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ABSTRACT 

The ubiquitin-like modifier ISG15 can modulate host and viral proteins to restrict viral and 

microbial infections, and act as a cytokine. Its expression and conjugation are strongly up-

regulated by type I interferons. Here we identify the deubiquitinating enzyme USP16 as an 

ISG15 cross-reactive protease. Ubiquitin-specific protease 16 (USP16) was found to react 

with an ISG15 activity-based probe in pull-down experiments using chronic myeloid 

leukaemia-derived human cells (HAP1). Supporting this finding, recombinant USP16 

cleaved pro-ISG15 and ISG15 iso-peptide linked model substrates in vitro, as well as 

ISGylated substrates present in cell lysates. Moreover, the interferon-induced stimulation 

of ISGylation in human HAP1 cells was increased by knockdown or knockout of USP16. 

Depletion of USP16 did not affect interferon signaling, and interferon treatment did not 

affect USP16 expression or enzymatic activity either. A USP16-dependent ISG15 

interactome was established by anti-ISG15 immunoprecipitation mass spectrometry (IP-

MS), which indicated that the deISGylating function of USP16 may regulate metabolic 

pathways involving GOT1, ALDOA, SOD1 and MDH1, all of which were further confirmed 

to be deISGylated by USP16 in HEK293T cells. Together, our results indicate that USP16 

may contribute to regulating the ISGylation status of a subset of proteins related to 

metabolism during type I interferon responses. 
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INTRODUCTION 

The innate immune system serves as a first line of defence against viral and bacterial 

infections in mammalian cells. Activation of this system initiates the release of Type-I 

interferons (mainly IFN- and IFN-), which eventually leads to the transcription of more 

than 300 interferon-stimulated genes (ISGs). These ISGs encode for different proteins, 

such as cytokines, chemokines, transcription factors, and enzymes that regulate the host 

immune response. One of the most strongly induced proteins is ISG15 (interferon-

stimulated gene of ~15 kDa), a ubiquitin(Ub)-like modifier containing 157 amino acids that 

resembles a linear ubiquitin dimer [1, 2]. 

ISG15 is translated as 17.8 kDa precursor protein and subsequently processed to liberate 

its carboxy-terminal LRLRGG motif and become mature ISG15 [3]. Unconjugated mature 

ISG15 can act as a cytokine [4-7], or interact with intracellular proteins, thereby modulating 

their functions [8, 9] and stability [10]. Mature ISG15 can also be conjugated to the ε-amine 

of other proteins via the ISG15 conjugation cycle (ISGylation), a process analogous to 

ubiquitination. ISG15 conjugation is mediated by a sequential E1-E2-E3 enzyme cascade 

including E1 UBE1L [11], E2 UBE2L6 [12, 13], and E3s HERC5 [14], TRIM25 [15] and 

HHARI [16] in human cells, and mHERC6 [17, 18] in murine cells. ISGylation of proteins 

can regulate their turnover [19-21] and influence complex formation [22, 23]. 

ISG15 is deconjugated by specific proteases in a process termed deISGylation, 

comparable to ubiquitin cleavage by deubiquitinating enzymes (DUBs). The major 

deISGylating enzyme identified in mammalian cells is USP18 [24], a member of the 

ubiquitin specific protease (USP) family, which cannot cleave ubiquitin, and whose 

substrate specificity, protein structure, and role in innate immunity have been widely 

studied [25-28]. USP18 processes pro-ISG15, however, in vivo inactivation  of USP18 
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protease activity does not impair the ISGylation machinery [74], suggesting that other 

proteases with deISGylase activity exist. Since ubiquitin and ISG15 have a common protein 

fold and an identical C-terminal tail (LRLRGG), it is very likely that additional, Ub-

deconjugating, enzymes can process pro-ISG15 into its mature form. Indeed,  an initial in 

vitro study [29] and two recent studies [30, 31] identified USP2, USP5, USP13, USP14 and 

USP21 to react covalently with ISG15-based probes. Among those, deISGylase activity of 

USP5, USP14 and USP21 was confirmed [29, 31-33]. However, in all studies conducted 

so far, the cellular function of this ISG15-crossreactivity of certain DUBs still remains 

elusive. For this reason and because of the observation that pro-ISG15 processing still 

takes place in the absence of USP18 protease activity, we opted to further explore ISG15-

crossreactive DUBs and investigate the biological relevance of their deISGylase activity. 

In this study, to identify deISGylating enzymes in an unbiased manner, we used ISG15 

activity-based protein profiling (ABPP) assays to detect deISGylating enzymes in human 

HAP1 cell lysates. USP18, USP5 and USP14 were further identified as deISGylating 

enzymes in this assay, corroborating previous studies. Interestingly, we identified USP16, 

a DUB described to regulate the stability of H2A [34], RPS27a [35], and IKKβ [36], as a 

potential novel ISG15-crossreactive DUB. We found USP16 to be able to cleave pro-ISG15  

and isopeptide-linked ISG15-based fluorescence polarization (FP) substrates in vitro, as 

well as natural ISGylated substrates in a cell lysate. To identify ISGylated substrates of 

USP16 we performed an ISG15 interactome via endogenous ISG15 immunoprecipitation 

by anti-ISG15 in HAP1 cells lysate combined with mass spectrometry analysis following 

type I interferon (IFN-I) treatment and using USP16 knockout cells as controls. Malate 

dehydrogenase, cytoplasmic (MDH1), Superoxide dismutase (SOD) 1, Fructose-

bisphosphate aldolase A (ALDOA), and Aspartate aminotransferase, cytoplasmic (GOT1) 
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were identified and further confirmed as ISGylated substrates targeted by USP16, 

suggesting its potential role as deISGylase in immunometabolic pathways. 

 

RESULTS  

Activity-based pull-down assay reveals USP16 as an ISG15 cross-reactive DUB 

To identify potential ISG15 reactive proteases, we performed a pull-down assay with an 

ISG15 activity-based probe in lysates from human HAP1 cells with or without interferon-α2 

(IFN) stimulation. Proteases reacting with the biotin-tagged human C-terminal domain 

ISG15 propargylamide (Biotin-hISG15CTD-PA) probe [37] were enriched by NeutrAvidin 

beads, and analysed by label-free LC-MS/MS following washing, elution, and in-solution 

trypsin digestion (Figure 1A, Data Table S1). Pull-down efficiency was confirmed by 

immunoblotting using an anti-biotin antibody prior to LC-MS/MS analysis (Supplementary 

Figure 1). The LC-MS/MS data were processed by cross-comparative analysis of Biotin-

hISG15CTD-PA versus no-probe samples (Figure 1B), and cross-comparative analysis of 

IFN-stimulated versus non-stimulated cells (Figure 1C). In the lysates from the IFN-

stimulated cells four proteases, USP18, USP14, USP5, and USP16, were significantly 

enriched in the hISG15CTD-PA probe-treated samples as compared to no-probe samples 

(Figure 1B). USP18 was the only hISG15CTD-PA-reacting protease that was significantly 

enriched in the IFN-stimulated cells as compared to non-stimulated cells (Figure 1C).  

These data were consistent with the previous identification of USP18 as an interferon-

inducible deISGylase [38, 39], and the ability of USP18, USP14, and USP5 to react with a 

human ISG15 full-length activity-based probe [31, 32, 40]. Since USP16 is a so-far 

unreported ISG15-crossreactive DUB, we validated its ability to bind to both Ub- and 
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ISG15-based probes by incubating purified recombinant human USP16 catalytic domain 

(CD; aa 196-823) with Ub-PA and ISG15 activity-based probes human ISG15CTD-PA [26], 

mouse ISG15CTD-PA [26] and full-length mouse ISG15FL-PA [41] probes followed by SDS-

PAGE. Binding to Ub and ISG15 based probes was confirmed by the appearance of the 

corresponding USP16-probe adducts (Figure 1D).  

USP16 cleaves ISG15-related substrates in vitro 

To determine the potential catalytic activity of USP16 towards ISG15, we tested several in 

vitro substrates that can be recognized and converted by deISGylases. We first 

investigated whether USP16 can cleave the 1-165 amino acid precursor form of human 

ISG15 (pro-ISG15) [3, 42]. For this, we used purified recombinant human full-length USP16 

(FL; aa 22-823) and human USP16 catalytic domain (CD; aa 196-823). We also included 

recombinant USP7 as a negative control and the major deISGylase USP18 (canonical 

deISGylase) and USP5 (previously reported as ISG15 reactive DUB)  as positive controls. 

The two forms of USP16 cleaved pro-ISG15 as efficiently as USP18, while USP5 was less 

efficient and, as expected, USP7 did not cleave at all (Figure 2A). 

We further assessed the isopeptidase activity of USP16 with Ub- and full-length ISG15-

based fluorescence polarization (FP) assay reagents. In these reagents, the C-terminal 

carboxylate of Ub or full-length ISG15 is linked to the lysine side chain amine of a 

fluorescent TAMRA-Lys-Gly peptide, thereby mimicking Ub/ISG15 isopeptide-linked 

substrates [25, 43]. We tested both purified recombinant USP16FL and USP16 CD along 

with USP18, USP5 and USP7 (Figure 2B, Supplementary Figure 2). USP16 FL and CD 

started to cleave the ISG15FP substrate at 12.5 nM, while already completely converting 

the UbFP substrate at this concentration. USP18 processed the ISG15FP substrate more 

efficiently than USP16 FL and CD did. Notably, USP5 and USP7, which effectively 
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converted the UbFP substrate at subnanomolar concentrations, proved unreactive to the 

ISG15FP substrate even up to 100 nM concentration. These observations showed that 

USP16 has clear isopeptidase activity towards ISG15FP substrate in vitro. 

To determine whether USP16 can remove ISG15 from natural ISGylated substrates, we 

prepared lysates from interferon-β stimulated HAP1 USP18KO cells (Supplementary 

Figure 3) and incubated these with purified recombinant USP16CDWT or catalytically 

inactive mutant USP16CDC205S. Wild-type USP16 reduced the amount of ISG15-

conjugated proteins in the cell lysate, but as expected, the protease-deficient CS mutant 

did not, implying that USP16 can effectively process natural ISGylated substrates through 

its protease function (Figure 2C). These data prove that recombinant USP16 can cleave in 

vitro pro-ISG15, ISG15FP substrate and ISGylated proteins in cell lysates. 

Loss of USP16 leads to elevated accumulation of cellular ISGylation 

Having validated USP16 as an ISG15-crossreactive deubiquitinase with in vitro substrate 

cleavage assays, we next investigated the USP16 deISGylation function in living cells. We 

first examined the effect of siRNA-mediated USP16 depletion. In line with the in vitro data, 

knockdown of USP16 in HAP1 cells with three different siRNAs led to elevated ISGylation 

after IFN-β stimulation, while the expression level of USP18 remained unchanged (Figure 

3A). Next, we used the CRISPR/Cas9 system with guide RNAs targeting either exon 6 (KO 

#A) or exon 4 (KO #B) of USP16 to generate USP16 knockout (KO) HAP1 cell lines. The 

knockout was confirmed by USP16-specific Rhodamine-M20-PA probe labeling [44] 

(Supplementary Figure 4A) and immunoblotting (Supplementary Figure 4B). Like the 

USP16 siRNA-treated cells, these USP16KO HAP1 cell lines displayed elevated levels of 

ISGylation after IFN-β stimulation (Figure 3B). 
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The observed increased ISGylation in USP16 KO cells could in theory be an indirect effect 

caused by increased IFN signaling, for instance as a result of a reduced USP18-dependent 

negative feedback by the USP18-IFNAR2-STAT2 inhibitory complex [45]. Therefore, we 

assessed whether the USP16 KO HAP1 cells showed increased and/or prolonged IFN-

induced phosphorylation of the transcription factors STAT1 and STAT2, or enhanced 

expression of interferon-stimulated genes [46, 47]. The levels and kinetics of STAT1 and 

STAT2 phosphorylation did not show clear differences between USP16 KO  and WT cells 

(Supplementary Figure 4C). Moreover, the USP16KO cells did not show changes in 

interferon-induced ISG15 and USP18 mRNA (Supplementary Figure 4D), nor altered 

levels of the interferon-induced proteins RIG-I, MDA5, and USP18 (Supplementary Figure 

4E). The hISG15ct-PA probe binding activity of cellular deISGlyases was also not affected 

in the USP16 KO cells (Supplementary Figure 4F). Notably, the protein levels and activity 

of USP16 were unaffected by IFN-β treatment, in contrast to that of USP18 (Supplementary 

Figure 5A, B). 

Taken together, depletion of USP16 by knockout enhances IFN-β-induced ISGylation, or 

reduces deISGylation, in the presence of the main ISG15 protease USP18 without affecting 

interferon signaling. This supports recent findings showing that the deISGlyating functions 

of USP18, and therefore ISGylation, do not regulate the IFN-I response [48].  

Analysis of the USP16-dependent ISG15 interactome links USP16 with cellular 

metabolism 

To obtain global insights in the cellular pathways and functions regulated by the 

deISGylase activity of USP16, we established and analysed the endogenous ISG15 

interactome in HAP1 WT and HAP1 USP16KO cells using an ISG15 immuno-precipitation 

mass spectrometry (IP-MS) approach [37]. Duplicate dishes were stimulated with IFN-β, 

.CC-BY-NC 4.0 International licenseavailable under a
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprintthis version posted June 26, 2023. ; https://doi.org/10.1101/2023.06.26.546496doi: bioRxiv preprint 

https://doi.org/10.1101/2023.06.26.546496
http://creativecommons.org/licenses/by-nc/4.0/


9 

 

and unstimulated cells were taken along as ISGylation-negative controls. The cell lysates 

in each sample group were immunoprecipitated with human ISG15 antibody, digested by 

trypsin, and subjected to label-free quantitative proteomics analysis (Figure 4A). Overall, 

we identified 2829 proteins (Data Table S2). The ISG15 interactome in HAP1 WT cells 

(Supplementary Figure 6A) and USP16KO cells (Supplementary Figure 6B) were enriched 

at least twofold upon IFN-β treatment. Comparison of the ISG15 interactomes of USP16KO 

and WT cells unveiled a USP16-regulated ISG15 interactome of 142 proteins with at least 

1.5 fold changes (Figure 4B, Data Table S3). 

To identify enriched Gene Ontology (GO) terms we performed PANTHER GO-slim 

analysis, focusing on cellular compartments, molecular functions, and biological processes 

[49-51]. The analysis confirmed that the identified proteins were strongly enriched for 

enzymes functioning in metabolic processes and located in cytoplasm and mitochondria 

(Figure 4C, Supplementary Figure 7). STRING interaction network analysis [52] also 

revealed a large interconnected set of cytoplasmatic and mitochondrial proteins (Figure 

4D). The most interconnected cluster, revealed by the Cytoscape plug-in MCODE [53], 

consisted of 15 proteins that are involved in carbon metabolism and pyruvate metabolism 

(Figure 4E). Importantly, all these proteins have been found to be ISGylated in previous 

proteomic studies [54-60] (Data Table S4). Collectively, our analysis suggests that the 

USP16-dependent ISG15 interactome is associated with cellular metabolism.  

DeISGylation of discrete substrates by USP16 

To examine whether selected members of the identified ISG15 interactome are indeed 

ISGylated and cleaved by USP16 in cells, we performed in-cell ISGylation assays by co-

transfecting hUBE1L, UBCH8, HERC5, and Flag-hISG15 in HEK293T cells [14, 61]. 

Ectopic expression of USP16 WT, but of not catalytically inactive mutant USP16C205S, 
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decreased the overall ISGylation slightly, while expression of USP18 WT had stronger 

effects (Figure 5A). 

Next, we co-transfected Myc-tagged substrates together with the ISGylation constructs. 

Following transfection for 24 hours, the cells were lysed and subjected to 

immunoprecipitation by Myc trap beads, and precipitates were analysed by 

immunoblotting. We calculated the relative ISGylated protein amounts in these 

experiments by determining the ratio of the intensity of the ISGylated bands (based on the 

anti-Flag immunoblot signal) and the intensity of total protein bands (based on the anti-Myc 

immunoblot signal) and compared the normalized ISGylated protein amounts obtained 

from the transfected constructs. This indicated that expression of USP16 WT can 

significantly decrease ISGylation level of GOT1 , ALDOA, SOD1 and MDH1. Although 

expression of USP16C205S affected the ISGylation level to some degree, this was never as 

significant as USP16 WT (Figure 5B, C, D, E). In summary, GOT1, ALDOA, SOD1 and 

MDH1 can be ISGylated by the UBE1L-UBCH8-HERC5 cascade in HEK293T cells and 

are subjected to USP16-dependent cleavage. 

 

DISCUSSION 

Activity-based probe profiling of ubiquitin and ubiquitin-like processing enzymes has 

become a powerful strategy for monitoring their enzymatic activity changes and identifying 

novel Ub/Ubl-processing enzymes [62-64] [65]. Moreover, probes generated for different 

Ubls, led to the discovery of several DUBs that show affinity/activity towards multiple Ubls, 

which revealing new questions on the biological importance of these cross reactivities. For 

instance, using ISG15-based ABPP, recombinant USP2, USP5, USP13, USP14 were 

shown to react covalently with an ISG15-vinylsulfone (ISG15-VS) activity-based probe [29], 
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suggesting that, next to USP18, additional cellular deISG15ylases may exist. Also, USP21 

harbours deISGylase activity by processing the ISG15-AMC substrate and deconjugating 

ISGylated proteins in a lysate derived from IFN-β stimulated HeLa cells [33]. Furthermore, 

pull-down experiments with immobilized ISG15-propargylamide (ISG15-PA) and ISG15-

dehydroalanine (ISG15-Dha) probes resulted in the identification of the previously reported 

cross-reactive DUBs USP5, USP14 and USP21 [31, 32]. DeISGylase activity for USP5 and 

USP14 was confirmed using the ISG15-AMC assay. Our study expanded this by  

identifying USP16 as an ISG15-crossreactive DUB in human HAP1 cell lysates and 

demonstrating deISGylase activity of USP16 on several  substrates subjected to ISGylation 

with potential links to immunometabolism.   

We showed that recombinant USP18, USP16 and USP5 can cleave pro-ISG15. Proteolytic 

processing of  ISG15 precursor protein is necessary to reveal C-terminal GlyGly required 

for protein conjugation [3, 42]. Since loss of USP18 or USP16 does not reduce ISGylation 

in cells (Figure 3A, C; Supplementary Figure 3), pro-ISG15 processing is not dependent 

on a single enzyme. ISG15-crossreactive DUBs, including USP16 and USP5, are likely to 

compensate for the loss of USP18 to ensure pro-ISG15 cleavage. 

Besides performing in vitro substrate cleavage assays, further evidence for a deISGylating 

function of endogenous USP16 in cells was provided by enhanced interferon-stimulated 

ISGylation in HAP1 cells depleted of USP16 by either knockdown with three different 

siRNAs or knockout via two different gRNAs. Interferon signaling itself was unaltered in 

USP16KO HAP1 cells. IFN-β treatment did not affect USP16 protein expression or probe-

labeled enzymatic activity in either HeLa and HAP1 cells, indicating that USP16 is not an 

interferon-inducible gene, in contrast to the main deISGlyase USP18. Moreover, the loss 

of USP16 did not affect type I interferon signaling, indicating that, unlike USP18 [45], 

USP16 is not involved in an interferon feed-back mechanism. This also aligns with recent 
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discoveries demonstrating uncloupling of ISGylation from the IFN-I response pathway 

activation [48].  

What is the molecular basis for USP16 cross reactivity? USP16 contains both a Zinc-finger 

(ZnF) domain (aa 22-143) and a ubiquitin specific protease (USP) domain (aa 196-822). 

The USP domain is responsible for the catalytic activity of USP16, and the ZnF domain 

has been reported to recognize free glycine at the C-terminal tail of free ubiquitin, and may 

function as a sensor for free ubiquitin in cells to regulate ubiquitin-dependent processes 

[66, 67]. Recombinant human USP16 FL (aa 22-823) and CD (aa 196-823) were found to 

exhibit similar enzymatic activity towards full-length pro-ISG15 and ISG15-FP. This 

suggests that the deISGylating activity of recombinant human USP16 is independent of 

the ZnF domain. However, the ISG15-based reagents used in this study do not contain the 

free C-terminal tail of ISG15. It is therefore still unclear whether the ZnF domain of USP16 

binds free ISG15 in the same mode as free ubiquitin, and if it plays a regulatory role in 

ISG15-dependent processes in cells. 

The specificity of mouse USP18 toward mouse ISG15 is mediated by the interaction 

between a hydrophobic patch in USP18 and a hydrophobic region in the C-terminal domain 

of ISG15. The C-terminal domain of ISG15 is necessary and sufficient for USP18 binding 

[26]. In our study, the C-terminal domain of human ISG15 was sufficient for reaction with 

human USP5, USP14, USP16, and USP18, indicating that this domain determines ISG15-

crossreactivity of DUBs. Interestingly, similar to human USP18 reacting with mouse ISG15-

PA and vice versa [26], recombinant human USP16 also displayed cross-species reactivity 

towards mouse ISG15-PA probe (Figure 1D). However, a high-resolution structure of 

USP16 in complex with ISG15 is needed to explain the molecular basis for these 

interactions.  
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USP16 was initially identified as a DUB that removes ubiquitin from lysine 119 of H2A [34, 

68]. It appears to localize primarily in the cytoplasm in cultured human cells [35, 69], and 

several cytoplasmatic proteins were identified as targets for USP16-mediated 

deubiquitination, including RPS27a [35], IKKβ [36], and calcineurin A [70]. In line with this, 

the USP16-dependent ISG15 interactome identified in our experiments mainly contained 

cytoplasmic proteins, suggesting that USP16 also exerts its deISGylating function primarily 

in the cytoplasm. Interestingly, none of the reported substrates of USP16-mediated 

deubiquitination were found in the USP16-dependent ISG15 interactome from IFN-β 

stimulated HAP1 cells. ISGylation is a key element of the innate immune response by 

modifying host or viral proteins to restrict the replication or spreading of pathogens [71]. 

However, emerging evidence showed that ISG15 conjugation is also linked to 

mitochondrial functions and cellular metabolism [72, 73]. The enrichment of the USP16-

dependent ISG15 interactome for metabolic enzymes functioning in cytoplasm and 

mitochondria also indicates that ISG15 may regulate cellular metabolism and mitochondrial 

function. This characteristic of the USP16-dependent ISG15-interactome is distinct from 

the previously studied USP18-dependent ISG15 interactome, in which proteins involved in 

interferon signaling, innate immune responses and virus defense responses are primarily 

enriched [37]. Metabolic enzymes GOT1, ALDOA, SOD1 and MDH1 were confirmed here 

as bona fide ISGylated substrates for USP16 cleavage (Figure 6). Three of the enzymes 

are involved in gluconeogenesis (GOT1, MDH1 and ALDOA), potentially suggesting 

functional consequences of USP16-dependent deISGylation events in immunometabolism 

in general and cellular gluconeogenesis in particular. USP16 antagonists could, therefore, 

have potential as therapeutic targets for immunometabolic diseases.  
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MATERIALS AND METHODS 

Cell culture and transfections 

Human HEK293T (Cat# ATCC® CRL-3216™) and HeLa (Cat# ATCC® CCL-2™) cells 

were cultured under standard conditions in Dulbecco’s modified Eagle’s medium (DMEM) 

(Gibco) supplemented with 8% FCS (Biowest) and 1% penicillin/streptomycin at 37 °C and 

5% CO2. Chronic myelogenous leukemia (CML)-derived HAP1 WT (Horizon #C631), HAP1 

USP18KO (Horizon #HZGHC000492C011) [1] and HAP1 USP16KO cells (self-made, 

generated from HAP1 WT) were cultured in Iscove's Modified Dulbecco's Medium (IMDM) 

(Gibco) supplemented with 8% FCS (Biowest), 1% penicillin/streptomycin at 37 °C and 5% 

CO2. All cell lines were tested for mycoplasma contamination using MycoAlertTM 

Mycoplasma Detection Kit (Lonza, Catalog #: LT07-318) on a monthly basis. 

For siRNA transfections, non-targeting siRNA control pools (#D-001206-13-05) and 

USP16 siRNA oligos (#MQ-006067-01-0002) were purchased from Dharmacon, including 

siUSP16#1 (Cat# D-006067-01), siUSP16#2 (Cat# D-006067-02), siUSP16#3 (Cat# D-

006067-03). Silencing was performed in HAP1 WT cells as follows: for 6-well plate format, 

200 µL siRNA (500 nM stock) were incubated with 4 µL Dharmafect reagent 1 (Dharmacon) 

diluted in 200 µL medium without supplements (total volume of 200 µL transfection mix) 

with gentle shaking for 20 min at room temperature (RT). A total of 80,000 cells 

resuspended in 1.6 mL of growth medium were added to transfection mixes to a total 

volume of 2 mL per well and cultured for 3 days prior to further analysis.  

For DNA transfections, HEK293T cells were seeded to achieve 50–60% confluence the 

following day and transfected using PEI (polyethylenimine, Polysciences Inc., Cat# 23966) 

as follows: 200 μL DMEM medium without supplements was mixed with DNA and PEI (1 

mg/mL) with a ratio at 1:3 (eg: 1μg DNA : 3μL PEI), incubated at RT for 20 min, and added 
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drop-wise to the cells for culturing for 24 h prior to further analysis. Overexpression 

constructs are listed in Material table 2. 

Stimulation of cells 

Cells were treated with 1000 U/mL of recombinant human IFN-β (PeproTech #300-02BC) 

or recombinant human IFN-α2 (PBL Assay Science #11105-1) for the indicated times. 

Generation of HAP1 USP16KO cells 

HAP1 USP16 KO cell lines were generated using the CRISPR/Cas9 system. The guide 

RNA sequences targeting exon 4 (USP16 gRNA #B: 5’-

CACCGTATTGTCAGTCTTACAGTCT-3’ and 5’-AAACAGACTGTAAGACTGACAATAC) 

or exon 6 (USP16 gRNA #A: 5’-CACCGAATCAACCACTTGACCCAAC-3’ and 5’-

AAACGTTGGGTCAAGTGGTTGATTC-3’) were used as before [2]. Annealed gRNAs were 

ligated into the lentiCRISPR_v2 vector [3]. HAP1 WT cells were transfected with gRNA-

annealed lentiCRISPR_v2 vectors using PEI reagent and selected with puromycin at 1 

μg/mL for 3 days. Individual clones were expanded and screened for mutations in the 

USP16 gene by PCR and immunoblotting. PCR products were sequenced and analysed 

for indel mutations using ICE CRISPR Analysis Tool from Synthego 

(https://ice.synthego.com/#/) [4] and by manual inspection of the sequencing profiles with 

Snapgene. 

Real-time Quantitative RT-PCR 

The mRNA level of endogenous USP18 and ISG15 was assessed by RT-qPCR as before 

[5]. In brief, total RNAs were extracted using the NucleoSpin RNA II kit (MACHEREY-

NAGEL) following to the manufacturer instructions. 1ug of total RNA were reversely 
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transcribed using RevertAid First Stand cDNA synthesis Kits (Thermo Fisher), and real-

time quantitative PCR experiments were performed using SYBR Green (Promega) in CFX 

connect Real-Time PCR detection system (Bio-Rad). All the values for target gene 

expression were normalized to GAPDH. All the experiments were repeated in at least n=3 

independent experiments. Primers are listed below: 

Gene Forward primer (5' -> 3') Reverse (5' -> 3') 

USP18 CCTGAGGCAAATCTGTCAGTC CGAACACCTGAATCAAGGAGTTA 

ISG15 CTCATCTTTGCCAGTACAGGAG CCAGCATCTTCACCGTCAG 

GAPDH  TGCACCACCAAC TGCTTAGC CTCATGACCACAGTCCATGCC 

 

ISG15-PA, Ub-PA and M20-PA probe labeling assays 

The Biotin / Rhodamine-tagged human C terminal domain hISG15CTD-PA, Rhodamine-

tagged mouse C terminal domain mISG15CTD-PA, Biotin-tagged mouse full-length ISG15-

PA, Rhodamine-tagged mouse full-length ISG15-PA, Ub-PA, and Rhodamine-tagged M20-

PA probe came from previously prepared stocks [1, 6-9].  

For cell lysate labelling, cell pellets were resuspended in HR buffer (50 mM Tris-HCl, 5 mM 

MgCl2, 250 mM sucrose, 2 mM TCEP and protease inhibitor t (Roche), pH 7.4), and lysed 

by sonication (Bioruptor, Diagenode, high intensity for 10 minutes with an ON/OFF cycle 

of 30 seconds) at 4°C. In SDS-PAGE or immunoblot detection assays, 25-40 μg of clarified 

cell lysate in 20 μL was labelled with indicated probe (final concentration 1 μM)  at 37 °C 

for 30 min. Reactions were stopped by the addition of LDS (lithium dodecyl sulfate) sample 

buffer (Invitrogen Life Technologies, Carlsbad, CA, USA) containing 2.5% β-

mercaptoethanol, followed by boiling for 7 minutes. 
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For labeling of purified recombinant enzymes, the enzymes were diluted in assay buffer 

containing 50 mM Tris-HCl, 100 mM NaCl, 0.5 mg / ml CHAPS and 5 mM TCEP, pH 7.6, 

to a final concentration of 5 μM. Pure ISG15-PA, and Ub-PA probes were added at a 1:1 

molar ratio and incubated for up to 60 min at room temperature. Reactions were stopped 

by boiling with LDS sample buffer as described above. The recombinant enzymes are listed 

in Material table 3. 

DeISGylation assays in cell lysate 

HAP1 USP18KO cells or HAP1 USP16KO#B cells were stimulated with 1000 U/ml IFN-β 

for 48 hours to induce ISGylation. Cell pellet was lysed in EMBO lysis buffer (50mM Tris-

HCl pH 7.4, 150 mM NaCl, 2 mM EDTA, 0.5 % NP40, 8mM TCEP) using standard 

protocols. 40 or 80 μg of cell lysate in 10ul was incubated with recombinant USP16 CDWT 

or USP16CDC205S at a final concentration of 5uM at 37 °C for 2 hours. The reaction was 

stopped by boiling with LDS sample buffer as described above. 

ProISG15 cleavage assays 

Recombinant human pro-ISG15 protein (R&D Systems, #UL-615-500) was diluted in 

EMBO lysis buffer (50mM Tris-HCl pH 7.4, 150 mM NaCl, 2 mM EDTA, 0.5 % NP40, 8mM 

TCEP) to a final concentration of 5 μM, and incubated with 0.5 μM indicated enzymes at 

37 °C for indicated time. The reaction was stopped by boiling with LDS sample buffer as 

described above. The recombinant enzymes are listed in Material table 3. 

ISG15-FP and Ub-FP substrates cleavage assays 

The fluorescence polarization (FP) assays were performed as reported before [10, 11]. In 

brief, two-fold serial dilutions (200–25 nM) of the indicated enzyme solutions (The 
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recombinant enzymes are listed in Material table 3) were prepared in assay buffer 

containing 50 mM Tris-HCl, pH 7.5, 2 mM DTT, 100 mM NaCl, 1 mg / ml CHAPS and 0.5 

mg / ml bovine gamma globulin (BGG). 10 μl of each of the dilution steps was added to the 

empty wells of the plate (Corning 3820, black, low volume 384 well microplate, LBS, round 

wells, flat bottom). The reaction was started by addition of 10 μl of the full-length ISG15-

FP substrate [10] or the Ub-FP substrate [11] (200 nM final concentration). The 

fluorescence intensities in the S (parallel) and P (perpendicular) directions were recorded 

in intervals of 60 or 90 seconds on a BMG Labtech Pherastar plate reader (excitation, 540 

nm; emission, 590 nm). From these S and P values, the FP values (in mP) were calculated 

by adjustment of the FP value (L) of the tracer molecule TAMRA-KG to 50 mP: 

  where  

 

ISGylation analysis in HEK293T cells 

To analyse ISGylation on Myc tagged substrates, ChromoTek Myc trap pulldown assays 

were performed as GFP trap pulldown before [12]. HEK293T cells, transfected as 

indicated, were lysed in 300 µL lysis buffer 1 (50 mM Tris-HCl, pH 7.5, 150 mM NaCl, 5 mM 

ethylenediaminetetraacetic acid (EDTA), 0.5% Triton X-100, 10 mM N-methyl maleimide 

(general DUB inhibitor diluted in DMSO, freshly added) and protease inhibitors (Roche 

Diagnostics, EDTA-free, freshly added). Then, 100 µL lysis buffer 2 (100 mM Tris-HCl, pH 

8.0, 1 mM EDTA, and 2% SDS) was added to the crude lysates; samples were sonicated 

(Fisher Scientific FB120 Sonic Dismembrator, 3 pulses, amplitude 40%) and SDS was 

subsequently diluted by the bringing sample volume to 1 mL with lysis buffer 1. After 

centrifugation (20 min, 4 °C, 20,817× g), lysates were incubated with 5 µL Myc Trap 
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Agarose (Chromotek) overnight at 4 °C. Beads were washed 5 times with lysis buffer, and 

denatured with sample buffer by heating at 95 °C for 7 min.  

Electrophoresis and immunoblots 

Samples were resolved on precast Bis-Tris NuPAGE Gels (Invitrogen, including 4-12%, 

10% and 12% for different samples) using MOPS buffer (Invitrogen Life Technologies, 

Carlsbad, CA, USA). For fluorescence scan, labeled enzymes were visualized by in-gel 

fluorescence using a Typhoon FLA 9500 imaging system (GE Healthcare Life Sciences) 

(Rhodamine channel for probe, Cy5 channel for protein marker). For immunoblots, the gel 

was then transferred to Nitrocellulose membranes for immunoblots, the signal was 

visualized using a LICOR Odyssey system. The primary antibodies are listed in Material 

Table 1. 

Activity-based protein profiling (ABPP) with biotin-ISG15-PA probe  

Performed as previously described [13]. HAP1 cells were lysed in glass beads lysis buffer 

(GBL: 50 mM Tris, pH 7.5, 5 mM MgCl2, 0.5 mM EDTA, and 250 mM Sucrose) and protein 

concentrations determined through a Pierce BCA Assay. Using the results of the BCA 

Assay, 1 mg of protein from each sample was aliquoted into a clean Eppendorf, and the 

tubes diluted with glass bead buffer to give Vf =~550 µL, with the need for Vf to be the same 

across all sample tubes. The probe was added to the relevant cell lysates at the pre-

determined optimum ratio and all samples incubated: 30 min for the Biotin-ISG15-PA probe 

(Viva Biotech Ltd) at 37°C. The digest was quenched through the addition of 44 µL 5% 

(w/v) SDS and 27.5 µL 10% NP-40 to each Eppendorf. Samples were then diluted by 

adding 1212 µL NP-40 lysis buffer. 150 µL NeutrAvidin Agarose beads (Thermo Fisher) 

was aliquoted out into one 2 mL Eppendorf tube per sample. The resin was washed with 
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750 µL NP-40 Lysis Buffer by vortexing briefly and centrifugation (2,000 g, 1 min, RT). The 

supernatant was then carefully pipetted off and these wash steps repeated four times in 

total. The samples were added to the resins, sealed with Parafilm and incubated on a 

turning wheel overnight at 4°C. The following day the samples with resins were spun down 

(2 000 g, 1 min, RT) and the supernatant carefully removed. The resins were washed with 

750 µL NP-40 lysis buffer, vortexed briefly and centrifuged (2,000 g, 1 min, RT). The 

supernatant was then carefully removed, without disturbing the beads, and these wash 

steps repeated four times. The probe labelled proteins bound to the agarose beads were 

eluted by adding 110 µL 2.5x LSLB with 3 mM biotin to the resin. The samples were 

vortexed briefly and boiled (10 min, 95°C). The beads were pelleted by centrifugation (2 

000 g, 1 min, RT) and the supernatant containing the proteins carefully removed without 

disturbing the resin, and transferred to an Eppendorf tube. Samples are ready for either 

immunoblotting or LC-MS/MS analysis [13]. 

For MS analysis, sample eluates were diluted to 175 μL with ultra-pure water and reduced 

with 5 μL of DTT (200 mM in 0.1 M Tris, pH 7.8) for 30 min at 37 °C. Samples were alkylated 

with 20 μL of iodoacetamide (100 mM in 0.1 M Tris, pH 7.8) for 15 min at room temperature 

(protected from light), followed by protein precipitation using a double methanol/chloroform 

extraction method. Protein samples were treated with 600 μL of methanol, 150 μL of 

chloroform, and 450 μL of water, followed by vigorous vortexing. Samples were centrifuged 

at 17,000 × g for 3 min, and the resultant upper aqueous phase was removed. Proteins 

were pelleted following the addition of 450 μL of methanol and centrifugation at 17,000 × g 

for 6 min. The supernatant was removed, and the extraction process was repeated. 

Following the second extraction process, precipitated proteins were re-suspended in 50 μL 

of 6 M urea and diluted to <1 M urea with 250 μL of 20 mM HEPES (pH 8.0) buffer. Protein 

digestion was carried out by adding trypsin (from a 1 mg/ml stock in 1 mM HCl) to a ratio 
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1:100, rocking at 12 rpm and room temperature overnight. Following digestion, samples 

were acidified to 1% trifluoroacetic acid and desalted on C18 solid-phase extraction 

cartridges (SEP-PAK plus, Waters), dried, and re-suspended in buffer A. 

ISG15 interactome immunoprecipitation  

The whole has been performed as before [1] with the following modifications. HAP1 cells 

were lysed with Co-IP lysis buffer (20 mM Hepes pH 8.0, 150 mM NaCl, 0.2% NP-40, 10 

% glycerol, 5 mM NEM, phosphatase and protease inhibitor cocktails; 25 ×106 cells per 

condition) and subjected to immunoprecipitation using 5 µg of ISG15 antibody (Boston 

Biochem #A-380) plus 25 μL of protein G Sepharose slurry (Invitrogen; #15920-10) for 16 h 

at 4 °C. Beads were washed 4 times with Co-IP lysis buffer and immunocomplexes were 

eluted with 2X Laemmli. 10% of the eluates was used for immunoblotting with the indicated 

antibody. The remaining eluate was prepared for MS analysis as previously described 

(DOI: 10.1126/science.ade8840). Eluted proteins were processed for mass spectrometry 

analysis using suspension traps (S-Traps). Proteins were reduced with 200 mM DTT in 0.1 

M Tris pH 7.8, followed by alkylation with 200 mM iodoacetamide in 0.1 M Tris pH 7.8 in 

the dark. Samples were acidified by addition of 12% phosphoric acid and captured on S-

TrapTM midi columns (C02-midi, ProtiFi). Columns were washed with 90% methanol in 

100 mM triethylammonium bicarbonate (TAEB) with centrifugation at 4000 g. Captured 

proteins were digested with trypsin (1:100 w/w) in 1 mM HCl overnight at RT. Peptides 

were eluted, dried and dissolved in Buffer A (98 % MilliQ-H20, 2 % CH3CN and 0.1 % 

TFA). 
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Liquid chromatography-tandem mass spectrometry (LC-MS/MS) analysis 

LC-MS/MS analysis was performed using a Dionex Ultimate 3000 nano-ultra high-pressure 

reverse-phase chromatography coupled on-line to a Fusion Lumos (ISG15 interactome) or 

a Q Exactive (ISG15 ABPP) mass spectrometer (Thermo Scientific) as described 

previously [13]. In brief, samples were separated on an EASY-Spray PepMap RSLC C18 

column (500 mm × 75 μm, 2 μm particle size, Thermo Scientific) over a 60 min (120 min in 

the case of the matching proteome) gradient of 2–35% acetonitrile in 5% dimethyl sulfoxide 

(DMSO), 0.1% formic acid at 250 nL/min. MS1 scans were acquired at a resolution of 

60,000 at 200 m/z and the top 12 most abundant precursor ions were selected for high 

collision dissociation (HCD) fragmentation. 

Data analysis 

From raw MS files, searches against the UniProtKB human sequence data base (92,954 

entries) and label-free quantitation were performed using MaxQuant Software (v1.5.5.1). 

Search parameters include carbamidomethyl (C) as a fixed modification, oxidation (M) and 

deamidation (NQ as variable modifications, maximum 2 missed cleavages, matching 

between runs, and LFQ quantitation was performed using unique peptides. Label-free 

interaction data analysis was performed using Perseus (v1.6.0.2), and volcano and scatter 

plots were generated using a t-test with permutation FDR = 0.01 for multiple-test correction 

and s0 = 0.1 as cut-off parameters. 

Other graphs were generated using GraphPad PRISM 8 and Excel and for the statistical 

analysis, we applied two-way ANOVA tests, including multiple comparison testing via the 

Dunnett method available through the GraphPad Prism software.  
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Immunoblot protein bands were quantified using Image Studio Lite Version 5.2.5. 

quantification Statistical evaluations report on Student's t test (two-tailed distribution) with 

*p < 0.05, **p < 0.01, and ***p < 0.001, NS: not significant). All error bars correspond to the 

mean ± S.E.M. 

Gene ontology and STRING network analysis 

The GO consortium web tool (http://geneontology.org/) was utilized to conduct GO 

analysis. To evaluate enriched GO terms of the identified USP16-dependent ISG15 

interactome proteins, the PATHER overrepresentation test (released 20230510) was 

employed. The proteins were analyzed for overrepresentation of PANTHER GO-Slim 

biological process, PANTHER GO-Slim cellular component, and PANTHER GO-Slim 

molecular function terms using the Fischer exact test.  

Network analysis of USP16-dependent ISG15 interactome proteins (Data Table S3) was 

performed using the online STRING database v11.5 (https://string-db.org/). The following 

setting were applied: Output settings: high confidence interaction score (0.7), edges show 

protein connections based on textmining, experiments, databases, co-expression, 

neighborhood, co-occurrence, and gene fusion. The network was exported as a TVS (tab-

separated values) file, further analyzed and visualized in Cytoscape version 3.9.1. The 

Cytoscape plug-in MCODE (molecular complex detection) version 2.0.2 was applied to 

identify highly connected subclusters of proteins using a degree cutoff of two, cluster 

finding: haircut, a node score cutoff of 0.2, a K-core of two and a max depth of 100. 
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Material Table 1: Details of the antibodies utilised in this study. 

Antibody Application Supplier Cat. No. 

USP18 
(D4E7) 

Immunoblot Cell Signaling Technology 4813 

ISG15 Immunoblot rabbit antiserum raised against 
full-length hISG15, provided by 

Klaus-Peter Knobeloch [14] 

 

ISG15 Immunoprecipitation R&D Systems A-830 

USP16 Immunoblot Bethyl Laboratories A301-614A 

USP5 Immunoblot Bethyl Laboratories A301-542A 

USP7 Immunoblot Enzo Life Sciences BML-
PW0540-

0100 
USP14 Immunoblot Bethyl Laboratories A300-920A 

GAPDH 
(GA1R) 

Immunoblot Invitrogen MA5-15738 

β actin (AC-
15) 

Immunoblot Sigma-Aldrich A5441 

STAT1 
(D4Y6Z) 

Immunoblot Cell Signaling Technology 14995 

phospho 
STAT1 
(Y701) 
(58D6) 

Immunoblot Cell Signaling Technology 9167 

STAT2 
(D9J7L) 

Immunoblot Cell Signaling Technology 72604 

phospho 
STAT2 
(Y690) 

(D3P2P) 

Immunoblot Cell Signaling Technology 88410 

MDA5 
(D74E4) 

Immunoblot Cell Signaling Technology 5321 

RIG-I 
(D14G6) 

Immunoblot Cell Signaling Technology 3743 

HA (16B12) Immunoblot Enzo Life Sciences ENZ-
ABS120-

0200 
GFP Immunoblot rabbit antiserum raised against 

full-length GFP in house[15] 

 

Flag (M2) Immunoblot Sigma-Aldrich F3165 

Flag Immunoblot Sigma-Aldrich F7425 

S tag Immunoblot Millipore 71549 

Myc tag 
(9E10) 

Immunoblot Sigma-Aldrich 13-2500 
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Material Table 2: Details of the plasmids utilised in this study. 

Gene 
name 

Vector Cloning method or resource 

USP16 
WT 

pDEST-CMV-N-EGFP 
(addgene #122842) 

[16] 

gateway cloning 

USP16 
C205S 

pDEST-CMV-N-EGFP 
(addgene #122842) 

[16] 

site-directed mutation from USP16 WT 
(Forward primer: 5’-

GAAACACAagTTTCTTCAATGCAGTTATGCAGAA
CTTGTCAC-3’; 

reverse primer: 5’-
CATTGAAGAAActTGTGTTTCCCAAATTACTGAGT

CCTTTCAC-3’) 
UBE1L pCAGGS-HA-

hUBE1L (addgene 
#12438) 

[17] 

UbcH8 pFlagCMV2-UbcH8 
(addgene #12442) 

[17] 

HERC
5 

pTriEx2 [14] 

ISG15 pEGFP-C1 vector 
(EGFP was replaced 

by 4*Flag tag) 

Restriction enzyme pairs (Bgl II-Hind III) 

USP18 
WT 

pTriEx2 [6] 

USP18 
C64A 

pTriEx2 [6] 

MDH1 pEGFP-C1 vector 
(EGFP was replaced 

by 2*Myc tag) 

Restriction enzyme pairs (Bgl II-EcoR I) 

SOD1 pEGFP-C1 vector 
(EGFP was replaced 

by 2*Myc tag) 

Restriction enzyme pairs (Bgl II-EcoR I) 

ALDO
A 

pEGFP-C1 vector 
(EGFP was replaced 

by 2*Myc tag) 

Restriction enzyme pairs (Bgl II-EcoR I) 

MDH2 pEGFP-C1 vector 
(EGFP was replaced 

by 2*Myc tag) 

Restriction enzyme pairs (Sal I-Apa I) 

GOT1 pEGFP-C1 vector 
(EGFP was replaced 

by 2*Myc tag) 

Restriction enzyme pairs (Sal I-Apa I) 
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Material Table 3: Details of the recombinant enzymes utilised in this study. 
 

DUB Species Tag Domain Resource 

USP16 Homo Sapiens His-3C 

FL (isoform3, 22-823 aa) 
in-house stock from 
previous study [18] 

CDWT (196-823 aa) 

CDC205S (196-823 aa) 

USP5 Homo Sapiens 6His FL 
Ubiquigent. #64-0002-

050 

USP7 Homo Sapiens - FL 
in-house stock from 
previous study[18] 

USP18 Homo Sapiens -  FL (16-372 aa) 
in-house stock from 
previous study [6] 

USP18 Mus musculus -  FL (46-368 aa) 
in-house stock from 
previous study [11] 

  

.CC-BY-NC 4.0 International licenseavailable under a
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprintthis version posted June 26, 2023. ; https://doi.org/10.1101/2023.06.26.546496doi: bioRxiv preprint 

https://doi.org/10.1101/2023.06.26.546496
http://creativecommons.org/licenses/by-nc/4.0/


27 

 

ACKNOWLEDGEMENTS 

This work was supported by the Oncode Institute, The Netherlands Organization for 

Scientific Research (NWO) (VICI grant no. 724.013.002 to H.O.), and the Institute for 

Chemical Immunology (grant no. ICI00026 to A.S.). The A.P.F. and B.M.K. labs were 

supported by the Chinese Academy of Medical Sciences (CAMS) Innovation Fund for 

Medical Science (CIFMS), China (grant number: 2018-I2M-2-002) and by Pfizer.  

 

AUTHOR CONTRIBUTIONS 

A.S., J.G and P.P.G. designed and J.G. performed most of the experiments. A.P.F. and 

B.M.K. designed experiments involving ABPP and ISG15 interactome analysis (Figure 1, 

Figure 4 and Supplementary Figures 1, 6 and 7). A.P.F., B.M.K., D.O.B., H.G., and H.C.S. 

performed sample preparation and analysis for ISG15 ABPP and ISG15 interactome by 

mass spectrometry analysis and immunoblotting (Figure 1, Figure  4 and Supplementary 

Figures 1, 6 and 7). D.F. performed experiments in Figure 2A. P.P.G. prepared ISG15 and 

M20 ABPs, performed experiments in Figure 2B, Supplementary Figure 2. J.J.L.L.A. and 

J.N. provided plasmids and CRISPR knockout design. K.P.K provided recombinant mouse 

USP18 protein and anti-human ISG15 serum. G.F. provided recombinant human USP18 

protein. J.G., A.P.F., H.v.D., P.P.G. and A.S. interpreted the data and wrote the manuscript, 

with input from all other authors. 

.CC-BY-NC 4.0 International licenseavailable under a
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprintthis version posted June 26, 2023. ; https://doi.org/10.1101/2023.06.26.546496doi: bioRxiv preprint 

https://doi.org/10.1101/2023.06.26.546496
http://creativecommons.org/licenses/by-nc/4.0/


28 

 

REFERENCES 

1. Haas AL, Ahrens P, Bright P, Ankel HJJoBC. Interferon induces a 15-kilodalton 

protein exhibiting marked homology to ubiquitin. 1987;262(23):11315-23. 

2. Zhang D, Zhang DE. Interferon-stimulated gene 15 and the protein ISGylation 

system. J Interferon Cytokine Res. 2011;31(1):119-30. Epub 20101229. doi: 

10.1089/jir.2010.0110. PubMed PMID: 21190487; PubMed Central PMCID: 

PMCPMC3021351. 

3. Potter JL, Narasimhan J, Mende-Mueller L, Haas AL. Precursor processing of pro-

ISG15/UCRP, an interferon-beta-induced ubiquitin-like protein. J Biol Chem. 

1999;274(35):25061-8. Epub 1999/08/24. doi: 10.1074/jbc.274.35.25061. PubMed 

PMID: 10455185. 

4. Knight E, Jr., Cordova B. IFN-induced 15-kDa protein is released from human 

lymphocytes and monocytes. J Immunol. 1991;146(7):2280-4. Epub 1991/04/01. 

PubMed PMID: 2005397. 

5. Recht M, Borden EC, Knight E, Jr. A human 15-kDa IFN-induced protein induces the 

secretion of IFN-gamma. J Immunol. 1991;147(8):2617-23. Epub 1991/10/25. 

PubMed PMID: 1717569. 

6. Bogunovic D, Byun M, Durfee LA, Abhyankar A, Sanal O, Mansouri D, et al. 

Mycobacterial disease and impaired IFN-γ immunity in humans with inherited ISG15 

deficiency. Science. 2012;337(6102):1684-8. Epub 2012/08/04. doi: 

10.1126/science.1224026. PubMed PMID: 22859821; PubMed Central PMCID: 

PMCPMC3507439. 

7. Dos Santos PF, Mansur DS. Beyond ISGlylation: Functions of Free Intracellular and 

Extracellular ISG15. J Interferon Cytokine Res. 2017;37(6):246-53. Epub 

2017/05/04. doi: 10.1089/jir.2016.0103. PubMed PMID: 28467275. 

8. Malakhova OA, Zhang DE. ISG15 inhibits Nedd4 ubiquitin E3 activity and enhances 

the innate antiviral response. J Biol Chem. 2008;283(14):8783-7. Epub 2008/02/22. 

doi: 10.1074/jbc.C800030200. PubMed PMID: 18287095; PubMed Central PMCID: 

PMCPMC2276364. 

9. Yeh YH, Yang YC, Hsieh MY, Yeh YC, Li TK. A negative feedback of the HIF-1α 

pathway via interferon-stimulated gene 15 and ISGylation. Clin Cancer Res. 

2013;19(21):5927-39. Epub 2013/09/24. doi: 10.1158/1078-0432.Ccr-13-0018. 

PubMed PMID: 24056783. 

.CC-BY-NC 4.0 International licenseavailable under a
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprintthis version posted June 26, 2023. ; https://doi.org/10.1101/2023.06.26.546496doi: bioRxiv preprint 

https://doi.org/10.1101/2023.06.26.546496
http://creativecommons.org/licenses/by-nc/4.0/


29 

 

10. Zhang X, Bogunovic D, Payelle-Brogard B, Francois-Newton V, Speer SD, Yuan C, 

et al. Human intracellular ISG15 prevents interferon-alpha/beta over-amplification 

and auto-inflammation. Nature. 2015;517(7532):89-93. Epub 2014/10/14. doi: 

10.1038/nature13801. PubMed PMID: 25307056; PubMed Central PMCID: 

PMCPMC4303590. 

11. Yuan W, Krug RM. Influenza B virus NS1 protein inhibits conjugation of the interferon 

(IFN)-induced ubiquitin-like ISG15 protein. Embo j. 2001;20(3):362-71. Epub 

2001/02/07. doi: 10.1093/emboj/20.3.362. PubMed PMID: 11157743; PubMed 

Central PMCID: PMCPMC133459. 

12. Zhao C, Beaudenon SL, Kelley ML, Waddell MB, Yuan W, Schulman BA, et al. The 

UbcH8 ubiquitin E2 enzyme is also the E2 enzyme for ISG15, an IFN-alpha/beta-

induced ubiquitin-like protein. Proc Natl Acad Sci U S A. 2004;101(20):7578-82. 

Epub 2004/05/08. doi: 10.1073/pnas.0402528101. PubMed PMID: 15131269; 

PubMed Central PMCID: PMCPMC419648. 

13. Kim KI, Giannakopoulos NV, Virgin HW, Zhang DE. Interferon-inducible ubiquitin E2, 

Ubc8, is a conjugating enzyme for protein ISGylation. Mol Cell Biol. 

2004;24(21):9592-600. Epub 2004/10/16. doi: 10.1128/mcb.24.21.9592-9600.2004. 

PubMed PMID: 15485925; PubMed Central PMCID: PMCPMC522249. 

14. Wong JJ, Pung YF, Sze NS, Chin KC. HERC5 is an IFN-induced HECT-type E3 

protein ligase that mediates type I IFN-induced ISGylation of protein targets. Proc 

Natl Acad Sci U S A. 2006;103(28):10735-40. Epub 2006/07/04. doi: 

10.1073/pnas.0600397103. PubMed PMID: 16815975; PubMed Central PMCID: 

PMCPMC1484417. 

15. Zou W, Zhang DE. The interferon-inducible ubiquitin-protein isopeptide ligase (E3) 

EFP also functions as an ISG15 E3 ligase. J Biol Chem. 2006;281(7):3989-94. Epub 

2005/12/15. doi: 10.1074/jbc.M510787200. PubMed PMID: 16352599. 

16. Okumura F, Zou W, Zhang D-E. ISG15 modification of the eIF4E cognate 4EHP 

enhances cap structure-binding activity of 4EHP. Genes & development. 

2007;21(3):255-60. doi: 10.1101/gad.1521607. PubMed PMID: 17289916. 

17. Ketscher L, Basters A, Prinz M, Knobeloch KP. mHERC6 is the essential ISG15 E3 

ligase in the murine system. Biochem Biophys Res Commun. 2012;417(1):135-40. 

Epub 2011/12/06. doi: 10.1016/j.bbrc.2011.11.071. PubMed PMID: 22138649. 

18. Oudshoorn D, van Boheemen S, Sánchez-Aparicio MT, Rajsbaum R, García-Sastre 

A, Versteeg GA. HERC6 is the main E3 ligase for global ISG15 conjugation in mouse 

.CC-BY-NC 4.0 International licenseavailable under a
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprintthis version posted June 26, 2023. ; https://doi.org/10.1101/2023.06.26.546496doi: bioRxiv preprint 

https://doi.org/10.1101/2023.06.26.546496
http://creativecommons.org/licenses/by-nc/4.0/


30 

 

cells. PLoS One. 2012;7(1):e29870. Epub 2012/01/25. doi: 

10.1371/journal.pone.0029870. PubMed PMID: 22272257; PubMed Central PMCID: 

PMCPMC3260183. 

19. Desai SD, Haas AL, Wood LM, Tsai YC, Pestka S, Rubin EH, et al. Elevated 

expression of ISG15 in tumor cells interferes with the ubiquitin/26S proteasome 

pathway. Cancer Res. 2006;66(2):921-8. Epub 2006/01/21. doi: 10.1158/0008-

5472.CAN-05-1123. PubMed PMID: 16424026. 

20. Fan JB, Arimoto K, Motamedchaboki K, Yan M, Wolf DA, Zhang DE. Identification 

and characterization of a novel ISG15-ubiquitin mixed chain and its role in regulating 

protein homeostasis. Sci Rep. 2015;5:12704. doi: 10.1038/srep12704. PubMed 

PMID: 26226047; PubMed Central PMCID: PMCPMC4520236. 

21. Liu M, Li XL, Hassel BA. Proteasomes modulate conjugation to the ubiquitin-like 

protein, ISG15. J Biol Chem. 2003;278(3):1594-602. Epub 2002/11/12. doi: 

10.1074/jbc.M208123200. PubMed PMID: 12426315. 

22. Jeon YJ, Choi JS, Lee JY, Yu KR, Kim SM, Ka SH, et al. ISG15 modification of 

filamin B negatively regulates the type I interferon-induced JNK signalling pathway. 

EMBO Rep. 2009;10(4):374-80. Epub 2009/03/10. doi: 10.1038/embor.2009.23. 

PubMed PMID: 19270716; PubMed Central PMCID: PMCPMC2672892. 

23. Kuang Z, Seo EJ, Leis J. Mechanism of inhibition of retrovirus release from cells by 

interferon-induced gene ISG15. J Virol. 2011;85(14):7153-61. Epub 2011/05/06. doi: 

10.1128/jvi.02610-10. PubMed PMID: 21543490; PubMed Central PMCID: 

PMCPMC3126601. 

24. Malakhov MP, Malakhova OA, Kim KI, Ritchie KJ, Zhang DE. UBP43 (USP18) 

specifically removes ISG15 from conjugated proteins. J Biol Chem. 

2002;277(12):9976-81. Epub 2002/01/15. doi: 10.1074/jbc.M109078200. PubMed 

PMID: 11788588. 

25. Basters A, Geurink PP, El Oualid F, Ketscher L, Casutt MS, Krause E, et al. 

Molecular characterization of ubiquitin-specific protease 18 reveals substrate 

specificity for interferon-stimulated gene 15. FEBS J. 2014;281(7):1918-28. doi: 

10.1111/febs.12754. PubMed PMID: 24533902. 

26. Basters A, Geurink PP, Rocker A, Witting KF, Tadayon R, Hess S, et al. Structural 

basis of the specificity of USP18 toward ISG15. Nat Struct Mol Biol. 2017;24(3):270-

8. doi: 10.1038/nsmb.3371. PubMed PMID: 28165509; PubMed Central PMCID: 

PMCPMC5405867. 

.CC-BY-NC 4.0 International licenseavailable under a
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprintthis version posted June 26, 2023. ; https://doi.org/10.1101/2023.06.26.546496doi: bioRxiv preprint 

https://doi.org/10.1101/2023.06.26.546496
http://creativecommons.org/licenses/by-nc/4.0/


31 

 

27. Ritchie KJ, Hahn CS, Kim KI, Yan M, Rosario D, Li L, et al. Role of ISG15 protease 

UBP43 (USP18) in innate immunity to viral infection. Nat Med. 2004;10(12):1374-8. 

Epub 2004/11/09. doi: 10.1038/nm1133. PubMed PMID: 15531891. 

28. Ketscher L, Hannß R, Morales DJ, Basters A, Guerra S, Goldmann T, et al. Selective 

inactivation of USP18 isopeptidase activity in vivo enhances ISG15 conjugation and 

viral resistance. Proceedings of the National Academy of Sciences. 

2015;112(5):1577-82. doi: 10.1073/pnas.1412881112. 

29. Catic A, Fiebiger E, Korbel GA, Blom D, Galardy PJ, Ploegh HL. Screen for ISG15-

crossreactive deubiquitinases. PLoS One. 2007;2(7):e679. Epub 2007/07/27. doi: 

10.1371/journal.pone.0000679. PubMed PMID: 17653289; PubMed Central PMCID: 

PMCPMC1919423. 

30. Wang T, Li C, Wang M, Zhang J, Zheng Q, Liang L, et al. Expedient Synthesis of 

Ubiquitin-like Protein ISG15 Tools through Chemo-Enzymatic Ligation Catalyzed by 

a Viral Protease Lb(pro). Angew Chem Int Ed Engl. 2022;61(40):e202206205. Epub 

20220829. doi: 10.1002/anie.202206205. PubMed PMID: 35962463. 

31. Li C, Wang T, Liang L, Chu G, Zhang J, He W, et al. Simultaneous capture of ISG15 

conjugating and deconjugating enzymes using a semi-synthetic ISG15-Dha probe. 

Science China Chemistry. 2023;66(3):837-44. doi: 10.1007/s11426-022-1455-x. 

32. Wang T, Li C, Wang M, Zhang J, Zheng Q, Liang L, et al. Expedient Synthesis of 

Ubiquitin-like Protein ISG15 Tools Through Chemo-Enzymatic Ligation Catalyzed by 

a Viral Protease Lbpro. Angew Chem Int Ed Engl. 2022. Epub 2022/08/13. doi: 

10.1002/anie.202206205. PubMed PMID: 35962463. 

33. Ye Y, Akutsu M, Reyes-Turcu F, Enchev RI, Wilkinson KD, Komander D. 

Polyubiquitin binding and cross-reactivity in the USP domain deubiquitinase USP21. 

EMBO Rep. 2011;12(4):350-7. Epub 2011/03/15. doi: 10.1038/embor.2011.17. 

PubMed PMID: 21399617; PubMed Central PMCID: PMCPMC3077245. 

34. Joo HY, Zhai L, Yang C, Nie S, Erdjument-Bromage H, Tempst P, et al. Regulation 

of cell cycle progression and gene expression by H2A deubiquitination. Nature. 

2007;449(7165):1068-72. Epub 2007/10/05. doi: 10.1038/nature06256. PubMed 

PMID: 17914355. 

35. Montellese C, van den Heuvel J, Ashiono C, Dorner K, Melnik A, Jonas S, et al. 

USP16 counteracts mono-ubiquitination of RPS27a and promotes maturation of the 

40S ribosomal subunit. Elife. 2020;9. Epub 2020/03/05. doi: 10.7554/eLife.54435. 

PubMed PMID: 32129764; PubMed Central PMCID: PMCPMC7065907. 

.CC-BY-NC 4.0 International licenseavailable under a
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprintthis version posted June 26, 2023. ; https://doi.org/10.1101/2023.06.26.546496doi: bioRxiv preprint 

https://doi.org/10.1101/2023.06.26.546496
http://creativecommons.org/licenses/by-nc/4.0/


32 

 

36. Yu J-s, Huang T, Zhang Y, Mao X-t, Huang L-j, Li Y-n, et al. Substrate-specific 

recognition of IKKs mediated by USP16 facilitates autoimmune inflammation. 

2021;7(3):eabc4009. doi: 10.1126/sciadv.abc4009 %J Science Advances. 

37. Pinto-Fernandez A, Salio M, Partridge T, Chen J, Vere G, Greenwood H, et al. 

Deletion of the deISGylating enzyme USP18 enhances tumour cell antigenicity and 

radiosensitivity. Br J Cancer. 2020. Epub 2020/11/21. doi: 10.1038/s41416-020-

01167-y. PubMed PMID: 33214684. 

38. Kang D-c, Jiang H, Wu Q, Pestka S, Fisher PBJG. Cloning and characterization of 

human ubiquitin-processing protease-43 from terminally differentiated human 

melanoma cells using a rapid subtraction hybridization protocol RaSH. 

2001;267(2):233-42. 

39. Malakhov MP, Malakhova OA, Kim KI, Ritchie KJ, Zhang D-EJJoBC. UBP43 

(USP18) specifically removes ISG15 from conjugated proteins. 2002;277(12):9976-

81. 

40. Catic A, Fiebiger E, Korbel GA, Blom D, Galardy PJ, Ploegh HLJPo. Screen for 

ISG15-crossreactive deubiquitinases. 2007;2(7):e679. 

41. Xin BT, Gan J, Fernandez DJ, Knobeloch KP, Geurink PP, Ovaa H. Total chemical 

synthesis of murine ISG15 and an activity-based probe with physiological binding 

properties. Org Biomol Chem. 2019;17(48):10148-52. Epub 2019/11/12. doi: 

10.1039/c9ob02127b. PubMed PMID: 31710063. 

42. Knight E, Fahey D, Cordova B, Hillman M, Kutny R, Reich N, et al. A 15-kDa 

interferon-induced protein is derived by COOH-terminal processing of a 17-kDa 

precursor. 1988;263(10):4520-2. 

43. Geurink PP, El Oualid F, Jonker A, Hameed DS, Ovaa H. A general chemical ligation 

approach towards isopeptide-linked ubiquitin and ubiquitin-like assay reagents. 

Chembiochem. 2012;13(2):293-7. Epub 2012/01/04. doi: 10.1002/cbic.201100706. 

PubMed PMID: 22213387; PubMed Central PMCID: PMCPMC3488293. 

44. Gjonaj L, Sapmaz A, Flierman D, Janssen GMC, van Veelen PA, Ovaa H. 

Development of a DUB-selective fluorogenic substrate. Chem Sci. 

2019;10(44):10290-6. Epub 2020/02/29. doi: 10.1039/c9sc02226k. PubMed PMID: 

32110315; PubMed Central PMCID: PMCPMC6988746. 

45. Arimoto KI, Löchte S, Stoner SA, Burkart C, Zhang Y, Miyauchi S, et al. STAT2 is an 

essential adaptor in USP18-mediated suppression of type I interferon signaling. Nat 

.CC-BY-NC 4.0 International licenseavailable under a
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprintthis version posted June 26, 2023. ; https://doi.org/10.1101/2023.06.26.546496doi: bioRxiv preprint 

https://doi.org/10.1101/2023.06.26.546496
http://creativecommons.org/licenses/by-nc/4.0/


33 

 

Struct Mol Biol. 2017;24(3):279-89. Epub 2017/02/07. doi: 10.1038/nsmb.3378. 

PubMed PMID: 28165510; PubMed Central PMCID: PMCPMC5365074. 

46. Kim KI, Malakhova OA, Hoebe K, Yan M, Beutler B, Zhang DE. Enhanced 

antibacterial potential in UBP43-deficient mice against Salmonella typhimurium 

infection by up-regulating type I IFN signaling. J Immunol. 2005;175(2):847-54. Epub 

2005/07/09. doi: 10.4049/jimmunol.175.2.847. PubMed PMID: 16002682. 

47. Zou W, Kim JH, Handidu A, Li X, Kim KI, Yan M, et al. Microarray analysis reveals 

that Type I interferon strongly increases the expression of immune-response related 

genes in Ubp43 (Usp18) deficient macrophages. Biochem Biophys Res Commun. 

2007;356(1):193-9. Epub 2007/03/14. doi: 10.1016/j.bbrc.2007.02.101. PubMed 

PMID: 17349616; PubMed Central PMCID: PMCPMC1868545. 

48. Jové V, Wheeler H, Lee CW, Healy DR, Levine K, Ralph EC, et al. Human USP18 

protects diverse cancer lineages from Type I Interferon independently of its canonical 

catalytic function. bioRxiv. 2023:2023.03.23.533924. doi: 

10.1101/2023.03.23.533924. 

49. The Gene Ontology resource: enriching a GOld mine. Nucleic Acids Res. 

2021;49(D1):D325-d34. Epub 2020/12/09. doi: 10.1093/nar/gkaa1113. PubMed 

PMID: 33290552; PubMed Central PMCID: PMCPMC7779012. 

50. Ashburner M, Ball CA, Blake JA, Botstein D, Butler H, Cherry JM, et al. Gene 

ontology: tool for the unification of biology. The Gene Ontology Consortium. Nat 

Genet. 2000;25(1):25-9. Epub 2000/05/10. doi: 10.1038/75556. PubMed PMID: 

10802651; PubMed Central PMCID: PMCPMC3037419. 

51. Mi H, Muruganujan A, Ebert D, Huang X, Thomas PD. PANTHER version 14: more 

genomes, a new PANTHER GO-slim and improvements in enrichment analysis 

tools. Nucleic Acids Res. 2019;47(D1):D419-d26. Epub 2018/11/09. doi: 

10.1093/nar/gky1038. PubMed PMID: 30407594; PubMed Central PMCID: 

PMCPMC6323939. 

52. Szklarczyk D, Gable AL, Nastou KC, Lyon D, Kirsch R, Pyysalo S, et al. The 

STRING database in 2021: customizable protein-protein networks, and functional 

characterization of user-uploaded gene/measurement sets. Nucleic Acids Res. 

2021;49(D1):D605-d12. Epub 2020/11/26. doi: 10.1093/nar/gkaa1074. PubMed 

PMID: 33237311; PubMed Central PMCID: PMCPMC7779004. 

53. Bader GD, Hogue CWJBb. An automated method for finding molecular complexes in 

large protein interaction networks. 2003;4(1):1-27. 

.CC-BY-NC 4.0 International licenseavailable under a
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprintthis version posted June 26, 2023. ; https://doi.org/10.1101/2023.06.26.546496doi: bioRxiv preprint 

https://doi.org/10.1101/2023.06.26.546496
http://creativecommons.org/licenses/by-nc/4.0/


34 

 

54. Wong JJY, Pung YF, Sze NS-K, Chin K-C. HERC5 is an IFN-induced HECT-type E3 

protein ligase that mediates type I IFN-induced ISGylation of protein targets. 

Proceedings of the National Academy of Sciences. 2006;103(28):10735-40. doi: 

doi:10.1073/pnas.0600397103. 

55. Yan S, Kumari M, Xiao H, Jacobs C, Kochumon S, Jedrychowski M, et al. IRF3 

reduces adipose thermogenesis via ISG15-mediated reprogramming of glycolysis. J 

Clin Invest. 2021;131(7). Epub 2021/02/12. doi: 10.1172/jci144888. PubMed PMID: 

33571167; PubMed Central PMCID: PMCPMC8011904. 

56. Giannakopoulos NV, Luo JK, Papov V, Zou W, Lenschow DJ, Jacobs BS, et al. 

Proteomic identification of proteins conjugated to ISG15 in mouse and human cells. 

Biochem Biophys Res Commun. 2005;336(2):496-506. Epub 2005/09/06. doi: 

10.1016/j.bbrc.2005.08.132. PubMed PMID: 16139798. 

57. Pinto-Fernandez A, Salio M, Partridge T, Chen J, Vere G, Greenwood H, et al. 

Deletion of the deISGylating enzyme USP18 enhances tumour cell antigenicity and 

radiosensitivity. Br J Cancer. 2021;124(4):817-30. Epub 2020/11/21. doi: 

10.1038/s41416-020-01167-y. PubMed PMID: 33214684; PubMed Central PMCID: 

PMCPMC7884788. 

58. Takeuchi T, Inoue S, Yokosawa H. Identification and Herc5-mediated ISGylation of 

novel target proteins. Biochem Biophys Res Commun. 2006;348(2):473-7. Epub 

2006/08/04. doi: 10.1016/j.bbrc.2006.07.076. PubMed PMID: 16884686. 

59. Zhang Y, Thery F, Wu NC, Luhmann EK, Dussurget O, Foecke M, et al. The in vivo 

ISGylome links ISG15 to metabolic pathways and autophagy upon Listeria 

monocytogenes infection. Nature Communications. 2019;10(1):5383. doi: 

10.1038/s41467-019-13393-x. 

60. Zhao C, Denison C, Huibregtse JM, Gygi S, Krug RM. Human ISG15 conjugation 

targets both IFN-induced and constitutively expressed proteins functioning in diverse 

cellular pathways. Proceedings of the National Academy of Sciences. 

2005;102(29):10200-5. doi: doi:10.1073/pnas.0504754102. 

61. Durfee LA, Huibregtse JM. Identification and Validation of ISG15 Target Proteins. 

Subcell Biochem. 2010;54:228-37. Epub 2011/01/12. doi: 10.1007/978-1-4419-6676-

6_18. PubMed PMID: 21222286; PubMed Central PMCID: PMCPMC5912676. 

62. Borodovsky A, Kessler BM, Casagrande R, Overkleeft HS, Wilkinson KD, Ploegh HL. 

A novel active site-directed probe specific for deubiquitylating enzymes reveals 

proteasome association of USP14. Embo j. 2001;20(18):5187-96. Epub 2001/09/22. 

.CC-BY-NC 4.0 International licenseavailable under a
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprintthis version posted June 26, 2023. ; https://doi.org/10.1101/2023.06.26.546496doi: bioRxiv preprint 

https://doi.org/10.1101/2023.06.26.546496
http://creativecommons.org/licenses/by-nc/4.0/


35 

 

doi: 10.1093/emboj/20.18.5187. PubMed PMID: 11566882; PubMed Central PMCID: 

PMCPMC125629. 

63. Borodovsky A, Ovaa H, Kolli N, Gan-Erdene T, Wilkinson KD, Ploegh HL, et al. 

Chemistry-based functional proteomics reveals novel members of the 

deubiquitinating enzyme family. Chem Biol. 2002;9(10):1149-59. Epub 2002/10/29. 

doi: 10.1016/s1074-5521(02)00248-x. PubMed PMID: 12401499. 

64. Kessler BM. Putting proteomics on target: activity-based profiling of ubiquitin and 

ubiquitin-like processing enzymes. Expert Rev Proteomics. 2006;3(2):213-21. Epub 

2006/04/13. doi: 10.1586/14789450.3.2.213. PubMed PMID: 16608434. 

65. Ekkebus R, van Kasteren SI, Kulathu Y, Scholten A, Berlin I, Geurink PP, et al. On 

terminal alkynes that can react with active-site cysteine nucleophiles in proteases. J 

Am Chem Soc. 2013;135(8):2867-70. Epub 2013/02/08. doi: 10.1021/ja309802n. 

PubMed PMID: 23387960; PubMed Central PMCID: PMCPMC3585465. 

66. Pai MT, Tzeng SR, Kovacs JJ, Keaton MA, Li SS, Yao TP, et al. Solution structure of 

the Ubp-M BUZ domain, a highly specific protein module that recognizes the C-

terminal tail of free ubiquitin. J Mol Biol. 2007;370(2):290-302. Epub 2007/05/22. doi: 

10.1016/j.jmb.2007.04.015. PubMed PMID: 17512543; PubMed Central PMCID: 

PMCPMC2870993. 

67. Bonnet J, Romier C, Tora L, Devys D. Zinc-finger UBPs: regulators of 

deubiquitylation. Trends Biochem Sci. 2008;33(8):369-75. Epub 2008/07/08. doi: 

10.1016/j.tibs.2008.05.005. PubMed PMID: 18603431. 

68. Adorno M, Sikandar S, Mitra SS, Kuo A, Nicolis Di Robilant B, Haro-Acosta V, et al. 

Usp16 contributes to somatic stem-cell defects in Down's syndrome. Nature. 

2013;501(7467):380-4. Epub 2013/09/13. doi: 10.1038/nature12530. PubMed PMID: 

24025767; PubMed Central PMCID: PMCPMC3816928. 

69. Sen Nkwe N, Daou S, Uriarte M, Gagnon J, Iannantuono NV, Barbour H, et al. A 

potent nuclear export mechanism imposes USP16 cytoplasmic localization during 

interphase. J Cell Sci. 2020;133(4). Epub 2020/02/02. doi: 10.1242/jcs.239236. 

PubMed PMID: 32005696. 

70. Zhang Y, Liu RB, Cao Q, Fan KQ, Huang LJ, Yu JS, et al. USP16-mediated 

deubiquitination of calcineurin A controls peripheral T cell maintenance. J Clin Invest. 

2019;129(7):2856-71. Epub 2019/05/29. doi: 10.1172/jci123801. PubMed PMID: 

31135381; PubMed Central PMCID: PMCPMC6597231. 

.CC-BY-NC 4.0 International licenseavailable under a
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprintthis version posted June 26, 2023. ; https://doi.org/10.1101/2023.06.26.546496doi: bioRxiv preprint 

https://doi.org/10.1101/2023.06.26.546496
http://creativecommons.org/licenses/by-nc/4.0/


36 

 

71. Perng YC, Lenschow DJ. ISG15 in antiviral immunity and beyond. Nat Rev Microbiol. 

2018;16(7):423-39. Epub 2018/05/18. doi: 10.1038/s41579-018-0020-5. PubMed 

PMID: 29769653. 

72. Baldanta S, Fernández-Escobar M, Acín-Perez R, Albert M, Camafeita E, Jorge I, et 

al. ISG15 governs mitochondrial function in macrophages following vaccinia virus 

infection. PLoS Pathog. 2017;13(10):e1006651. Epub 2017/10/28. doi: 

10.1371/journal.ppat.1006651. PubMed PMID: 29077752; PubMed Central PMCID: 

PMCPMC5659798. 

73. Alcalá S, Sancho P, Martinelli P, Navarro D, Pedrero C, Martín-Hijano L, et al. ISG15 

and ISGylation is required for pancreatic cancer stem cell mitophagy and metabolic 

plasticity. Nat Commun. 2020;11(1):2682. Epub 2020/05/31. doi: 10.1038/s41467-

020-16395-2. PubMed PMID: 32472071; PubMed Central PMCID: 

PMCPMC7260233. 

74. Ketscher L, et al. Selective inactivation of USP18 isopeptidase activity in vivo 

enhances ISG15 conjugation and viral resistance. Proc. Natl. Acad. Sci. USA 

2015;112(%):1577-82. doi: 10.1073/pnas.1412881112. Epub 2015 Jan 20. 

 

REFERENCES MATERIALS AND METHODS SECTION 

1. Pinto-Fernandez, A., et al., Deletion of the deISGylating enzyme USP18 enhances 

tumour cell antigenicity and radiosensitivity. Br J Cancer, 2020. 

2. Montellese, C., et al., USP16 counteracts mono-ubiquitination of RPS27a and 

promotes maturation of the 40S ribosomal subunit. Elife, 2020. 9. 

3. Sanjana, N.E., O. Shalem, and F. Zhang, Improved vectors and genome-wide 

libraries for CRISPR screening. Nat Methods, 2014. 11(8): p. 783-784. 

4. Hsiau, T., et al., Inference of CRISPR Edits from Sanger Trace Data. 2018: p. 

251082. 

5. Liu, S., et al., Deubiquitinase Activity Profiling Identifies UCHL1 as a Candidate 

Oncoprotein That Promotes TGFbeta-Induced Breast Cancer Metastasis. Clin 

Cancer Res, 2020. 26(6): p. 1460-1473. 

6. Basters, A., et al., Structural basis of the specificity of USP18 toward ISG15. Nat 

Struct Mol Biol, 2017. 24(3): p. 270-278. 

.CC-BY-NC 4.0 International licenseavailable under a
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprintthis version posted June 26, 2023. ; https://doi.org/10.1101/2023.06.26.546496doi: bioRxiv preprint 

https://doi.org/10.1101/2023.06.26.546496
http://creativecommons.org/licenses/by-nc/4.0/


37 

 

7. Gjonaj, L., et al., Development of a DUB-selective fluorogenic substrate. Chem Sci, 

2019. 10(44): p. 10290-10296. 

8. Ekkebus, R., et al., On terminal alkynes that can react with active-site cysteine 

nucleophiles in proteases. J Am Chem Soc, 2013. 135(8): p. 2867-70. 

9. Xin, B.T., et al., Total chemical synthesis of murine ISG15 and an activity-based 

probe with physiological binding properties. Org Biomol Chem, 2019. 17(48): p. 

10148-10152. 

10. Basters, A., et al., Molecular characterization of ubiquitin-specific protease 18 

reveals substrate specificity for interferon-stimulated gene 15. FEBS J, 2014. 281(7): 

p. 1918-28. 

11. Geurink, P.P., et al., A general chemical ligation approach towards isopeptide-linked 

ubiquitin and ubiquitin-like assay reagents. Chembiochem, 2012. 13(2): p. 293-7. 

12. Sapmaz, A., et al., USP32 regulates late endosomal transport and recycling through 

deubiquitylation of Rab7. Nat Commun, 2019. 10(1): p. 1454. 

13. Pinto-Fernández, A., et al., Comprehensive Landscape of Active Deubiquitinating 

Enzymes Profiled by Advanced Chemoproteomics. Front. Chem., 2019. 7: p. 592. 

14. Ketscher, L., et al., mHERC6 is the essential ISG15 E3 ligase in the murine system. 

Biochem Biophys Res Commun, 2012. 417(1): p. 135-40. 

15. van der Kant, R., et al., Late endosomal transport and tethering are coupled 

processes controlled by RILP and the cholesterol sensor ORP1L. J Cell Sci, 2013. 

126(Pt 15): p. 3462-74. 

16. Agrotis, A., et al., Redundancy of human ATG4 protease isoforms in autophagy and 

LC3/GABARAP processing revealed in cells. Autophagy, 2019. 15(6): p. 976-997. 

17. Kim, K.I., et al., Interferon-inducible ubiquitin E2, Ubc8, is a conjugating enzyme for 

protein ISGylation. Mol Cell Biol, 2004. 24(21): p. 9592-600. 

18. Mons, E., et al., Exploring the Versatility of the Covalent Thiol-Alkyne Reaction with 

Substituted Propargyl Warheads: A Deciding Role for the Cysteine Protease. J Am 

Chem Soc, 2021. 143(17): p. 6423-6433. 

  

.CC-BY-NC 4.0 International licenseavailable under a
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprintthis version posted June 26, 2023. ; https://doi.org/10.1101/2023.06.26.546496doi: bioRxiv preprint 

https://doi.org/10.1101/2023.06.26.546496
http://creativecommons.org/licenses/by-nc/4.0/


38 

 

FIGURE 1 
 

 

 

Figure 1. USP16 is pulled-down from human HAP1 cell lysates by Biotin-hISG15CTD-PA 
probe. (A) Streamlined workflow for identification of ISG15-reactive proteases in lysates 
of HAP1 cells. (B, C) Volcano plots of comparative proteomic analysis of the trypsin 
digests of the Streptavidin beads pulldowns. Comparison of biotin-based 
immunoprecipitation of Biotin-hISG15CTD-PA probe labeled versus unlabeled IFN-α2 
stimulated HAP1 WT cell lysate (B), and comparison of biotin-based immunoprecipitation 
of IFN-α2 stimulated versus unstimulated cell lysates labeled with Biotin-hISG15CTD-PA 
probe (C). The identified Ubiquitin/ISG15 proteases are shown in red. The statistical cut-
off values used for the proteomic analysis are FDR: 0.01 and s0: 0.1. (D) 5μM of 
recombinant human USP16 catalytic domain (CD, aa 196-823) reacts with 5μM of 
Rhodamine-tagged Ub-PA, as well as human ISG15CTD-PA, mouse ISG15CTD-PA and 
mouse full-length ISG15-PA probes in 10 μL volume at 37 °C for 1 hour. After probe 
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reaction, samples were denatured, resolved on SDS-PAGE, scanned for fluorescence, 
and stained with InstantBlue Coomassie dye. The probe-labeled USP16 CD is indicated 
by red stars. 
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FIGURE 2 
 

 
 

Figure 2. USP16 cleaves ISG15-containing substrates in vitro. (A) InstantBlue 
Coomassie staining of SDS-PAGE of human proISG15 cleaved by recombinant human 
USP18, USP7, USP5, USP16FL, and USP16CD. (B) The catalytic activity of recombinant 
human USP18, USP16FL, and USP16CD towards the isopeptide-linked Ub-FP and 
ISG15-FP substrates. Indicated amounts of USP16 FL/CD enzymes were incubated with 
200 nM Ub-FP or ISG15-FP. The substrate cleavage was monitored on the basis of the 
change in fluorescence polarization (in millipolarization units (mP)). (C) ISG15 
deconjugation in lysates of HAP1 USP18KO cells. HAP1 USP18KO cells were stimulated 
with IFN-β to induce ISGylation on endogenous proteins. 40 μg of cell lysate in 10ul was 
incubated with recombinant USP16 CDWT or USP16CDC205S at a final concentration of 
5uM at 37 °C for 2 hours, and immunoblotted with human ISG15 antibody.  
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FIGURE 3 
  

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Figure 3. Loss of USP16 leads to elevated cellular ISGylation. (A) Knockdown of USP16. 
HAP1 WT cells were transfected with either control siRNA (sisiCTR) or three different 
siRNAs (siUSP16#1, siUSP16#2, siUSP16#3) against USP16 for 72 hours, and 1000 
U/ml of IFN-β was added for 24 hours before harvesting. Immunoblot analysis was 
performed using the indicated antibodies. (B) ISG15 deconjugation in lysates of HAP1 
WT and USP16KO cells. Both HAP1 WT and USP16KO cells were stimulated with 1000 
U/ml of IFN-β for 24 hours, cell lysates were analysed by immunoblotting using the 
indicated antibodies.  
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FIGURE 4 
 

 

 

Figure 4. Analysis of the USP16-dependent ISG15 interactome links USP16 with cellular 
metabolism. (A) Schematic representation of the ISG15 immunoprecipitation mass 
spectrometry (IP-MS) workflow for analysis of the ISG15 interactome. HAP1 WT and 
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USP16KO cells were stimulated by 1000 U/ml of IFN-β for 48 hours to produce ISGylated 
substrates as two biological replicates. (B) Volcano plot showing all identified proteins 
within the IFN-β stimulated USP16KO samples compared with the IFN-β stimulated WT. 
Dashed lines indicate a cutoff at twofold change (log2 = 1) and a p-value of 0.05 
(−log10 = 1.3), n = 2 independent experiments. Source data are provided as Data Table 
S6. In red are shown the upregulated proteins in the USP16KO cells, named as “USP16-
dependent ISG15 interactome”. In blue are shown the downregulated proteins in 
USP16KO cells. (C) Gene Ontology (GO) enrichment analysis of the USP16-dependent 
ISG15 interactome. The bar graph shows the most significantly overrepresented GO 
terms for cellular compartments (CC) in light green, molecular functions (MF) in purple, 
and biological processes (BP) in dark blue compared against the annotated human 
proteome. The full GO terms for molecular functions (MF) refer to Supplementary Figure 
7A and biological processes (BP) refer to Supplementary Figure 7B. (D) STRING network 
analysis of the USP16-dependent ISG15 interactome, with a STRING interaction 
confidence of 0.7 or higher. Cytoscape software was used to visualize the interaction 
network. Color and node size indicates the fold-change differences in abundance after 
USP16KO compared with the WT control under IFN-β treatment. (E) Cluster 1 contains 
multiple proteins involved in carbon metabolism and pyruvate metabolism. MCODE was 
used to extract the most highly interconnected cluster (cluster 1) from the network shown 
in (D).  
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FIGURE 5 
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Figure 5. Validation of selected proteins as ISGylated substrates for USP16 
enzymatic cleavage. (A) DeISGylation assay upon USP16 or USP18 overexpression in 
HEK293T cells. Cellular ISGylation was achieved by co-transfecting an ISGylation 
plasmid mixture including 2 μg HA-UBE1L, 2 μg Flag-UBCH8, 2 μg S-HERC5 and 2 μg 
HA-ISG15 in HEK293T cells in 6cm dishes for 24 hours. 4 μg Empty vector (in lane 3), or 
USP16 WT / C205S, or USP18 WT / C64A were co-transfected with the ISGylation 
plasmids as indicated. Cell lysates were analysed by immunoblotting using the indicated 
antibodies. (B, C, D, E) Validation of 2Myc-GOT1 (B), 2Myc-ALDOA1 (C), 2Myc-SOD1 
(D), and 2Myc-GOT1 (E) as ISGylated substrates for USP16 cleavage. 2 μg 2Myc-tagged 
protein plasmids were co-transfected with ISGylation plasmid mixture, and the indicated 
empty vector, GFP-USP16 WT/C205S (amount the same as in 5A) in HEK293T cells in 
6cm dishes for 24 hours. Myc-tagged proteins were immunoprecipitated from the cell 
lysates by Myc trap beads. Precipitated proteins were immunoblotted using the indicated 
antibodies. Quantification of the ISGylated protein amount in lane 2-4. The ratio of main 
anti-flag vs. anti-Myc protein band intensity was normalized to empty vector (EV) control. 
Bar graphs report mean, error bars reflect ±s.d. All significant values were calculated 
using Student’s t test: **p < 0.05, ***p < 0.001, NS = not significant.  
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FIGURE 6 

 

Figure 6. Schematic overview of USP16 roles as dual deubiquitylating and 
deISGylating enzyme of cellular substrates. Canonical, ubiquitylated protein 
substrates are colored in yellow, and novel ISGylated metabolic enzyme substrates in 
green.  
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Supplementary Figure 1 

 

Supplementary Figure 1. Activity-based probe labelling of ISG15-reactive proteases in 
human HAP1 WT cells. Anti-biotin immunoblot showing the Biotin-hISG15CTD-PA probe 
enriched ISG15-reactive proteases from human HAP1 WT cells after Streptavidin beads 
pulldown and denaturing wash steps, corresponding to Figure 1A. 
   

.CC-BY-NC 4.0 International licenseavailable under a
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprintthis version posted June 26, 2023. ; https://doi.org/10.1101/2023.06.26.546496doi: bioRxiv preprint 

https://doi.org/10.1101/2023.06.26.546496
http://creativecommons.org/licenses/by-nc/4.0/


48 

 

Supplementary Figure 2 
 

 
 

Supplementary Figure 2. Catalytic activity of recombinant human USP5 and USP7 
towards the isopeptide-linked Ub-FP and ISG15-FP substrates. Indicated amounts of 
USP16 FL/CD enzymes were incubated with 200 nM Ub-FP or ISG15-FP. The substrate 
cleavage was monitored on the basis of the change in fluorescence polarization (in 
millipolarization units (mP)).  

  

.CC-BY-NC 4.0 International licenseavailable under a
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprintthis version posted June 26, 2023. ; https://doi.org/10.1101/2023.06.26.546496doi: bioRxiv preprint 

https://doi.org/10.1101/2023.06.26.546496
http://creativecommons.org/licenses/by-nc/4.0/


49 

 

Supplementary Figure 3 
 

 

Supplementary Figure 3. Validation of the HAP1 USP18KO cells. HAP1 WT and 
USP18KO cells were stimulated with 1000 U/ml of IFN-β for 24 hours to induce 
ISGylation and USP18 expression. Due to the loss of USP18 in the KO cells, the 
accumulation of cellular ISGylation was greatly elevated.  
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Supplementary Figure 4 
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Supplementary Figure 4. Characterization of USP16 knockout (KO) HAP1 cells 
generated via CRISPR/Cas9 using guide RNAs targeting exon 6 (KO #A) or exon 4 (KO 
#B). (A) Endogenous USP16 protein analysis by USP16-specific Rhodamine-M20-PA 
probe labeling. (B) Endogenous USP16 protein analysis by USP16 immunoblotting in 
USP16 knockout (KO) HAP1 cells. (C) Immunoblot analysis of type I IFN signaling.  
HAP1 WT and USP16KO cells were stimulated with 1000 U/ml of IFN-β as indicated, cell 
lysates were analysed by immunoblotting using the indicated antibodies. (D) Quantitative 
RT–PCR for Isg15 and Usp18 transcripts in HAP1 WT and USP16KO cells stimulated 
with 1000 U/ml of IFN-β for 24 hours. Bars represent means ± S.E.M with three samples 
in each group. Data are representative of three independently performed experiments. 
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(E) Immunoblot analysis of selected type I IFN inducible proteins, including RIG-1, MDA5, 
and USP18. HAP1 WT and USP16KO cells were stimulated with 1000 U/ml of IFN-β for 
24 hours, cell lysates were analysed by immunoblotting using the indicated antibodies. 
(F) ISG15-PA probe labeling of lysates of HAP1 wt and USP16KO cells. Cells were 
treated with IFN-β (1000 U/ml for 24 hours) or not; lysates were incubated with 
Rhodamine-hISG15ct-PA probe, resolved with SDS-PAGE, and scanned for Rhodamine 
fluorescence. Endogenous USP18 is indicated. The β-actin immunoblot confirms equal 
loading.   
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Supplementary Figure 5 
 

 
Supplementary Figure 5. USP16 activity and protein levels are not affected by IFN-β. 
Assessment of USP16 enzymatic activity and protein expression in HeLa cells (A) and 
HAP1 cells (B) stimulated with 1000 U/ml of IFN-β as indicated. Cell lysates were labeled 
by USP16-specific Rhodamine-M20-PA probe, and analyzed by immunoblotting using the 
indicated antibodies.  
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Supplementary Figure 6 
 

 
 

Supplementary Figure 6. ISG15 interactome in HAP1 WT and USP16KO cells. (A) 
Volcano plot showing all identified proteins within the IFN-β stimulated WT samples 
compared with unstimulated WT. Dashed lines indicate a cutoff at twofold change 
(log2 = 1) and a p-value of 0.05 (−log10 = 1.3), n = 2 independent experiments. Source 
data are provided as Data Table S4. In red are shown the upregulated proteins in the 
IFN-β stimulated WT cells, named as “ISG15 interactome in HAP1 WT cells”. (B) Volcano 
plot showing all identified proteins within the IFN-β stimulated USP16KO samples 
compared with unstimulated USP16KO. Dashed lines indicate a cutoff at twofold change 
(log2 = 1) and a p-value of 0.05 (−log10 = 1.3), n = 2 independent experiments. Source 
data are provided as Data Table S5. In red are shown the upregulated proteins in the 
IFN-β stimulated USP16KO cells, named as “ISG15 interactome in HAP1 USP16KO 
cells”. 
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Supplementary Figure 7 
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Supplementary Figure 7. Gene Ontology (GO) enrichment analysis of the USP16-
dependent ISG15 interactome with full GO terms. (A) The bar graph shows the full GO 
terms for molecular functions (MF) of the USP16-dependent ISG15 interactome against 
the annotated human proteome. (B) The bar graph shows the full GO terms for biological 
processes (BP) of the USP16-dependent ISG15 interactome against the annotated 
human proteome. 
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