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Protein ubiquitination is of great cellular importance through its central role in
processes such as degradation, DNA repair, endocytosis and inflammation.
Canonical ubiquitination takes place on lysine residues, but in the past
15 years non-lysine ubiquitination on serine, threonine and cysteine has
been firmly established. With the emerging importance of non-lysine ubiqui-
tination, it is crucial to identify the responsible molecular machinery and
understand the mechanistic basis for non-lysine ubiquitination. Here, we
first provide an overview of the literature that has documented non-lysine
ubiquitination. Informed by these examples, we then discuss the molecular
mechanisms and cellular implications of non-lysine ubiquitination, and
conclude by outlining open questions and future perspectives in the field.
1. Introduction
1.1. The ubiquitin–proteasome system
Ubiquitin is a 76-amino-acid polypeptide that is highly conserved among
eukaryotes. The covalent attachment of ubiquitin, namely ubiquitination, plays
a crucial role in many biological pathways, such as DNA damage repair,
signal transduction, inflammatory response generation, endocytosis, transcrip-
tional regulation and cell-cycle progression [1]. Perhaps the best-studied
purpose of ubiquitin attachment, however, is to signal for proteasome-mediated
protein degradation. In this so-called ubiquitin–proteasome system (UPS),
attachment of ubiquitin moieties targets substrate proteins for degradation by
the 26S proteasome, a 2.5-MDa molecular machine that first recognizes substrates
through their ubiquitin modification; this is followed by substrate deubiquitination,
unfolding and ultimately degradation in a central proteolytic chamber.

The 26S proteasome consists of the 20S proteolytic core and two attached
19S regulatory complexes. The regulatory complexes recognize ubiquitinated
substrates using ubiquitin receptors, i.e. ubiquitin-interacting proteins. The
19S cap also contains two (Saccharomyces cerevisiae) or three (most other eukar-
yotes) deubiquitinating enzymes (DUBs); over 100 DUB-encoding genes have
been predicted in the human genome to date [2,3]. Ubiquitin is synthesized
as an inactive precursor of multiple ubiquitin units, and DUBs play an impor-
tant function in cleaving the precursor to release free ubiquitin [4]. In the
context of the proteasome, DUB-catalysed removal of substrate ubiquitin
units permits ubiquitin to be recycled for further use. Moreover, ubiquitin
removal by DUBs may provide a last-minute opportunity for a protein to
escape degradation [5,6]. Following ubiquitin removal, the substrate protein
is unfolded by a ring of AAA (ATPases Associated with diverse cellular Activi-
ties) ATPases located at the entry of the proteolytic core. Finally, the unfolded
polypeptide chain is threaded through a narrow channel into the central
cavity of the 26S proteasome, where proteases ensure its efficient cleavage
into peptides [6,7].
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1.2. The ubiquitination process
Ubiquitination occurs through the sequential action of three
enzyme classes: ubiquitin-activating (E1), ubiquitin-conjugat-
ing (E2) and ubiquitin ligase (E3). Upon processing of the
ubiquitin precursor by DUBs that cleave specifically after
the C-terminal Gly75-Gly76 motif, Gly76 is exposed and
poised to react. Ubiquitin becomes ‘activated’ when an E1
enzyme uses the energy supplied by ATP hydrolysis to gen-
erate a thioester bond between its active-site cysteine
residue and the C-terminus of ubiquitin. In the next step, ubi-
quitin is transferred onto the active-site cysteine of an E2
enzyme (figure 1a). The charged E2 finally interacts with an
E3 ligase that facilitates positioning and transfer of ubiquitin
onto the substrate by one of several mechanisms dependent
on the class of E3 enzyme (see below) [8]. Irrespective of
the class of E3 enzyme, however, it is the E3 that determines
substrate recognition and thus specificity in the system.

1.3. E2 enzymes and E3 ligases: a brief overview
E2 enzymes (of which approx. 40 have been found in the
human proteome) are characterized by a conserved core
region of approximately 150 amino acid residues. This
region accounts for the enzymatic activity of the E2s due to
a catalytic cysteine residue and is referred to as the ubiqui-
tin-conjugating (UBC) domain. In the cell, E2s primarily
exist as E2-ubiquitin conjugates (figure 1a), prone to ubiquiti-
nate their substrates [9–11]. However, E2-ubiquitin conjugates
show low rates of ubiquitin transfer in the absence of an E3
enzyme [10]. Binding studies of E2-E3 pairs have recently
shown that E2s have a markedly higher affinity for their
cognate E3 when the E2 is conjugated to ubiquitin [12].

E3 enzymes are by far the most numerous enzyme family
in the ubiquitination cascade, represented by approximately
700 enzymes in mammals. E3s are classified into subfamilies
according to the presence of either a RING (Really Interesting
New Gene) finger or a HECT (Homologous to the E6AP Car-
boxyl Terminus) domain. E3 ligases of the RING finger
family can simultaneously bind ubiquitin-charged E2 and
substrate, and thus facilitate the direct transfer of the
ubiquitin moiety onto the substrate. On the other hand, the
non-RING E3 ligases of the HECT type, as well as
the RING-between-RING (RBR)-type ligases, constitute a
molecular stepping stone for the ubiquitin molecule through
a covalent interaction with an active-site cysteine of the E3
enzyme [13,14]. By this mechanism, ubiquitin is transferred
from the E2 to the E3 and from here onto specific substrate
acceptor sites [15,16].

1.4. Ubiquitin linkage types can determine substrate
fate

Sequential rounds of ubiquitination yield polyubiquitinated
protein substrates. During ubiquitin chain elongation, the car-
boxyl group of the C-terminal Gly76 within the preceding
ubiquitin molecule is linked via an isopeptide bond to one
of the seven lysine residues (Lys6, Lys11, Lys27, Lys29,
Lys33, Lys48 or Lys63) of the subsequent ubiquitin moiety.
Furthermore, head-to-tail ubiquitin conjugation occurs,
where the C-terminal Gly76 of the proximal ubiquitin mol-
ecule is linked to the N-terminal amino group of Met1 of
the distal ubiquitin via a regular peptide bond [1,17]. Ubiqui-
tin chains can be homotypic (involving the same lysine
residue), heterotypic (involving different lysine residues in
one chain) or branched, where a ubiquitin molecule is further
ubiquitinated on different lysine residues.

It has been generally accepted that Lys48-linked polyubi-
quitin chains of four ubiquitin moieties or more are required
for proteasomal degradation [18]. However, other chain topol-
ogies can mediate degradation. Studies of S. cerevisiae have
shown that Lys11 linkages preferentially modify a subset of
protein substrates and play an important role in endoplasmic
reticulum-associated degradation (ERAD; §2.1). Additionally,
it has been shown that branched Lys11/Lys48-linked chains
provide a better signal for degradation by the proteasome
than do non-branched chains [19]. Even monoubiquitina-
tion on one or more sites can be sufficient for proteasomal
recognition and degradation [20,21].

1.5. Non-lysine ubiquitination
For many years, lysine was considered the only site for sub-
strate ubiquitination, and it is still considered the canonical
ubiquitination site. However, it is now established that
cysteine, serine and threonine residues, as well as the free
amino group of the N-terminus of proteins, also function as
sites for ubiquitination, forming thioester, hydroxyester and
peptide bonds, respectively (figure 1a) [22]. Although the
tyrosine side chain is also hydroxylated, like serine and threo-
nine, no examples of ubiquitination occurring on tyrosine
exist to date. This may not be surprising, given the presence
of the benzene ring, leaving the oxygen lone pairs less reac-
tive that those on serine or threonine. Finally, some bacteria
have evolved a ubiquitination mechanism, carried out by
proteins of the SidE effector family, that results in phospho-
ribosyl-linked ubiquitin conjugated to serine residues of the
protein substrate (figure 1b) [23]. In this review, we focus
on non-lysine ubiquitination as it pertains to the conjugation
of ubiquitin to the side chains of cysteine, serine or threonine,
and not on the N-terminal ubiquitination of a substrate or
ubiquitination performed by the SidE effectors.

The conjugates generated from ubiquitination on non-
lysine residues are thermodynamically less stable than the
ones generated on lysine residues. This raises interesting
questions concerning their different physiological functions
(§§4.1 and 4.2), which may be governed in part by differences
in reaction kinetics.

The thioester bond generated from conjugating ubiquitin
onto a cysteine residue is the least stable bond that forms
between ubiquitin and a substrate protein. As described
above, ubiquitin is transferred from an E1 onto an E2
enzyme and finally (via an E3 enzyme in the case of non-
RING-type E3s) onto the substrate. Thus, intermediate
ubiquitin-E1/E2/E3 conjugates are linked via a thioester
bond formed between Gly76 of ubiquitin and a cysteine resi-
due of the enzyme. Because the sulfur lone pair is a soft
nucleophile that reacts preferentially with soft electrophiles,
the reaction with a thioester carbonyl (i.e. the electrophile of
the thioester linkage on the E2) is faster than the reaction of
a hydroxyl, which is, in turn, faster than the reaction of an
amine group with the E2 thioester carbonyl [24]. Therefore,
even if ubiquitination on a cysteine residue results in a rela-
tively weak bond, this thioester bond is readily formed. In
signalling events where a rapid response is required, this
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Figure 1. Schematic overview of canonical and non-canonical ubiquitination. (a) The lone pair of a substrate nucleophile, X, representing lysine/N-terminal amines,
cysteine thiols or serine/threonine hydroxyls, attacks the electrophile thioester carbonyl of an E2-ubiquitin (Ub) conjugate. This results in a Ub-substrate conjugate
linked by an isopeptide (lysine), peptide (N-terminal), thioester (cysteine) or hydroxyester bond (serine/threonine), respectively. Here, we focus on non-lysine ubi-
quitination defined as conjugation of Ub on the side chains of cysteine, serine or threonine (as indicated by the box). (b) Ubiquitin conjugated to a substrate as a
result of ubiquitination mediated by SidE effector proteins. A phosphoribosyl links Arg42 of Ub to a substrate serine residue.
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type of ubiquitination may be preferable. Physiologically, the
combination of lysine and non-lysine ubiquitination endows
the UPS with greater flexibility.
2. Non-lysine ubiquitination targets a
variety of cellular processes

Previous reviews have provided thoughtful insight into non-
lysine ubiquitination based on the literature known at the
time [24,25]. First identified as an activity of virus-encoded
E3 ligases affecting the stability of components of the
human immune system [26–28], the process has since been
demonstrated in yeast and at various cellular locations. More-
over, examples of non-lysine ubiquitination actors and
substrates are rapidly increasing. Below, we review the exist-
ing literature on non-lysine ubiquitination (with the focus
defined above), organized according to the cellular processes
involved. Table 1 summarizes known substrates, as well as
E2 and E3 enzymes implicated in non-lysine ubiquitination.
2.1. Endoplasmic reticulum-associated degradation
(ERAD)

Much of the crucial information about non-lysine ubiquitina-
tion has been obtained from studies of ERAD [55]. When
folding or oligomeric assembly of proteins in the ER goes
awry, misfolded proteins accumulate [56]. Aberrant proteins
are first recognized by ER chaperones and/or specific
ERAD factors. They are then targeted to the cytosol in a
process termed dislocation that involves a channel through
which the substrate is retrotranslocated. Once an ERAD sub-
strate reaches the cytosolic side of the ER membrane,
membrane-embedded E3 ligases work together with E2
enzymes to effect polyubiquitination. Finally, the 26S protea-
some degrades the protein. Several viruses usurp the ERAD
system to avoid immune detection, often by targeting impor-
tant molecules of the immune system, such as the major
histocompatibility complex (MHC) class I heavy chain
(HC), for degradation. While this degradation is initiated at
the ER membrane in ERAD, MHC-I HC can also undergo
ubiquitination-dependent endocytosis at the plasma mem-
brane followed by lysosomal degradation (see §2.3). Not
only viruses exploit the ERAD pathway for their own
purposes—a range of AB-type toxins, such as cholera, ricin
and pertussis, use the ERAD pathway to gain access to the
cytosol, where they perform their deleterious functions
([57]; §4.1).
2.1.1. MHC class I heavy chain and CD4

The first known example of an ERAD substrate modified by
non-lysine ubiquitination was MHC-I HC. The mouse γ-her-
pesvirus protein, mK3, is an E3 ligase that directs MHC-I HC
for degradation in infected cells. The C-terminal cytosolic tail
of MHC-I HC, a type I transmembrane protein, contains both
lysine and serine residues. Early work showed that although
this cytosolic tail is required for degradation of the protein,
degradation of a mutant of MHC-I HC with all tail lysines
replaced by arginines proceeded efficiently in cells expressing
mK3 [58]. While these findings may be explained by a model



Table 1. Overview of the literature documenting non-lysine ubiquitination, with a focus on internal cysteine, serine and/or threonine residues. ND, not
determined. Notations in the ‘modified residues’ column convey the following: ‘Non-Lys’ indicates that the ubiquitination could be N-terminal, or on an internal
non-lysine residue (cysteine, serine and threonine); e.g. a lysine-free version of the substrate was still degraded, but no further experimental evidence regarding
what residue(s) is/are ubiquitinated was provided. ‘Not N-terminal’ indicates that N-terminal ubiquitination was ruled out experimentally. ‘Lys/Cys/Ser/Thr’
(in various combinations) indicates that there is indirect (i.e. mutation of other residue(s) does not prevent ubiquitination and/or degradation), semi-direct
(i.e. ubiquitination sensitive to reducing agents or alkaline treatment) or direct (mass spectrometry) evidence that ubiquitination can occur on those residues. If
known, preference for certain residues over others is indicated. The ± designation indicates that a substrate was tested both in its native state (with endogenous
lysines or N-terminus available) and in a recombinant form (with endogenous lysines mutated to arginines or the N-terminus chemically blocked, for example).

E2(s) E3(s) substrate(s) modified residue(s) process reference(s)

ND Mir1/kK3 Lys-free MHC-I

HLA.B7

Lys/Cys-free MHC-I

HLA.B7

non-Lys, Cys

non-Lys, non-Cys

virus-induced

endocytosis/

degradation

[26]

ND mK3 MHC-I HC ± Lys

MHC-I HC ± N-Ub

Ser/Thr virus-induced ERAD [27]

Ube2J2 mK3 MHC-I HC variants preferential Ub of

Ser/Thr

virus-induced ERAD [28]

ND SCFβ-TrCP

(cellular) with

Vpu (viral)

CD4 Lys/Ser/Thr (Cys not

investigated)

virus-induced ERAD [29,30]

ND ND Lys-free TCRα non-Lys ERAD [31]

Ube2G2 ND Lys-free TCRα non-Lys ERAD [32]

ND HRD1 TCRα Ser267, Ser268

(Cys, Lys, Thr are

able to substitute)

ERAD [33]

ND HRD1 (for all

variants)

NS-1 κ LC variants Ser/Thr preferred over

Lys; not N-terminal;

non-Cys

ERAD [34]

ND HRD1 mini-HC and NHK

α1-anti-trypsin

Ser/Thr ERAD [34]

ND HRD1 (± Lys) TCRα ± Lys non-Lys; non-Cys;

not N-terminal

ERAD [35]

ND ND neutrophil elastase

(naturally Lys-free)

non-Lys ERAD [35]

Ube2J1 HRD1 (±Lys) MHC-I HC ± Lys Lys preferred over

Ser/Thr

ERAD [36]

Ubc6/Ubc7

(Ube2J2/

Ube2G2

homologues)

DOA10

(MARCH6

homologue)

Vma12

Sbh2

Ubc6

Ubc6 mono-Ub

Lys/Ser*/Thr

ERAD [37]

*Ub shown by

mass spec

ND ND SM/SQLE

(N100 degron)

non-Lys regulated ERAD [38]

Ube2j2 MARCH6 SM/SQLE

(N100 degron)

Ser59, Ser61, Ser83*,

Ser87

regulated ERAD [39]

*Ub shown by

mass spec

ND ND Bid-N (Lys-free

amino terminus)

Cys, Ser/Thr;

not N-terminal

regulated

degradation

[40]

ND ND N-terminally blocked,

Lys-free neurogenin2

Cys, Ser/Thr regulated

degradation

[41]

(Continued.)
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Table 1. (Continued.)

E2(s) E3(s) substrate(s) modified residue(s) process reference(s)

ND ND N-terminally blocked,

Lys-free

neurogenin3

Cys, Ser/Thr regulated

degradation

[42]

dBRUCE ND reaper ± Lys non-Lys regulated

degradation

[43]

Ubc6/Ubc7

(Ube2J2/Ube2G2

homologues)

DOA10

(MARCH6

homologue)

Asi2 ± Lys Ser/Thr in Lys-free,

Lys preferred in WT

regulated

degradation

[44]

ND ND NY-ESO-1 antigen ±

Lys

Ser/Thr, not N-terminal antigen processing/

presentation

[45]

Ube2D1 ND Lys-free MARCH1 non-Lys regulated

endocytosis

[46]

Ube2D1 Ube2D3

Ube2E1

MYCBP2/Phr1 Free amino acids;

pentapeptides

E3 prefers Thr over Ser in vitro [47]

ND MYCBP2/Phr1 NMNAT2 Ser/Thr, non-Cys in vitro [47]

Pex4 (Ubc10) ND S. cerevisiae Pex5

(N-terminally

blocked, Lys-free)

Cys6 peroxisomal signal

receptor recycling

[48]

ND ND mammalian Pex5 Cys11 peroxisomal signal

receptor recycling

[49]

UbcH5a

UbcH5b

UbcH5c

ND mammalian Pex5 Cys11 peroxisomal signal

receptor recycling

[50]

Pex4 (Ubc10) Pex12 S. cerevisiae Pex5 Cys6 peroxisomal signal

receptor recycling

[51]

ND ND S. cerevisiae Pex18 Cys6 peroxisomal signal

receptor recycling

[52]

Pex4 (Ubc10) Pex10, Pex12 S. cerevisiae Pex18 Cys6 peroxisomal signal

receptor recycling

[53]

Pex4 Pex2, Pex10,

Pex12

P. pastoris Pex20

(Pex18 homologue)

Cys8 peroxisomal signal

receptor recycling

[54]
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whereby partial dislocation of the ectodomain would result
in its ubiquitination upon exposure to the cytosol, subsequent
work demonstrated that MHC-I HC entirely devoid of lysines
was still ubiquitinated and efficiently degraded [27]. More-
over, it was shown that mK3 could facilitate ubiquitination
of a single serine, threonine or lysine (but not cysteine) resi-
due placed close to the C-terminus of the cytosolic tail of
MHC-I HC, resulting in its efficient degradation [27]. These
surprising findings were extended to show that, even in the
context of the native sequence, serine residues were pre-
ferentially ubiquitinated over lysine residues in a reaction
catalysed by the E2 Ube2j2, a tail-anchored ER membrane
protein, which was shown to be the cognate E2 of mK3
[28]. Thus, despite the presence of several lysine residues in
the MHC-I HC tail region, ubiquitin was primarily conju-
gated to serine/threonine residues, as judged by the
notable loss of ubiquitinated species upon NaOH treatment.
This experimental procedure is used to probe for serine/
threonine ubiquitination, due to the alkaline sensitivity of
the relatively labile hydroxyester bond. In similar work,
both lysine and serine/threonine residues in the cytosolic
tail of the immune receptor CD4 can be ubiquitinated and
contribute to the ERAD of CD4 in cells expressing Vpu, an
accessory type I integral membrane protein expressed by
HIV-1 [29]. To accomplish the rapid degradation of CD4 mol-
ecules from the ER membrane, Vpu recruits a cellular E3
ligase complex, SCFβ-TrCP [29].

The human cytomegalovirus encodes two proteins, US2
and US11, that induce rapid cellular degradation of MHC-I
HC molecules although neither is an E3 ligase [59]. Like
mK3-mediated degradation, US11-mediated degradation of
lysine-free MHC-I HC proceeds efficiently, indicating non-
lysine ubiquitination [60]. While non-lysine ubiquitination
of the MHC-I HC cytosolic tail was not directly
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demonstrated, recent work identified that a previously
uncharacterized E3 ligase, TMEM129, uses Ube2j2 as its cog-
nate E2 in the US11-mediated degradation of MHC-I HC
[61,62]. In addition, another E2 enzyme, Ube2k, was shown
to be important for ubiquitination [62]. Taken together,
these data are compatible with a model where TMEM129
recruits Ube2j2 to facilitate ubiquitination on serine and/or
threonine residues on the cytosolic tail of MHC-I HC. More-
over, it was suggested that Ube2j2 functions to initiate
substrate ubiquitination, whereas Ube2k, which itself is not
able to initiate ubiquitination, extends the monoubiquitinated
substrate with Lys48-linked ubiquitins [62,63].

2.1.2. T-cell receptor complex

Another protein of the immune system, the α-subunit of the
T-cell receptor complex (TCRα), is an important model sub-
strate in ERAD studies. This stems from the finding that,
when present in stoichiometric excess of its companion sub-
units, TCRα is rapidly degraded [64]. In analogy to the
studies on MHC-I HC, early work showed that lysine-free
TCRα is efficiently degraded in a proteasome-dependent
manner [31]. In a stable isotope labelling in cell culture
approach, lysine-free TCRα was shown to be ubiquitinated
on serine/threonine residues as judged by sensitivity to alka-
line treatment, although mass spectrometry (MS) did not
succeed in identifying the modified residues [35]. By contrast,
three specific ubiquitinated lysine residues were identified
in the wild-type protein, which did not show evidence of
non-lysine ubiquitination.

This result seemingly contrasts the finding that two con-
served serine residues present at the very C-terminal end of
the short cytosolic tail of TCRα mediate ubiquitination and
ERAD of the protein [33]. In mutational studies, it was
found that substitution of the two serines with alanine resi-
dues almost completely prevented ubiquitination and
stabilized TCRα. Conversely, insertion of additional serine
residues in the tail region increased ubiquitination as well
as the kinetics of degradation. Finally, replacement of the
two serine residues with threonine, cysteine or lysine residues
still allowed ubiquitination and fast degradation. While the
formal possibility exists that the serine-mediated TCRα
degradation may be an indirect effect of the serine residues
promoting ubiquitination of other residues in the protein,
the most likely explanation is direct ubiquitination of these
residues. Concerning the involved ubiquitination machinery,
the E3 ligases Hrd1 [33,35] and gp78 [65] have been shown
to mediate TCRα ubiquitination, whereas E2 enzymes
Ube2j1 [66], Ube2j2 [66] and Ube2g2 [32,65] have all been
implicated in the process. Notably, unassembled TCRα
chains have been demonstrated not to integrate efficiently
into the membrane, but instead localize to the ER lumen
[67]. In essence, these chains can, therefore, be considered
as soluble ERAD substrates (see below). It is interesting to
note that the two very C-terminal (serine) residues become
ubiquitinated, indicating that this substrate is likely to be ret-
rotranslocated with the C-terminus first and ubiquitinated as
soon as it enters the cytosol.

2.1.3. Soluble ERAD substrates

All examples above involve transmembrane proteins with
non-lysine ubiquitination occurring on the cytosolic portion
of the targeted molecule. However, there is evidence that
the soluble ERAD substrate non-secreted immunoglobulin κ
light chain (NS-1 κ LC) is also extensively ubiquitinated on
serine/threonine residues [34]. Using NaOH treatment, it
was established that NS-1 κ LC is mainly ubiquitinated on
serine and threonine residues. However, lysine residues are
also modified since polyubiquitination was only reduced
substantially when mutating all serines, threonines and
lysines, correlating with significant cellular stabilization of
only this mutant. Moreover, two other soluble ERAD sub-
strates were also found to contain ubiquitination that was
labile under alkaline conditions [34]. As observed for both
TCRα and MHC-I HC [33,35,36], Hrd1 activity was critical
for ubiquitination and degradation of the three soluble
ERAD substrates tested.

2.2. Regulated degradation
Regulated protein degradation by the UPS is essential to pre-
cisely control levels of proteins during development and
differentiation, as well as in central cellular processes such
as cell-cycle control or regulation of metabolism and biosyn-
thesis. Below are examples of non-canonical ubiquitination in
pathways that rely on a finely tuned balance between protein
components.

2.2.1. Cholesterol biosynthesis

Cholesterol homeostasis and biosynthesis are governed in part
by two rate–limiting enzymes: 3-Hydroxy-3-Methylglutaryl-
CoA Reductase (HMGCR) and squalene monooxygenase
(known as SQLE or SM) [68]. SQLE stability is inversely
correlated with cellular cholesterol levels, as SQLE is subjected
to regulated ERAD when additional cholesterol synthesis is
unnecessary.

Several examples in the literature connect SQLE degra-
dation to E2 and E3 enzymes implicated in non-lysine
ubiquitination. In yeast, the SQLE homologue Erg1 exhibits
regulated degradation in response to plentiful sterols; this
requires the E2 Ubc6 and the Doa10 E3 ligase, which also par-
ticipate in non-regulatory ERAD (see §3.1.1). The replacement
of a cluster of four lysine residues with arginines resulted in
near-complete stabilization of Erg1, suggesting that alterna-
tive residues are unused or unavailable in this case [69].
The mammalian homologues of Ubc6 and Doa10, namely
Ube2j2 and membrane-associated RING finger protein 6
(MARCH6), have been linked to SQLE degradation [70–72],
but there are some clear differences. First, Erg1 residue
Lys311, determined to be the critical lysine for its degra-
dation, is not conserved in SQLE. In addition, Erg1 lacks an
N-terminal sequence known as SM N100, which serves
SQLE both as a cholesterol sensor and instability-conferring
degron [38]. Of note, the transferable SM N100 degron still
behaves as such even when all five of its lysine residues are
mutated to arginine [38]. Recently, a careful investigation of
SM N100 serine residues identified Ser59, Ser61, Ser83 and
Ser87 as critical for cholesterol-induced degradation and
provided direct MS-based evidence that Ser83 is a site for ubi-
quitination; the evidence in this study also suggests that both
MARCH6 and catalytically active Ube2j2 are important for
this process [39]. Overall, these studies support that SQLE
is capable of undergoing non-lysine-dependent degradation,
which is facilitated by Ube2j2 and MARCH6.
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2.2.2. Apoptosis

Regulated degradation involving non-lysine residues is also
seen in proteins linked to apoptotic pathways. The Drosophila
protein REAPER serves as a pro-apoptotic factor for regu-
lated apoptosis during development or in response to DNA
damage. The genetically associated protein dBRUCE, which
encodes an E2 Ubc domain, was found to downregulate
REAPER levels regardless of whether its lysines were
mutated [43]; this provides a basis for the prior observation
that dBRUCE overexpression led to diminished apoptosis
even when REAPER lacked lysines [73].

A second example is the Bid protein, a Bcl-2 family
member with a normally sequestered pro-apoptotic domain.
In response to appropriate death receptor signalling pathways,
Bid is cleaved into two portions; the C-terminal region
(tBid-C) goes on to signal for apoptosis, made possible
by the ubiquitination and degradation of the inhibitory
N-terminal fragment (tBid-N), which remains associated
post-cleavage. This regulatory degradation is lysine-indepen-
dent and is not due to N-terminal ubiquitination of tBid-N.
Instead, chemical and mutational analyses suggest that ubi-
quitination both on cysteine as well as on serine/threonine
residues is critical [40].
2.2.3. Neuronal degeneration

Neuronal injury may result in the detachment of an axon
from its cell body, thus necessitating its destruction; axonal
destruction is also observed in various neurodegenerative
diseases. This process requires, in part, low levels of Nicotina-
mide Mononucleotide Adenyltransferase (NMNAT2), which
is targeted for proteasomal degradation by the MYCBP2
(Myc Binding Protein 2) E3 ligase. Recent in vitro experiments
demonstrate that MYCBP2 preferentially discharges ubiqui-
tin from affiliated E2s to threonine residues, which were
favoured approximately 10-fold over serines in experi-
ments comparing the effects of free amino acids [47] (see
also §3.3). Additionally, MYCBP2-dependent ubiquitination
of NMNAT2 in vitro was largely diminished by alkaline
treatment, suggesting that this behaviour extends to actual
substrates and not only to free amino acids [47].
2.2.4. Asi2

As described below in §3.1, the E2s Ubc6 and Ubc7 can work
together with the Doa10 E3 to ensure efficient degradation of
certain ERAD substrates in S. cerevisiae [37]. They also per-
form this task for lysine-free Asi2, a transmembrane protein
of the inner nuclear membrane that functions as part of a
complex responsible for the quality control of misfolded or
mislocalized inner nuclear membrane proteins [74,75].
Additionally, the Asi complex negatively regulates transcrip-
tion factors critical for responding to the presence of available
extracellular amino acids. Asi2 itself is targeted for
proteasomal degradation to alleviate this repression.

Thewild-type Asi2 sequence contains 10 lysine residues, all
exposed to the nucleus, which are efficiently ubiquitinated.
Alkaline treatment did not influence the level of wild-type
ubiquitination, indicating that non-lysine ubiquitination is
insignificant for the endogenous protein [44]. Interestingly, the
degradation of lysine-free Asi2 proceeded with similar kinetics
to the wild-type protein and the mutant protein showed robust
polyubiquitination that was sensitive to NaOH treatment. In
addition to a combined total of 42 serine or threonine residues,
Asi2 contains a single cysteine; polyubiquitination, however,
was not abrogated by reducing agent. Regarding the relevant
E2 and E3 enzymes, both wild-type and lysine-free Asi2 were
stabilized in S. cerevisiae strains deleted for Doa10, Ubc6 and
Ubc7 [44]. Whether Ubc6 and Ubc7 work in tandem during
the degradation of Asi2, as is the case in the degradation of
Sbh2 (§3.1), is presently unknown.

2.3. Virus-induced degradation via endocytosis
As mentioned above, there are numerous examples of virus-
induced degradation of cellular proteins. The primary targets
are immune system molecules en route to, or already on
duty in, the plasma membrane. In fact, the first evidence
that amino acid residues other than lysine can be ubiquiti-
nated came from studies of a viral E3 ligase and its induced
degradation of MHC-I HCs from the plasma membrane [26].

The Kaposi’s sarcoma-associated herpesvirus-encoded
Mir1/kK3 E3 could promote the degradation of lysine-free
MHC-I HC, suggested to occur via ubiquitination of a con-
served cysteine. The observed ubiquitination was sensitive
to reducing agent, indicative of a thioester bond. However,
the experiment was conducted at pH 11, which would also
affect hydroxyester bonds. Furthermore, the authors
showed that the introduction of a lysine, cysteine or serine
into a poly-glycine version of the heavy chain’s cytosolic
tail was sufficient to restore degradation [26].

Vpu, again actingwith SCFβ-TrCP (see §2.1.1), also interacts
with BST-2 (also known as tetherin or CD317), a protein that
inhibits viral egress from cells. BST-2 levels are downregulated
in response to Vpu via endocytosis and lysosomal degradation;
mutational analysis of the cytosolic tail of BST-2 found that
ubiquitination still occurred even if all lysines, serines and
threonines were mutated, although in vitro assays also demon-
strated that ubiquitination of a lysine-free version of the tail
was sensitive to alkaline treatment, suggesting that hydroxy-
ester linkages can occur [76]. This conclusion is supported by
earlier work that showed the most effective downregulation of
BST-2 depended upon a consecutive serine–threonine–serine
sequence in its cytosolic domain [77].

Taken together, the available data show that the viral
manipulation of cellular proteins that stave off successful
infection often use non-lysine ubiquitination strategies. This
includes virally encoded E3 ligases acting with cellular E2s,
or virally encoded accessory proteins that recruit cellular E3
ligases to the task (as described in §2.1.1).

2.4. Additional examples

2.4.1. Neurogenins

The neurogenins are a family of bHLH transcription factors
with roles not only in neurogenesis but also in endocrine
development of the pancreas and gut and in spermatogenesis.
While N-terminal ubiquitination is sufficient to targetXenopus
neurogenin2 (Ngn2) for degradation in both Xenopus extracts
and mammalian cells, experiments with modified versions of
Ngn2 lacking lysines and incapable of N-terminal ubiquitina-
tion identified cysteines as sites for ubiquitination [41,78].
When cysteines were also removed, however, Ngn2 was
still polyubiquitinated. Combined with the demonstration
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that alkaline treatment disrupted the observed ubiquitina-
tion, this supports that Ngn2 may also be ubiquitinated on
serine or threonine [41]. Importantly, all types of ubiquitin
conjugates were sufficient to support the proteasomal degra-
dation of Ngn2, although in perhaps more physiologically
relevant conditions the lack of N-terminus or lysine avail-
ability drastically stabilizes the protein, suggesting that they
are critically important for rapid degradation under normal
circumstances [78]. Of note, while ubiquitination on non-
lysine internal residues has also been observed for the related
protein Ngn3, cysteine ubiquitination was unable to target the
protein for degradation while, for lysine-free Ngn3, serine/
threonine ubiquitination could [42]. The identities of the cellu-
lar E2 and E3 enzymes involved in Ngn ubiquitination are
presently unknown.

2.4.2. Peroxisome import receptors

While we have previously discussed ubiquitination on
cysteines mediated by virally encoded E3 ligases (§2.3), the
first demonstrations that cellular proteins could ubiquitinate
cysteines came from studies of peroxisomal signal receptor
proteins in yeast and mammalian model systems [48,49].
The targeting of proteins for import into the peroxisomal
matrix is accomplished by two different peroxisome targeting
signals and pathways, PTS1 and PTS2, each of which has its
own specific receptor (reviewed in [79]).

Pex5, the requisite receptor for PTS1, may be polyubiqui-
tinated for proteasomal degradation when it has outlived its
useful lifespan or is defective, but is also transiently mono-
ubiquitinated for regulatory purposes at the peroxisomal
membrane. The former involves the Ubc4 E2, while the
latter is due to Pex4 (aka Ubc10), or, in mammals, to
UbcH5a, b or c isoforms (figure 2a) [50]. In addition to
using different E2s, each pathway involves ubiquitination
on different residues. While Ubc4 transfers ubiquitin to
lysine, Pex4 makes use of a conserved cysteine for ubiquitin
conjugation. This transient ubiquitin signalling seems impor-
tant for continuing Pex5 recycling and activity rather than its
degradation as cysteine ubiquitination does not affect the
stability of Pex5 [80]. While replacing the conserved cysteine
residue with lysine still permits recycling, the resultant poly-
ubiquitination increases the likelihood of degradation over
further recycling and function (figure 2b(ii)) [50,80].

In Pichia pastoris, Pex20, along with Pex7, constitutes the
signal receptor for the PTS2 pathway targeting proteins
for import into the peroxisomal matrix. Similar to what is
seen for Pex5, the functional recycling of Pex20 requires
a conserved cysteine [81], which was later confirmed to be ubi-
quitinated using Pex4 [54]. The S. cerevisiae homologue of
Pex20, Pex18, is also ubiquitinated on this conserved cysteine
by Pex4 [52,53].

The identities of the relevant E3 ligases have also been
established; peroxisome-localized RING-domain-containing
proteins appear to serve as the E3s for Pex5 ubiquitina-
tion. While all three RING peroxins, Pex2, Pex10 and Pex12,
form a heteromeric complex [82], they are capable of
distinct functions. Specifically, Pex2 and Pex10 are implicated,
along with the Ubc4 E2, in the lysine-targeted polyubiqui-
tination of Pex5, committing it for degradation [51,83].
On the other hand, Pex12 acts with the E2 Pex4 to monoubi-
quitinate Pex5, priming it for another round of recycling,
cargo binding and delivery (figure 2a) [51]. Similar
requirements for Ubc4 and the RING peroxins are observed
for Pex18 [53]. By contrast, however, Pex20 seems to require
the activity of all three RING peroxins for both its mono-
and polyubiquitination and, uniquely, Pex4 participates as
an E2 in both processes [54].

2.4.3. NY-ESO-1

The NY-ESO-1 protein is a cancer/testis antigen that contains
only a single lysine. Ubiquitinated NY-ESO-1 is degraded by
the proteasome into antigenic peptides for MHC-I presen-
tation. A recent study demonstrated that removing lysine
from NY-ESO-1 did not affect its ability to be effectively
recognized and processed by the proteasome. In addition,
the authors showed that ubiquitination of lysine-free
NY-ESO-1 was sensitive to alkaline treatment, indicating it
is occurring via hydroxyester linkages to serine and/or threo-
nine residues [45]. The promiscuous recognition and
processing of various types of ubiquitination by the protea-
some would help to ensure that antigens of various origins
and sequence, whether or not they contain lysine, can still
effectively generate peptides for immune display.

2.4.4. MARCH1

MARCH1 is an E3 ubiquitin ligase of the membrane-associ-
ated RING-CH domain family. Its expression is specific to
haematopoietic antigen-presenting cells, such as B cells and
resting dendritic cells, where it participates in the regulated
ubiquitination and endocytosis of MHC-II and CD86
immune molecules [84]. MARCH1 itself is regulated by
strong transcriptional stimulation in response to a resting
immune state, which offsets its rapid proteasomal degra-
dation. It was recently demonstrated that MARCH1 with or
without its lysine residues is ubiquitinated and degraded by
the proteasome [46]. shRNA knockdown of the E2 Ube2D1
strongly stabilized wild-type MARCH1; however, whether
this also applies to lysine-free MARCH1 was not addressed.
While the responsible E3 ligase(s) has not yet been identified,
it appears that MARCH1 itself is not responsible, or is at least
not required, as mutation of catalytic residues to disable its E3
activity did not prevent its ubiquitination [46].
3. Molecular mechanisms of non-lysine
ubiquitination

The examples above demonstrate that non-lysine ubiquitination
plays an important cellular function in proteasome-mediated
degradation and signalling for proteins involved in many
different cellular processes. Still, mechanistic insight into
non-lysine ubiquitination has been trailing behind the
many observations of its occurrence, and only recently
have we begun to better understand the molecular details
of how the process takes place. To a large extent, the impor-
tance of intrinsic activity of E2 and E3 enzymes towards
specific side chains, i.e. lysine versus serine/threonine/
cysteine, how such intrinsic activity is accomplished at the
molecular level, and how the cooperation between specific
E2s and E3s helps to achieve polyubiquitination on non-
lysine residues remains unexplored. In this section, we
focus on the E2 and E3 enzymes for which at least some of
this mechanistic detail is known.
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3.1. The Ube2j2/MARCH6 pair promotes serine/
threonine ubiquitination

E3 ligases stimulate the activity of E2 ubiquitin-conjugating
enzymes, and dedicated E2/E3 pairs function to facilitate
specific cellular reactions [10]. For instance, Ube2j2/mK3,
but not Ube2d1/mK3, facilitate non-lysine ubiquitination
on the MHC-I HC tail region [28], whereas Ube2j1/Hrd1
preferentially ubiquitinate MHC-I on lysines [28,36]. Simi-
larly, the work on Sbh2 [37] and Asi2 [44] demonstrates
that a single E3 (Doa10) can promote ubiquitination of
both lysine and non-lysine residues depending on the
substrate and the E2 with which it pairs up. These studies
suggest that it is at least partly the specific E2/E3
pairing that determines the preferred target site(s) for
ubiquitination.

Table 1 shows that among the examples where an E2/E3
pair is known to mediate non-lysine ubiquitination on serine
and/or threonine, Ube2j2 and MARCH6 (Ubc6 and Doa10 in
yeast) is the prevalent combination observed. In addition to
their functional interaction, overexpressed Ube2j2 and
MARCH6 have been shown to co-immunoprecipitate [70].
Given the apparent importance of the Ube2j2/MARCH6
pair, we will examine this in more detail below.
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In S. cerevisiae, recent work has shown that Ubc6 works in
tandem with Ubc7 (the yeast orthologue of metazoan
Ube2g2) in polyubiquitinating substrates of Doa10 [37]. In
cells devoid of Ubc7, a monoubiquitinated ERAD substrate
became apparent, and only in the presence of both E2s was
strong Lys48-linked polyubiquitination, mediated by Ubc7,
observed. The same conclusions were drawn based on
in vitro experiments, where it was also found that Ubc6
monoubiquitinates on a serine residue. Using a lysine-free
mutant of a known ERAD substrate, the tail-anchored Sbh2
protein that is destabilized in the absence of its interactor
Ssh1, it was also demonstrated that substrate turnover
strongly relied on Ubc6 and that polyubiquitination of this
substrate was sensitive to NaOH treatment.

This work illustrates the important common mechanism
of ubiquitin priming by one E2 enzyme followed by chain
elongation by another E2 that dictates ubiquitin chain top-
ology, as previously observed in various cellular systems
(reviewed in [10]). Thus, the Ubc6/Doa10 pair primes the
substrate by addition of a single ubiquitin molecule (e.g. on
serine), and then Ubc7/Doa10 adds sequential Lys48-linked
ubiquitin molecules to target the substrate for degradation.
As described above, the Ube2j2/TMEM129 pair has also
been suggested to prime the cytosolic tail of MHC-I HC by
serine/threonine ubiquitination prior to Lys48-linked chain
elongation by Ube2k (and an unknown E3 ligase) [62]. Fur-
thermore, it was concluded that the Ube2j2/mK3 pair also
initiates ubiquitination of the MHC-I HC tail primarily on
serine/threonine residues [28]. In this case, though, it was
found that the same E2/E3 pair is sufficient to also assemble
the Lys48-linked polyubiquitin chain.
3.2. Unusual molecular features of Ube2j2 likely
determine non-lysine ubiquitination

E2s possess an intrinsic reactivity, which is currently not
known to be altered by E3s, towards the N-terminal amino
group or various amino acid side chains [10]. For instance,
E2s that work together with HECT-type E3 ligases must be
able to transfer ubiquitin to cysteine residues. For RING-
type E3 ligases, substrate ubiquitination is carried out by
the E2 enzyme, which must, therefore, have intrinsic reactiv-
ity towards its specific target(s). Using free amino acids as
nucleophiles, most investigated E2s that work with RING-
type E3s can transfer ubiquitin to both lysine and cysteine.
However, Ube2w is specific for the N-terminal amino group
[85]. It is also clear that although Ube2j2 (together with
mK3) shows a preference for serine/threonine, Ube2j2/mK3
also facilitates lysine ubiquitination [28].

Canonical E2s are characterized by a conserved His-Pro-
Asn (HPN) motif in the active site, where the Asn side
chain plays an important function in catalysis by interacting
with the active-site cysteine. Moreover, it has been proposed
that a conserved position in the catalytic cleft, referred to as
the conserved E2 Ser (S)/Asp (D) (CES/D) site, divides E2
enzymes into two subgroups: the constitutively active E2s
characterized by an aspartic acid residue in the catalytic
cleft, and the regulated E2s containing a serine residue in
the catalytic cleft, where the serine allows for activation of
the E2 enzyme by phosphorylation [86]. Generally, the
CES/D site is suggested to be important for aligning the sub-
strate lysine towards the E2 catalytic cysteine to control
ubiquitination efficiency [86]. Notably, Ube2j2 is lacking
these canonical E2 signatures (HPN motif and CES/D site)
and is, moreover, unusually enriched in basic residues in
the catalytic cleft as evident from its crystal structure [87].
In addition, Ube2j2 is lacking the α-helix that follows the
CES/D site in canonical E2s. This α-helix is replaced by a
longer disordered region of unknown function in Ube2j2.

Altogether, it is likely that the unusual features of the
Ube2j2 sequence and structure help determine the activity
of the enzyme towards serine and threonine. Still, compre-
hensive biochemical and structural studies are necessary to
establish in detail how Ube2j2, and other E2s, manifest
their intrinsic activity towards non-lysine residues.

3.3. An E3 ligase with specificity for threonine
ubiquitination

While classical RING-type E3 ligases depend on an associ-
ated ubiquitin-charged E2 to transfer ubiquitin to the
substrate, HECT and RBR-type E3 ligases transfer a thio-
ester-linked ubiquitin directly onto the substrate from an
internal cysteine residue (§1.3). Surprisingly, the MYCBP2
E3 ligase was recently found to work by a previously
unknown RING-Cys-relay mechanism [47]. Here, ubiquitin
is transferred from the RING-associated E2 to a cysteine resi-
due placed on a flexible so-called mediator loop in MYCBP2
and then via intramolecular transthiolation to another E3
cysteine that mediates the final delivery to a substrate threo-
nine or serine residue. Using free amino acids or short
peptides containing a central threonine, serine or lysine resi-
due, experiments demonstrated very little lysine reactivity
and a clear preference for modification of threonine over
serine [47]. Unfortunately, cysteine was not tested as an
acceptor in these experiments. As mentioned above (§2.2.3),
the cellular MYCBP2 substrate, NMNAT2, undergoes base-
labile, thiol-resistant in vitro ubiquitination by MYCBP2,
underscoring the ability of this E3 ligase to ubiquitinate
hydroxyl groups [47].

The catalytic mechanism employed by MYCBP2 in threo-
nine ubiquitination was deduced based on the crystal
structure of a catalytic fragment in combination with bio-
chemical assays using point mutants of MYCBP2 [47]. At the
active site, a histidine residueworks as a general base to extract
the threonine hydroxyl proton to facilitate a nucleophilic attack
on the thioester-linked ubiquitin. Moreover, a cluster of three
phenylalanine residues create a hydrophobic pocket to accom-
modate the threonine Cβ methyl group, a feature likely
explaining the threonine over serine selectivity by MYCBP2.
Taken together, this study provides fascinating insight at
a detailed molecular level into the first known example of
non-lysine ubiquitination performed by an E3 ligase.
4. Biological importance of non-lysine
ubiquitination

Ubiquitination on lysine residues regulates a plethora of cel-
lular processes. Why, then, has nature devised non-lysine
ubiquitination? The overall answer to this question likely
relates to the fact that non-lysine ubiquitination extends the
cell biological possibilities of the ubiquitination system
beyond those afforded by lysine ubiquitination.
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4.1. Non-lysine ubiquitination extends possibilities for
substrate degradation

From the studies described in §2 on lysine-free mutants of, for
example, Asi2 and Sbh2 [37,44], it is clear that non-lysine ubi-
quitination can ensure degradation of substrates that normally
rely on lysine-directed ubiquitination for degradation. How-
ever, based on all available data, acting as a backup system
to ensure degradation of proteins that lose their lysines
throughout evolution is hardly a physiological purpose of
non-lysine ubiquitination. Rather, the availability of ubiquiti-
nation sites on serine, threonine and cysteine serves to
extend the possibilities for ubiquitination. Thus, as previously
suggested [24,25,37], the finding that priming can take place
on residues in addition to lysine likely increases the chances
of polyubiquitination by simply creating more sites for chain
extension and thus secure more efficient substrate degra-
dation. Polyubiquitinated ERAD substrates are recognized
and extracted from the ER by the AAA ATPase p97 [88].
This protein plays a central role in ERAD by unfolding ubiqui-
tin moieties as well as the substrate protein itself to prepare it
for degradation by the proteasome [89,90]. Many sites of poly-
ubiquitin attachment will thus increase the chance of p97
recognition and thereby ensure more efficient degradation.

Whether non-lysine ubiquitination is especially important
when lysine acceptor sites are sparse in substrates is presently
unclear. In this context, it has been pointed out that several
AB-type toxins show an unusual paucity of lysines in their
sequence [91], with the PTS1 subunit of the pertussis toxin
protein being an extreme example, showing an arginine-to-
lysine ratio of 22 : 0 [92]. The suggestion that this paucity of
lysine residues is caused by an evolutionary pressure to
avoid ubiquitination, and hence degradation, is supported
by experiments that show decreased cellular activity of
these toxins when mutated to contain (additional) lysine
residues [57,92]. To the best of our knowledge, similar exper-
iments introducing additional serine, threonine or cysteine
residues have not been performed. Neither has a systematic
analysis of serine/threonine/cysteine content been published
for the AB-type toxins.

It is unlikely, though, that creating more sites for ubiqui-
tination is the only function of non-lysine ubiquitination in
degradation. Work on the cytosolic tail of TCRα has shown
that replacing the two naturally occurring serine residues
that ensure rapid degradation with lysine did not prevent
efficient degradation—in fact, ubiquitination levels and
degradation kinetics of the overexpressed protein increased
for the lysine mutant [33]. While speculative at present, this
result could indicate that, for endogenous TCRα, serine ubi-
quitination allows regulation of the degradation process
that is not possible when ubiquitination takes place on lysine.

Such regulation could be influenced by the chemical nature
of the hydroxyester versus the isopeptide bond. While the
former is chemically more labile, it may at the same time be
less sensitive to DUB hydrolysis than isopeptide bonds in ubi-
quitin–lysine conjugates [28]. To our knowledge, no DUB
capable of releasing hydroxyester-linked ubiquitin has been
identified to date. This potentially suggests that serine/threo-
nine ubiquitination may serve as a label for commitment to
degradation. Given the evidence that many viral targets are
ubiquitinated on serine or threonine residues, the absence of
hydroxyester-specific DUBs would be advantageous for the
virus and a hurdle for the host. For further consideration, if
no DUB can cleave the proximal ubiquitin moiety attached
to serine/threonine, ubiquitin would have to be degraded
togetherwith the substrate (figure 3a). Recentwork hasdemon-
strated that the proteasome is, indeed, capable of degrading the
proximal ubiquitin along with the substrate [93,94]. Alterna-
tively, the serine/threonine monoubiquitination may serve a
signalling function (figure 3a).
4.2. Non-lysine ubiquitination facilitates differential
regulation of substrate fate

The ability of a single substrate to (i) be ubiquitinated on
more than one type of amino acid residue and (ii) potentially
require different E2/E3 combinations for isopeptide,
hydroxyester or thioester ubiquitin conjugation creates
many regulatory possibilities. The fact that these three bond
types have different inherent stabilities, with isopeptide
being the strongest and thioester the most labile, also presents
options for regulation based on the dynamics of ubiquitina-
tion versus deubiquitination, be it chemical or enzymatic
[24]. Examples of how non-canonical ubiquitination could
contribute to substrate regulation are described herein.

The cellular level of the neurogenin (Ngn) transcription
factors is regulated in opposing fashion by either binding to
a partner E protein, in which case Ngn is stable and active,
or, alternatively, being rapidly degraded by the proteasome
[95]. Ngn levels may also be regulated in part by phosphoryl-
ation, as Ngns are partially stabilized by cyclin-dependent
kinase inhibitors. Inappropriate stabilization of Ngns corre-
lates with promotion of neurogenesis, highlighting the
importance of its careful regulation. As such, it is perhaps
not surprising that Ngns are promiscuous ubiquitination sub-
strates that can be modified on the N-terminus as well as on
internal lysine, cysteine or serine/threonine residues. All
modifications were not, however, equally efficient at support-
ing degradation. For Ngn3, removing only lysine residues
had a dramatic effect on half-life while removing only
cysteines resulted in no significant difference [42]. By con-
trast, the rapid degradation of Ngn2 in mitotic extract was
similarly compromised by the absence of either lysines or
cysteines [41]. Interestingly, there was no effect of cysteine
mutation on Ngn2 stability in interphase extract, suggesting
that the ubiquitination of cysteines may be used, perhaps in
a cell cycle-dependent manner, as a stability regulation
mechanism [41].

Studies of MHC-I HC demonstrated that lysine residues
or serine/threonine residues could support its ubiquitination
and ERAD. The viral mK3 ligase, however, showed a prefer-
ence for serine/threonine residues even when lysines were
available [27,28] (§2.1.1). On the other hand, the cellular E3
ligase HRD1, while able to ubiquitinate MHC-I HC on both
lysine and serine/threonine residues, prefers lysine [36].
This suggests that, under normal circumstances, HRD1 may
use lysine to turn over MHC-I HC at a rate appropriate to
the needs of the cell, but upon viral infection MHC-I HC
degradation is inappropriately upregulated by targeted ubi-
quitination on serine/threonine residues by mK3. The
ability of the viral ligase to act with a cellular E2, Ube2J2
[28], to perform non-canonical ubiquitination thus acts to
misregulate MHC-I expression at the cell surface.
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The studies of peroxisomal systems provide an excellent
view into howdifferent combinations of E2s, E3s and target resi-
dues for ubiquitination can direct the same protein to, for
example, the alternative fates of recycling/reuse or destruction
(figure 2). As described in §2.4.2, peroxisome import receptors
may be stably polyubiquitinated on lysine and targeted for pro-
teasome-mediated degradation; this is thought to serve a quality
control function. Monoubiquitination on a conserved cysteine
residue, on the other hand, acts as a transient signal to permit
another round of receptor export, cargo binding and return.

The identities of the relevant E2s and E3s for each type of
ubiquitination have been worked out and are distinct. Thus,
the two opposing fates of peroxisome transport receptors are
normally governed by which residues are used for ubiquitina-
tion, and by the specific E2(s)/E3(s) involved. An intriguing
experiment in which the conserved cysteine was replaced
with a lysine demonstrated that the Pex5 receptor was still ubi-
quitinated and, importantly, still able to function correctly;
however, its steady-state levels were dramatically reduced
[80]. This is likely due to the increased stability of the isopeptide
linkage to lysine, which persists and becomes polyubiquiti-
nated, targeting excessive amounts of Pex5 for proteasomal
degradation (figure 2b(ii)). As perturbations in Pex5 levels
would affect peroxisome homeostasis, which is linked to
numerous human disease states, the importance of correctly
regulating Pex5 levels is clear [96]. This highlights the critical
nature not only of having an amino acid capable of accepting
ubiquitin at a specific position, but also that it must support
both proper function and proper regulation of the target
protein. In keeping with this, the replacement of the conserved
cysteinewith serine preventedmonoubiquitination, release and
recycling of Pex5 and instead resulted in its membrane reten-
tion, polyubiquitination and degradation (figure 2b(iii)) [50].

Yet another way in which the steady-state levels of sub-
strates ubiquitinated on varying amino acids could be
regulated is by the presence or absence of ubiquitin hydro-
lases capable of acting upon them. As mentioned above,
very little is yet known about the DUBs for non-canonical
ubiquitin conjugates. It has been shown, however, that the
S. cerevisiae ubiquitin-specific protease Usp15, which localizes
partially to peroxisomes, can act upon poly- or monoubiqui-
tinated Pex5, implying that it can attack both isopeptide and
thioester ubiquitin conjugates [97]. Furthermore, researchers
using a biochemical approach identified mammalian Usp9X
(homologous to Usp15) as a DUB for cysteine monoubiquiti-
nated Pex5. Again, however, this activity was not specific to
thioester linkages as the mutation of the conserved cysteine
to lysine still resulted in monoubiquitinated populations of
Pex5 that were acted upon by Usp9X [98]. The identification
of DUBs capable of acting upon hydroxyester linkages would
illuminate additional mechanisms for substrate regulation
(figure 3b) and argue against the proposal that serine/threo-
nine ubiquitination serves as a commitment to degradation.
5. Concluding remarks
The steady increase in documented cases of non-lysine ubi-
quitination in recent years testifies to the cell biological
importance of the process. Non-lysine ubiquitination takes
place in different organisms, at various cellular locations,
and regulates a wide range of cellular processes. Moreover,
non-lysine ubiquitination should not be seen merely as a
‘supplement’ to lysine ubiquitination for lysine-free pro-
teins since ample evidence shows that certain E2/E3 pairs
preferentially ubiquitinate non-lysine residues.

Despite the growing awareness of the importance of non-
lysine ubiquitination many open questions exist. It will thus
be interesting to learn whether further examples of non-
lysine ubiquitination in cellular signalling, in addition to
the regulation of peroxisomal proteins, exist. In some cases
of RING-type E3-mediated non-lysine ubiquitination, serine
seems to be preferred over threonine. While the intrinsic
activity of the involved E2s may govern serine versus
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threonine preference, the underlying cause is still unclear. It
is also unresolved to which extent the position and local
environment of the ubiquitinated residue plays a role in
determining ubiquitination efficiency. To date, these ques-
tions have only been addressed in a few cases [33,99,100].
The following questions, among others, also remain unan-
swered. Is there competition for or cross-talk between
serine/threonine ubiquitination and phosphorylation? Does
cysteine ubiquitination compete with the many possible
modifications known to take place on cysteine side chains?
Both scenarios present even greater opportunities for regulat-
ory control. Does MYCBP2 constitute a lone example of an E3
ligase with non-lysine substrate specificity or are we in for
more surprises? What structural and biochemical features
determine intrinsic reactivity of E2 enzymes towards non-
lysine residues and how are they activated by their cognate
E3s? Do DUBs capable of hydrolysing hydroxyester bonds
exist?

Answering certain of these questions will necessitate the
development of better experimental tools to determine sites
of cellular non-lysine ubiquitination. While alkaline treatment
(for serine/threonine ubiquitination) or reduction (cysteine
ubiquitination) as well as mutational analysis are informative
strategies, high-resolution methods are needed to determine
specific sites of ubiquitination. Here, MS would be the
method of choice, but unfortunately has been unsuccessful in
certain cases [35,46], potentially due to the labile nature of the
hydroxyester bond. However, it is encouraging that recent
investigations have been more successful in employing MS
for the identification of serine ubiquitination [37,39]. To date,
global analyses of the ubiquitome have successfully enriched
samples for ubiquitinated lysine residues through the use of
antibodies specifically raised against a protein antigen contain-
ing diglycine-modified lysines (anti-K-ε-GG; [101]). The
generation of antibodies that serve this purpose for ubiquitin-
modified serines, threonines and cysteines would provide a
means to examine how pervasive non-lysine ubiquitination
may be.

When surveying the literature on non-lysine ubiquitina-
tion it becomes apparent that the vast majority of studies
often discovered serine, threonine or cysteine ubiquitination
fortuitously during the course of investigating a specific
protein. On the contrary, few studies have investigated non-
lysine ubiquitination per se with the goal of learning more
about the molecular mechanism of the process itself. With
the information now available, it will next be critical to ask
targeted questions that examine the molecular mechanisms
of non-lysine ubiquitination in a cellular context. In parallel,
it will be essential to undertake biochemical and structural
investigations of the central E2 and E3 enzymes implicated
in this process, both in isolation and together. Perhaps we
can then better understand how they cooperate in performing
their functions and gain molecular insight at the atomic level
into the mechanisms of non-lysine ubiquitination.
Data accessibility. This article does not contain any additional data.

Authors’ contributions. A.J.M., S.H.L. and L.E. all drafted and revised the
manuscript. All authors gave final approval for publication.

Competing interests. We declare we have no competing interests.
Funding. L.E.’s work on this project was funded by the Department of
Biology, University of Copenhagen. A.J.M.’s work on this project was
supported by Bennington College.
References
1. Swatek KN, Komander D. 2016 Ubiquitin modifications.
Cell Res. 26, 399–422. (doi:10.1038/cr.2016.39)

2. Nijman SM, Luna-Vargas MP, Velds A,
Brummelkamp TR, Dirac AM, Sixma TK, Bernards R.
2005 A genomic and functional inventory of
deubiquitinating enzymes. Cell 123, 773–786.
(doi:10.1016/j.cell.2005.11.007)

3. Hutchins AP, Liu S, Diez D, Miranda-Saavedra D.
2013 The repertoires of ubiquitinating and
deubiquitinating enzymes in eukaryotic genomes.
Mol. Biol. Evol. 30, 1172–1187. (doi:10.1093/
molbev/mst022)

4. Grou CP, Pinto MP, Mendes AV, Domingues P, Azevedo
JE. 2015 The de novo synthesis of ubiquitin:
identification of deubiquitinases acting on ubiquitin
precursors. Sci. Rep. 5, 12836. (doi:10.1038/srep12836)

5. Lemus L, Goder V. 2014 Regulation of endoplasmic
reticulum-associated protein degradation (ERAD) by
ubiquitin. Cells 3, 824–847. (doi:10.3390/cells3030824)

6. Finley D. 2009 Recognition and processing of
ubiquitin-protein conjugates by the proteasome.
Annu. Rev. Biochem. 78, 477–513. (doi:10.1146/
annurev.biochem.78.081507.101607)

7. Grice GL, Nathan JA. 2016 The recognition of
ubiquitinated proteins by the proteasome. Cell. Mol.
Life Sci. 73, 3497–3506. (doi:10.1007/s00018-016-
2255-5)
8. Pickart CM. 2001 Mechanisms underlying
ubiquitination. Annu. Rev. Biochem. 70, 503–533.
(doi:10.1146/annurev.biochem.70.1.503)

9. Siepmann TJ, Bohnsack RN, Tokgoz Z, Baboshina OV,
Haas AL. 2003 Protein interactions within the N-end
rule ubiquitin ligation pathway. J. Biol. Chem. 278,
9448–9457. (doi:10.1074/jbc.M211240200)

10. Stewart MD, Ritterhoff T, Klevit RE, Brzovic PS. 2016
E2 enzymes: more than just middle men. Cell Res.
26, 423–440. (doi:10.1038/cr.2016.35)

11. Jin J, Li X, Gygi SP, Harper JW. 2007 Dual E1
activation systems for ubiquitin differentially
regulate E2 enzyme charging. Nature 447,
1135–1138. (doi:10.1038/nature05902)

12. Sarkar S, Behera AP, Borar P, Banka PA,
Datta AB. 2019 Designing active RNF4
monomers by introducing a tryptophan: avidity
towards E2 approximately Ub conjugates dictates
the activity of ubiquitin RING E3 ligases.
Biochem. J. 476, 1465–1482. (doi:10.1042/
BCJ20180883)

13. Wenzel DM, Lissounov A, Brzovic PS, Klevit RE. 2011
UBCH7 reactivity profile reveals parkin and HHARI to
be RING/HECT hybrids. Nature 474, 105–108.
(doi:10.1038/nature09966)

14. Scheffner M, Nuber U, Huibregtse JM. 1995 Protein
ubiquitination involving an E1-E2-E3 enzyme
ubiquitin thioester cascade. Nature 373, 81–83.
(doi:10.1038/373081a0)

15. Lorenz S. 2018 Structural mechanisms of HECT-type
ubiquitin ligases. Biol. Chem. 399, 127–145.
(doi:10.1515/hsz-2017-0184)

16. Spratt DE, Walden H, Shaw GS. 2014 RBR E3
ubiquitin ligases: new structures, new insights, new
questions. Biochem. J. 458, 421–437. (doi:10.1042/
BJ20140006)

17. Kirisako T et al. 2006 A ubiquitin ligase
complex assembles linear polyubiquitin chains.
EMBO J. 25, 4877–4887. (doi:10.1038/sj.emboj.
7601360)

18. Thrower JS, Hoffman L, Rechsteiner M, Pickart CM.
2000 Recognition of the polyubiquitin proteolytic
signal. EMBO J. 19, 94–102. (doi:10.1093/emboj/
19.1.94)

19. Meyer HJ, Rape M. 2014 Enhanced protein
degradation by branched ubiquitin chains. Cell 157,
910–921. (doi:10.1016/j.cell.2014.03.037)

20. Xu P et al. 2009 Quantitative proteomics reveals the
function of unconventional ubiquitin chains in
proteasomal degradation. Cell 137, 133–145.
(doi:10.1016/j.cell.2009.01.041)

21. Braten O et al. 2016 Numerous proteins with unique
characteristics are degraded by the 26S proteasome
following monoubiquitination. Proc. Natl Acad. Sci.

http://dx.doi.org/10.1038/cr.2016.39
http://dx.doi.org/10.1016/j.cell.2005.11.007
http://dx.doi.org/10.1093/molbev/mst022
http://dx.doi.org/10.1093/molbev/mst022
http://dx.doi.org/10.1038/srep12836
http://dx.doi.org/10.3390/cells3030824
http://dx.doi.org/10.1146/annurev.biochem.78.081507.101607
http://dx.doi.org/10.1146/annurev.biochem.78.081507.101607
http://dx.doi.org/10.1007/s00018-016-2255-5
http://dx.doi.org/10.1007/s00018-016-2255-5
http://dx.doi.org/10.1146/annurev.biochem.70.1.503
http://dx.doi.org/10.1074/jbc.M211240200
http://dx.doi.org/10.1038/cr.2016.35
http://dx.doi.org/10.1038/nature05902
http://dx.doi.org/10.1042/BCJ20180883
http://dx.doi.org/10.1042/BCJ20180883
http://dx.doi.org/10.1038/nature09966
http://dx.doi.org/10.1038/373081a0
http://dx.doi.org/10.1515/hsz-2017-0184
http://dx.doi.org/10.1042/BJ20140006
http://dx.doi.org/10.1042/BJ20140006
http://dx.doi.org/10.1038/sj.emboj.7601360
http://dx.doi.org/10.1038/sj.emboj.7601360
http://dx.doi.org/10.1093/emboj/19.1.94
http://dx.doi.org/10.1093/emboj/19.1.94
http://dx.doi.org/10.1016/j.cell.2014.03.037
http://dx.doi.org/10.1016/j.cell.2009.01.041


royalsocietypublishing.org/journal/rsob
Open

Biol.9:190147

14
USA 113, E4639–E4647. (doi:10.1073/pnas.
1608644113)

22. McDowell GS, Philpott A. 2016 New insights into
the role of ubiquitylation of proteins. Int. Rev. Cell
Mol. Biol. 325, 35–88. (doi:10.1016/bs.ircmb.2016.
02.002)

23. Puvar K, Luo ZQ, Das C. 2019 Uncovering the
structural basis of a new twist in protein
ubiquitination. Trends Biochem. Sci. 44, 467–477.
(doi:10.1016/j.tibs.2018.11.006)

24. McDowell GS, Philpott A. 2013 Non-canonical
ubiquitylation: mechanisms and consequences.
Int. J. Biochem. Cell Biol. 45, 1833–1842. (doi:10.
1016/j.biocel.2013.05.026)

25. Wang X, Herr RA, Hansen TH. 2012 Ubiquitination
of substrates by esterification. Traffic 13, 19–24.
(doi:10.1111/j.1600-0854.2011.01269.x)

26. Cadwell K, Coscoy L. 2005 Ubiquitination on
nonlysine residues by a viral E3 ubiquitin ligase.
Science 309, 127–130. (doi:10.1126/science.
1110340)

27. Wang X, Herr RA, Chua WJ, Lybarger L, Wiertz EJ,
Hansen TH. 2007 Ubiquitination of serine,
threonine, or lysine residues on the cytoplasmic tail
can induce ERAD of MHC-I by viral E3 ligase mK3.
J. Cell Biol. 177, 613–624. (doi:10.1083/jcb.
200611063)

28. Wang X, Herr RA, Rabelink M, Hoeben RC, Wiertz
EJ, Hansen TH. 2009 Ube2j2 ubiquitinates
hydroxylated amino acids on ER-associated
degradation substrates. J. Cell Biol. 187, 655–668.
(doi:10.1083/jcb.200908036)

29. Magadan JG, Perez-Victoria FJ, Sougrat R, Ye Y,
Strebel K, Bonifacino JS. 2010 Multilayered
mechanism of CD4 downregulation by HIV-1 Vpu
involving distinct ER retention and ERAD targeting
steps. PLoS Pathog. 6, e1000869. (doi:10.1371/
journal.ppat.1000869)

30. Binette J, Dube M, Mercier J, Halawani D, Latterich
M, Cohen EA. 2007 Requirements for the selective
degradation of CD4 receptor molecules by the
human immunodeficiency virus type 1 Vpu protein
in the endoplasmic reticulum. Retrovirology 4, 75.
(doi:10.1186/1742-4690-4-75)

31. Yu H, Kaung G, Kobayashi S, Kopito RR. 1997 Cytosolic
degradation of T-cell receptor alpha chains by the
proteasome. J. Biol. Chem. 272, 20 800–20 804.
(doi:10.1074/jbc.272.33.20800)

32. Tiwari S, Weissman AM. 2001 Endoplasmic
reticulum (ER)-associated degradation of T cell
receptor subunits. Involvement of ER-associated
ubiquitin-conjugating enzymes (E2s). J. Biol. Chem.
276, 16 193–16 200. (doi:10.1074/jbc.M007640200)

33. Ishikura S, Weissman AM, Bonifacino JS. 2010
Serine residues in the cytosolic tail of the T-cell
antigen receptor alpha-chain mediate ubiquitination
and endoplasmic reticulum-associated degradation
of the unassembled protein. J. Biol. Chem. 285,
23 916–23 924. (doi:10.1074/jbc.M110.127936)

34. Shimizu Y, Okuda-Shimizu Y, Hendershot LM. 2010
Ubiquitylation of an ERAD substrate occurs on
multiple types of amino acids. Mol. Cell 40,
917–926. (doi:10.1016/j.molcel.2010.11.033)
35. Anania VG, Bustos DJ, Lill JR, Kirkpatrick DS, Coscoy L.
2013 A novel peptide-based SILAC method to identify
the posttranslational modifications provides evidence
for unconventional ubiquitination in the ER-
associated degradation pathway. Int. J. Proteomics
2013, 857918. (doi:10.1155/2013/857918)

36. Burr ML, van den Boomen DJ, Bye H, Antrobus R,
Wiertz EJ, Lehner PJ. 2013 MHC class I molecules
are preferentially ubiquitinated on endoplasmic
reticulum luminal residues during HRD1 ubiquitin
E3 ligase-mediated dislocation. Proc. Natl Acad. Sci.
USA 110, 14 290–14 295. (doi:10.1073/pnas.
1303380110)

37. Weber A, Cohen I, Popp O, Dittmar G, Reiss Y,
Sommer T, Ravid T, Jarosch E. 2016 Sequential poly-
ubiquitylation by specialized conjugating enzymes
expands the versatility of a quality control ubiquitin
ligase. Mol. Cell 63, 827–839. (doi:10.1016/j.molcel.
2016.07.020)

38. Gill S, Stevenson J, Kristiana I, Brown AJ. 2011
Cholesterol-dependent degradation of squalene
monooxygenase, a control point in cholesterol
synthesis beyond HMG-CoA reductase. Cell Metab.
13, 260–273. (doi:10.1016/j.cmet.2011.01.015)

39. Chua NK, Hart-Smith G, Brown AJ. 2019 Non-
canonical ubiquitination of the cholesterol-regulated
degron of squalene monooxygenase. J. Biol. Chem.
294, 8134–8147. (doi:10.1074/jbc.RA119.007798)

40. Tait SW, de Vries E, Maas C, Keller AM, D’Santos CS,
Borst J. 2007 Apoptosis induction by Bid requires
unconventional ubiquitination and degradation of
its N-terminal fragment. J. Cell Biol. 179,
1453–1466. (doi:10.1083/jcb.200707063)

41. Vosper JM, McDowell GS, Hindley CJ, Fiore-Heriche
CS, Kucerova R, Horan I, Philpott A. 2009
Ubiquitylation on canonical and non-canonical sites
targets the transcription factor neurogenin for
ubiquitin-mediated proteolysis. J. Biol. Chem. 284,
15 458–15 468. (doi:10.1074/jbc.M809366200)

42. Roark R, Itzhaki L, Philpott A. 2012 Complex
regulation controls Neurogenin3 proteolysis. Biol.
Open. 1, 1264–1272. (doi:10.1242/bio.20121750)

43. Domingues C, Ryoo HD. 2012 Drosophila BRUCE
inhibits apoptosis through non-lysine ubiquitination
of the IAP-antagonist REAPER. Cell Death Differ. 19,
470–477. (doi:10.1038/cdd.2011.116)

44. Boban M, Ljungdahl PO, Foisner R. 2015 Atypical
ubiquitylation in yeast targets lysine-less Asi2 for
proteasomal degradation. J. Biol. Chem. 290,
2489–2495. (doi:10.1074/jbc.M114.600593)

45. Golnik R, Lehmann A, Kloetzel PM, Ebstein F. 2016
Major histocompatibility complex (MHC) class I
processing of the NY-ESO-1 antigen is regulated by
Rpn10 and Rpn13 proteins and immunoproteasomes
following non-lysine ubiquitination. J. Biol. Chem. 291,
8805–8815. (doi:10.1074/jbc.M115.705178)

46. Lei L, Bandola-Simon J, Roche PA. 2018 Ubiquitin-
conjugating enzyme E2 D1 (Ube2D1) mediates
lysine-independent ubiquitination of the E3
ubiquitin ligase March-I. J. Biol. Chem. 293,
3904–3912. (doi:10.1074/jbc.RA117.001322)

47. Pao KC et al. 2018 Activity-based E3 ligase profiling
uncovers an E3 ligase with esterification activity.
Nature 556, 381–385. (doi:10.1038/s41586-018-
0026-1)

48. Williams C, van den Berg M, Sprenger RR, Distel B.
2007 A conserved cysteine is essential for Pex4p-
dependent ubiquitination of the peroxisomal import
receptor Pex5p. J. Biol. Chem. 282, 22 534–22 543.
(doi:10.1074/jbc.M702038200)

49. Carvalho AF, Pinto MP, Grou CP, Alencastre IS,
Fransen M, Sa-Miranda C, Azevedo JE. 2007
Ubiquitination of mammalian Pex5p, the
peroxisomal import receptor. J. Biol. Chem. 282,
31 267–31 272. (doi:10.1074/jbc.M706325200)

50. Grou CP, Carvalho AF, Pinto MP, Wiese S, Piechura
H, Meyer HE, Warscheid B, Sa-Miranda C, Azevedo
JE. 2008 Members of the E2D (UbcH5) family
mediate the ubiquitination of the conserved
cysteine of Pex5p, the peroxisomal import receptor.
J. Biol. Chem. 283, 14 190–14 197. (doi:10.1074/
jbc.M800402200)

51. Platta HW, El Magraoui F, Baumer BE, Schlee D,
Girzalsky W, Erdmann R. 2009 Pex2 and pex12
function as protein-ubiquitin ligases in peroxisomal
protein import. Mol. Cell Biol. 29, 5505–5516.
(doi:10.1128/MCB.00388-09)

52. Hensel A, Beck S, El Magraoui F, Platta HW,
Girzalsky W, Erdmann R. 2011 Cysteine-dependent
ubiquitination of Pex18p is linked to cargo
translocation across the peroxisomal membrane.
J. Biol. Chem. 286, 43 495–43 505. (doi:10.1074/
jbc.M111.286104)

53. El Magraoui F, Brinkmeier R, Schrotter A, Girzalsky
W, Muller T, Marcus K, Meyer HE, Erdmann R,
Platta HW. 2013 Distinct ubiquitination cascades act
on the peroxisomal targeting signal type 2 co-
receptor Pex18p. Traffic 14, 1290–1301. (doi:10.
1111/tra.12120)

54. Liu X, Subramani S. 2013 Unique requirements for
mono- and polyubiquitination of the peroxisomal
targeting signal co-receptor, Pex20. J. Biol. Chem.
288, 7230–7240. (doi:10.1074/jbc.M112.424911)

55. Needham PG, Guerriero CJ, Brodsky JL. 2019
Chaperoning endoplasmic reticulum-associated
degradation (ERAD) and protein conformational
diseases. Cold Spring Harb. Perspect. Biol. 22,
a033928. (doi:10.1101/cshperspect.a033928)

56. Ellgaard L, McCaul N, Chatsisvili A, Braakman I.
2016 Co- and post-translational protein folding in
the ER. Traffic (Copenhagen, Denmark). 17,
615–638. (doi:10.1111/tra.12392)

57. Nowakowska-Golacka J, Sominka H, Sowa-
Rogozinska N, Slominska-Wojewodzka M. 2019
Toxins utilize the endoplasmic reticulum-associated
protein degradation pathway in their intoxication
process. Int. J. Mol. Sci. 20, 1307. (doi:10.3390/
ijms20061307)

58. Wang X, Connors R, Harris MR, Hansen TH, Lybarger
L. 2005 Requirements for the selective degradation
of endoplasmic reticulum-resident major
histocompatibility complex class I proteins by the
viral immune evasion molecule mK3. J. Virol. 79,
4099–4108. (doi:10.1128/JVI.79.7.4099-4108.2005)

59. van den Boomen DJ, Lehner PJ. 2015 Identifying
the ERAD ubiquitin E3 ligases for viral and cellular

http://dx.doi.org/10.1073/pnas.1608644113
http://dx.doi.org/10.1073/pnas.1608644113
http://dx.doi.org/10.1016/bs.ircmb.2016.02.002
http://dx.doi.org/10.1016/bs.ircmb.2016.02.002
http://dx.doi.org/10.1016/j.tibs.2018.11.006
http://dx.doi.org/10.1016/j.biocel.2013.05.026
http://dx.doi.org/10.1016/j.biocel.2013.05.026
http://dx.doi.org/10.1111/j.1600-0854.2011.01269.x
http://dx.doi.org/10.1126/science.1110340
http://dx.doi.org/10.1126/science.1110340
http://dx.doi.org/10.1083/jcb.200611063
http://dx.doi.org/10.1083/jcb.200611063
http://dx.doi.org/10.1083/jcb.200908036
http://dx.doi.org/10.1371/journal.ppat.1000869
http://dx.doi.org/10.1371/journal.ppat.1000869
http://dx.doi.org/10.1186/1742-4690-4-75
http://dx.doi.org/10.1074/jbc.272.33.20800
http://dx.doi.org/10.1074/jbc.M007640200
http://dx.doi.org/10.1074/jbc.M110.127936
http://dx.doi.org/10.1016/j.molcel.2010.11.033
http://dx.doi.org/10.1155/2013/857918
http://dx.doi.org/10.1073/pnas.1303380110
http://dx.doi.org/10.1073/pnas.1303380110
http://dx.doi.org/10.1016/j.molcel.2016.07.020
http://dx.doi.org/10.1016/j.molcel.2016.07.020
http://dx.doi.org/10.1016/j.cmet.2011.01.015
http://dx.doi.org/10.1074/jbc.RA119.007798
http://dx.doi.org/10.1083/jcb.200707063
http://dx.doi.org/10.1074/jbc.M809366200
http://dx.doi.org/10.1242/bio.20121750
http://dx.doi.org/10.1038/cdd.2011.116
http://dx.doi.org/10.1074/jbc.M114.600593
http://dx.doi.org/10.1074/jbc.M115.705178
http://dx.doi.org/10.1074/jbc.RA117.001322
http://dx.doi.org/10.1038/s41586-018-0026-1
http://dx.doi.org/10.1038/s41586-018-0026-1
http://dx.doi.org/10.1074/jbc.M702038200
http://dx.doi.org/10.1074/jbc.M706325200
http://dx.doi.org/10.1074/jbc.M800402200
http://dx.doi.org/10.1074/jbc.M800402200
http://dx.doi.org/10.1128/MCB.00388-09
http://dx.doi.org/10.1074/jbc.M111.286104
http://dx.doi.org/10.1074/jbc.M111.286104
http://dx.doi.org/10.1111/tra.12120
http://dx.doi.org/10.1111/tra.12120
http://dx.doi.org/10.1074/jbc.M112.424911
http://dx.doi.org/10.1101/cshperspect.a033928
http://dx.doi.org/10.1111/tra.12392
http://dx.doi.org/10.3390/ijms20061307
http://dx.doi.org/10.3390/ijms20061307
http://dx.doi.org/10.1128/JVI.79.7.4099-4108.2005


royalsocietypublishing.org/journal/rsob
Open

Biol.9:190147

15
targeting of MHC class I. Mol. Immunol. 68,
106–111. (doi:10.1016/j.molimm.2015.07.005)

60. Hassink GC, Barel MT, Van Voorden SB, Kikkert M,
Wiertz EJ. 2006 Ubiquitination of MHC class I heavy
chains is essential for dislocation by human
cytomegalovirus-encoded US2 but not US11. J. Biol.
Chem. 281, 30 063–30 071. (doi:10.1074/jbc.
M602248200)

61. van den Boomen DJ, Timms RT, Grice GL, Stagg HR,
Skodt K, Dougan G, Nathan JA, Lehner PJ. 2014
TMEM129 is a Derlin-1 associated ERAD E3 ligase
essential for virus-induced degradation of MHC-I.
Proc. Natl Acad. Sci. USA 111, 11 425–11 430.
(doi:10.1073/pnas.1409099111)

62. van de Weijer ML et al. 2014 A high-coverage
shRNA screen identifies TMEM129 as an E3 ligase
involved in ER-associated protein degradation. Nat.
Commun. 5, 3832. (doi:10.1038/ncomms4832)

63. Christensen DE, Brzovic PS, Klevit RE. 2007
E2-BRCA1 RING interactions dictate synthesis of
mono- or specific polyubiquitin chain linkages. Nat.
Struct. Mol. Biol. 14, 941–948. (doi:10.1038/
nsmb1295)

64. Lippincott-Schwartz J, Bonifacino JS, Yuan LC,
Klausner RD. 1988 Degradation from the
endoplasmic reticulum: disposing of newly
synthesized proteins. Cell 54, 209–220. (doi:10.
1016/0092-8674(88)90553-3)

65. Chen B, Mariano J, Tsai YC, Chan AH, Cohen M,
Weissman AM. 2006 The activity of a human
endoplasmic reticulum-associated degradation E3,
gp78, requires its Cue domain, RING finger, and an
E2-binding site. Proc. Natl Acad. Sci. USA 103,
341–346. (doi:10.1073/pnas.0506618103)

66. Lenk U, Yu H, Walter J, Gelman MS, Hartmann E,
Kopito RR, Sommer T. 2002 A role for mammalian
Ubc6 homologues in ER-associated protein
degradation. J. Cell Sci. 115, 3007–3014.

67. Feige MJ, Hendershot LM. 2013 Quality control of
integral membrane proteins by assembly-dependent
membrane integration. Mol. Cell 51, 297–309.
(doi:10.1016/j.molcel.2013.07.013)

68. Sharpe LJ, Cook EC, Zelcer N, Brown AJ. 2014 The
UPS and downs of cholesterol homeostasis. Trends
Biochem. Sci. 39, 527–535. (doi:10.1016/j.tibs.2014.
08.008)

69. Foresti O, Ruggiano A, Hannibal-Bach HK, Ejsing CS,
Carvalho P. 2013 Sterol homeostasis requires
regulated degradation of squalene monooxygenase
by the ubiquitin ligase Doa10/Teb4. eLife 2, e00953.
(doi:10.7554/eLife.00953)

70. Stefanovic-Barrett S, Dickson AS, Burr SP,
Williamson JC, Lobb IT, van den Boomen DJ, Lehner
PJ, Nathan JA. 2018 MARCH6 and TRC8 facilitate the
quality control of cytosolic and tail-anchored
proteins. EMBO Rep. 19, e45603. (doi:10.15252/
embr.201745603)

71. Tan JME, Cook ECL, van den Berg M, Scheij S, Zelcer
N, Loregger A. 2019 Differential use of E2 ubiquitin
conjugating enzymes for regulated degradation of
the rate-limiting enzymes HMGCR and SQLE in
cholesterol biosynthesis. Atherosclerosis 281,
137–142. (doi:10.1016/j.atherosclerosis.2018.
12.008)

72. Zelcer N, Sharpe LJ, Loregger A, Kristiana I, Cook EC,
Phan L, Stevenson J, Brown AJ. 2014 The E3
ubiquitin ligase MARCH6 degrades squalene
monooxygenase and affects 3-hydroxy-3-methyl-
glutaryl coenzyme A reductase and the cholesterol
synthesis pathway. Mol. Cell Biol. 34, 1262–1670.
(doi:10.1128/MCB.01140-13)

73. Vernooy SY, Chow V, Su J, Verbrugghe K, Yang J,
Cole S, Olson MR, Hay BA. 2002 Drosophila Bruce
can potently suppress Rpr- and Grim-dependent but
not Hid-dependent cell death. Curr. Biol. 12,
1164–1168. (doi:10.1016/S0960-9822(02)00935-1)

74. Foresti O, Rodriguez-Vaello V, Funaya C, Carvalho P.
2014 Quality control of inner nuclear membrane
proteins by the Asi complex. Science 346, 751–755.
(doi:10.1126/science.1255638)

75. Khmelinskii A et al. 2014 Protein quality control at
the inner nuclear membrane. Nature 516, 410–413.
(doi:10.1038/nature14096)

76. Gustin JK, Douglas JL, Bai Y, Moses AV. 2012
Ubiquitination of BST-2 protein by HIV-1 Vpu protein
does not require lysine, serine, or threonine residues
within the BST-2 cytoplasmic domain. J. Biol. Chem.
287, 14 837–14 850. (doi:10.1074/jbc.M112.349928)

77. Tokarev AA, Munguia J, Guatelli JC. 2011 Serine-
threonine ubiquitination mediates downregulation
of BST-2/tetherin and relief of restricted virion
release by HIV-1 Vpu. J. Virol. 85, 51–63. (doi:10.
1128/JVI.01795-10)

78. McDowell GS, Kucerova R, Philpott A. 2010 Non-
canonical ubiquitylation of the proneural protein
Ngn2 occurs in both Xenopus embryos and
mammalian cells. Biochem. Biophys. Res. Commun.
400, 655–660. (doi:10.1016/j.bbrc.2010.08.122)

79. Brown LA, Baker A. 2008 Shuttles and cycles:
transport of proteins into the peroxisome matrix
(review). Mol. Membr. Biol. 25, 363–375. (doi:10.
1080/09687680802130583)

80. Schwartzkopff B, Platta HW, Hasan S, Girzalsky W,
Erdmann R. 2015 Cysteine-specific ubiquitination
protects the peroxisomal import receptor Pex5p
against proteasomal degradation. Biosci. Rep. 35,
e00215. (doi:10.1042/BSR20150103)

81. Leon S, Subramani S. 2007 A conserved cysteine
residue of Pichia pastoris Pex20p is essential for its
recycling from the peroxisome to the cytosol. J. Biol.
Chem. 282, 7424–7430. (doi:10.1074/jbc.
M611627200)

82. El Magraoui F, Baumer BE, Platta HW, Baumann JS,
Girzalsky W, Erdmann R. 2012 The RING-type
ubiquitin ligases Pex2p, Pex10p and Pex12p form a
heteromeric complex that displays enhanced activity
in an ubiquitin conjugating enzyme-selective
manner. FEBS J. 279, 2060–2070. (doi:10.1111/j.
1742-4658.2012.08591.x)

83. Williams C, van den Berg M, Geers E, Distel B. 2008
Pex10p functions as an E3 ligase for the Ubc4p-
dependent ubiquitination of Pex5p. Biochem.
Biophys. Res. Commun. 374, 620–624. (doi:10.1016/
j.bbrc.2008.07.054)
84. Oh J, Shin JS. 2015 Molecular mechanism and
cellular function of MHCII ubiquitination. Immunol.
Rev. 266, 134–144. (doi:10.1111/imr.12303)

85. Scaglione KM, Basrur V, Ashraf NS, Konen JR,
Elenitoba-Johnson KS, Todi SV, Paulson HL. 2013
The ubiquitin-conjugating enzyme (E2) Ube2w
ubiquitinates the N terminus of substrates. J. Biol.
Chem. 288, 18 784–18 788. (doi:10.1074/jbc.C113.
477596)

86. Valimberti I, Tiberti M, Lambrughi M, Sarcevic B,
Papaleo E. 2015 E2 superfamily of ubiquitin-
conjugating enzymes: constitutively active or
activated through phosphorylation in the catalytic
cleft. Sci. Rep. 5, 14849. (doi:10.1038/srep14849)

87. Sheng Y et al. 2012 A human ubiquitin conjugating
enzyme (E2)-HECT E3 ligase structure-function
screen. Mol. Cell Proteomics 11, 329–341. (doi:10.
1074/mcp.O111.013706)

88. Ye Y, Meyer HH, Rapoport TA. 2001 The AAA ATPase
Cdc48/p97 and its partners transport proteins from
the ER into the cytosol. Nature 414, 652–656.
(doi:10.1038/414652a)

89. Twomey EC, Ji Z, Wales TE, Bodnar NO, Ficarro SB,
Marto JA, Engen JR, Rapoport TA. 2019 Substrate
processing by the Cdc48 ATPase complex is initiated
by ubiquitin unfolding. Science 365, eaax1033.
(doi:10.1126/science.aax1033)

90. Cooney I, Han H, Stewart MG, Carson RH, Hansen
DT, Iwasa JH, Price JC, Hill CP, Shen PS. 2019
Structure of the Cdc48 segregase in the act of
unfolding an authentic substrate. Science 365,
502–505. (doi:10.1126/science.aax0486)

91. Hazes B, Read RJ. 1997 Accumulating evidence
suggests that several AB-toxins subvert the
endoplasmic reticulum-associated protein
degradation pathway to enter target cells.
Biochemistry 36, 11 051–11 054. (doi:10.1021/
bi971383p)

92. Teter K. 2019 Intracellular trafficking and
translocation of pertussis toxin. Toxins (Basel) 11,
E437. (doi:10.3390/toxins11080437)

93. Sun H, Mali SM, Singh SK, Meledin R, Brik A, Kwon
YT, Kravtsova-Ivantsiv Y, Bercovich B, Ciechanover A.
2019 Diverse fate of ubiquitin chain moieties: the
proximal is degraded with the target, and the distal
protects the proximal from removal and recycles.
Proc. Natl Acad. Sci. USA 116, 7805–7812. (doi:10.
1073/pnas.1822148116)

94. Shabek N, Herman-Bachinsky Y, Ciechanover A.
2009 Ubiquitin degradation with its substrate, or as
a monomer in a ubiquitination-independent mode,
provides clues to proteasome regulation. Proc. Natl
Acad. Sci. USA 106, 11 907–11 912. (doi:10.1073/
pnas.0905746106)

95. Vosper JM, Fiore-Heriche CS, Horan I, Wilson K, Wise
H, Philpott A. 2007 Regulation of neurogenin
stability by ubiquitin-mediated proteolysis. Biochem.
J. 407, 277–284. (doi:10.1042/BJ20070064)

96. Cipolla CM, Lodhi IJ. 2017 Peroxisomal
dysfunction in age-related diseases. Trends
Endocrinol. Metab. 28, 297–308. (doi:10.1016/j.
tem.2016.12.003)

http://dx.doi.org/10.1016/j.molimm.2015.07.005
http://dx.doi.org/10.1074/jbc.M602248200
http://dx.doi.org/10.1074/jbc.M602248200
http://dx.doi.org/10.1073/pnas.1409099111
http://dx.doi.org/10.1038/ncomms4832
http://dx.doi.org/10.1038/nsmb1295
http://dx.doi.org/10.1038/nsmb1295
http://dx.doi.org/10.1016/0092-8674(88)90553-3
http://dx.doi.org/10.1016/0092-8674(88)90553-3
http://dx.doi.org/10.1073/pnas.0506618103
http://dx.doi.org/10.1016/j.molcel.2013.07.013
http://dx.doi.org/10.1016/j.tibs.2014.08.008
http://dx.doi.org/10.1016/j.tibs.2014.08.008
http://dx.doi.org/10.7554/eLife.00953
http://dx.doi.org/10.15252/embr.201745603
http://dx.doi.org/10.15252/embr.201745603
http://dx.doi.org/10.1016/j.atherosclerosis.2018.12.008
http://dx.doi.org/10.1016/j.atherosclerosis.2018.12.008
http://dx.doi.org/10.1128/MCB.01140-13
http://dx.doi.org/10.1016/S0960-9822(02)00935-1
http://dx.doi.org/10.1126/science.1255638
http://dx.doi.org/10.1038/nature14096
http://dx.doi.org/10.1074/jbc.M112.349928
http://dx.doi.org/10.1128/JVI.01795-10
http://dx.doi.org/10.1128/JVI.01795-10
http://dx.doi.org/10.1016/j.bbrc.2010.08.122
http://dx.doi.org/10.1080/09687680802130583
http://dx.doi.org/10.1080/09687680802130583
http://dx.doi.org/10.1042/BSR20150103
http://dx.doi.org/10.1074/jbc.M611627200
http://dx.doi.org/10.1074/jbc.M611627200
http://dx.doi.org/10.1111/j.1742-4658.2012.08591.x
http://dx.doi.org/10.1111/j.1742-4658.2012.08591.x
http://dx.doi.org/10.1016/j.bbrc.2008.07.054
http://dx.doi.org/10.1016/j.bbrc.2008.07.054
http://dx.doi.org/10.1111/imr.12303
http://dx.doi.org/10.1074/jbc.C113.477596
http://dx.doi.org/10.1074/jbc.C113.477596
http://dx.doi.org/10.1038/srep14849
http://dx.doi.org/10.1074/mcp.O111.013706
http://dx.doi.org/10.1074/mcp.O111.013706
http://dx.doi.org/10.1038/414652a
http://dx.doi.org/10.1126/science.aax1033
http://dx.doi.org/10.1126/science.aax0486
http://dx.doi.org/10.1021/bi971383p
http://dx.doi.org/10.1021/bi971383p
http://dx.doi.org/10.3390/toxins11080437
http://dx.doi.org/10.1073/pnas.1822148116
http://dx.doi.org/10.1073/pnas.1822148116
http://dx.doi.org/10.1073/pnas.0905746106
http://dx.doi.org/10.1073/pnas.0905746106
http://dx.doi.org/10.1042/BJ20070064
http://dx.doi.org/10.1016/j.tem.2016.12.003
http://dx.doi.org/10.1016/j.tem.2016.12.003


royalsocietypublishing.org

16
97. Debelyy MO, Platta HW, Saffian D, Hensel A, Thoms
S, Meyer HE, Warscheid B, Girzalsky W, Erdmann R.
2011 Ubp15p, a ubiquitin hydrolase associated with
the peroxisomal export machinery. J. Biol. Chem.
286, 28 223–28 234. (doi:10.1074/jbc.M111.
238600)

98. Grou CP et al. 2012 Identification of ubiquitin-
specific protease 9X (USP9X) as a deubiquitinase
acting on ubiquitin-peroxin 5 (PEX5) thioester
conjugate. J. Biol. Chem. 287, 12 815–12 827.
(doi:10.1074/jbc.M112.340158)

99. Herr RA, Harris J, Fang S, Wang X, Hansen TH. 2009
Role of the RING-CH domain of viral ligase mK3 in
ubiquitination of non-lysine and lysine MHC I
residues. Traffic 10, 1301–1317. (doi:10.1111/j.
1600-0854.2009.00946.x)

100. Cadwell K, Coscoy L. 2008 The specificities of
Kaposi’s sarcoma-associated herpesvirus-encoded E3
ubiquitin ligases are determined by the
positions of lysine or cysteine residues within
the intracytoplasmic domains of their targets.
J. Virol. 82, 4184–4189. (doi:10.1128/JVI.
02264-07)

101. Xu G, Paige JS, Jaffrey SR. 2010 Global analysis of
lysine ubiquitination by ubiquitin remnant
immunoaffinity profiling. Nat. Biotechnol. 28,
868–873. (doi:10.1038/nbt.1654)
/
jour
nal/rsob
Open

Biol.9:190147

http://dx.doi.org/10.1074/jbc.M111.238600
http://dx.doi.org/10.1074/jbc.M111.238600
http://dx.doi.org/10.1074/jbc.M112.340158
http://dx.doi.org/10.1111/j.1600-0854.2009.00946.x
http://dx.doi.org/10.1111/j.1600-0854.2009.00946.x
http://dx.doi.org/10.1128/JVI.02264-07
http://dx.doi.org/10.1128/JVI.02264-07
http://dx.doi.org/10.1038/nbt.1654

	Cellular functions and molecular mechanisms of non-lysine ubiquitination
	Introduction
	The ubiquitin–proteasome system
	The ubiquitination process
	E2 enzymes and E3 ligases: a brief overview
	Ubiquitin linkage types can determine substrate fate
	Non-lysine ubiquitination

	Non-lysine ubiquitination targets a variety of cellular processes
	Endoplasmic reticulum-associated degradation (ERAD)
	MHC class I heavy chain and CD4
	T-cell receptor complex
	Soluble ERAD substrates

	Regulated degradation
	Cholesterol biosynthesis
	Apoptosis
	Neuronal degeneration
	Asi2

	Virus-induced degradation via endocytosis
	Additional examples
	Neurogenins
	Peroxisome import receptors
	NY-ESO-1
	MARCH1


	Molecular mechanisms of non-lysine ubiquitination
	The Ube2j2/MARCH6 pair promotes serine/threonine ubiquitination
	Unusual molecular features of Ube2j2 likely determine non-lysine ubiquitination
	An E3 ligase with specificity for threonine ubiquitination

	Biological importance of non-lysine ubiquitination
	Non-lysine ubiquitination extends possibilities for substrate degradation
	Non-lysine ubiquitination facilitates differential regulation of substrate fate

	Concluding remarks
	Data accessibility
	Authors' contributions
	Competing interests
	Funding
	References


