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Abstract 

To better understand the stoichiometry of CD95L required to trigger apoptotic and non-

apoptotic signals, we generated several CD95L concatemers from dimer to hexamer 

conjugated via a flexible link (GGGGS)2. These ligands reveal that although the hexameric 

structure is the best stoichiometry to trigger cell death, a dimer is sufficient to induce the 

apoptotic response in CD95-sensitive Jurkat cells. Interestingly, only trimeric and hexameric 

forms can implement a potent Ca2+ response, suggesting that while CD95 aggregation 

controls the implementation of the apoptotic signal, both aggregation and conformation are 

required to implement the Ca2+ pathway. 

Introduction. 

CD95L (FasL/CD178), a member of the tumor necrosis factor (TNF) family, contributes to 

immune homeostasis and anti-tumor and anti-infectious responses [1]. CD95L is a type II 

transmembrane cytokine mainly expressed by activated T cells and NK cells to kill infected 

and transformed CD95-expressing cells. CD95L contains an extracellular stalk region (amino 

acid residues 103 to 143) cleaved by matrix metalloproteinases (MMP) and a disintegrin and 

metalloproteases (ADAMs) and a C-terminal TNF homology domain (THD) (amino acid 

residues 144 to 281) [2]. After cleavage by metalloproteases, the soluble extracellular region 

of CD95L (sCD95L) exhibits a homo-trimeric stoichiometry [3, 4]. On the other hand, the 

transmembrane CD95L (mCD95L) can be capped at the plasma membrane of activated T 

cells and NK cells to bind and aggregate its receptor, CD95 (also known as Fas). Binding of 

mCD95L to CD95 promotes the recruitment of the adaptor protein FADD (Fas Associated 

Death Domain) through homotypic interactions between their respective death domains (DDs) 

[5]. FADD in turn aggregates the initiator caspase-8 to form a CD95/FADD/caspase-8 

complex, called death-inducing signaling complex (DISC), that can initiate the apoptotic 

program [6, 7]. sCD95L fails to trigger cell death but its binding to CD95 favors the recruitment 

of PLC1 at the plasma membrane [4, 8], where the lipase cleaves phosphatidylinositol-4,5-

bisphosphate into diacylglycerol and inositol triphosphate (IP3). IP3 in turn activates IP3 



receptors (IP3Rs) on endoplasmic reticulum (ER) to release Ca2+. This reduction of Ca2+ in 

ER lumen is sensed by STIM1 and STIM2, which traffic to the plasma membrane to activate 

Orai channels, allowing Ca2+ influx from the extracellular space [9], a molecular mechanism 

designated store-operated calcium entry (SOCE). 

A potential explanation for the failure of sCD95L to induce cell death came from its 

stoichiometry, since the metalloprotease-cleaved ligand exhibits an homo-trimeric structure 

[4, 10, 11] and the minimal stoichiometry required to induce apoptosis has been suggested to 

be an hexamer [10]. Indeed, Holler and colleagues designed two chimeric CD95Ls in which 

the extracellular region of CD95L (i.e., amino acid residues 139 to 281) devoid of its stalk 

region was fused to the collagen domain of muACRP30 or the human immunoglobulin G (IgG) 

region [10]. These recombinant CD95Ls indicated that the minimal stoichiometry required to 

trigger the CD95-mediated apoptotic signal corresponded to an hexamer [10].  

The length of the metalloprotease-cleaved CD95L and thereby, probably its conformation 

seems also to affect the magnitude of the CD95-mediated apoptotic signal [12]. For instance, 

oxidants generated by neutrophil myeloperoxidase (MPO) from acute respiratory distress 

syndrome (ARDS) patients replace methionine in CD95L (i.e., 8 methionine present in human 

CD95L extracellular region) by methionine sulfoxide in the THD and, increase in the 

aggregation level of sCD95L, which enhances its ability to kill small airway epithelial cells [13]. 

Oxidation of the unique methionine present in the CD95L stalk region at position 121 does not 

modify the magnitude of self-aggregation but it prevents the cleavage of mCD95L between 

126SL127 by MMP7 and promotes its processing closer to its plasma membrane [13]. The 

released soluble CD95L is longer, and it shows a stronger ability to kill epithelial cells as 

compared to the MMP7-cleaved ligand [13]. Overall, these results suggest that not only the 

stoichiometry of CD95L but also the conservation of its stalk region might account for the 

induction of robust apoptotic and non-apoptotic responses [14-17].  

Herein, to decipher how the CD95L stoichiometry modulates the magnitude of apoptotic and 

non-apoptotic signaling pathways, we designed a set of CD95L concatemers and assessed 

their biological effects. 



Results and discussion. 

Generation of CD95L concatemers  

Modeling and structural studies point out that soluble CD95L is a compact, non-covalently-

linked homotrimer [18] whose binding to its receptor seems to occur by the insertion of the 

ligand into three individual CD95 receptors to initiate cell signaling pathways. Soluble CD95L 

exhibits a “jelly-roll” fold of β sheets [19], and its crystal structure was not complete since the 

stalk region encompassing amino acid residues 103 to 143 was missing. Because this stalk 

region has been suggested to modulate the aggregation level and/or conformation of the 

soluble CD95L (sCD95L)[12, 20], we reconstituted this region by performing molecular 

dynamics simulations with the CD95L homo-trimer (Fig.1A and 1B). The final state of the 

reconstituted extracellular CD95L trimeric model highlighted that the N- and C-terminal 

regions of sCD95L were at proximity and thereby, we wondered whether this feature could be 

used to generate concatemers by covalently linking CD95L monomers with a flexible linker 

(i.e., GGGGS; Fig.1C).  

Because molecular modeling of the CD95L homotrimer predicted that the length and flexibility 

of a GGGGS dimer (i.e., (GGGGS)2) would be sufficient to connect CD95L monomers without 

affecting their global conformation (Fig.1C), we generated concatemers using this linker 

(Fig.1D). All constructs were transfected in the mammalian cell line HEK/293T and produced 

for in a serum-low medium (i.e., OPTI-MEM). Next, exosomes were eliminated by 

ultracentrifugation and the secreted ligands were analyzed in reducing and denaturating 

conditions by SDS-PAGE (Fig.1E) and in native condition using BN-PAGE (Fig.1F). 

Denaturing and reducing conditions (i.e., SDS-PAGE) confirmed that both the secreted CD95L 

monomer and the metalloprotease-cleaved CD95L possessed similar molecular weights (MW) 

around 30 kDa (Fig.1E). Although this MW was superior to the theoretical molecular weight 

20.4 kDa according to Expasy website, this difference was in agreement with the N-

glycosylation of CD95L in mammalian cells [18]. In native conditions, the recombinant soluble 

CD95L (a.a. 102 to 281) and its metalloprotease-cleaved counterpart exhibited a molecular 

weight below 148 kDa suggesting a homotrimeric or tetrameric stoichiometry (Fig.1F). Of note, 
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in native conditions, the dimeric concatemer migrated at 66 kDa, below its monomer 

counterpart indicating that dimers failed to self-associate to form tetramers or hexamers 

(Fig.1F). We also noticed that for trimeric, tetrameric, pentameric and hexameric concatemers, 

a faint band appeared at a higher molecular weight suggesting the formation of self-aggregate 

(Fig.1F).  

CD95L concatemers and cell death 

The ability of each construct to trigger cell death was first evaluated on primary T-cells. For 

this purpose, we exposed PHA-activated peripheral blood lymphocytes (PBLs) from healthy 

donors (Fig.2A) to different concentrations of the concatemers. Except the monomer, all 

concatemers killed activated T-lymphocytes (Fig.2A). Similarly, all concatemers but monomer 

induced the elimination of the CD95-sensitive Jurkat T-cell (Fig.S1A). Interestingly, while an 

hexamer of CD95L has been reported to be the minimal stoichiometry necessary to trigger 

cell death [10], we observed that the dimeric concatemer killed activated PBLs and Jurkat cells 

in a similar manner to trimer, tetramer and pentamer counterparts (EC50 measured in Jurkat 

cells corresponded to 169 ng/mL for the dimer, vs 152 for the trimer, 79 for the tetramer and 

131 for the pentamer). Nonetheless, the most efficient stoichiometry to kill remained the 

hexamer [10], since this ligand killed 3 to 8 fold more efficiently activated PBLs and Jurkat 

cells as compared to the other concatemers (EC50 of 23 ng/mL in Jurkat cells). These findings 

pointed out that although a dimeric CD95L was sufficient to trigger cell death, the CD95-

mediated apoptotic signal possess a threshold level that can be reached by the hexameric 

complex.  

Surprisingly, although monomer and trimer were resolved as homo-trimers in native conditions 

(see BN-PAGE shown in Fig.1F), the former did not induce cell death, while the latter did 

(Fig.2A and Fig.S1A). These data suggested that either the minor self-association of trimer 

concatemer observed in BN-PAGE (Fig.1F) or a different trimeric conformation exhibited by 

these trimers accounted for their difference in the induction of the apoptotic signal. Like the 

monomer, the metalloprotease-cleaved CD95L produced in HEK cells, mainly corresponding 
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to a ligand devoid of a large part of the stalk region because cleaved between amino acid 

residues 126SL127 [4], self-associated as an homotrimer (Fig. 1F) and failed to trigger cell death 

in both Jurkat and H9 T-cells (Fig.S1A) indicating that the presence of the stalk region in the 

soluble CD95Ls cannot by itself promote the induction of the apoptotic signal. 

To establish that the newly generated recombinant CD95Ls triggered a caspase-dependent 

apoptotic response, we evaluated whether FADD and caspase-8 were necessary to 

implement the cell death signal. Elimination of these DISC components in Jurkat cells (Fig.2B) 

abrogated the cell death signal induced by concatemers (Fig.2C-D). Next, Jurkat and H9 T-

cell lines were incubated for a short incubation time (2 hours) with the different concatemers 

and the metalloprotease-cleaved CD95L (sCD95L) and we quantified the protease activity of 

initiator caspase-8 (Fig.S1B) and of the executioner caspases -3 and/or -7 (Fig.S1C). Except 

monomers and sCD95L, all concatemers increased the caspase-8 activity in these T-cells, 

even if the intensity levels for dimer and trimer were not significant (Fig.S1B). All concatemers 

but sCD95L, stimulated the caspase-3/7 activity (Fig.S1C). Interestingly, these data indicated 

that although dimer, trimer and pentamer concatemers exhibited similar efficiency to kill 

activated PBLs or Jurkat cells when cell death was measured after 24 hours (Fig.2A and S1A), 

the dimer and trimer ligands induced lower caspase-8 and caspase-3/7 activities compared to 

that of pentamer (Fig.S1B-C). These data suggested that either the lower caspase activity 

observed for the dimer/trimer treatments could be compensated by a more sustained receptor 

activation compared to that of the pentamer or that the different aggregation and/or 

conformation modification exerted on CD95 by dimer and trimer might promote the recruitment 

of additional factors enhancing the apoptotic signal downstream the caspase-3/7 activations. 

Finally, pre-incubation of Jurkat (Fig.S1D) and H9 T-cells (Fig.S1E) with zVAD-fmk, a broad-

spectrum caspase inhibitor, totally abrogated the cell death signal induced by concatemers 

(Fig.S1C-D) supporting that the CD95L concatemers implemented a classical apoptotic 

signaling pathway.  
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CD95L concatemers and Ca2+ response 

The CD95-mediated calcium response exerts a pleiotropic role, but we established that this 

signal is essential for cell migration of Th17 cells in autoimmune diseases such as lupus [11] 

and thereby, for the implementation of non-apoptotic functions [4, 21]. A dose effect performed 

with all concatemers revealed that cells exposed to trimeric and hexameric ligands underwent 

stronger CD95-mediated Ca2+ response as compared to those measured with the other 

ligands (Fig.3A). In agreement with our previous data [11, 22], the metalloprotease-cleaved 

CD95L, which exhibited a homotrimeric structure (Fig.1F) also induced a strong Ca2+ 

response. Interestingly, although monomer, trimer and the metalloprotease-cleaved CD95L 

exhibited a homotrimeric structure (Fig.1F), the robust calcium signal observed with the 

metalloprotease-cleaved ligand and trimer concatemer (Fig.3B and 3C) was not phenocopied 

with the monomer (Fig.3A and 3C). CD95L can be cleaved by different metalloproteases and 

at different positions in its stalk region [13] such as 113EL114 [23], 126SL127 [3, 4] or 129KQ130 [24, 

25] according to the literature. We previously observed that the metalloprotease-driven 

cleavage of CD95L in HEK/293T cells mainly occurs between amino acid residues 126SL127 [4] 

and thereby leads to the elimination of a large part of its stalk region. Although the role of this 

stalk region remains to be elucidated, a long form of soluble CD95L containing the stalk region 

has been reported to induce cell death [20] and be responsible for the pathology severity in 

acute respiratory distress syndrome [12]. Unlike the metalloprotease-cleaved CD95L, the 

monomer encompassed the stalk region and failed to trigger apoptosis (Fig.2 and S1) and 

calcium response (Fig.3A and 3C), suggesting that although the stalk region did not affect the 

CD95L stoichiometry, it could change the ligand conformation, and thereby alter CD95 

activation. Nonetheless, it is noteworthy that the trimeric concatemer also possessed the stalk 

region and triggered both cell death (Fig.2 and S1) and calcium response (Fig.3A & 3C) 

rendering difficult to apprehend the exact role of this juxtamembrane region.  
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Concluding remarks 

This new set of ligands confirmed that the apoptotic signal relies on an aggregation 

threshold to be efficiently activated and hexamer is the best ligand to do it. On the other hand, 

the CD95-mediated calcium response relies on both conformation and stoichiometry because 

only trimer and hexamer (Fig.3A-C) can efficiently induce this response. Although the 

maintain of the stalk domain might explain why monomer, which self-associates as a trimer 

(Fig.1F), does not phenocopy the metalloprotease-cleaved ligand for the calcium response, 

this hypothesis must be further investigated since the trimeric concatemer also 

encompasses this domain and efficiently implements apoptotic and non-apoptotic signals.  

Material and Methods. 

Antibodies and reagents 

Mouse monoclonal anti-FLAG M2 (#F3165), anti-CD95 mAb CH-11 (#05-201), anti-β-

actin (#A5316), Phytohemagglutinin-L (PHA-L; #11249738001) and human interleukin-2 

(IL2; #11011456001) were from sigma-Aldrich (Sigma Aldrich Chimie, Saint-Quentin-

Fallavier, France). Anti-CD95L antibody (G247-4, #556387) and anti-FADD (#556402) 

were acquired from BD Bioscience. Anti-caspase-8 antibody (clone 1C12, #9746), was 

from cell signaling (Beverly, MA, USA). MTS ([3-(4,5-dimethylthiazol-2-yl)-5-(3-

carboxymethoxyphenyl)-2-(4-sulfophenyl)-2H-tetrazolium) (#G3581) was purchased from 

Promega (Charbonnières-les-Bains, France).  

Production of the soluble CD95Ls 

Concatemers and full length CD95L-encoding vectors were transfected 

using calcium/phosphate method in HEK/293T cells. After 7 days of culture in serum-low 

Opti-MEM (Life technologies, Saint Aubin, France), secreted constructs or 

metalloprotease-cleaved CD95L were collected. Supernatants were ultracentrifuged for 1 

h (100 000 g) to eliminate exosome contamination. Supernatant were dialyzed using 

spectra/por®1 dialysis membrane (6-8 kDa) (Sigma Aldrich) against PBS (Sigma 

Aldrich) and next concentrated using 
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centrifugal filters (Amicon® Ultra-15, Ultracel® -10K, Millipore, Molsheim, France). Soluble 

CD95L concentration was quantified by ELISA.  

CD95L ELISA  

Soluble CD95L was dosed by ELISA (#ab45892) following the manufacturer’s instructions 

(Abcam, MA, USA).  

Caspase-8 and caspase-3/7-glo assays 

Jurkat cells (2 x 104 cells) were incubated with the different concatemers at 100 ng/mL for 2 

hours and then, the caspase-8 (#G8200, Promega) and caspase-3/7 (#G8090, Promega) 

activities were assessed following the manufacturer’s recommendation. Reading was 

performed in white 96 well plates. 

Data Availability Statement  

The data that support the findings of this study are available from the corresponding author 

upon reasonable request. 

Conflict of interest disclosure 

MJ, PV and PL have filled patents to protect the use of CD95/CD95L inhibitors.  

Ethics approval statement for human and/or animal studies 

No human or animal studies 

Author contributions 

EL, CO, KK, NL, RJ, PV conceived, performed, and analyzed experiments. MJ analyzed data 

and reviewed manuscript. PL supervised, analyzed data, and wrote the manuscript. 

Acknowledgments 

This work was supported by INCa PLBIO (PLBIO 2018-132), ANR (ANR-22-CE15-0038-02), 

PCSI 2021 (CD95L-ProbInnov), and Fondation de France (Price Jean Valade). 

9  



10  

. 

References 

1 Strasser, A., Jost, P. J. and Nagata, S., The many roles of FAS receptor signaling in the 
immune system. Immunity 2009. 30: 180-192. 

2 Levoin, N., Jean, M. and Legembre, P., CD95 Structure, Aggregation and Cell Signaling. 
Front Cell Dev Biol 2020. 8: 314. 

3 Schneider, P., Holler, N., Bodmer, J. L., Hahne, M., Frei, K., Fontana, A. and Tschopp, 
J., Conversion of membrane-bound Fas(CD95) ligand to its soluble form is associated with 
downregulation of its proapoptotic activity and loss of liver toxicity. J Exp Med 1998. 187: 
1205-1213. 

4 Tauzin, S., Chaigne-Delalande, B., Selva, E., Khadra, N., Daburon, S., Contin-Bordes, C., 
Blanco, P., Le Seyec, J., Ducret, T., Counillon, L., Moreau, J. F., Hofman, P., Vacher, P. 
and Legembre, P., The naturally processed CD95L elicits a c-yes/calcium/PI3K-driven cell 
migration pathway. PLoS Biol 2011. 9: e1001090. 

5 Chinnaiyan, A. M., O'Rourke, K., Tewari, M. and Dixit, V. M., FADD, a novel death domain-
containing protein, interacts with the death domain of Fas and initiates apoptosis. Cell 1995. 
81: 505-512. 

6 Kischkel, F. C., Hellbardt, S., Behrmann, I., Germer, M., Pawlita, M., Krammer, P. H. and 
Peter, M. E., Cytotoxicity-dependent APO-1 (Fas/CD95)-associated proteins form a death-
inducing signaling complex (DISC) with the receptor. Embo J 1995. 14: 5579-5588. 

7 Chinnaiyan, A. M., Tepper, C. G., Seldin, M. F., O'Rourke, K., Kischkel, F. C., Hellbardt, 
S., Krammer, P. H., Peter, M. E. and Dixit, V. M., FADD/MORT1 is a common mediator of 
CD95 (Fas/APO-1) and tumor necrosis factor receptor-induced apoptosis. J Biol Chem 1996. 
271: 4961-4965. 

8 Steller, E. J., Ritsma, L., Raats, D. A., Hoogwater, F. J., Emmink, B. L., Govaert, K. M., 
Laoukili, J., Rinkes, I. H., van Rheenen, J. and Kranenburg, O., The death receptor CD95 
activates the cofilin pathway to stimulate tumour cell invasion. EMBO Rep 2011. 12: 931-937. 

9 Emrich, S. M., Yoast, R. E. and Trebak, M., Physiological Functions of CRAC Channels. 
Annu Rev Physiol 2022. 84: 355-379. 

10 Holler, N., Tardivel, A., Kovacsovics-Bankowski, M., Hertig, S., Gaide, O., Tinel, A., 
Deperthes, D., Calderara, S., Schulthess, T., Engel, J., Schneider, P. and Tschopp, J., 
Two adjacent trimeric Fas ligands are required for Fas signaling and formation of a death-
inducing signaling complex. Mol Cell Biol 2003. 23: 1428-1440. 

11 Poissonnier, A., Sanseau, D., Le Gallo, M., Malleter, M., Levoin, N., Viel, R., Morere, L., 
Penna, A., Blanco, P., Dupuy, A., Poizeau, F., Fautrel, A., Seneschal, J., Jouan, F., Ritz, 
J., Forcade, E., Rioux, N., Contin-Bordes, C., Ducret, T., Vacher, A. M., Barrow, P. A., 
Flynn, R. J., Vacher, P. and Legembre, P., CD95-Mediated Calcium Signaling Promotes T 
Helper 17 Trafficking to Inflamed Organs in Lupus-Prone Mice. Immunity 2016. 45: 209-223. 

12 Herrero, R., Kajikawa, O., Matute-Bello, G., Wang, Y., Hagimoto, N., Mongovin, S., 
Wong, V., Park, D. R., Brot, N., Heinecke, J. W., Rosen, H., Goodman, R. B., Fu, X. and 
Martin, T. R., The biological activity of FasL in human and mouse lungs is determined by the 
structure of its stalk region. J Clin Invest 2011. 121: 1174-1190. 

13 Devel, L., Guedeney, N., Bregant, S., Chowdhury, A., Jean, M. and Legembre, P., Role of 
metalloproteases in the CD95 signaling pathways. Front Immunol 2022. 13: 1074099. 

14 Lavrik, I. N., Golks, A., Riess, D., Bentele, M., Eils, R. and Krammer, P. H., Analysis of 
CD95 threshold signaling: triggering of CD95 (FAS/APO-1) at low concentrations primarily 
results in survival signaling. J Biol Chem 2007. 282: 13664-13671. 

15 Legembre, P., Barnhart, B. C., Zheng, L., Vijayan, S., Straus, S. E., Puck, J., Dale, J. K., 
Lenardo, M. and Peter, M. E., Induction of apoptosis and activation of NF-kappaB by CD95 
require different signalling thresholds. EMBO Rep 2004. 5: 1084-1089. 

16 Lang, I., Fick, A., Schafer, V., Giner, T., Siegmund, D. and Wajant, H., Signaling active 
CD95 receptor molecules trigger co-translocation of inactive CD95 molecules into lipid rafts. J 
Biol Chem 2012. 287: 24026-24042. 

17 Berg, D., Lehne, M., Muller, N., Siegmund, D., Munkel, S., Sebald, W., Pfizenmaier, K. 
and Wajant, H., Enforced covalent trimerization increases the activity of the TNF ligand 
family members TRAIL and CD95L. Cell Death Differ 2007. 14: 2021-2034. 



11  

. 

18 Schneider, P., Bodmer, J. L., Holler, N., Mattmann, C., Scuderi, P., Terskikh, A., Peitsch, 
M. C. and Tschopp, J., Characterization of Fas (Apo-1, CD95)-Fas ligand interaction. J Biol
Chem 1997. 272: 18827-18833.

19 Liu, W., Ramagopal, U., Cheng, H., Bonanno, J. B., Toro, R., Bhosle, R., Zhan, C. and
Almo, S. C., Crystal Structure of the Complex of Human FasL and Its Decoy Receptor DcR3.
Structure 2016. 24: 2016-2023.

20 Kajikawa, O., Herrero, R., Chow, Y. H., Hung, C. F. and Matute-Bello, G., The bioactivity of
soluble Fas ligand is modulated by key amino acids of its stalk region. PLoS One 2021. 16:
e0253260.

21 Malleter, M., Tauzin, S., Bessede, A., Castellano, R., Goubard, A., Godey, F., Leveque,
J., Jezequel, P., Campion, L., Campone, M., Ducret, T., MacGrogan, G., Debure, L.,
Collette, Y., Vacher, P. and Legembre, P., CD95L cell surface cleavage triggers a
prometastatic signaling pathway in triple-negative breast cancer. Cancer Res 2013. 73: 6711-
6721.

22 Poissonnier, A., Guegan, J. P., Nguyen, H. T., Best, D., Levoin, N., Kozlov, G., Gehring,
K., Pineau, R., Jouan, F., Morere, L., Martin, S., Thomas, M., Lazaro, E., Douchet, I.,
Ducret, T., van de Weghe, P., Blanco, P., Jean, M., Vacher, P. and Legembre, P.,
Disrupting the CD95-PLCgamma1 interaction prevents Th17-driven inflammation. Nat Chem
Biol 2018. 14: 1079-1089.

23 Vargo-Gogola, T., Crawford, H. C., Fingleton, B. and Matrisian, L. M., Identification of
novel matrix metalloproteinase-7 (matrilysin) cleavage sites in murine and human Fas ligand.
Arch Biochem Biophys 2002. 408: 155-161.

24 Tanaka, M., Suda, T., Haze, K., Nakamura, N., Sato, K., Kimura, F., Motoyoshi, K.,
Mizuki, M., Tagawa, S., Ohga, S., Hatake, K., Drummond, A. H. and Nagata, S., Fas ligand
in human serum. Nat Med 1996. 2: 317-322.

25 Suda, T., Hashimoto, H., Tanaka, M., Ochi, T. and Nagata, S., Membrane Fas ligand kills
human peripheral blood T lymphocytes, and soluble Fas ligand blocks the killing. J Exp Med
1997. 186: 2045-2050.



Figure legends. 

Figure 1. Generation of CD95L concatemers 

A. The amino acid residues 103 to 143 were missing in the crystal structure. Their structure

was built through extensive molecular dynamic simulations. The final state of the reconstituted 

CD95L trimeric model with Nt region in yellow is depicted. 

B. Addition of the amino acid residues 103 to 143 to the crystalized CD95L did not affect the

experimental 3D structure of the protomer. 

C. Based on the reconstituted CD95L trimeric model showed in Figure A, a molecular

modeling approach was applied to predict the minimal repetition of the flexible linker GGGGS 

(in blue) to connect covalently three CD95L protomers without affecting the global structure of 

the crystalized homotrimeric CD95L. 

D. Schematic representation of the indicated concatemers.

E. The CD95L concatemer-encoding pcDNA3 vectors and empty or human full length CD95L-

encoding pLVX-IRES-tdTomato vectors were transfected in HEK/293T cells and supernatants 

were harvested after 7 days. After ultracentrifugation to eliminate exosomes, supernatants 

were resolved in reducing and denaturing conditions (SDS-PAGE). Indicated immunoblotting 

was performed.  
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F. The molecular weights of the different CD95L were assessed in native condition using BN-

PAGE method. 

Figure 2. Concatemers of CD95L and induction of apoptosis 

A. CD95L constructs secreted by HEK/293T cells were dosed by ELISA and their cytotoxic 

activity was evaluated by MTS assay using PHA-activated PBLs from health donor. Data 

represent means and SD of three independently performed experiments. 

B. Wild type Jurkat (A3) and its FADD-deficient (FADD-/-; clone I2.1) and caspase-8 deficient 

(Casp8-/-; clone I9.2)) were lyzed. Lysates (10 µg of protein) were resolved in a 12% SDS-

PAGE and indicated immunoblots were performed. β-actin serves as loading control. 

C. The cytotoxic activity of CD95L constructs was evaluated by MTS assay using the CD95 

sensitive cell line Jurkat and its FADD-deficient counterpart, namely I2.1 cell line. Data 

represent means and SD of three independently performed experiments. 

D. The cytotoxic activity of CD95L constructs was evaluated by MTS assay using the CD95 

sensitive cell line Jurkat and its Caspase-8-deficient counterpart, namely I9.2 cell line. Data 

represent means and SD of three independently performed experiments. 
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Figure 3. Concatemers of CD95L and induction of calcium response 

A. The cytosolic calcium concentration ([Ca2+]cyt) in Jurkat cells exposed to the indicated

concentration of CD95L was assessed using  the calcium fluorescent probe Cali-520. Ratio 

values (R) were normalized to pre-stimulated values (R0) to yield R/R0 values (relative [Ca2+]). 

Data represent the mean ± SD of three independently performed experiments.  

B. Same experiment as A with the metalloprotease-cleaved CD95L (sCD95L).

C. Left panel: The histogram represents the area under the curve (AUC) of the Ca2+ response

for the different CD95Ls at the indicated concentrations obtained from experiments depicted 

in A and B. For each condition, the AUC was calculated for a stimulation of 1200 s. Right 

panel: AUC (1200 s) of the Ca2+ response obtained in Jurkat cells exposed to the higher 

concentration of indicated ligands (100 ng/mL). Data represent mean ± SD. The statistical 

analyses of the AUC values were performed for the indicated ligands using non-parametric 

two-tailed Mann-Whitney tests. **, *** and **** indicate p values=0.01, 0.001 and 0.0001, 

respectively.  
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