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Understanding the molecular 
mechanism of pathogenic variants 
of BIR2 domain in XIAP‑deficient 
inflammatory bowel disease
Juhwan Lee 1,7, Kyoung Mi Sim 2,7, Mooseok Kang 1, Hyun Ju Oh 3, Ho Jung Choi 3, 
Yeong Eun Kim 3, Chan‑Gi Pack 2, Kyunggon Kim 2, Kyung Mo Kim 3, Seak Hee Oh 3*, 
Inki Kim 2,4* & Iksoo Chang 5,6*

X‑linked inhibitor of apoptosis protein (XIAP) deficiency causes refractory inflammatory bowel 
disease. The XIAP protein plays a pivotal role in the pro‑inflammatory response through the 
nucleotide‑binding oligomerization domain‑containing signaling pathway that is important in 
mucosal homeostasis. We analyzed the molecular mechanism of non‑synonymous pathogenic 
variants (PVs) of XIAP BIR2 domain. We generated N‑terminally green fluorescent protein‑tagged 
XIAP constructs of representative non‑synonymous PVs. Co‑immunoprecipitation and fluorescence 
cross‑correlation spectroscopy showed that wild‑type XIAP and RIP2 preferentially interacted in live 
cells, whereas all non‑synonymous PV XIAPs failed to interact properly with RIP2. Structural analysis 
showed that various structural changes by mutations, such as hydrophobic core collapse, Zn‑finger 
loss, and spatial rearrangement, destabilized the two loop structures (174–182 and 205–215) that 
critically interact with RIP2. Subsequently, it caused a failure of RIP2 ubiquitination and loss of 
protein deficiency by the auto‑ubiquitination of all XIAP mutants. These findings could enhance our 
understanding of the role of XIAP mutations in XIAP‑deficient inflammatory bowel disease and may 
benefit future therapeutic strategies.

X-linked inhibitor of apoptosis protein (XIAP) deficiency (OMIM #300635) is one of the main causes of X-linked 
lymphoproliferative syndrome and monogenic inflammatory bowel disease (IBD)1,2. XIAP is located on the 
X-chromosome and a single XIAP mutant allele in a male patient (hemizygous) causes these diseases. XIAP 
contains baculovirus IAP repeat (BIR) 1, BIR2, BIR3, ubiquitin-associated (UBA), and really interesting new gene 
(RING)  domains3. The RING domain has E3 ubiquitin–protein ligase that ubiquitinates XIAP domain-bound 
proteins. XIAP plays multifunctional roles mainly in cell apoptosis and inflammatory response to bacterial patho-
gens by directly interacting with various intracellular proteins. First, XIAP directly inhibits activated caspases 
to protect cells from undergoing apoptosis in response to a diverse set of cellular stresses in activated immune 
cells, particularly T  cells4. Defective XIAP in patient peripheral blood mononuclear cells caused activation-
induced cell death in various in vitro  experiments1,2. Second, XIAP is critically involved in nucleotide-binding 
oligomerization domain-containing protein (NOD) signaling, which is essential in innate  immunity5. To activate 
NOD signaling in response to intracellular bacterial pathogens, such as muramyl dipeptide (MDP), and induce 
subsequent NF-κB/MAPK pathways, receptor-interacting-serine/threonine-protein kinase 2 (RIP2) requires to 
be ubiquitinated and XIAP directly interacts with and ubiquitinates RIP2 through its RING domain. Since NOD 
signaling is critical in IBD  development6,7, defective interaction of mutant XIAPs with RIP2 and subsequent 
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defective NOD signaling are the core pathogenesis of XIAP-deficient IBD. Indeed, defective NOD signaling was 
noted among patients with XIAP-deficient  IBD8 and flow cytometry test for the NOD signaling is an essential 
functional assay in diagnosing pathogenic variants (PVs) in the XIAP  gene9. Besides these two main roles of 
XIAP, our understanding of its multifunctional roles are still  expanding10.

Based on the understanding the core mechanism of XIAP, drug development strategy has been mainly focused 
on anti-cancer effect by suppressing the activity of XIAP and their related  partners11,12. In new drug development 
for IBD, XIAP inhibition has also become a potential therapeutic target that may reduce over-inflammation via 
apoptosis induction in immune cells and decreased NF-κB  activity3. However, there is no promising suggestion 
of a new drug for XIAP deficiency. Currently, hematopoietic stem cell transplantation (HSCT) is the only prac-
tical therapeutic  option13. Beside this extreme treatment measure that may be life-threatening, medical treat-
ments including chemotherapies and biologics showed no or temporal effect in controlling hyperinflammatory 
conditions and XIAP-deficient  colitis14,15. Therefore, the analysis of risk and benefit of HSCT is controversial 
and no solid guideline is available to determine the benefits of HSCT in patients with XIAP deficiency. To find 
a therapeutic target in XIAP deficiency, understanding the detailed mechanism of XIAP mutants in patients is 
needed. Based on the molecular explanations about the pathogenicity, we may identify a possible target point and 
establish an appropriate drug development strategy. Herein, we analyzed the molecular mechanism of pathogenic 
variants of XIAP BIR2 domain, which is a critical site in controlling NOD signaling.

Materials and methods
Selection of pathogenic variant of interest in XIAP
The sequence information for the XIAP mutants (reference sequence: NM_001167.3) was obtained from public 
datasets (NCBI dbSNP, UniProt, and gnomAD). The XIAP PVs were reviewed based on previously published 
studies. The Web of Science, PUBMED, and Cochrane-Library databases were searched for clinical cases of XIAP 
deficiency in humans. Representative 14 (10 non-synonymous variants and 4 null variants) PVs on BIR2 domain 
reported in human patients were noted and the 10 non-synonymous PVs were evaluated (Supplementary Fig. 1).

Mutant XIAP expression constructs
To identify the characteristics of the interaction of XIAP mutants with RIP2 in live HEK 293 T cells, we pre-
pared an N-terminally green fluorescent protein (GFP)-tagged XIAP-WT construct (pEGFP–XIAP-WT). The 
cDNA clones containing full-length human RIP2 (KUGI #hMU008516) and XIAP (KUGI #hMU005178) coding 
sequences were purchased from the Korea Human Gene Bank (KHGB). The PCR-amplified full-length XIAP 
open reading frame (ORF) was digested with SalI and BamHI, and subcloned into the XhoI and BamHI sites 
of pEGFP-C2 (Takara Bio, USA). For site-directed XIAP-C203Y, -ΔG204, -R166I, -R166K, -W173G, -G188E, 
-L189P, -V198M, -L207P, and -H220Y mutagenesis, the whole plasmid from pEGFP–XIAP-WT was PCR-ampli-
fied, digested with DpnI to remove the template, and then cloned by self-ligation. To produce the N-terminal 
red fluorescent protein (RFP)-tagged RIPK2-WT-expressing construct (pmRFP–RIP2-WT), pmRFP-C2, an 
mRFP expression vector, was generated using the pMRS reporter construct (ToolGen, Seoul, Korea), and the 
PCR-amplified full-length RIP2 ORF was subcloned into the BglII and EcoRI sites of pmRFP-C2.

Cell culture and transfection
HEK 293 T cells (CRL-3216, ATCC, Manassas, VA) were cultured in Dulbecco’s modified Eagle’s medium 
(DMEM; Cytiva, Massachusetts, USA) supplemented with 10% fetal bovine serum (FBS; Gibco, Waltham, MA, 
USA), 1% antibiotic penicillin–streptomycin, and 2.05 mM L-glutamine and maintained at 37 °C in a humidi-
fied, 5%  CO2-containing atmosphere. To express the GFP-tagged XIAP WT or mutants, and RFP-tagged RIP2 
in 293 T cells,  106 cells/well in six-well plates were transfected with a mixture comprising 8 µL Lipofectamine 
2000 (ThermoFisher, Waltham, MA); 1 µg pEGFP, pEGFP–XIAP-WT, pEGFP–XIAP-mutant plasmid; and 3 µg 
pmRFP–RIP2 plasmid for 6 h. Then, the media were replaced with normal culture media (DMEM supplemented 
with 10% FBS).

Co‑immunoprecipitation (co‑IP)
HEK 293 T cells were transfected with various plasmids using Lipofectamine 2000 for 6 h. Then, the media 
were replaced with normal culture media. After transfecting for 24 h, the cells were treated with 10 µM MG132 
(Enzo, Farmingdale, NY, USA) for 4.5 h before harvesting. Then, the cells were lysed with RIPA buffer (Ther-
moFisher, Waltham, MA) supplemented with 1 × protease inhibitor (Roche, Basel, Switzerland), 1 × phosphatase 
inhibitor (Roche, Basel, Switzerland), and 100 µM PMSF (Sigma, Burlington, MA). The lysates were centrifuged 
at 15,000 rpm at 4 °C for 20 min. Among the same amount of protein in the supernatant by BCA analysis, 
10% supernatant was immunoblotted to confirm each protein expression. The remaining supernatants were 
incubated with 1 mg anti-GFP antibody (Santa Cruz Biotechnology, Dallas, TX, USA) overnight at 4 °C. The 
antibody-bound proteins were pulled down with 40 µL Protein A/G Plus agarose (Santacruz, CA) for 1 h at 4 °C. 
The beads were washed three times with RIPA buffer and heated in 1 × SDS sample loading buffer (BioSesang, 
Seoul, Korea). The eluted proteins were immunoblotted with anti-RFP (ThermoFisher, Waltham, MA, USA), 
anti-GFP(Santacruz, CA) and anti-β-actin (Novus, Toronto, Canada) antibodies.

Fluorescence cross‑correlation spectroscopy (FCCS)
To quantitate the dynamically coordinated interaction between XIAP mutants and RIP2 in live HEK 293 T cells, 
FCCS was performed on an LSM780 inverted confocal laser scanning microscope (Carl Zeiss) as described 
 previously16,17. The FCCS setup consisted of a continuous-wave  Ar+ laser (25 mW), a solid-state laser (20 mW), 
a water-immersion objective (C-Apochromat, 340/1.2 NA; Carl Zeiss), and a GaAsP multichannel spectral 
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detector (Quasar; Carl Zeiss). GFP on XIAP mutants and RFP on RIP2 were excited with 488 and 561 nm laser 
lines, respectively, with minimal total power to optimize the signal-to-noise ratio. The emission signals were split 
using a dichroic mirror (488/561 nm beam splitter); GFP and RFP were detected at 500–530 (green channel) 
and 600–650 (red channel) nm, respectively. All measured fluorescence auto-correlation functions (FAFs) of 
GFP-tagged XIAP and RFP-tagged RIP2 in live cells were globally fitted using the ZEN 2012 software installed 
on the LSM780 system using the two-component model (i = 2) with or without the triplet  term17. Finally, the 
cross-correlation function amplitude was normalized to the auto-correlation function amplitude of GFP or RFP 
to calculate the relative cross-correlation amplitude (values between 0 and 1) corresponding to the fraction of 
associated molecules. Relative cross-correlation amplitude close to 1 indicates a high probability of coordinated 
dynamic interaction between XIAP mutants and RIP2.

FCCS data analysis
To quantify the FAFs, FCCS data were analyzed using the ZEN 2012 acquisition software (Carl Zeiss). All dual-
color FCCS were performed at 25 °C on an LSM780 confocal microscope as described  previously17. Briefly, the 
FAFs of the red and green channels,  Gr (τ) and  Gg (τ), respectively, and the fluorescence cross-correlation func-
tion (FCF),  Gc (τ), were calculated from

where τ is time delay, Ii is fluorescence intensity of the red (i = r) or green channel (i = g), and  Gr (τ),  Gg (τ), 
and  Gc (τ) denote the red channel FAF (i = j = x = r), green channel FAF (i = j = x = g), and FCF (i = r, j = g, x = r), 
respectively. The acquired  Gx (τ) values were fitted using a one-, two-, or three-component model as follows:

where Fi and τι are the fraction and diffusion time of component I, respectively; N is the average number of 
fluorescent particles in the excitation-detection volume defined by radius w0 and length 2z0; and s is a structural 
parameter representing the ratio s = z0/w0. The structural parameter was calibrated using Rhodamine-6G (Rh6G) 
solution. Positions for FCCS measurement were selected within the cytosol. All measured FAFs and FCFs from 
live cells were globally fitted using the software installed on the LSM780 system using the two-component model 
(i = 2) with or without the triplet term. For simplicity, the triplet term in Eq. (2) is not shown. To evaluate the 
interaction amplitude, the cross-correlation function amplitude was normalized to the auto-correlation func-
tion amplitude of GFP or RFP to calculate the relative cross-correlation amplitude (RCA;  [Gc(0) − 1]/[Gr(0) − 1]) 
corresponding to the fraction of associated molecules (Nc/Ng). As negative control, FCCS was performed using 
EGFP and RFP–RIP2 co-expressing cells.

Ubiquitination assay
For ubiquitination assays, HEK 293 T cells were transfected with the indicated plasmids using Lipofectamine 
2000 for 6 h. Then, the media were replaced with normal culture media. After transfecting for 24 h, the cells 
were treated with 10 µM MG132 for 2 h before harvesting. The cells were then lysed using co-IP lysis buffer sup-
plemented with 20 mM NEM (Sigma, Burlington, MA). The cell lysates were centrifuged at 15,000 rpm at 4 °C 
for 20 min. Among the same amount of protein in the supernatant by by bicinchoninic acid (BCA) analysis, 10% 
supernatant was immunoblotted to confirm each protein expression. The remaining supernatants were incubated 
with 1 mg anti-GFP (Santacruz, CA, USA) or anti-RFP antibodies overnight at 4 °C. The antibody-binding pro-
teins were pulled down by incubation for 1 h at 4 °C with 20 µL Protein A or G magnetic beads (ThermoFisher, 
Waltham, MA). The beads were washed three times with co-immunoprecipitation lysis buffer and heated in 
1 × SDS sample loading buffer. The eluted proteins were immunoblotted with anti-RFP, anti-GFP, anti-ubiquitin 
(Santacruz, CA), or anti-β-actin antibodies.

In‑gel trypsin digestion
Excised gel pieces from 1DE SDS–PAGE were washed with 500 mL distilled water and the stained Coomassie 
brilliant blue was removed from the gel with 300 μL 250 mM ammonium bicarbonate, 50% acetonitrile (ACN) 
for 3 h. After washing with distilled water, the hydrated gel was dehydrated in 100% ACN until they turned 
opaque and rehydrated with 100 mM ammonium bicarbonate until they turned transparent. This dehydration 
and rehydration process was repeated three times, followed by a single dehydration in 100% ACN. The gel pieces 
were dried in a vacuum centrifuge and rehydrated at 47 °C for 45 min using a digestion buffer containing mass 
grade 0.01 mg/mL trypsin/LysC in 50 mM ammonium bicarbonate (Promega, Madison, WI, USA) and incubated 
overnight (16 h) at 37 °C. The digested peptide solutions were moved to new tubes, dried, and stored at − 80 °C 
until mass spectrometry.

Liquid chromatography‑tandem mass spectrometry (LC–MS/MS) and database search
The peptide mixture for each sample set was reconstituted in 0.1% formic acid and the peptides were sepa-
rated using Ultimate3000 RSLC system coupled with a Q Exactive HFx mass spectrometer (ThermoFisher, 
Waltham, MA). The liquid chromatography gradient and data-dependent acquisition-MS used were as reported 
 previously18. The acquired MS spectra were searched using Sequest HT on Proteome discoverer (version 2.3, 
ThermoFisher, Waltham, MA) against the SwissProt human proteome sequence database (May 2017) using 
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variable modification at lysine residue with di-glycine. Moreover, label-free quantities of each di-glycine-attached 
target protein peptide was extracted and further analyzed.

Temperature‑based replica exchange all‑atom molecular dynamics (T‑REMD) simulation of 
the 3D structure of XIAP and RIP2 domains
The initial structures of eight BIR2 mutants were generated based on the BIR2-WT domain structure with the 
TIP3 water  model19 (PDB code: 8AZA).  Na+ or  Cl– ions were added to neutralize the protein systems, and no 
more ions were added for ionic concentration. The energy barrier between the local minima is the main hurdle 
in observing the structural change in the BIR2 mutant domain. Sufficient kinetic energy represented by high 
temperature is required to overcome the high energy barrier. We used T-REMD simulation to overcome the 
energy barriers based on system temperature exchanges with AMBER22 simulation package with ZAFF model 
and ff19SB force  field20,21. We used a narrow temperature interval between the replicas (approximately 3.7 K) to 
sufficiently exchange the system temperature. The cutoff for short-range non-bonded interactions was 9 Å and 
the particle-mesh Ewald method was applied for long-range electrostatic  interactions22. The temperature was 
regulated by Langevin dynamics with γ = 2.0 collision  frequency23,24. The SHAKE  algorithm25 was used for the 
hydrogen atoms bond length. Prior to the production run, 2000 steps of steepest-descent minimization followed 
by 2000 steps of conjugate gradient minimization, a 100 ps heating process with a 15.0 kcal/molÅ2 restrain on 
the protein backbone, and a 1 ns side-chain equilibration with a 0.5 kcal/molÅ2 restrain on the protein backbone 
was performed. In the NPT ensemble, the T-REMD production run was performed with eight replicas at 300.00, 
303.72, 307.48, 311.26, 315.08, 318.93, 322.82, and 325.00  K26. The pressure is regulated to 1 atm using a weak-
coupling barostat with 10 ps time constant. Thus, the replica exchanges were attempted every 10 ps. During the 
2 μs simulation run time, all replicas attempted 200,000 exchanges, completing an average of 18,000 successful 
exchanges, with an approximate 9% exchange probability. The cumulative simulation time was 144 μs (2 μs for 
each eight replicas and nine protein systems) with 2 fs simulation time step. The final 1.0 μs ensemble for each 
replica was used for statistical analysis. The CPPTRAJ toolset in the AmberTools20  package27 was used for the 
basic calculations and all the protein structures were created using VMD software in 300 K  ensembles28. In the 
case of hydrogen bonding, the angle cut-off is 135° and the distance cut-off is 3.6 Å between the donor atom 
(H) and the acceptor atoms (C, O, N, F, and S). The initial backbone structure is used as a reference structure 
in the structural alignment for the root mean square deviation (RMSD) calculations. Additional data including 
simulation input parameter files and starting structures are available at the following link.

(https:// drive. google. com/ drive/ folde rs/ 18jwG rfkIc utMEJ 1aKRs MsPqO yrkcG QVL? usp= shari ng).

Results
BIR2‑mutant XIAPs failed to interact with RIP2 in vitro
Various studies have demonstrated that the BIR2 domain of XIAP is recruited to the NOD2 signaling complex 
through RIP2, excluding the involvement of other XIAP domains (Supplementary Fig. 1)1,5,6,29. Damgaard et al. 
have reported that some non-synonymous XIAP BIR2 mutations abolished the binding with  RIP25. We also 
focused on the specific impact of all non-synonymous PVs on XIAP BIR2 function. Accordingly, we examined 
the interaction between XIAP and RIP2 in a mammalian system by constructing GFP-tagged WT (XIAP-WT) 
or 10 mutant XIAPs, and RFP-tagged RIP2-WT vectors and co-expressing them in HEK 293 T cells.

Co-IP experiments were conducted using anti-GFP and anti-RFP antibodies for immunoprecipitation and 
immunoblotting, respectively. We have previously showed that the interaction between GFP–XIAP-ΔG204 (dele-
tion of G204) and RIP2 protein was significantly weaker than between XIAP-WT and  RIP28 and the molecu-
lar mechanism of XIAP-ΔG204 was similar to that of XIAP-C203Y, which was Zn-finger loss. We then used 
GFP–XIAP-WT as a positive control and GFP–XIAP-ΔG204 and GFP–XIAP-C203Y as negative controls to 
compare the mechanisms of XIAP-R166I, -R166K, -W173G, -G188E, -L189P, -V198M, -L207P, and -H220Y. 
Co-IP using positive and negative controls confirmed that XIAP-WT was strongly associated with RIP2, whereas 
XIAP-ΔG204 and -C203Y were not (Fig. 1a). The RFP immunoblot signals in a GFP-immunoprecipitated HEK 
293 T cell sample transfected with XIAP-WT were strong, suggesting that XIAP-WT binds to RIP2. However, no 
protein signals were detected in GFP-immunoprecipitated samples with XIAP-ΔG204 and -C203Y, suggesting 
less binding with RIP2. Thus, detecting no or weak RFP signals in GFP-immunoprecipitated samples for testing 
XIAPs mutant indicate reduced protein–protein interaction between mutant XIAPs and RIP2. Thus, XIAP-
G188E, -L189P, -V198M, -L207P, -H220Y did not bind with RIP2, while XIAP-R166I, -R166K, and -W173G 
partially bonded with RIP2.

We then detected the interaction of XIAP mutants and RIP2 in live cells using FCCS, which is a technique for 
measuring the kinetics of molecular interactions between proteins at a specific position in single live cells using 
two spectrally distinct  fluorophores16,17. When two different proteins form a complex, signals of two proteins 
such as GFP and RFP co-diffuse as they transit the detection volume (Fig. 1b). The strength of the interaction 
between the two proteins is quantified as the values of relative cross-correlation amplitude. Similar to co-IP, we 
co-transfected 293 T cells with plasmids encoding RFP–RIP2 and GFP-tagged XIAP WT or mutants. In addi-
tion to the negative controls C203Y and G204del, plasmids encoding RFP–RIP2 and GFP with no XIAP were 
co-transfected into HEK 293 T cells as another negative control. As expected, the overall relative interaction 
amplitudes of most XIAP mutants were lower than that of XIAP-WT (Fig. 1b). Specifically, we observed that 
the interactions of RIP2 with XIAP-W173G, -G188E, -L189P, -V198M, -L207P, and -H220Y were significantly 
weaker than that with the XIAP-WT. Exceptionally, the interaction of RIP2 with XIAP-R166I and -R166K was 
also weaker than that with XIAP-WT, but stronger than those with other XIAP mutants, which were similar 
with the results to the co-IP analysis. Taken together, both co-IP and FCCS showed that XIAP-WT and RIP2 

https://drive.google.com/drive/folders/18jwGrfkIcutMEJ1aKRsMsPqOyrkcGQVL?usp=sharing
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preferentially interacted in HEK 293 T cells. However, while there might be subtle variations, all testing non-
synonymous XIAPs PV did not interact with RIP2.

Structural analysis: hydrophobic cores in XIAP BIR2 mutants
To understand the molecular mechanism of weak interaction of XIAP mutants with RIP2, we analyzed each 
mutant protein structure. We initially focused on an intra-structural hydrophobic interaction inside XIAP that 
is one of the main driving forces involved in protein folding and substantially affects structural stability and 
 solubility30. Accordingly, we noticed that 11 hydrophobic amino acids (F170, W173, A177, L179, L184, A187, 
L189, V198, L207, W210, and A216) of the BIR2 form the hydrophobic packing on the protein core (Fig. 2a). 
XIAP-W173G, -L189P, -V198M, and -L207P mutants destabilize this hydrophobic pocket, which changes the 
BIR2 mutant domain structure (Fig. 2a). We measured the quantitative effect of the mutation on the hydrophobic 
core by RMSD of the 11 hydrophobic core members. The hydrophobic core of BIR2-WT is stably packed, with 
1–2 Å RMSD (WT in Fig. 2b). However, the hydrophobic core is relaxed in four mutant proteins. XIAP-W173G, 
-V198M, and -L207P show a more dispersed distribution owing to their high RMSD (W173G, V198M, and 
L207P in Fig. 2b), and XIAP-L189P also has ensembles at 3.5–5 Å, which are not observed in XIAP-WT (L198P 
in Fig. 2b). The propagation of structural instability due to mutation was also observed while evaluating the root 
mean square fluctuation (RMSF) in each mutant protein. The red arrow in Fig. 2c indicates the mutated amino 
acid position. The structural fluctuation increased at 174–182, 192–198, and 205–215 regions in XIAP-W173G, 
-V198M, and -L207P, respectively. The structural fluctuation of XIAP-L189P increased only in the 192–198 
region. Structural images for all three regions are presented in Fig. 2D. Most of the three sections, which are 
increased fluctuation, consist of loop, bend, or turn secondary structure (Fig. 3). Particularly, the two BIR2 
loops at 174–182 and 205–215 regions play a major role in binding to RIP2, according to the recently discovered 

Figure 1.  Mutant XIAP BIR2 with non-synonymous PVs failed to interact with RIP2. (a) Co-IP of GFP-
tagged XIAP WT or mutants, and RFP-tagged RIP2 confirmed their interaction. The tagged XIAP was 
immunoprecipitated from lysates of HEK 293 T cells transfected with plasmids encoding the indicated 
GFP-tagged XIAP WT or mutants, and western blot images were cropped for clarification. (b) Comparison 
of relative correlation amplitudes of live HEK 293 T cells expressing the indicated XIAP mutants. The relative 
correlation amplitudes between GFP–XIAP mutants and RFP-RIP2 were determined by confocal imaging 
during FCCS. The negative control indicates a mean value of relative correlation amplitude of 0, obtained from 
cells co-expressing EGFP and RIP2. The mean amplitudes of XIAP mutants were significantly lower than that of 
the positive control (XIAP-WT + RIP2).
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cryo–EM  structure31. The first loop (174–182) interacts with RIP2 residues R36 and R41, which are crucial for 
BIR2–RIP2  binding32. Moreover, K209 and I212 of RIP2 interact with the second loop (205–215) structure and 
are also crucial for BIR2–RIP2 binding in a previous  study33.

Structural analysis: contact of two helices in XIAP BIR2 mutants
Our second interest is changes of hydrogen bonds in R166I and R166K mutant proteins. Hydrogen bonding is 
one of the most crucial interactions for forming secondary and tertiary protein  structures34. To form hydrogen 
bonds appropriately within a protein, the proper distance between two amino acids involved in the hydrogen 
bonding, as well as the side-chain direction and conformation should be considered. The first (163–168) and 
second (181–186) helices of BIR2 are in stable contact with hydrogen bonds. In XIAP-R166I and -R166K mutants, 
R166 and A185 play an important role in developing one of these important hydrogen bonds and maintaining a 
stable contact (Fig. 4a–c). This hydrogen bond exhibited a 91% stable configuration while simulating BIR2-WT 
(Fig. 4d). However, owing to the two mutations from arginine (R) to lysine (K) and isoleucine (I), the hydrogen 
bond is poorly formed because of changes in atomic configuration at the 166th position (R166K: 6%, R166I: 
12%). This change in the hydrogen bond weakens the contact between the two helices and may destabilize the 
whole BIR2 domain tertiary structure. In the XIAP-R166K mutant, the arginine (R) and lysine (K) have side 
chains with similar characteristics, as they are positively charged. However, K166 cannot form a hydrogen bond 
with A185. In addition, the K166 not only weakened the contacts between the two helices, but also increased the 
distance between the two helices (Fig. 4e). In XIAP-R166I mutants, the distance between the two helices did not 
increase. When the distance between the two helices increases, the structure of the amino acids located in the 

Figure 2.  Effect of W173G, L189P, V198M, and L207P mutation on the hydrophobic core. (a) Major 
hydrophobic core of BIR2 domain of XIAP and hydrophobic amino acids members (BIR2: purple cartoon, 
Hydrophobic core: white transparent surface, Mutated amino acids: cyan sticks, other amino acids: white 
sticks) (b) The root mean square deviation (RMSD) of BIR2- WT and mutants hydrophobic cores. (c) The root 
mean square fluctuation (RMSF) of BIR2- WT and mutants. More fluctuated regions than WT are highlighted 
in green, orange, and blue. (d) XIAP-BIR2 cartoon structure (purple) and fluctuated regions (green, orange, 
yellow) by mutations.
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loop/turn (169–174) connecting the two helices undergo rearrangement; F170 and W173, which were previously 
mentioned as hydrophobic core members (Fig. 2), are also affected. Subsequently, the hydrophobic core stability 
is reduced, increasing the RMSD of the hydrophobic core than that of the WT (Fig. 4f and g). Interestingly, as 
the probability of hydrogen bond formation decreased in XIAP-R166K and -R166I, the relative cross-correlation 
amplitude of XIAP with RIP2 in FCCS experiments correspondingly reduced.

Structural analysis: spatial rearrangement by G188E mutation
A significant change in the size or characteristic of the side-chain owing to point mutation can alter the interac-
tions between neighboring amino acids, leading to amino acid spatial  rearrangement35. This occasionally affects 
the secondary and tertiary structures of the whole protein. In XIAP-G188E mutants, glycine (G) has no side-
chain, whereas glutamic acid (E) has a large side-chain with negative polarity, possibly inducing spatial rearrange-
ment of neighboring amino acids. Furthermore, G188 is buried among hydrophobic amino acids, such as F201 
and F229 (Fig. 5a). When mutated to E188, the previously covered hydrophobic amino acids F201 and F229 are 
spatially pushed aside, as the side-chain of glutamic acid tends to be exposed outward (Fig. 5b). First, as F201 
is pushed back, the amino acids 201–204, which form a turn structure by forming back-bond hydrogen bonds 
with each other in the WT, break the hydrogen bonds in the XIAP-G188E mutant and adopt a bent structure 
(Fig. 3). Consequently, the constraint on the rotation angle is weakened. Accordingly, the distance between two 

Figure 3.  Secondary structure fraction of WT and mutant BIR2 of XIAP protein. Secondary structure fraction 
of WT and eight mutants over the amino acid count. Mutation points are pointed using red arrows.
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beta structures (198–200 and 206–208) increases (Fig. 5c and Supplementary Fig. 2a, 2b), disruptively widen-
ing the 205–215 loop (Fig. 5d and Supplementary Fig. 2c, 2d). Second, XIAP-V198 and -L207 are hydrophobic 
core members (Fig. 2) on these beta structures, and in close contact with XIAP-L189 (Fig. 5e). However, due to 
the spatial rearrangement by G188E mutation, the distance between L207 and V198 increases, causing a similar 
structural change (hydrophobic collapse) after L207P mutation (Fig. 5e, 5f and Supplementary Fig. 2e, 2f.).

Structural analysis: Zn‑finger loss
Our last interest is a Zn-finger structure inside of BIR2 domain, which is already highlighted as a core component 
in the stability of BIR2, a  metalloprotein8,36,37. Many experimental and theoretical works have focused on under-
standing the role of Zn-finger structural stability and folding pathway in  metalloproteins38–42. Zn-finger plays a 
crucial role in the stability of the secondary and tertiary structure of the protein, thus impacting the entire folding 
process. C200, C203, H220, and C227 amino acids in the XIAP BIR2 domain constitute a Zn-finger (holding zinc 

Figure 4.  Effect of R166I and R166K mutations on the two alpha-helices. (a) Representative structure of WT 
BIR2, R166, and A185 form a strong hydrogen bond. (b) Representative structure of BIR2-R166I mutant. I166 
and A185 form a weak hydrogen bond. (c) Representative structure of BIR2-R166K mutant. K166 and A185 
form a weak hydrogen bond. (d) Hydrogen bond formation probability between amino acid on 166 and A185. 
(e) Structural change of R166K between two helices. (f) Root mean square deviation (RMSD) of BIR2-R116I 
hydrophobic core. (g) The RMSD of BIR2-R166K hydrophobic core.
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in covalent bonds of the CCHC pocket) (Supplementary Fig. 3a). Owing to this Zn-finger, a spatial restriction 
inevitably brings the four CCHC amino acids in close contact. Due to this spatial restriction, the beta structure 
near C203 and the helix structure near H220 is tightly packed, stabilizing the loop region (205–215) between 
C203 and H220. This loop region overlaps with the XIAP binding motif-binding pocket and BIR2 binding site 
(Supplementary Fig. 3a).

Currently, three mutations have been reported on the Zn-finger of BIR2: C203Y, G204del, and  H220Y3,8,43. We 
did not investigate C203Y and G204del mutations in this study as we had investigated these mutant structures 

Figure 5.  Effect of G188E and L207P mutations on beta structure. (a) BIR2-WT structure. Red circle indicates 
a turn structure between two beta structures. (b) BIR2-G188E structure. (c) BIR2-WT structure from a different 
angle. (d) BIR2-G188E structure from a different angle. (e) BIR2-WT structure from a different angle. (f) BIR2-
L207P structure from a different angle. Two beta structures were also separated by L207P mutation.
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have been investigated  previously8. In H220Y mutation, the structural change, loss of this Zn-finger, causes 
overall structural instability, starting with the beta structure near C203 and the helix near Y220, which lifts the 
spatial restrictions of C200, C203, Y220, and C227 (Supplementary Fig. 3b). Due to this structural instability, 
the RMSF of all amino acids constituting BIR2 increased substantially (Supplementary Fig. 3c), and the RMSD 
of the hydrophobic core also increased the most among the eight pathogenic mutations (Supplementary Fig. 3d). 
In addition, this change also elevated the RMSF on the two regions of the important BIR2 loops (Fig. 2). Taken 
together, as expected, the BIR2-H220Y causes Zn-finger loss. Thus, co-IP and FCCS analyses suggested that 
BIR2-H220Y did not bind to RIP2, similar to BIR2-C203Y and BIR2-ΔG204 with defective Zn-fingers8.

Mutant proteins reduced RIP2 ubiquitination and XIAP auto‑ubiquitination
Based on our evaluations above, we confirmed that known XIAPs PV are not likely to bind to RIP2 with proper 
structural explanations using quantitative metrics. XIAP binds to and ubiquitinates RIP2 and if XIAP does not 
bind to RIP2, XIAP cannot facilitate RIP2  ubiquitination29,44,45. We then studied RIP2 ubiquitination in the 
presence of mutant XIAPs in HEK 293 T cells, which showed that all tested XIAP-derived BIR2 mutations sig-
nificantly impaired XIAP-mediated endogenous RIP2 ubiquitination (Fig. 6a). This suggests that BIR2-mutant 
XIAPs fail to ubiquitinate RIP2, leading to in NOD2 signaling malfunction.

We have previously shown that XIAP-ΔG204 unbound to RIP2 auto-ubiquitinated XIAP, causing XIAP degra-
dation and  deficiency8. We thus investigated the XIAP auto-ubiquitination at K31 of these mutant proteins using 
LC–MS/MS (Fig. 6b). The LC–MS/MS detected the specific enrichment of only the modified lysine-containing 
peptides of ubiquitinated mutant proteins. The presence of GG on the lysine side-chain represents a formerly 
ubiquitinated peptide that is cut out and quantified for XIAP auto-ubiquitination. Additionally, when XIAP is 
overexpressed with RIP2, three XIAP ubiquitination sites, K31, 168, and 297, were detected (Supplementary 
Fig. 4). Analyzing this data, our findings demonstrate that XIAP auto-ubiquitination at K31 is more dominant 
than K297 in most XIAP mutants. Furthermore, while it was confirmed that GG was attached to K168, the quan-
tity of GG at K168 was so minute that it could not be quantified accurately. In accordance with co-IP data pre-
sented in Fig. 1a, XIAP-W173G exhibited less auto-ubiquitination patterns similar to that of XIAP WT (Fig. 6b) 
while the interaction between XIAP-W173G and RIP2 was noticed (Fig. 1a). In overall, LC–MS/MS analysis 
indicated that when XIAP-WT or mutants and RIP2 were overexpressed together, the mutant XIAP expression 
level was significantly reduced than that of XIAP-WT (Fig. 6C). It can be assumed that mutant XIAPs failed to 
bind to RIP2 and auto-ubiquitinated, thus degrading XIAP. One interesting point is that the expression level 
of W173G XIAP protein consistently remained low when cells were co-transfected with a ubiquitin-expressing 
plasmid (data not shown), indicating the necessity for further clarification regarding this mutant XIAP protein.

Discussion
The XIAP gene was identified in  199646, and its pathogenicity in a primary immunodeficiency in patients with a 
similar form of X-linked lymphoproliferative syndrome (XLP) was identified 10 years  later1. Previously, XLP was 
thought to be caused by SH2D1A mutation, with phenotypes including hypogammaglobulinemia, hemophago-
cytic histiocytosis, splenomegaly, cytopenia, and  hypogammaglobulinemia47. Later, XLP-like disorders caused 
by XIAP mutations were identified and named as XLP-2. XLP-2 phenotypes are slightly different from common 
XLP-1 phenotypes and most patients with XIAP deficiency showed  colitis48. XIAP is more highlighted in a study 
reporting that 4% male patients with pediatric onset IBD have XIAP  deficiency2. Currently, XIAP deficiency 
should be considered in patients suspected to have IBD with early onset or an refractory clinical course to con-
ventional therapy including  biologics49. Furthermore, in the era of exome sequencing for monogenic  IBD50, the 
prevalence of XLP is expected to increase.

XIAP, cIAP1, and cIAP2 are the best-characterized proteins in the IAP family. These IAPs comprise three 
common Zn-binding BIR domains and a RING domain. Over 80 amino acids of BIR domains commonly con-
stitute 4–5 α-helices, a three-stranded antiparallel β-sheet, and a Zn ion-containing  core51. BIR2 and BIR3 are 
primarily responsible for inhibiting caspases, whereas XIAP is the only IAP inhibiting both apoptosis initiator 
(caspase-9) and effectors (caspase-3 and -7)52. Notably, the BIR2 domain of XIAP (residues 163–234) com-
prises a three-stranded antiparallel β-sheet surrounded by four α-helices that interact with RIP2 protein. This 
interaction is critical in controlling the NOD signaling, whose defect cause the hyperinflammation of mucosal 
 homeostasis1–5. Approximately 100 XIAP PVs have been  identified3,48,49. Two major genetic pathogeneses of 
XIAP deficiency have been uncovered: [1] the loss of protein expression by nonsense mutations, large deletion 
of exons, and splicing mutations; and [2] non- or dysfunctional protein owing to non-synonymous mutations. 
Non-synonymous mutations are frequently observed on BIR2 and RING domains. Non-synonymous genotype 
and phenotype are not  correlated14,15. To our best knowledge, the specific role of non-synonymous mutations 
in RIP2 interaction has not been highlighted in terms of both structural analysis and molecular biology using 
proper quantitative metrics. Since defective interaction of XIAP mutants with RIP2 leading to defective NOD 
signaling causes the basic pathogenesis of colitis, understanding the altered phenomenon may be essential in 
studying refractory colitis with XIAP mutations.

The messages from our analyses on non-synonymous XIAP PVs are clear. First, all non-synonymous PVs 
consistently do not bind to RIP2. Second, structural analysis showed that these mutations alter BIR2 structures 
such as hydrophobic core collapse, spatial rearrangement, and Zn-finger loss. Subsequently, two essential contact 
structures for binding RIP2, which are the two loops (loops 174–182 and 205–215), are unstable in holding RIP2. 
Third, XIAP mutants, which failed to bind RIP2, could not ubiquitinate RIP2 and enhanced auto-ubiquitination 
of XIAP mutants was noted. Subsequently, relative XIAP deficiency occurred owing to auto-ubiquitination and 
degradation. These findings constitute the initial succinct insights into the structural and molecular consequences 
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of non-synonymous XIAP mutations. Overall, our findings suggest a novel concept of a two-step mechanism in 
the development of XIAP deficiency caused by nonsynonymous pathogenic variants (Fig. 7).

The characterization of these PVs provides potential therapeutic avenues in XIAP deficiency with BIR2 muta-
tions. First, the function of non-synonymous mutant XIAPs is like that of null variants in the point of binding 
RIP2 and prevents RIP2 ubiquitination. Therefore, controlling XIAP behavior such as enhancing RIP2 binding 
using other molecules may not be helpful in targeting XIAP deficiency. Second, XIAPs with non-synonymous 
BIR2 mutations undergo auto-ubiquitination and subsequent protein deficiency. Non-synonymous mutation 
conditions cause not only dysfunction, but also loss of protein, and suggesting a potential therapy: protein 
replacement therapy.

This study has several limitations. First, we used N-terminally-fused GFP and RFP tags to evaluate XIAP and 
RIP2 localization, respectively, in HEK 293 T cells. Hence, the precise role and kinetics of the two pure proteins 

Figure 6.  Analysis of XIAP-mediated ubiquitination of XIAP and RIP2. (a) Ub conjugates were purified 
with Protein A or G magnetic beads from lysates of HEK 293 T cells transfected as indicated and examined 
by immunoblotting. RIP2 ubiquitination was defective in HEK 293 T cells for all XIAP mutants. (b) XIAP 
expression was analyzed in HEK 293 T cells transfected GFP-tagged XIAP WT or mutant constructs, along with 
RFP-tagged RIP2 by LC–MS. XIAP mutants expression levels were significantly lower compared to XIAP WT 
expression level. (c) XIAP ubiquitination was analyzed in HEK 293 T cells transfected with GFP-tagged XIAP 
WT or mutant constructs, along with RFP-tagged RIP2 by MS. Auto-ubiquitination of XIAP mutants were 
significantly higher compared to that of XIAP WT.
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without GFP and RFP are unknown and C-terminally-fused tags were not tested in this study. Second, the HEK 
293 T cell line has been widely utilized in the structural and functional analyses of XIAP  proteins5. However, 
HEK 293 T cells do not accurately reflect the hematopoietic environments where NOD signaling is weighted in 
mucosal homeostasis. In addition, the human embryonic kidney cell-derived HEK 293 T cell line may express 
minimal XIAP-WT endogenously as XIAP is expressed  ubiquitously53. Third, despite using substantial super-
computing resources, we did not calculate the binding free energy between XIAP mutants and RIP2. We believe 
that this is not essential in understanding the phenomenon of binding XIAPs mutant with RIP2. Fourth, benign 
variants of XIAP gene were not included as negative controls in our study. In a strict sense, using negative controls 
and positive controls is crucial for validating findings of testing PVs. Nevertheless, we meaningfully analyzed 
the impact of mutations on protein structure through consistent and precise analysis of not only local structural 
changes but also global structural changes.

In conclusion, this is the first structural and functional analysis on the non-synonymous XIAP BIR2 mutants, 
which have not often been discussed in detail. Non-synonymous XIAPs failed to bind to RIP2 owing to intra-
structural instability and two unstable loop arms. Subsequently it resulted in a RIP2 ubiquitination failure and 
loss of protein deficiency by auto-ubiquitination of all XIAP mutants. These findings could benefit our under-
standing of the role of XIAP mutations in XIAP-deficient IBD, and hence future therapeutic strategies.

Data availability
The Processed data and images used in the analysis are available in the Supplemental Material file.

Received: 27 September 2023; Accepted: 28 December 2023

References
 1. Rigaud, S. et al. XIAP deficiency in humans causes an X-linked lymphoproliferative syndrome. Nature 444, 110–114. https:// doi. 

org/ 10. 1038/ natur e05257 (2006).
 2. Zeissig, Y. et al. XIAP variants in male Crohn’s disease. Gut 64, 66–76. https:// doi. org/ 10. 1136/ gutjnl- 2013- 306520 (2015).
 3. Pedersen, J., LaCasse, E. C., Seidelin, J. B., Coskun, M. & Nielsen, O. H. Inhibitors of apoptosis (IAPs) regulate intestinal immunity 

and inflammatory bowel disease (IBD) inflammation. Trends Mol. Med. 20, 652–665. https:// doi. org/ 10. 1016/j. molmed. 2014. 09. 
006 (2014).

 4. Gérart, S. et al. Human iNKT and MAIT cells exhibit a PLZF-dependent proapoptotic propensity that is counterbalanced by XIAP. 
Blood 121, 614–623. https:// doi. org/ 10. 1182/ blood- 2012- 09- 456095 (2013).

Figure 7.  Pathogenic mechanisms of nonsynonymous mutant XIAP BIR2s. Our findings suggest a novel 
concept of a two-step mechanism in the development of XIAP deficiency caused by nonsynonymous pathogenic 
variants. The first step is a binding failure of mutant XIAPs to RIP2, resulting in an inability to interact with RIP2 
and subsequently ubiquitinate RIP2. Given that NOD2 signaling can be activated in response to intracellular 
pathogens by ubiquitinating RIP2, a binding failure to RIP2 would be the first mechanism to evoke the XIAP-
deficient phenomenon. The second step is the auto-ubiquitination of mutant XIAPs, which results in a relative 
deficiency of these mutant proteins. Traditionally, true XIAP deficiency is, in a strict sense, defined in cases of 
null variants, such as nonsense mutations, large insertions/deletions in exons, and critical splicing mutations. 
In cases of nonsynonymous pathogenic variants, previously unrecognized, mutant XIAPs also result in another 
type of XIAP protein deficiency, possibly contributing a synergistic impact on defective NOD2 signaling.

https://doi.org/10.1038/nature05257
https://doi.org/10.1038/nature05257
https://doi.org/10.1136/gutjnl-2013-306520
https://doi.org/10.1016/j.molmed.2014.09.006
https://doi.org/10.1016/j.molmed.2014.09.006
https://doi.org/10.1182/blood-2012-09-456095


13

Vol.:(0123456789)

Scientific Reports |          (2024) 14:853  | https://doi.org/10.1038/s41598-023-50932-5

www.nature.com/scientificreports/

 5. Damgaard, R. B. et al. Disease-causing mutations in the XIAP BIR2 domain impair NOD2-dependent immune signalling. EMBO 
Mol. Med. 5, 1278–1295. https:// doi. org/ 10. 1002/ emmm. 20130 3090 (2013).

 6. van Heel, D. A. et al. Muramyl dipeptide and toll-like receptor sensitivity in NOD2-associated Crohn’s disease. Lancet 365, 
1794–1796. https:// doi. org/ 10. 1016/ s0140- 6736(05) 66582-8 (2005).

 7. Ogura, Y. et al. A frameshift mutation in NOD2 associated with susceptibility to Crohn’s disease. Nature 411, 603–606. https:// 
doi. org/ 10. 1038/ 35079 114 (2001).

 8. Chang, I. et al. Interpretation of XIAP variants of uncertain significance in paediatric patients with refractory Crohn’s disease. J. 
Crohn’s Colitis 15, 1291–1304. https:// doi. org/ 10. 1093/ ecco- jcc/ jjab0 13 (2021).

 9. Ammann, S. et al. A new functional assay for the diagnosis of X-linked inhibitor of apoptosis (XIAP) deficiency. Clin. Exp. Immunol. 
176, 394–400. https:// doi. org/ 10. 1111/ cei. 12306 (2014).

 10. Mudde, A. C. A., Booth, C. & Marsh, R. A. Evolution of our understanding of XIAP deficiency. Front. Pediatr. https:// doi. org/ 10. 
3389/ fped. 2021. 660520 (2021).

 11. Jost, P. J. & Vucic, D. Regulation of cell death and immunity by XIAP. Cold Spring Harb. Perspect. Biol. https:// doi. org/ 10. 1101/ 
cshpe rspect. a0364 26 (2020).

 12. Dubrez, L., Berthelet, J. & Glorian, V. IAP proteins as targets for drug development in oncology. Onco Targets Ther. 9, 1285–1304. 
https:// doi. org/ 10. 2147/ ott. S33375 (2013).

 13. Marsh, R. A. et al. Allogeneic hematopoietic cell transplantation for XIAP deficiency: An international survey reveals poor out-
comes. Blood 121, 877–883. https:// doi. org/ 10. 1182/ blood- 2012- 06- 432500 (2013).

 14. Aguilar, C. et al. Characterization of Crohn disease in X-linked inhibitor of apoptosis-deficient male patients and female sympto-
matic carriers. J. Allergy Clin. Immunol. 134, 1131-1141.e1139. https:// doi. org/ 10. 1016/j. jaci. 2014. 04. 031 (2014).

 15. Speckmann, C. et al. X-linked inhibitor of apoptosis (XIAP) deficiency: The spectrum of presenting manifestations beyond 
hemophagocytic lymphohistiocytosis. Clin. Immunol. 149, 133–141. https:// doi. org/ 10. 1016/j. clim. 2013. 07. 004 (2013).

 16. Kim, H. J. et al. Dynamic and coordinated single-molecular interactions at TM4SF5-enriched microdomains guide invasive 
behaviors in 2- and 3-dimensional environments. Faseb J. 31, 1461–1481. https:// doi. org/ 10. 1096/ fj. 20160 0944RR (2017).

 17. Pack, C. G. et al. Quantitative live-cell imaging reveals spatio-temporal dynamics and cytoplasmic assembly of the 26S proteasome. 
Nat. Commun. 5, 3396. https:// doi. org/ 10. 1038/ ncomm s4396 (2014).

 18. Gwark, S. et al. Plasma proteome signature to predict the outcome of breast cancer patients receiving neoadjuvant chemotherapy. 
Cancers 13, 6267 (2021).

 19. Miyamoto, S. & Kollman, P. A. Settle—An analytical version of the Shake and Rattle algorithm for rigid water models. J. Comput. 
Chem. 13, 952–962. https:// doi. org/ 10. 1002/ jcc. 54013 0805 (1992).

 20. Tian, C. et al. ff19SB: Amino-acid-specific protein backbone parameters trained against quantum mechanics energy surfaces in 
solution. J. Chem. Theory Comput. 16, 528–552 (2019).

 21. Peters, M. B. et al. Structural survey of zinc-containing proteins and development of the zinc AMBER force field (ZAFF). J. Chem. 
Theory Comput. 6, 2935–2947 (2010).

 22. Essmann, U. et al. A smooth particle mesh Ewald method. J. Chem. Phys. 103, 8577–8593. https:// doi. org/ 10. 1063/1. 470117 (1995).
 23. Uberuaga, B. P., Anghel, M. & Voter, A. F. Synchronization of trajectories in canonical molecular-dynamics simulations: Observa-

tion, explanation, and exploitation. J. Chem. Phys. 120, 6363–6374 (2004).
 24. Sindhikara, D. J., Kim, S., Voter, A. F. & Roitberg, A. E. Bad seeds sprout perilous dynamics: Stochastic thermostat induced trajec-

tory synchronization in biomolecules. J. Chem. Theory Comput. 5, 1624–1631. https:// doi. org/ 10. 1021/ ct800 573m (2009).
 25. Ryckaert, J.-P., Ciccotti, G. & Berendsen, H. J. Numerical integration of the cartesian equations of motion of a system with con-

straints: Molecular dynamics of n-alkanes. J. Comput. Phys. 23, 327–341 (1977).
 26. Patriksson, A. & van der Spoel, D. A temperature predictor for parallel tempering simulations. Phys. Chem. Chem. Phys. 10, 

2073–2077 (2008).
 27. Roe, D. R. & Cheatham, T. E. 3rd. PTRAJ and CPPTRAJ: Software for processing and analysis of molecular dynamics trajectory 

data. J. Chem. Theory Comput. 9, 3084–3095. https:// doi. org/ 10. 1021/ ct400 341p (2013).
 28. Humphrey, W., Dalke, A. & Schulten, K. VMD: Visual molecular dynamics. J. Mol. Graph. 14, 33–38 (1996).
 29. Krieg, A. et al. XIAP mediates NOD signaling via interaction with RIP2. Proc. Natl. Acad. Sci. U. S. A. 106, 14524–14529. https:// 

doi. org/ 10. 1073/ pnas. 09071 31106 (2009).
 30. Camilloni, C. et al. Towards a structural biology of the hydrophobic effect in protein folding. Sci. Rep. 6, 28285. https:// doi. org/ 

10. 1038/ srep2 8285 (2016).
 31. Lethier, M. et al. Structural analysis shows that the BIR2 domain of E3 ligase XIAP binds across the RIP2 kinase dimer interface. 

bioRxiv, 2022.2010. 2014.512215 (2022).
 32. Hrdinka, M. et al. Small molecule inhibitors reveal an indispensable scaffolding role of RIPK 2 in NOD 2 signaling. EMBO J. 37, 

e99372 (2018).
 33. Heim, V. J. et al. A regulatory region on RIPK 2 is required for XIAP binding and NOD signaling activity. EMBO Rep. 21, e50400 

(2020).
 34. Penner, R. C. et al. Hydrogen bond rotations as a uniform structural tool for analyzing protein architecture. Nat. Commun. 5, 5803. 

https:// doi. org/ 10. 1038/ ncomm s6803 (2014).
 35. Eyal, E., Najmanovich, R., Edelman, M. & Sobolev, V. Protein side-chain rearrangement in regions of point mutations. Proteins 

50, 272–282. https:// doi. org/ 10. 1002/ prot. 10276 (2003).
 36. Prokop, J. W. et al. Molecular modeling in the age of clinical genomics, the enterprise of the next generation. J. Mol. Model. 23, 75. 

https:// doi. org/ 10. 1007/ s00894- 017- 3258-3 (2017).
 37. Makhov, P. et al. Zinc chelation induces rapid depletion of the X-linked inhibitor of apoptosis and sensitizes prostate cancer cells 

to TRAIL-mediated apoptosis. Cell Death Differ. 15, 1745–1751. https:// doi. org/ 10. 1038/ cdd. 2008. 106 (2008).
 38. Zhang, J. et al. Protein folding simulations: From coarse-grained model to all-atom model. IUBMB Life 61, 627–643 (2009).
 39. Chang, S., Jiao, X., Hu, J.-P., Chen, Y. & Tian, X.-H. Stability and folding behavior analysis of zinc-finger using simple models. Int. 

J. Mol. Sci. 11, 4014–4034 (2010).
 40. Nomura, A. & Sugiura, Y. Contribution of individual zinc ligands to metal binding and peptide folding of zinc finger peptides. 

Inorg. Chem. 41, 3693–3698 (2002).
 41. Bombarda, E., Roques, B. P., Mély, Y. & Grell, E. Mechanism of zinc coordination by point-mutated structures of the distal CCHC 

binding motif of the HIV-1 NCp7 protein. Biochemistry 44, 7315–7325 (2005).
 42. Frankel, A. D., Berg, J. M. & Pabo, C. O. Metal-dependent folding of a single zinc finger from transcription factor IIIA. Proc. Natl. 

Acad. Sci. 84, 4841–4845 (1987).
 43. Worthey, E. A. et al. Making a definitive diagnosis: Successful clinical application of whole exome sequencing in a child with 

intractable inflammatory bowel disease. Genet. Med. 13, 255–262. https:// doi. org/ 10. 1097/ GIM. 0b013 e3182 088158 (2011).
 44. Dubrez-Daloz, L., Dupoux, A. & Cartier, J. IAPs: More than just inhibitors of apoptosis proteins. Cell Cycle 7, 1036–1046. https:// 

doi. org/ 10. 4161/ cc.7. 8. 5783 (2008).
 45. Huang, Y. et al. Structural basis of caspase inhibition by XIAP: Differential roles of the linker versus the BIR domain. Cell 104, 

781–790 (2001).
 46. Liston, P. et al. Suppression of apoptosis in mammalian cells by NAIP and a related family of IAP genes. Nature 379, 349–353. 

https:// doi. org/ 10. 1038/ 37934 9a0 (1996).

https://doi.org/10.1002/emmm.201303090
https://doi.org/10.1016/s0140-6736(05)66582-8
https://doi.org/10.1038/35079114
https://doi.org/10.1038/35079114
https://doi.org/10.1093/ecco-jcc/jjab013
https://doi.org/10.1111/cei.12306
https://doi.org/10.3389/fped.2021.660520
https://doi.org/10.3389/fped.2021.660520
https://doi.org/10.1101/cshperspect.a036426
https://doi.org/10.1101/cshperspect.a036426
https://doi.org/10.2147/ott.S33375
https://doi.org/10.1182/blood-2012-06-432500
https://doi.org/10.1016/j.jaci.2014.04.031
https://doi.org/10.1016/j.clim.2013.07.004
https://doi.org/10.1096/fj.201600944RR
https://doi.org/10.1038/ncomms4396
https://doi.org/10.1002/jcc.540130805
https://doi.org/10.1063/1.470117
https://doi.org/10.1021/ct800573m
https://doi.org/10.1021/ct400341p
https://doi.org/10.1073/pnas.0907131106
https://doi.org/10.1073/pnas.0907131106
https://doi.org/10.1038/srep28285
https://doi.org/10.1038/srep28285
https://doi.org/10.1038/ncomms6803
https://doi.org/10.1002/prot.10276
https://doi.org/10.1007/s00894-017-3258-3
https://doi.org/10.1038/cdd.2008.106
https://doi.org/10.1097/GIM.0b013e3182088158
https://doi.org/10.4161/cc.7.8.5783
https://doi.org/10.4161/cc.7.8.5783
https://doi.org/10.1038/379349a0


14

Vol:.(1234567890)

Scientific Reports |          (2024) 14:853  | https://doi.org/10.1038/s41598-023-50932-5

www.nature.com/scientificreports/

 47. Pachlopnik Schmid, J. et al. Clinical similarities and differences of patients with X-linked lymphoproliferative syndrome type 1 
(XLP-1/SAP deficiency) versus type 2 (XLP-2/XIAP deficiency). Blood 117, 1522–1529. https:// doi. org/ 10. 1182/ blood- 2010- 07- 
298372 (2011).

 48. Latour, S. & Aguilar, C. XIAP deficiency syndrome in humans. Semin. Cell Dev. Biol. 39, 115–123. https:// doi. org/ 10. 1016/j. semcdb. 
2015. 01. 015 (2015).

 49. Nielsen, O. H. & LaCasse, E. C. How genetic testing can lead to targeted management of XIAP deficiency-related inflammatory 
bowel disease. Genet. Med. 19, 133–143. https:// doi. org/ 10. 1038/ gim. 2016. 82 (2017).

 50. Uhlig, H. H. et al. The diagnostic approach to monogenic very early onset inflammatory bowel disease. Gastroenterology 147, 
990-1007.e1003. https:// doi. org/ 10. 1053/j. gastro. 2014. 07. 023 (2014).

 51. Sun, C. et al. NMR structure and mutagenesis of the inhibitor-of-apoptosis protein XIAP. Nature 401, 818–822. https:// doi. org/ 
10. 1038/ 44617 (1999).

 52. Deveraux, Q. L., Takahashi, R., Salvesen, G. S. & Reed, J. C. X-linked IAP is a direct inhibitor of cell-death proteases. Nature 388, 
300–304. https:// doi. org/ 10. 1038/ 40901 (1997).

 53. Hwang, J. et al. Postoperative imaging findings of Biliary Atresia. J. Korean Soc. Radiol. 83, 1014–1031. https:// doi. org/ 10. 3348/ 
jksr. 2022. 0082 (2022).

Author contributions
S.H.O., I.K., and I.C. conceived and designed the study. J.L., K.M.S, I.K., H.J.O., K.M.S., S.H.O., and I.C. veri-
fied and analysed the data. S.H.O., K.M.S, I.K., J.L., and I.C. wrote the manuscript. All authors reviewed all the 
processes of the study and approved the final manuscript.

Funding
This study was supported by the Basic Science Research Programs through the National Research Foundation 
of Korea [NRF] funded by the Ministry of Science and ICT and the Ministry of Education, Republic of Korea 
[2021R1C1C1011664], the Kun-hee Lee Child Cancer & Rare Disease Project [23C-304-0100], the Korea Health 
Technology R&D Project through the Korea Health Industry Development Institute (KHIDI-HR21C0198), 
and grants [2023IP0143-1, and 2021IP0028-1] from the Asan Institute for Life Sciences, Asan Medical Center, 
Seoul, Korea.

Competing interests 
The authors declare no competing interests.

Additional information
Supplementary Information The online version contains supplementary material available at https:// doi. org/ 
10. 1038/ s41598- 023- 50932-5.

Correspondence and requests for materials should be addressed to S.H.O., I.K. or I.C.

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

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

Open Access  This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from 
the copyright holder. To view a copy of this licence, visit http:// creat iveco mmons. org/ licen ses/ by/4. 0/.

© The Author(s) 2024

https://doi.org/10.1182/blood-2010-07-298372
https://doi.org/10.1182/blood-2010-07-298372
https://doi.org/10.1016/j.semcdb.2015.01.015
https://doi.org/10.1016/j.semcdb.2015.01.015
https://doi.org/10.1038/gim.2016.82
https://doi.org/10.1053/j.gastro.2014.07.023
https://doi.org/10.1038/44617
https://doi.org/10.1038/44617
https://doi.org/10.1038/40901
https://doi.org/10.3348/jksr.2022.0082
https://doi.org/10.3348/jksr.2022.0082
https://doi.org/10.1038/s41598-023-50932-5
https://doi.org/10.1038/s41598-023-50932-5
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Understanding the molecular mechanism of pathogenic variants of BIR2 domain in XIAP-deficient inflammatory bowel disease
	Materials and methods
	Selection of pathogenic variant of interest in XIAP
	Mutant XIAP expression constructs
	Cell culture and transfection
	Co-immunoprecipitation (co-IP)
	Fluorescence cross-correlation spectroscopy (FCCS)
	FCCS data analysis
	Ubiquitination assay
	In-gel trypsin digestion
	Liquid chromatography-tandem mass spectrometry (LC–MSMS) and database search
	Temperature-based replica exchange all-atom molecular dynamics (T-REMD) simulation of the 3D structure of XIAP and RIP2 domains

	Results
	BIR2-mutant XIAPs failed to interact with RIP2 in vitro
	Structural analysis: hydrophobic cores in XIAP BIR2 mutants
	Structural analysis: contact of two helices in XIAP BIR2 mutants
	Structural analysis: spatial rearrangement by G188E mutation
	Structural analysis: Zn-finger loss
	Mutant proteins reduced RIP2 ubiquitination and XIAP auto-ubiquitination

	Discussion
	References


