’s surface—on the opposite face of the molecule from the active
site, where helix 7 and the 31-B2 loop cover the central sheet—Jose-
phin-2 differs appreciably from either ataxin-3 or AT3L. There are no
crystal contacts near this region of the Josephin-2 surface, and so the
conformation observed likely reflects the undistorted solution con-
formation. However, because Josephin-2 appears to be a particularly
flexible molecule, we cannot rule out that small crystallization-induced
perturbations exist at other sites.

Adjacent to this region is a small surface patch that is also different
in Josephin-2 as compared to ataxin-3 and AT3L; this area lies on the
bottom of the molecule in the view shown in Fig. 3A. In ataxin-3, this
surface patch is a second ubiquitin-binding site known as “Site 2,” and
contains three key residues, Tyr-27, Phe-28, and Trp-87 (Nicastro et al.,
2010, 2009). In Josephin-2, only one of these three residues is con-
served (the equivalent amino acids are Leu-37, Phe-38, and Leu-80).
Further, the enzyme’s surface character in this region differs sub-
stantially between ataxin-3 and Josephin-2; the surface of ataxin-3 is
strongly acidic around Site 2, whereas the corresponding surface in
Josephin-2 is relatively neutral (Fig. 3D). These structural differences
suggest that a ubiquitin-binding site analogous to Site 2 does not exist
in Josephin-2.

2.5. Deubiquitinating activity.

Josephin-2 cleaves ubiquitin conjugates that contain small C-

terminal adducts, including the fluorogenic substrate ubiquitin-AMC
and the hexahistidine-tagged species Ub-Hisg (Orcutt et al., 2012; Seki
et al., 2013; Tzvetkov and Breuer, 2007; Weeks et al., 2011). We first
tested whether Josephin-2 activity toward ubiquitin-AMC could be
stimulated by free ubiquitin, given that such a stimulation has been
observed with ataxin-3 (Faggiano et al., 2015). However, no increase in
Josephin-2 activity was observed using either monomeric ubiquitin or
K48-linked di-ubiquitin, at concentrations up to 25uM; in contrast,
these conditions give marked stimulation with ataxin-3 (data not
shown).

Josephin-2 can also cleave both K63-linked and K48-linked poly-
ubiquitin, and degrades the former more efficiently than the latter (Seki
et al., 2013; Weeks et al., 2011). To gain additional insights into the
substrate specificity of Josephin-2, we tested enzyme activity using a
panel of di-ubiquitin conjugates representing all possible native linkage
types (linear, K6, K11, K27, K29, K33, K48, and K63). Josephin-2 ex-
hibited clear preferences for certain linkage types, with K11- and K48-
linked dimers being cleaved most efficiently, and essentially no clea-
vage being seen for linear and K6-linked dimers (Fig. 4). Even for those
dimers that are most efficiently targeted, cleavage of di-ubiquitin sub-
strates is relatively slow, as compared to cleavage of either poly-ubi-
quitin or Ub-Hisg; this is similar to the behavior of ataxin-3 and AT3L
(Weeks et al., 2011).

The ubiquitin linkage types most readily cleaved by Josephin-
2—K11, K48, and K63—are all abundant in cells (Swatek and
Komander, 2016; Xu et al., 2009). However, they are dissimilar in
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structure, with K11 and K48 homopolymers forming two distinct types
of compact structures (Castaneda et al., 2013; Eddins et al., 2007),
while K63-linked chains are more extended (Datta et al., 2009;
Komander et al., 2009; Weeks et al., 2009). Therefore, Josephin-2
possesses the ability to recognize and cleave substrates with differing
topologies. It is not unique in this ability; multiple instances exist of
DUBs that can cleave K11, K48, and K63 linkages, with USP9X and
SdeA being two recent examples (Paudel et al., 2019; Puvar et al.,
2019). All three of these linkage types can be combined in mixed ubi-
quitin chains that efficiently drive proteasomal degradation (Grice
et al., 2015; Meyer and Rape, 2014). We therefore tested whether Jo-
sephin-2 could cleave a branched K11/K48 tri-ubiquitin chain, and
observed that it can indeed do so (Fig. 4).

Thus, the three types of ubiquitin linkages recognized by Josephin-2
are all involved in protein degradative pathways, and either direct
proteins to the proteasome or mediate autophagy (Kwon and
Ciechanover, 2017). Hence, we speculate that Josephin-2’s biological
role is likely related to maintaining cellular protein quality control. In
vitro, the enzyme cleaves small model substrates (e.g., di-ubiquitin)
slowly, suggesting that Josephin-2 requires activation to accomplish its
cellular functions; this may require an as-yet undiscovered partner, or
involve mono-ubiquitination, as seen for other MJD-family enzymes.

3. Materials and methods
3.1. Materials

The di-ubiquitin panel was purchased from UbiQ Bio (Amsterdam,
The Netherlands), and branched K11/K48 tri-ubiquitin was obtained

from Boston Biochem (Boston, USA). Ub-Hisg was prepared as described
(Weeks et al., 2011).
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Fig. 3. The overall Josephin fold is conserved be-
tween members of the MJD family. Josephin-2 (cyan)
is shown superposed on ataxin-3 (magenta; panel A)
and AT3L (blue; panel B). (C) A reversed view of the
superposed Josephin-2 and ataxin-3 structures,
showing the “rear” surface of the molecules, i.e. the
opposite face from the surface containing the active
site. The black circle indicates Site 2 of ataxin-3, with
ataxin-3’s Tyr-27, Phe-28, and Trp-87 residues shown
as yellow sticks. (D) Electrostatic surface re-
presentations of ataxin-3 and Josephin-2, shown in
the same orientation as panel C. The black circles
show the position of Site 2 in ataxin-3, and of the
corresponding region in Josephin-2, highlighting
how the surface characters of the two proteins differ
at this position. (For interpretation of the references
to colour in this figure legend, the reader is referred
to the web version of this article.)

ataxin-3

3.2. Subcloning and protein expression

The human JosD2 gene (encoding the Josephin-2 protein) was
kindly provided by Dr. Randall Pittman. JosD2 was introduced into the
pETHSUL vector to encode a Hisg-SUMO-Josephin-2 construct (Weeks
et al., 2007). The gene for human ubiquitin was then fused, in frame, to
the 5’ end of the His-tagged SUMO gene, with the expectation that the
presence of ubiquitin would promote the solubility and stability of
Josephin-2. Protein was expressed at 24 °C for approximately 24 h in
Rosetta2 (DE3) cells using auto-induction media (Studier, 2005). The
cultures were harvested by centrifugation at 4 °C and cell pellets were
stored at —80 °C. Protein isolated from over-expressing cells demon-
strated an electrophoretic mobility corresponding to the expected mo-
lecular weight for the SUMO-Josephin-2 fusion, indicating that the
fused ubiquitin is removed during expression, presumably by Josephin-
2. Selenomethionine-labeled Josephin-2 was produced using PASM-
5052 auto-induction media (Studier, 2005), and purified in the same
manner as the native protein.

Cells were thawed and re-suspended in Buffer A (50 mM sodium
phosphate pH 7.4, 250 mM NacCl, 7.5 mM imidazole, 10% (w/v) gly-
cerol, 5mM [-mercaptoethanol). Cells were lysed by three passes
through an Emulsiflex cell disrupter (Avestin, Inc.), and subjected to
low-speed centrifugation (27,000 X g for 15 min), followed immediately
by high-speed centrifugation (165,000 x g for 1h). The resulting su-
pernatant was filtered sequentially through 5 pum and 0.45 pm syringe
filters and then loaded onto a 5-mL HiTrap IMAC HP column (GE Life
Sciences) at approximately 1 mL/min. The column was washed with
10-20 column volumes of Buffer A + 0.1% Triton X-100, and the pro-
tein was eluted with Buffer B (50 mM sodium phosphate pH 7.4,
250 mM NacCl, 250 mM imidazole, 10% (w/v) glycerol, 5mM [-mer-
captoethanol). Fractions corresponding to the protein peak were pooled
and EDTA was added to a final concentration of 2mM. The doubly-
tagged SUMO hydrolase UD1 was then added ((Weeks et al., 2007);
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Fig. 4. Activity of human Josephin-2 against different ubiquitin linkage types.
(A) Activity of Josephin-2 versus a panel of ubiquitin dimers containing all
naturally-occurring linkages. (B) Josephin-2 is able to cleave a branched K11/
K48 tri-ubiquitin chain. Note that the ubiquitin trimer runs as a smeared band
in this gel system. Panels A & B both show the results of a 20-hour incubation at
37°. (C) Josephin-2 cleaves the small Ub-Hiss substrate more efficiently than
ubiquitin dimers. A representative time course is shown for cleavage at room
temperature.

0.5 mg of hydrolase/L of expression culture) and the protein was dia-
lyzed overnight at 4 °C against two changes of Buffer A. The dialyzed
sample was passed over a 5-mL HiTrap IMAC column equilibrated with
Buffer A, and the UD1-cleaved protein present in the flow-through was
collected and concentrated using an 10 K MWCO Amicon Ultra con-
centrator (Millipore). Concentrated protein was kept on ice until use.

3.3. Preparation of the Josephin-2-ubiquitin complex.

The ubiquitin thioester (residues 1-75) was produced and treated
with 2-chloroethylamine as previously described (Weeks et al., 2011).
Briefly, ubiquitin;_;5 was expressed as a fusion with a C-terminal Hise-
tagged intein from Mycobacterium xenopi and purified by IMAC. Clea-
vage was induced by sodium mercaptoethane sulfonate (MESNA) and
the His-tagged intein was removed on an IMAC column, yielding the
ubiquitin C-terminal thioester. The solution pH was adjusted to 8, and
2-chloroethylamine was added, to produce the amide adduct at the
ubiquitin C-terminus. The resulting activity-based probe was used to
covalently attach ubiquitin to Josephin-2. Three molar equivalents of
the ubiquitin probe were added to one equivalent of Josephin-2 and the
proteins were incubated for 16-18h at 16 °C. The mixture was then
loaded onto a 5-mL HiTrap SP HP column (GE Life Sciences) and eluted
with a salt gradient to isolate the desired complex (initial
buffer = 25mM Bicine pH 8.5, 5mM DTT; final buffer = initial
buffer + 1 M NaCl). After concentration to about 1 mL, the complex
was loaded onto an S200 (16/10) size-exclusion column (GE Life Sci-
ences) as a polishing step, with the column being equilibrated in 25 mM
sodium acetate pH 4.6, 150 mM NaCl, 5mM DTT. After overnight
dialysis in 10 mM sodium acetate pH 5, 50mM NaCl, 20% (w/v)
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glycerol, 5mM DTT, the protein was concentrated to 20 mg/mL for
crystallization trials using the microbatch-under-oil technique (Chayen,
1997). Diffraction-quality crystals were obtained in approximately 24 h
by mixing 1 pL of the protein solution (9 mg/mL) with an equal volume
of 0.1 M sodium acetate pH 4.6, 0.2M CaCl,, 22.5% (w/v) PEG 6000
and incubating under Al’s Oil at 18 °C (D'Arcy et al., 1996).

3.4. Data collection and structure determination.

Crystals were prepared for data collection by dipping briefly in a
solution of 30% (v/v) glycerol in mother liquor, followed by flash-
cooling in liquid nitrogen. The mercury derivative was produced by a
10-minute soak in 10 mM thimerosal, 0.05M sodium acetate pH 5.5,
0.2M CaCl,, 15% (w/v) PEG 6000, 10 mM DMSO. A selenomethione-
containing derivative was prepared using PASM-5052 media (Studier,
2005).

Three-wavelength MAD data were collected for both the thimerosal
and SeMet derivatives. Data were processed using XDS (Kabsch, 2010),
after which the Autosol pipeline in Phenix was used to determine
phases and build an initial model (Terwilliger et al., 2009). When both
the mercury and SeMet data were used in the Autosol procedure,
slightly better maps were obtained than when using the mercury data
alone. The SeMet data alone did not yield a solution, which is not
surprising given that the Josephin-2 protein contains only two me-
thionines, one of which (the start methionine) is disordered in the
crystal. The initial model was refined against the peak data from the
SeMet crystal, using alternating cycles of manual rebuilding in Coot
(Emsley et al., 2010) and refinement in Phenix. Data collection and
refinement statistics are shown in Table 1.

3.5. Ubiquitin cleavage assays

Di- and tri-ubiquitin cleavage assays were conducted at 37 °C using
3.6 uM Josephin-2 and 15 pM substrate in a buffer containing 25 mM
Tris pH 7.5, 5mM DTT. After 20 h, the reactions were quenched by
addition of SDS sample buffer. Cleavage of the Ub-Hiss reagent was
carried out at room temperature using 12.5 uM Josephin-2 and 125 pM
substrate in a buffer containing 0.1 M Tris pH 7.5. Assay solutions were
analyzed by SDS-PAGE and the gels stained with Coomassie Brilliant
Blue.

3.6. Accession numbers

Coordinates and structure factors have been deposited in the Protein
Data Bank; PDB ID: 6PGV.

CRediT authorship contribution statement

Kimberly C. Grast: Conceptualization, Investigation, Writing - re-
view & editing. Stephen D. Weeks: Conceptualization, Investigation.
Patrick J. Loll: Conceptualization, Investigation, Writing - original
draft, Writing - review & editing, Funding acquisition.

Declaration of Competing Interest

The authors declare that they have no known competing financial
interests or personal relationships that could have appeared to influ-
ence the work reported in this paper.

Acknowledgements

This work was supported by NIH grant RO1INS065140 to PJL.
Diffraction data were collected at beam line X6A of the National
Synchrotron Light Source (NSLS), and this effort was supported in part
by National Institute of General Medical Sciences (NIGMS)/National
Institutes of Health (NIH) Grant RO1GMO079508. Financial support for



K.C. Grasty, et al.

NSLS beam lines were provided by the Offices of Biological and
Environmental Research and of Basic Energy Sciences of the US
Department of Energy and by the NIGMS of the NIH. The authors thank
Vivian Stojanoff and Jean Jakoncic for data collection support, Randy
Pittman for providing reagents and encouragement, and Maya Rao for
sharing unpublished results.

Appendix A. Supplementary data

Supplementary data to this article can be found online at https://
doi.org/10.1016/j.yjsbx.2019.100011.

References

Berke, S.J., Chai, Y., Marrs, G.L., Wen, H., Paulson, H.L., 2005. Defining the role of
ubiquitin-interacting motifs in the polyglutamine disease protein, ataxin-3. J. Biol.
Chem. 280, 32026-32034.

Castaneda, C.A., Kashyap, T.R., Nakasone, M.A., Krueger, S., Fushman, D., 2013. Unique
structural, dynamical, and functional properties of k11-linked polyubiquitin chains.
Structure 21, 1168-1181.

Chayen, N., 1997. The role of oil in macromolecular crystallization. Structure 5,
1269-1274.

Costa Mdo, C., Paulson, H.L., 2012. Toward understanding Machado-Joseph disease.
Prog. Neurobiol. 97, 239-257.

Coyne, E.S., Wing, S.S., 2016. The business of deubiquitination - location, location, lo-
cation [version 1; peer review: 2 approved]. F1000Res 5, (F1000 Faculty Rev) 1163.

D'Arcy, A., Elmore, C., Stihle, M., Johnston, J.E., 1996. A novel approach to crystallizing
proteins under oil. J. Cryst. Growth 168, 175-180.

Datta, A.B., Hura, G.L., Wolberger, C., 2009. The structure and conformation of Lys63-
linked tetraubiquitin. J. Mol. Biol. 392, 1117-1124.

Eddins, M.J., Varadan, R., Fushman, D., Pickart, C.M., Wolberger, C., 2007. Crystal
structure and solution NMR studies of Lys48-linked tetraubiquitin at neutral pH. J.
Mol. Biol. 367, 204-211.

Emsley, P., Lohkamp, B., Scott, W.G., Cowtan, K., 2010. Features and development of
Coot. Acta Crystallogr. D: Biol. Crystallogr. 66, 486-501.

Faggiano, S., Menon, R.P., Kelly, G.P., Todi, S.V., Scaglione, K.M., Konarev, P.V., Svergun,
D.I., Paulson, H.L., Pastore, A., 2015. Allosteric regulation of deubiquitylase activity
through ubiquitination. Front. Mol. Biosci. 2, 2. https://doi.org/10.3389/fmolb.
2015.00002.

Ge, F., Chen, W., Qin, J., Zhou, Z., Liu, R., Liu, L., Tan, J., Zou, T., Li, H., Ren, G., Chen, C.,
2015. Ataxin-3 like (ATXN3L), a member of the Josephin family of deubiquitinating
enzymes, promotes breast cancer proliferation by deubiquitinating Kruppel-like
factor 5 (KLF5). Oncotarget 6, 21369-21378.

Gilberto, S., Peter, M., 2017. Dynamic ubiquitin signaling in cell cycle regulation. J. Cell
Biol. 216, 2259-2271.

Grice, G.L., Lobb, L.T., Weekes, M.P., Gygi, S.P., Antrobus, R., Nathan, J.A., 2015. The
proteasome distinguishes between heterotypic and homotypic lysine-11-linked
polyubiquitin chains. Cell Rep. 12, 545-553.

Hutchins, A.P., Liu, S., Diez, D., Miranda-Saavedra, D., 2013. The repertoires of ubiqui-
tinating and deubiquitinating enzymes in eukaryotic genomes. Mol. Biol. Evol. 30,
1172-1187.

Kabsch, W., 2010. XDS. Acta Crystallogr. D: Biol. Crystallogr. 66, 125-132.

Kawaguchi, Y., Okamoto, T., Taniwaki, M., Aizawa, M., Inoue, M., Katayama, S.,
Kawakami, H., Makamura, S., Nishimura, M., Akiguchi, I, et al., 1994. CAG expan-
sions in a novel gene for Machado-Joseph disease at chromosome 14q32.1. Nat.
Genet. 8, 221-228.

Kim, W., Bennett, E.J., Huttlin, E.L., Guo, A., Li, J., Possemato, A., Sowa, M.E., Rad, R.,
Rush, J., Comb, M.J., Harper, J.W., Gygi, S.P., 2011. Systematic and quantitative
assessment of the ubiquitin-modified proteome. Mol. Cell 44, 325-340.

Komander, D., Reyes-Turcu, F., Licchesi, J.D., Odenwaelder, P., Wilkinson, K.D., Barford,
D., 2009. Molecular discrimination of structurally equivalent Lys 63-linked and linear
polyubiquitin chains. EMBO Rep. 10, 466—473.

Kwon, Y.T., Ciechanover, A., 2017. The ubiquitin code in the ubiquitin-proteasome
system and autophagy. Trends Biochem. Sci. 42, 873-886.

Leznicki, P., Kulathu, Y., 2017. Mechanisms of regulation and diversification of deubi-
quitylating enzyme function. J. Cell Sci. 130, 1997-2006.

Lin, Y.H., Machner, M.P., 2017. Exploitation of the host cell ubiquitin machinery by
microbial effector proteins. J. Cell Sci. 130, 1985-1996.

Macedo-Ribeiro, S., Cortes, L., Maciel, P., Carvalho, A.L., 2009. Nucleocytoplasmic
shuttling activity of ataxin-3. PLoS One 4, e5834.

Madeira, F., Park, Y.M., Lee, J., Buso, N., Gur, T., Madhusoodanan, N., Basutkar, P.,
Tivey, A.R.N., Potter, S.C., Finn, R.D., Lopez, R., 2019. The EMBL-EBI search and
sequence analysis tools APIs in 2019. Nucleic Acids Res gkz268, https://doi-org.ez-
proxy2.library.drexel.edu/10.1093/nar/gkz1268.

Masino, L., Musi, V., Menon, R.P., Fusi, P., Kelly, G., Frenkiel, T.A., Trottier, Y., Pastore,
A., 2003. Domain architecture of the polyglutamine protein ataxin-3: a globular
domain followed by a flexible tail. FEBS Lett. 549, 21-25.

Matos, C.A., de Almeida, L.P., Nobrega, C., 2019. Machado-Joseph disease/spinocer-
ebellar ataxia type 3: lessons from disease pathogenesis and clues into therapy. J.
Neurochem. 148, 8-28.

Mevissen, T.E.T., Komander, D., 2017. Mechanisms of deubiquitinase specificity and

Journal of Structural Biology: X 3 (2019) 100011

regulation. Annu. Rev. Biochem. 86, 159-192.

Meyer, H.J., Rape, M., 2014. Enhanced protein degradation by branched ubiquitin chains.
Cell 157, 910-921.

Nicastro, G., Menon, R.P., Masino, L., Knowles, P.P., McDonald, N.Q., Pastore, A., 2005.
The solution structure of the Josephin domain of ataxin-3: structural determinants for
molecular recognition. Proc. Natl. Acad. Sci. U.S.A. 102, 10493-10498.

Nicastro, G., Todi, S.V., Karaca, E., Bonvin, A.M., Paulson, H.L., Pastore, A., 2010.
Understanding the role of the Josephin domain in the PolyUb binding and cleavage
properties of ataxin-3. PLoS One 5, €12430.

Nicastro, G., Masino, L., Esposito, V., Menon, R.P., De Simone, A., Fraternali, F., Pastore,
A., 2009. Josephin domain of ataxin-3 contains two distinct ubiquitin-binding sites.
Biopolymers 91, 1203-1214.

Nijman, S.M., Luna-Vargas, M.P., Velds, A., Brummelkamp, T.R., Dirac, A.M., Sixma, T.K.,
Bernards, R., 2005. A genomic and functional inventory of deubiquitinating enzymes.
Cell 123, 773-786.

Ohno, S., Wolf, U., Atkin, N.B., 1968. Evolution from fish to mammals by gene duplica-
tion. Hereditas 59, 169-187.

Orcutt, S.J., Wu, J., Eddins, M.J., Leach, C.A., Strickler, J.E., 2012. Bioluminescence assay
platform for selective and sensitive detection of Ub/Ubl proteases. Biochim. Biophys.
Acta, Gene Struct. Expression 1823, 2079-2086.

Ovaa, H., Galardy, P.J., Ploegh, H.L., 2005. Mechanism-based proteomics tools based on
ubiquitin and ubiquitin-like proteins: synthesis of active site-directed probes.
Methods Enzymol. 399, 468-478.

Papatheodorou, ., Fonseca, N.A., Keays, M., Tang, Y.A., Barrera, E., Bazant, W., Burke,
M., Fullgrabe, A., Fuentes, A.M., George, N., Huerta, L., Koskinen, S., Mohammed, S.,
Geniza, M., Preece, J., Jaiswal, P., Jarnuczak, A.F., Huber, W., Stegle, O., Vizcaino,
J.A., Brazma, A., Petryszak, R., 2018. Expression Atlas: gene and protein expression
across multiple studies and organisms. Nucleic Acids Res. 46, D246-D251.

Paudel, P., Zhang, Q., Leung, C., Greenberg, H.C., Guo, Y., Chern, Y.H., Dong, A, Li, Y.,
Vedadi, M., Zhuang, Z., Tong, Y., 2019. Crystal structure and activity-based labeling
reveal the mechanisms for linkage-specific substrate recognition by deubiquitinase
USP9X. Proc. Natl. Acad. Sci. U.S.A. 116, 7288-7297.

Puvar, K., Iyer, S., Sheedlo, M.J., Das, C., 2019. Purification and functional character-
ization of the DUB domain of SdeA. Methods Enzymol. 618, 343-355.

Ronau, J.A., Beckmann, J.F., Hochstrasser, M., 2016. Substrate specificity of the ubiquitin
and Ubl proteases. Cell Res. 26, 441-456.

Sanfelice, D., De Simone, A., Cavalli, A., Faggiano, S., Vendruscolo, M., Pastore, A., 2014.
Characterization of the conformational fluctuations in the Josephin domain of ataxin-
3. Biophys. J. 107, 2932-2940.

Satoh, T., Sumiyoshi, A., Yagi-Utsumi, M., Sakata, E., Sasakawa, H., Kurimoto, E.,
Yamaguchi, Y., Li, W., Joazeiro, C.A., Hirokawa, T., Kato, K., 2014. Mode of substrate
recognition by the Josephin domain of ataxin-3, which has an endo-type deubiqui-
tinase activity. FEBS Lett. 588, 4422-4430.

Seki, T., Gong, L., Williams, A.J., Sakai, N., Todi, S.V., Paulson, H.L., 2013. JosD1, a
membrane-targeted deubiquitinating enzyme, is activated by ubiquitination and
regulates membrane dynamics, cell motility, and endocytosis. J. Biol. Chem. 288,
17145-17155.

Sharma, K., D'Souza, R.C., Tyanova, S., Schaab, C., Wisniewski, J.R., Cox, J., Mann, M.,
2014. Ultradeep human phosphoproteome reveals a distinct regulatory nature of Tyr
and Ser/Thr-based signaling. Cell Rep. 8, 1583-1594.

Sicorello, A., Kelly, G., Oregioni, A., Novacek, J., Sklenar, V., Pastore, A., 2018. The
Structural properties in solution of the intrinsically mixed folded protein ataxin-3.
Biophys. J. 115, 59-71.

Studier, F.W., 2005. Protein production by auto-induction in high density shaking cul-
tures. Protein Exp. Purif. 41, 207-234.

Swatek, K.N., Komander, D., 2016. Ubiquitin modifications. Cell Res. 26, 399-422.

Terwilliger, T.C., Adams, P.D., Read, R.J., McCoy, A.J., Moriarty, N.W., Grosse-Kunstleve,
R.W., Afonine, P.V., Zwart, P.H., Hung, L.W., 2009. Decision-making in structure
solution using Bayesian estimates of map quality: the PHENIX AutoSol wizard. Acta
Crystallogr. D: Biol. Crystallogr. 65, 582-601.

Todi, S.V., Scaglione, K.M., Blount, J.R., Basrur, V., Conlon, K.P., Pastore, A., Elenitoba-
Johnson, K., Paulson, H.L., 2010. Activity and cellular functions of the deubiquiti-
nating enzyme and polyglutamine disease protein ataxin-3 are regulated by ubiqui-
tination at lysine 117. J. Biol. Chem. 285, 39303-39313.

Tzvetkov, N., Breuer, P., 2007. Josephin domain-containing proteins from a variety of
species are active de-ubiquitination enzymes. Biol. Chem. 388, 973-978.

Uckelmann, M., Sixma, T.K., 2017. Histone ubiquitination in the DNA damage response.
DNA Repair (Amst) 56, 92-101.

Varshavsky, A., 2017. The ubiquitin system, autophagy, and regulated protein degrada-
tion. Annu. Rev. Biochem. 86, 123-128.

Vernet, T., Tessier, D.C., Chatellier, J., Plouffe, C., Lee, T.S., Thomas, D.Y., Storer, A.C.,
Menard, R., 1995. Structural and functional roles of asparagine 175 in the cysteine
protease papain. J. Biol. Chem. 270, 16645-16652.

Vlasschaert, C., Cook, D., Xia, X., Gray, D.A., 2017. The evolution and functional di-
versification of the deubiquitinating enzyme superfamily. Genome Biol. Evol. 9,
558-573.

Wagner, S.A., Beli, P., Weinert, B.T., Nielsen, M.L., Cox, J., Mann, M., Choudhary, C.,
2011. A proteome-wide, quantitative survey of in vivo ubiquitylation sites reveals
widespread regulatory roles. Mol. Cell. Proteomics 10 (M111), 013284.

Weeks, S.D., Drinker, M., Loll, P.J., 2007. Ligation independent cloning vectors for ex-
pression of SUMO fusions. Protein Exp. Purif. 53, 40-50.

Weeks, S.D., Grasty, K.C., Hernandez-Cuebas, L., Loll, P.J., 2009. Crystal structures of Lys-
63-linked tri- and di-ubiquitin reveal a highly extended chain architecture. Proteins
77, 753-759.

Weeks, S.D., Grasty, K.C., Hernandez-Cuebas, L., Loll, P.J., 2011. Crystal structure of a
Josephin-ubiquitin complex: evolutionary restraints on ataxin-3 deubiquitinating


https://doi.org/10.1016/j.yjsbx.2019.100011
https://doi.org/10.1016/j.yjsbx.2019.100011
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0005
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0005
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0005
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0010
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0010
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0010
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0015
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0015
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0020
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0020
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0025
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0025
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0030
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0030
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0035
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0035
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0040
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0040
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0040
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0045
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0045
https://doi.org/10.3389/fmolb. 2015.00002
https://doi.org/10.3389/fmolb. 2015.00002
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0055
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0055
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0055
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0055
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0060
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0060
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0065
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0065
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0065
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0070
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0070
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0070
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0075
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0080
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0080
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0080
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0080
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0085
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0085
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0085
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0090
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0090
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0090
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0095
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0095
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0100
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0100
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0105
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0105
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0110
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0110
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0115
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0115
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0115
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0115
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0120
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0120
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0120
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0125
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0125
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0125
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0130
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0130
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0135
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0135
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0140
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0140
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0140
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0145
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0145
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0145
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0150
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0150
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0150
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0155
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0155
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0155
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0160
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0160
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0165
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0165
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0165
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0170
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0170
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0170
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0175
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0175
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0175
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0175
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0175
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0180
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0180
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0180
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0180
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0185
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0185
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0190
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0190
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0195
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0195
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0195
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0200
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0200
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0200
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0200
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0205
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0205
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0205
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0205
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0210
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0210
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0210
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0215
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0215
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0215
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0220
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0220
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0225
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0230
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0230
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0230
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0230
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0235
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0235
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0235
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0235
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0240
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0240
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0245
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0245
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0250
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0250
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0255
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0255
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0255
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0260
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0260
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0260
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0265
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0265
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0265
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0270
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0270
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0275
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0275
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0275
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0280
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0280

K.C. Grasty, et al.

activity. J. Biol. Chem. 286, 4555-4565.

Xu, P., Duong, D.M., Seyfried, N.T., Cheng, D., Xie, Y., Robert, J., Rush, J., Hochstrasser,
M., Finley, D., Peng, J., 2009. Quantitative proteomics reveals the function of un-
conventional ubiquitin chains in proteasomal degradation. Cell 137, 133-145.

Zhang, Y., Skolnick, J., 2005. TM-align: a protein structure alignment algorithm based on

Journal of Structural Biology: X 3 (2019) 100011

the TM-score. Nucleic Acids Res. 33, 2302-2309.

Zhou, J., Xu, Y., Lin, S., Guo, Y., Deng, W., Zhang, Y., Guo, A., Xue, Y., 2018. iUUCD 2.0:
an update with rich annotations for ubiquitin and ubiquitin-like conjugations.
Nucleic Acids Res. 46, D447-D453.


http://refhub.elsevier.com/S2590-1524(19)30009-1/h0280
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0285
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0285
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0285
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0290
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0290
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0295
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0295
http://refhub.elsevier.com/S2590-1524(19)30009-1/h0295

	Structural insights into the activity and regulation of human Josephin-2
	Introduction
	Results and discussion
	Structure determination
	Overview of the structure
	The Josephin-2 active site
	Comparison with other Josephin domain-containing proteins.
	Deubiquitinating activity.

	Materials and methods
	Materials
	Subcloning and protein expression
	Preparation of the Josephin-2-ubiquitin complex.
	Data collection and structure determination.
	Ubiquitin cleavage assays
	Accession numbers

	CRediT authorship contribution statement
	mk:H1_16
	Acknowledgements
	Supplementary data
	References




