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A human infertility‑associated 
KASH5 variant promotes 
mitochondrial localization
Sana A. Bentebbal1, Bakhita R. Meqbel1, Anna Salter2,3, Victoria Allan2, Brian Burke3 & 
Henning F. Horn1*

KASH5 is the most recently identified member of the KASH domain family of tail anchored, outer 
nuclear membrane (ONM) and endoplasmic reticulum (ER) proteins. During meiosis prophase I, 
KASH5 and SUN1 form a complex that spans the nuclear envelope and which links the telomeres 
of meiotic chromosomes to cytoplasmic dynein. This connection is essential for homologous 
chromosome dynamics and pairing. A recent study identified a variant in human KASH5 (L535Q) that 
correlated with male infertility associated with azoospermia. However, no molecular mechanism 
was described. Here, we report that this amino acid substitution, within the KASH5 transmembrane 
domain (TMD) has no predicted effects on secondary structure. However, the overall hydrophobicity 
of the L535Q TMD, is calculated to be lower than the wild-type KASH5, based on the GES (Goldman–
Engelman–Steitz) amino acid hydrophobicity scale. This change in hydrophobicity profoundly affects 
the subcellular localization of KASH5. Through a series of amino acid substitution studies, we show 
that the L535Q substitution perturbs KASH5 localization to the ER and ONM and instead results in 
mistargeting to the mitochondria membrane. We suggest that this mislocalization accounts for the 
infertility and azoospermia phenotype in patients.

The nuclear envelope (NE) is a defining feature of eukaryotic cells. By separating the genome from the cytoplasm, 
the NE establishes the boundary of the nucleus. The NE is composed of two highly organized lipid bilayers: 
the inner (INM) and outer (ONM) nuclear membranes separated by a roughly 50 nm gap or perinuclear space 
(PNS)1. The INM and ONM are connected at sites of nuclear pore complex (NPC) insertion. However, the two 
membranes maintain a distinct protein composition. Moreover, the ONM exhibits numerous continuities with 
the endoplasmic reticulum (ER) to which it is functionally related. In this way, the INM, ONM and ER represent 
different domains of a single continuous endo-membrane system with the PNS representing a perinuclear exten-
sion of the ER lumen. Beyond its role as a physical barrier, the NE has a pivotal role in various cellular functions 
including signaling pathway, transcriptional regulation, chromatin and cytoskeleton  organization2. All these 
functions are mediated by an array of protein complexes present on both INM and/or ONM.

One such protein complex is the LINC complex (LInker of Nucleoskeleton and Cytoskeleton)3. By spanning 
the NE, LINC complexes form a bridge that physically connects the nucleoskeleton to the cytoskeleton. This 
connection plays a crucial role in mechanical force transmission to the  nucleus4,5. LINC complexes contribute to 
a wide range of essential cellular functions including nuclear positioning and migration, centrosome localization, 
cell polarization and migration, and transduction of external and internal mechanical  stimuli4–6. The LINC com-
plex consists of two highly conserved transmembrane protein families: SUN (Sad1, UNC-84) domain proteins 
of the INM and KASH (Klarsicht, ANC-1, Syne Homology) domain proteins of the ONM. The lumenal domains 
of both SUN and KASH proteins associate within the PNS to form the core structure of LINC  complexes3,7–9.

To date, five SUN domain proteins have been identified in mammals, SUN1-5. However, only two of these, 
SUN1 and SUN2 are widely expressed. The remaining three appear to be largely testis-specific10. The mammalian 
SUN family members all share a common topology. Their N-terminal domain resides in the nucleoplasm where 
it tethers nuclear structures to the INM, while their C-terminal segment, containing the highly conserved SUN 
domain (~ 175 residues), extends into the PNS where it engages with KASH family  members11.

Six members of the mammalian KASH domain family of tail-anchored transmembrane proteins have been 
identified to date. These include Nesprin (nuclear envelope spectrin repeat domain)-1, -2, -3 and -4, KASH5 and 
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LMRP (Lymphocyte Restricted Membrane Protein, also known as JAW1). The N-terminal domain of all KASH 
proteins is exposed to the cytoplasm where it may interact with one or more components of the cytoskeleton 
through which they transduce cytoskeletal forces to the NE. The C-terminal KASH domain is the eponymous 
feature of the KASH protein family. It consists of a single transmembrane region followed by a short lumenal 
tail (~ 30–40 residues) that associates with SUN domains in the PNS where a single SUN trimer can associate 
with three KASH peptides forming a SUN-KASH 3:3  assembly7,12. Recently, it has been suggested that two 3:3 
complexes may associate together “back-to-back”, giving rise to a branched 6:6 SUN-KASH assembly. This larger 
complex could explain how the LINC complex provides for maximal forces transfer across the  NE13.

LINC complex assembly occurs in an orchestrated fashion. The first step involves the translocation of SUN 
proteins from the ER/ONM to the INM via the NPC membrane domain. Once at the INM, SUN protein locali-
zation is likely stabilized by interactions with nuclear components, including the NE-associated nuclear lamina. 
Oligomerization also potentially plays a part in stabilizing the INM  localization7,14,15. The positioning of SUN 
proteins at the INM is prerequisite for the recruitment of KASH domain  proteins16. Various studies have shown 
that the KASH domain sequence is necessary and sufficient for the targeting of KASH proteins to the  ONM16,17. 
While it is assumed that KASH insertion follows the same pathways as other tail-anchored proteins, the exact 
mechanism for KASH protein insertion into the ER/ONM has not been formally  established11.

Tail-anchored proteins represent 3–5% of all transmembrane  proteins18. The hallmark of the TA proteins is 
a single transmembrane domain (TMD) close to the C-terminus, which acts as a targeting signal. Because of its 
proximity to the C-terminus, it only emerges from the ribosome tunnel after translation has been  terminated19. 
As a consequence, TA protein sorting and insertion occurs, by definition, post-translationally. In mammals, the 
mechanism(s) of TA protein insertion into membranes is not well understood. It is generally considered that 
the pathway responsible for membrane integration depends on the subcellular destination where the protein is 
to be inserted. For instance, protein translocation into the ER membrane requires TRC40 (TMD Recognition 
Complex), a mammalian ortholog of the yeast GET protein  pathway20–22. Similarly, the delivery of TA proteins 
to mitochondria and peroxisomes involve TOM and PEX19/PEX3 machinery,  respectively23,24. In addition, 
several studies have shown that the destination of a protein is not the only factor that determines what import 
machinery is involved. Furthermore, in vitro experiments indicate that some TA proteins are able to insert into 
membranes without assistance of any translocation machinery. This spontaneous insertion is correlated with 
the TMD hydrophobicity and the presence of charged residues in the protein  tail25–29. Whether spontaneous 
insertion can occur in vivo is still an open question.

KASH5 (CCDC155) is the most recently identified KASH domain protein family member. A yeast two-
hybrid screen of a mouse testis library using Shugosin2 as bait fortuitously detected  KASH530. Independently, 
KASH5 was also identified through a homology-based approach that showed a similarity between CCDC155 
and the zebrafish LRMP homologue,  Fue31. In mammals, KASH5 is found predominantly in testes and ovaries 
where it functions as an ONM adapter for cytoplasmic dynein. In the testis, KASH5 expression is restricted to 
primary spermatocytes where, in association with SUN1, it is essential for meiotic prophase I  progression31,32. 
Homologous chromosome pairing, synapsis and recombination requires two important events: (1) the attach-
ment of telomeres to the INM and (2) rapid, telomere-led chromosome movements. The KASH5/SUN1 LINC 
complex is responsible for both phenomena. SUN1 provides a tether for telomeres at the INM while at the same 
time anchoring KASH5 in the  ONM33. KASH5 in turn transmits dynein-generated forces to telomeres via SUN1. 
Nuclear and autonomous chromosomes movements, called rapid prophase movement (RPM) occur to facilitate 
chromosome pairing and to separate or prevent non-homologous chromosome  interaction32,34,35. RPM is driven 
by SUN1/KASH5 complexes that couple the telomeres to the microtubule system via cytoplasmic KASH5-dynein 
 interactions32. Since correct homologous chromosome pairing is essential for meiosis, the prophase I progres-
sion is subject to stringent quality control mechanisms that monitor chromosome pairing and  integrity36–38. Any 
defects or chromosomal abnormalities lead to a meiotic delay or to an early meiotic arrest, and consequently a 
failure in  gametogenesis39. Indeed, mice deficient for KASH5 exhibit expected defects in RPM and homologous 
 pairing31,32, with spermatogenesis arrested at leptotene/zygotene stage. Consequently, KASH5-null mice are 
sterile and display  azoospermia31.

A recent study has identified a variant in human KASH5 correlated with  infertility40. The KASH5 homozygous 
variant was found in two brothers affected by azoospermia, a severe type of male infertility characterized by a 
complete absence of spermatozoa production due to a spermatogenesis arrest. The identified variant consists 
of a substitution of a leucine with a glutamine at the position 535 (L5353Q) within the KASH5 transmembrane 
 domain40. The molecular mechansism underlying this infertily have not been described.

In this study, we characterized the human KASH5 L535Q variant. We show that the amino acid substitution 
leads to a change in the transmembrane domain hydrophobicity. Using a number of KASH5 expression constructs 
we demonstrate that the moderate hydrophobic TMD of L535Q KASH5 resulted in a relocalization away from 
the NE, with a clear localization to the mitochondria. We suggest that this functional loss of KASH5 from the 
ONM is responsible for the azoospermia phenotype of these patients.

Results
The L535Q variant changes the transmembrane domain hydrophobicity of KASH5. The 
human KASH5 variant that is associated with infertility is a T > A transversion at position 1604 in the  cDNA40. 
This base substitution results in an amino acid replacement of a Leucine with a Glutamine, (L535Q) within the 
KASH5 transmembrane domain (TMD, Fig. 1A). To understand the effects of this substitution we compared 
the predicted secondary structure (I-TASSER, University of Michigan) of the TMDs for both the wild-type 
and L535Q variant KASH5 proteins. These analyses indicated that the L535Q substitution is not expected to 
perturb the alpha-helical structure of the KASH5 TMD (Fig. 1A). We then examined the hydrophobicity of the 
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TMD using the GES scale (Goldman–Engelman–Steitz)41. At a hydrophobicity of 31.7 kcal/mol, the TMD of the 
L535Q KASH5 is clearly less hydrophobic than the wild-type KASH5 (38.6 kcal/mol), a reduction of 6.9 kcal/
mol (Fig. 1B).

L535Q KASH5 localizes to the mitochondria. Several studies have shown that TMD hydrophobicity 
and tail charge can influence TA protein targeting to specific  organelles25,42,43. A moderate hydrophobic TMD in 
conjunction with a positively charged tail targets TA proteins to the outer mitochondria membrane (OMM) or 
to the peroxisome  membrane43,44.

Given the decreased hydrophobicity of the L535Q KASH5 TMD, we examined whether this change in hydro-
phobicity could cause a mitochondrial or peroxisomal localization. GFP-tagged versions of wild-type and L535Q 
KASH5 were expressed in U2OS cells and organelle localization was examined by immunofluorescence micros-
copy in conjunction with organelle-specific protein markers (Fig. 2). As expected, the wild-type KASH5 protein 
colocalized with Lamins A and/or C, components of the nuclear envelope. In contrast, the L535Q variant showed 
no evidence of targeting to the NE (Fig. 2A). Instead, the L535Q KASH5 showed very obvious colocalization 
with the mitochondrial protein, TOM20 (Fig. 2B). Evidently, L535Q KASH5 is mistargeted to mitochondria. This 
effect was not cell-specific since mitochondrial localization of the L535Q KASH5 was also observed in HeLa, 
MCF-7 and MRC-5 cells (Supplementary Fig. S1). Significantly, no colocalization was found between the L535Q 
KASH5 and the peroxisomal protein, Pex14 (Fig. 2C). To confirm our confocal images data, we performed a 
pixel-wise Pearson’s colocalization test to quantify the overlap between the GFP-KASH5 proteins and the orga-
nelle markers: Lamin A/C, TOM20 or Pex14 (Fig. 2D). A Pearson’s correlation coefficient value of 1 indicates 
complete colocalization, 0 no colocalization and − 1 opposing localizations. This analysis confirmed that the 
GFP-L535Q KASH5 did not colocalize with Lamin A/C, with a Pearson’s correlation coefficient of − 0.05. The 
Pearson’s correlation coefficient for the GFP-L535Q KASH5 and Pex 14 was 0.2, which is significantly higher 
than the correlation coefficient for wild-type KASH5 and Pex 14. We suggest that this is an artefact due to cross-
over in three-dimensional space between mitochondria and peroxisomes, which appears as colocalization in 
a 2D image analysis. In our visual inspection of 70 + images we were unable to positively identify peroxisomal 
localization of L535Q KASH5. By contrast, GFP-L535Q KASH5 and TOM20 showed clear colocalization, with 
a Pearson correlation coefficient of 0.81, confirming a mitochondrial targeting of the L535Q KASH5. Further 
analyses on isolated mitochondria from U2OS cells transfected with wild-type or L535Q KASH5 showed the 
presence of the L535Q KASH5 protein at the mitochondria fraction (Supplementary Fig. S1D). Clearly, the amino 
acid change within the L535Q TMD results in the redirection of KASH5 from the ER/ONM to mitochondria.

TMD hydrophobicity determines KASH5 localization. The KASH5 TMD contains a stretch of seven 
leucine residues. The L535Q substitution is located at the sixth position of this string of leucines. To differentiate 
between sequence-specific requirements versus change in hydrophobicity, we sequentially altered the 7-leucines 
to glutamine, from position 530 to 536, as illustrated in Fig. 3A. On the GES scale, all variants have the same 
change in TMD hydrophobicity compared to the wild-type ( �6.9 kcal/mol). GFP-tagged variants were trans-
fected into MCF-7 cells and analyzed by immunofluorescent microscopy. All L-to-Q TMD variants of KASH5 
showed a similar subcellular localization to the L535Q KASH5 (Fig. 3B), indicating that a change in hydropho-
bicity is dominant over specific TMD sequence requirements in promoting L535Q localization away from the 
NE.

To further confirm that the change in hydrophobicity determines the mitochondrial mislocalization of the 
L535Q variant, we substituted the L535 with valine or asparagine, L535V or L535N, respectively. The valine 

Figure 1.  The L535Q KASH5 variant changes the TMD hydrophobicity (A) Schematic representation of 
KASH5 protein. The variant amino acid is situated in the C-terminal transmembrane domain, part of the 
KASH domain. The variant consists in a single amino acid substitution in the 7-leucine stretch resulting in 
the replacement of a leucine (L) with a glutamine (Q) at the position 535 (L535Q). According to I-TASSER 
(University of Michigan), wild-type and L535Q KASH5 share the same predicted helical secondary structure 
within the TMD (H: Helix; C: Coil). (B) Using the GES scale, the TMD hydrophobicity of the L535Q variant is 
lower than that of the wild-type KASH5 (kcal/mol).
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substitution confers minimal change in TMD hydrophobicity compared to the wild-type TMD (�0.2 kcal/mol, 
Fig. 4A). By contrast, the asparagine substitution confers a TMD hydrophobicity similar to the L535Q variant ( �
0.7 kcal/mol compared to L535Q, �7.6 kcal/mol compared to wild-type, Fig. 4A). MCF-7 cells were transfected 
with GFP-tagged variants or wild-type KASH5, while mitochondria were visualized with MitoTracker Red 
CMXROS. As revealed in the Fig. 4B, the L535V subsitution behaved in a way that was similar to the wild-type 
KASH5, with no evidence of targeting to mitochondria. In contrast, the L535N substitution displayed a mito-
chondrial localization that was indistinguishable from the L535Q KASH5 variant.

Taken together, these results suggest that the KASH5 mislocalization is not sequence dependent, but it is 
caused by reduced hydrophobicity of the TMD.

L535Q KASH5 does not impair the mitochondrial membrane potential. The uptake of the 
MitoTracker Red CMXROS dye used for the colocalization assay is dependent upon mitochondrial membrane 
potential (ΔΨm). As shown in Fig. 5A, the co-staining of this dye with L535Q and L535N KASH5 proteins 
would imply that aberrant targeting of these proteins does not significantly compromise the ability of mitochon-
dria to maintain their membrane potential.

To further evaluate the effect of L535Q KASH5 on mitochondrial function, oxygen consumption rate (OCR) 
was evaluate using the Seahorse XF instrument. As shown in Fig. 5B,C, U2OS cells transfected with L535Q 
KASH5 exhibited a slight change in basal respiration and a small but statistically significative decrease in spare 
respiratory capacity and ATP production. However, the proton leak, which is correlated to the mitochondrial 
damage, was not altered. This data is consistent with the confocal analysis where the L535Q variant colocalizes 
at mitochondria that stain positively with the membrane potential-dependent stain, MitoTracker Red CMXROS.

To further confirm that the membrane potential is maintained when the L535Q KASH5 variant is present at 
the mitochondria membrane, we performed staining with the membrane-potential-sensitive dye TMRE (Sup-
plementary Fig. S2). U2OS cells were transfected with GFP-tagged L535Q and stained with TMRE. A control was 
treated with FCCP, an uncoupler of mitochondrial oxidative phosphorylation that results in loss of mitochondrial 
membrane potential, and loss of TMRE staining. The results showed that while FCCP treatment abolished TMRE 
staining, L535Q mitochondrial localization did not.

Taken together, these data show that while L535Q KASH5 does appear to have some effects on mitochondrial 
function, it is not severe enough to disrupt mitochondrial membrane potential.

Figure 2.  The L535Q KASH5 localizes to the mitochondria. U2OS cells grown on coverslips were transfected 
with an N-terminal GFP-tagged version of wild-type or L535Q KASH5. The subcellular localization was 
determined by immunostaining with organelle-specific protein markers. (A) Nuclear localization was assessed 
using an anti-lamin A/C antibody (red). (B) Mitochondria localization was assessed with an anti-TOM20 
antibody (red). (C) Peroxisome localization was assessed with an anti-PEX14 antibody (red). (D) Pearson’s 
correlation coefficient between GFP-KASH5 and organelle markers. KASH5 vs Lamin A/C: N = 24, KASH5 
vs TOM20: N = 35 and KASH5 vs Pex14: N = 72. The values indicate − 1: opposing, 0: no and 1 complete 
colocalization. Scale bar 10 μm. ****P < 0.0001; ***P < 0.0002. The experiment was repeated seven times.
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Figure 3.  The position of the glutamine in the 7-leucine stretch does not disrupts the protein localization. 
(A) A schematic of KASH5 TMD indicating the sequential replacement of a leucine with a glutamine in the 
7-leucine stretch. Computed according to the GES scale, all the variants have the same hydrophobicity of the 
TMD. (B) MCF-7 cells transfected with a N-terminal GFP-tagged version of KASH5 variants and treated with 
MitoTracker Red CMXROS to stain the mitochondria. All substitutions within the 7-leucine stretch lead to the 
mislocalization at the mitochondria. Scale bar 10 μm. The experiment was repeated two times.

Figure 4.  Hydrophobicity of the transmembrane domain alters KASH5 protein localization. (A) Schematic 
representation of KASH5 TMD indicating the different amino acid substitution at the position 535 (V, valine; 
Q, glutamine; N, asparagine). Using the GES scale to calculate the hydrophobicity, the L535V and L535N 
substitutions mimic the hydrophobicity of the TMD of the wild-type and L535Q KASH5, respectively. (B) 
MCF-7 cells transfected with a GFP-tagged version of wild-type or variant KASH5 and treated with MitoTracker 
Red CMXROS to stain the mitochondria. Both wild-type and L535V KASH5 localize at the nuclear envelope 
while both L535Q and L535N localize at the mitochondria. This experiment was repeated four times.
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Extending the tail Domain of KASH5 does not prevent mitochondrial localization. The nature 
of the interaction of L535Q KASH5 with the mitochondria is not known. While the TMD mutagenesis results 
imply an insertion into the MOM, we sought to confirm this more directly. The KASH domain consists of the 
TMD and a C-terminal portion that, at the NE, extends into the perinuclear space where it interacts within the 
binding pocket of SUN proteins to generate a functional LINC complex. The PPPX motif located at the very 
C-terminus of the KASH domain is essential for binding to  SUN6,7, and extension of this sequence by a single 
alanine abolishes not only the binding to SUN proteins but also the localization of KASH protein to the  ONM7.

We investigated whether the addition of a single alanine to the PPPX motif of the L535Q KASH5 would 
disrupt the mitochondria localization. A GFP-tagged L535Q KASH5 containing an extra alanine at the very 
C-terminus tail (L535Q + A) was transfected into U2OS cells and visualized together with anti-TOM20 staining 
to determine the subcellular localization. We found that the L535Q + A KASH5 localizes to the mitochondria in 
a fashion similar to that of the variant L535Q KASH5 (Fig. 6A). Pearson’s correlation between the GFP-KASH5 
and TOM20 showed no significant difference between L535Q and L535Q + A KASH5 (Fig. 6B). In contrast, a 
similar extension of the C-terminus of wild-type KASH5 (KASH5 + Ala) resulted in failure of the protein to 
localize to the NE (Fig. 6A). A Pearson’s correlation analysis shows that KASH5 + Ala also does not localize to 
the mitochondria (Fig. 6B).

L535Q KASH5 does not insert spontaneously into the lipid bilayers. Recent in vitro studies have 
demonstrated that TA proteins with a moderate TMD hydrophobicity are capable of unassisted, spontaneous 
insertion into lipid  bilayers25,27,28,43. Since the L535Q substitution reduces the KASH5 TMD to a hydrophobicity 
value that would be consistent with such proposed behaviour, we sought to determine whether L535Q KASH5 
can spontaneously insert into membranes. To prevent the cellular machinery from contributing to the inser-
tion, we used a protein-free liposomes system (Fig. 7). The KASH5 constructs were tagged at the C-terminus 
with V5 epitope tag. This allowed us to cleave any extra-liposome moiety and retain enough of a intra-liposome 
fragment to detect by immunoblot analysis. The ability for spontaneous insertion is limited by the size of the tail 
domain, which should not exceed 85 amino  acids18,28,45. Our KASH5 constructs, with a tail domain of 60 amino 
acids, are well within this limit. As a positive control, we used a common control for spontaneous insertion 
assays, the cytochrome b5 (cB5) flanked with a C-terminal bovine Opsin  tag25–28. The cB5-Opsin as well as the 
C-terminal V5-tagged wild-type and L535Q KASH5 were expressed in vitro using the TNT Rabbit Reticulocyte 
Lysate System (Promega). The in vitro expression was performed in the presence (co-translational) or absence 
(post-translational) of protein-free liposomes (Fig. 7A,D, respectively). For the post-translational condition, we 

Figure 5.  L535Q KASH5 reduces mitochondrial function, but does not impair membrane potential. (A) 
Colocalization between Mitotracker Red CMXROS and L535Q or L535N KASH5. Scale bar 10 μm. (B) 
Mitochondrial function assessed by measuring the oxygen consumption rate (OCR) in mitochondria from 
U2OS cells transfected with an empty vector, wild-type or L535Q KASH5. Black arrows indicate the time of 
addition of each mitochondrial functional modifier: Oligomycin, FCCP, Rotenone & Antimycin A. Data are 
expressed as mean ± standard error. (C) Basal respiration, Spare respiration capacity, proton leak and adenosine 
triphosphate (ATP) production and spare respiratory capacity of the cells. Error bars represent standard error. 
P < 0.05. The results are the average of two biological replicates and 30 technical replicates for each sample.
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released newly synthetized TA proteins from the ribosomes by treating lysates with puromycin prior to the 
addition of liposomes. After incubation with liposomes we performed a protease protection assay to determine 
whether the C-terminal tail had inserted into the liposomes. Half of each sample was digested with proteinase K 
(+ PK) and the other half was digested with proteinase K in presence of Triton X100 detergent to simultaneously 
permeabilize the liposomes (+ PKT) (Fig. 7A,D). As shown in the Fig. 7B,E, proteinase K treatment resulted in a 
9 kDa band in both the co- and post-translational translocation assays for cB5-Opsin. This band corresponds to 
the predicted size of the cB5 tail with the Opsin tag. Solubilization of the liposomes with Triton X100 and pro-
teinase K treatment resulted in the predicted loss of this band. The cB5 protein therefore inserted spontaneously 
into the liposomes and was protected from proteinase K degradation. However, no band (9 kDa predicted size) 
was detected after proteinase K treatment for the L535Q KASH5 samples, indicating that the variant KASH5 
was not able to insert spontaneously in the protein-free liposomes system, either co-translationally or post-
translationally (Fig. 7C,F).

Discussion
Meiosis is an essential process for metazoans and is central to gametogenesis. The exchange of genetic informa-
tion between homologous chromosomes in meiosis provides genetic variability and requires pairing and synapsis 
of homologues. Homologous pairing is achieved through chromosomal movements coupled with nuclear rota-
tions, both of which occur in prophase I of meiosis and are referred to as rapid prophase movements (RPM). Any 
defects in homologous pairing can lead to gametogenesis failure. The SUN1/KASH5 LINC complex has been 
shown to be essential for RPM by connecting chromosomes to the dynein motor proteins. As shown in previous 
studies, loss of KASH5 in mice results in loss of nuclear rotation, chromosome movements and synapsis defects, 
all resulting in a spermatogenesis arrest and  infertility31,32. Loss of SUN1 also disrupts chromosome movement 
and synapsis but does not completely abrogate nuclear  rotation32. Nevertheless, SUN1-null mice are  infertile46.

A variant of human KASH5 was recently identified in male infertility  patients40, adding additional support 
to the role of KASH5 in spermatogenesis. This variant consists in a substitution of a leucine with a glutamine 
at the position 535 within the TMD of KASH5. The amino acid substitution changes the hydrophobicity of the 
TMD with a decrease of Δ6.9 kcal/mol (GES scale). In this study we show that the decreased hydrophobicity 
of the TMD is responsible for a mistargeting of the L535Q KASH5 away from the NE, and we suggest that this 
mislocalization is the mechanism by which the L535Q variant contributes to infertility. TA proteins are post-
translationally targeted and generally inserted into membranes through chaperones and chaperone-associated 
targeting  machineries18. The targeting of a tail-anchored protein is largely influenced by the TMD hydrophobicity 
as well as the tail charge. For example, a moderately hydrophobic TMD coupled with a positively charged tail 
promotes mitochondrial and peroxisome targeting. We show that the L535Q amino acid substitution leads to 

Figure 6.  Addition of alanine to the KASH domain does not disrupt L535Q mitochondrial targeting. (A) U2OS 
cells grown on coverslips were transfected with an N-terminal GFP-tagged version of wild-type +Ala, L535Q 
or L535Q + Ala KASH5. Mitochondria localization was assessed with an anti-TOM20 antibody (pink). (B) 
Pearson’s correlation coefficient between GFP-KASH5 and TOM20 N = 58. The experiment was repeated four 
times.
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mitochondrial targeting. Interestingly, we did not observe any peroxisome localization, indicating that either 
the L535Q KASH5 was specifically targeted to the mitochondria membrane, or that any protein localized to the 
peroxisomes was efficiently cleared.

Emerging evidence indicates that the mitochondrial membrane is a default destination for TA proteins in the 
situation where normal targeting pathways are disrupted, or as is the case here, amino acid substitutions result 
in a changed hydrophobicity of the protein. To maintain its integrity and normal protein composition, mito-
chondria contain protein extraction mechanisms in the mitochondrial outer membrane (MOM). One of these 
clearing systems is ATAD1 (MSP1 in yeast), an AAA-ATPase that localizes to the mitochondria and peroxisome 
membranes. In association with DOA10, an ER-resident E3 ligase, ATAD1 plays a crucial role in removing and 
degrading mistargeted TA proteins from the  MOM47–50. However, the mechanism by which the clearing system 
recognizes a mistargeted protein is not well  understood49. The accumulation of L535Q KASH5 at the mitochon-
drial membrane indicates that the protein is not cleared by the quality control machinery, even at relatively low 
expression levels, and suggests that the protein escapes recognition by the quality control machinery. One pos-
sible explanation for this is that L535Q KASH5 may interact with a mitochondrial protein, and may therefore 
be seen as a bona fide mitochondrial protein by the clearing machinery.

It is well established that addition of amino acids to the C-terminus of KASH proteins disrupts the association 
with SUN  proteins7. We were able to show that addition of an alanine to the C-terminus of L535Q KASH5 did 
not disrupt the mitochondrial localization. In fact, the addition of a V5 tag (14 amino acids) to the C-terminus 
also did not disrupt the mitochondrial localization of L535Q KASH5 (data not shown). Taken together these 
results suggest that if the L535Q KASH5 has a mitochondrial binding partner, the nature of this interaction is 
not a traditional SUN-KASH interaction. In addition, it is possible that the L535Q KASH5 does not interact with 
any mitochondrial proteins, but escapes clearing from the mitochondria through other unknown mechanisms.

While we are proposing that the L535Q substitution in KASH5 causes infertility by preventing RPM in 
meiosis, it is possible that the accumulation of L535Q KASH5 at the mitochondria could trigger mitochondrial 
stress and cytotoxicity leading to infertility. Indeed, our analysis of mitochondrial respiration suggests that the 
accumulation of L535Q at the mitochondria has a small but significant effect on mitochondrial respiration. 

Figure 7.  L535Q KASH5 does not insert spontaneously into protein-free liposomes. A protein-free liposome 
system was used to check for the spontaneous membrane insertion of L535Q KASH5. Liposomes were added 
either during the in vitro transcription/translation reaction [co-translational (A)] or after the proteins were 
translated [post-translational (D)]. Both samples were then subjected to proteinase K digestion in the presence 
or absence of TritonX100 detergent (PKT and PK, respectively). Co- or post-translational translocation assays 
were dissolved in loading buffer and subjected to immunoblot analysis with an anti-opsin or an anti-V5 
antibody to detect the protected fragment (PF). For all samples, protein expression levels were determined by 
running an aliquot of the in vitro transcription/translation reaction (Input IVT). An opsin-tagged Cytochrome 
B5 was used as a positive control for spontaneous insertion into liposomes, which showed insertion in both the 
co-translational (B) and post-translational setup (E) as evidenced by the ~ 9 kDa protected fragment (cB5 PF). 
For wild-type and L535Q KASH5 proteins, the expected size of the protected fragment is also ~ 9 kDa. Neither 
wild-type nor L535Q KASH5 showed any spontaneous insertion activity, either co-translationally (C), or post-
translationally (F). The experiment was repeated five times.
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However, this is a relatively minor effect and mitochondrial membrane potential did not seem to be affected. 
Loss of mitochondrial membrane potential is an early indication of mitochondrial  stress51,52. Since we could see 
clear colocalization of the MitoTracker Red CMXROS signal and the GFP L535Q KASH5 signal, we suggest 
that mitochondrial disfunction is an unlikely contributor to the infertility caused by the variant L535Q KASH5.

In conclusion, we have investigated an infertility-associated variant in human KASH5 and shown that the 
amino acid substitution results in a changed TMD hydrophobicity. This change in hydrophobicity dramatically 
alters the localization of the KASH5 variant, away from the NE and to the mitochondria. We suggest that the 
absence of KASH5 at the NE is the molecular mechanism for the infertility observed in patients that are homozy-
gous for the L535Q KASH5 variant.

Materials and methods
Plasmid construction and PCR‑based mutagenesis. The human KASH5 cDNA was PCR amplified 
and subcloned into the Gateway (Invitrogen) entry vector pENTR-D-TOPO according to the manufacturer’s 
instruction. The KASH5 variants were generated using the Q5 Site-Directed Mutagenesis kit (NEB) following 
the manufacturer’s instruction. The primers used for the mutagenesis were designed with the NEBaseChanger 
tool (NEB) and are listed in the Table 1. All constructs were confirmed by DNA sequencing.

To produce the expression plasmids, the various pENTER clones were transferred into destination vectors 
using the LR recombination reaction (Invitrogen). The following destination vectors were used: pcDNA6.2/N-
GFP-DEST (Invitrogen) for N-terminal GFP-tagged proteins; pcDNA3.2/V5-DEST (Invitrogen) for C-terminal 
V5-tagged proteins. All constructs were verified by DNA sequencing after recombination. DNA for transfection 
was prepared by EndoFree Plasmid Maxiprep (Qiagen). The cytochrome B5 (cB5) plasmid was a kind gift from 
Professor Stephen High (University of Manchester)53,54.

Cell lines and transfection. U2OS and MCF-7 cells (#HTB-96 and HTB-96, respectively from ATCC) 
were cultured in a humidified incubator at 37  °C and 5%  CO2 in Dulbecco’s modified Eagle’s medium sup-
plemented with 10% fetal bovine serum (FBS), 100 μg/ml streptomycin, 100 U/ml penicillin and 2 mM l-glu-
tamine. All cell transfections were performed in 6-well plates with a total of 0.3 μg DNA/well using Effectene 
transfection reagent (Qiagen) following the manufacturer’s instructions.

Immunofluorescence, confocal and colocalization studies. Cells were seeded on coverslips in 6-well 
plate at 70% confluency and were transfected 24 h after seeding. After 48 h, cells were fixed in 4% paraformalde-
hyde (PFA) in phosphate-buffered saline (PBS) for 10 min at room temperature (RT), permeabilized with 0.2% 
Triton X-100 in PBS for 5 min and blocked in blocking buffer (10% donkey normal serum, 0.2% Triton X-100 
in PBS) for 1 h at RT. Samples were incubated in primary antibody solution (diluted in blocking buffer) for 1 h 
at RT. The primary antibodies used were as follows: mouse anti-TOM20 (1/200, #sc-17764, Santa Cruz Biotech-
nology Inc.), rabbit anti-Pex14 (1/200, #ab183885, Abcam) and mouse anti-Lamin A/C (1/250, #MA3-1000, 
ThermoScientifc). Coverslips were incubated for one hour in secondary antibody diluted in blocking buffer sup-

Table 1.  Primers list for mutagenesis.

L535Q
Fwd: CTG CTG CTG CAG CTC TCT GTCC 

Rev: CAG CAG GCC CAG GAC AGG 

L535V
Fwd: GCT GCT GCT GGT GCT CTC TGTC 

Rev: AGC AGG CCC AGG ACA GGA 

L535N
Fwd: GCT GCT GCT GAA TCT CTC TGT CCT GCTG 

Rev: AGC AGG CCC AGG ACA GGA 

L530Q
Fwd: GTC CTG GGC CAG CTG CTG CTG 

Rev: AGG AGC TGG GAT CAG TGG ATG 

L531Q
Fwd: CTG GGC CTG CAG CTG CTG CTG 

Rev: GAC AGG AGC TGG GAT CAG TGG 

L532Q
Fwd: GGG CCT GCT GCA GCT GCT GCTG 

Rev: AGG ACA GGA GCT GGG ATC AGT 

L533Q
Fwd: CTG CTG CTG CAG CTG CTG CTCT 

Rev: GCC CAG GAC AGG AGC TGG G

L534Q
Fwd: CTG CTG CTG CAG CTG CTC TCTG 

Rev: CAG GCC CAG GAC AGG AGC 

L536Q
Fwd: CTG CTG CTG CAA TCT GTC CTG CTG CTT 

Rev: CAG CAG CAG GCC CAG GAC 

L535Q + Ala
Fwd: GCA TGA AAG GGT GGG CGC GCCG 

Rev: CAC TGG AGG GGG CTG GAG 

WT + Ala
Fwd: GCA TGA AAG GGT GGG CGC GCCG 

Rev: CAC TGG AGG GGG CTG GAG 



10

Vol:.(1234567890)

Scientific Reports |        (2021) 11:10133  | https://doi.org/10.1038/s41598-021-89439-2

www.nature.com/scientificreports/

plemented with 1 µg/ml 4,6-diamidino-2-phenylindole (Dapi, ThermoScientific). Secondary antibodies were as 
follows: donkey anti-rabbit Alexa Fluor 568 (1/500, #A10042, Invitrogen), donkey anti-mouse Alexa Fluor 568 
(1/500, #A10037, Invitrogen) and donkey anti-mouse Alexa Fluor 647 (1/500, #A31571, Invitrogen). Coverslips 
were mounted on slides using ProLong Gold anti-fade mounting medium (Invitrogen). All steps above were 
interspersed by PBS washes.

To label mitochondria with the MitoTracker Red CMXRos, cells were incubated with 50 nM MitoTracker 
Red CMXRos (M7512, Thermo Fisher Scientific) in FBS-free DMEM for 20 min at 37 °C with 5%  CO2. Cells 
were then washed with warm PBS and fixed with 4% PFA in PBS for 10 min at RT.

Images were acquired on a Nikon A1 confocal microscope with a 60 × oil immersion objective or with a Zeiss 
confocal microscope with a 63 × oil immersion objective. Image analysis was performed with ImageJ.

Colocalization of GFP-KASH5 with organelle markers was calculated with the Pearson’s correlation coef-
ficient using the NIS software. The number of cells used for each experiment is indicated in the figure legends. 
For each cell, a region of interest (ROI) encompassing the organelle marker signal was drawn manually. Analysis 
was restricted to the Lamin A/C signal for the nucleus, TOM20 for the mitochondria and PEX14 for the per-
oxisome. The Pearson’s correlation coefficient was calculated between the green (GFP-KASH5) and the red or 
deep red channels (organelle marker). For statistical analysis, the experiments were repeated at least four times.

Oxygen consumption rate. Measurement of oxygen consumption rate were performed using a Seahorse 
Bioscience XF96 instrument (Seahorse Biosciences) according to the manufacturer’s instructions. Briefly, U2OS 
cells were seeded into the Seahorse 96-well plate at a density of 25,000 cell/well, followed by culturing for 24 h. 
The cells were equilibrated in a non-CO2 incubator for 60 min prior to the assay. After that, oligomycin (1 μM), 
carbonyl cyanide p-trifluoromethoxyphenylhydrazone (FCCP, 2 μM) and rotenone/antimycin A (1 μM) were 
added into the A, B and C ports of the Seahorse cartridge, respectively. Data were expressed as the oxygen con-
sumption rates (OCR; pmol/min). Readings were normalized against cell numbers as follows: after the Seahorse 
reading was completed, cells were incubated with 1 µg/mL Hoechst 33,342 for 30 min at 37 °C with 5%  CO2 and 
read on a FlexStation 3 Microplate Reader (Molecular Devices). The average fluorescence value for the control 
wells was used to obtain the normalization factor for all wells. The results are the average of two biological repli-
cates and 30 technical replicates for each sample.

Determination of the membrane potential. Cells were seeded in a 6 cm plate at 70% confluency and 
were transfected with GFP-L535Q KASH5 24 h after seeding. After 24 h, cells were plated into 16 wells of a 
48-well plate. After another 24 h, control cells were treated with 20 μM carbonyl cyanide p-trifluoromethoxyphe-
nylhydrazone (FCCP) in DMEM for 10 min at 37 °C with 5%  CO2. After the treatment, 200 nM tetramethylrho-
damine ethyl ester (TMRE) was added to the cells for 30 min at 37 °C with 5%  CO2. Cells were then washed with 
warm 0.2% BSA/PBS and imaged immediately. Images were acquired on an EVOS (ThermoFisher Scientific) cell 
imaging system. This experiment was repeated three times.

In vitro translation/transcription (IVT) assay and translocation assay. In vitro proteins were 
synthetized using the T7 TNT Quick Coupled Transcription/Translation System (Promega) according to the 
manufacturer’s protocol. For co-translational reaction, IVT reaction was performed in presence of protein-free 
liposomes for 90 min at 30 °C. For post-translational condition, the IVT reaction was terminated after 90 min 
with the addition of 1 mM puromycin for 20 min at 30  °C to release the neo-synthetized proteins from the 
ribosomes. Thereafter, the liposomes were added to the post-translational IVT reaction and the samples were 
incubated for 2 h at 32 °C.

Protease protection assay. The protease protection assay for in vitro synthetized proteins was performed 
after the translocation assay. Samples were divided by volume into three equal aliquots: the first was untreated, 
the second was treated with 0.25 mg/ml proteinase K (+ PK) and the third was treated with 0.25 mg/ml protein-
ase K in presence of 0.2% TritonX100 (+ PKT). After 30 min incubation on ice, the proteinase K activity was 
inhibited with 10 mM phenylmethylsulfonyl fluoride (PMSF) for 5 min on ice. Samples were then diluted into 
10 volumes of 1% SDS, 0.1 M Tris (pH 8) and incubated at 95 °C for 10 min.

Protein‑free liposomes preparation. Liposomes were prepared from a 20 mg/ml mixture of phospho-
lipids (Avani Polar Lipids) containing: phosphatidyl choline 54%; phosphatidyl ethanolamine 27%; phosphatidyl 
inositol 13%; phosphatidyl serine 2% and cardiolipin 0.3%.

The method of liposome preparation was as previously  described27. Briefly, lipids were dissolved with a 2:1 
mixture of chloroform:methanol. The organic solvent was evaporated under a stream of nitrogen and dessicated 
overnight under vacuum. Thereafter, the lipid film was resuspended at 10 mg/ml by overnight mixing with a 
solution containing 15% Glycerol, 50 mM HEPES pH 7.5 and 10 mM Dithiothreitol (DTT). To homogenize 
liposome size, we extruded the lipid suspensions at 50 °C ten times through a 100 nm polycarbonate nucleo-
pore membrane using an Avanti mini-extruder. Liposomes were then sedimented at 70,000 RPM for 30 min. 
The liposomes pellet was resuspended in 20 µl of storage buffer (50 mM HEPES pH 7.5, 100 mM KAc, 250 mM 
sucrose, 2 mM MgCl2 and 1 mM DTT) and aliquoted as single use aliquots. Aliquots were flash-frozen in liquid 
nitrogen and stored at − 80 °C.

Western blot analysis. Proteins were resolved by SDS-PAGE and transferred onto PVDF membranes. 
Membranes were blocked with 5% milk in TBS with 0.1% Tween20 (TBST) for 1 h at RT. Primary antibody 
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incubations were performed overnight at 4 °C with primary antibodies diluted in 5% milk-TBST. The primary 
antibodies used were as follows: mouse anti-V5 (1/1,000, ThermoScientific), mouse anti-Opsin (1/1,000, a kind 
gift from Professor Stephen  High55). HRP anti-rabbit or HRP anti-mouse secondary antibodies (1/10,000, #115-
035-003 Jackson) were used for detection. Finally, the membranes were incubated with ECL detection (Super-
Signal West Dura, ThermoFisher Scientific) and visualized with a ChemiDoc system (BioRad).

Statistical analysis. Colocalization was analyzed using the Pearson’s correlation coefficient. Significance 
was calculated using Mann–Whitney tests. P values less than 0.05 were considered to indicate statistical signifi-
cance. Pearson’s correlation values are presented as mean ± SD.

Received: 17 September 2020; Accepted: 22 April 2021

References
 1. D’Angelo, M. A. & Hetzer, M. W. The role of the nuclear envelope in cellular organization. Cell. Mol. Life Sci. 63, 316–332 (2006).
 2. Stewart, C. L., Roux, K. J. & Burke, B. Blurring the boundary: The nuclear envelope extends its reach. Science 318, 1408–1412 

(2007).
 3. Crisp, M. et al. Coupling of the nucleus and cytoplasm: Role of the LINC complex. J. Cell Biol. 172, 41–53 (2006).
 4. Hao, H. & Starr, D. A. SUN/KASH interactions facilitate force transmission across the nuclear envelope. Nucleus 10, 73–80 (2019).
 5. Hieda, M. Signal transduction across the nuclear envelope: Role of the LINC complex in bidirectional signaling. Cells 8, 124 (2019).
 6. Burke, B. Chain reaction: Linc complexes and nuclear positioning [version 1; referees: 3 approved]. F1000Research. 8, 136 (2019).
 7. Sosa, B. A., Rothballer, A., Kutay, U. & Schwartz, T. U. LINC complexes form by binding of three KASH peptides to domain 

interfaces of trimeric SUN proteins. Cell 149, 1035–1047 (2012).
 8. Padmakumar, V. C. et al. The inner nuclear membrane protein Sun1 mediates the anchorage of Nesprin-2 to the nuclear envelope. 

J. Cell Sci. 118, 3419–3430 (2005).
 9. Crisp, M. & Burke, B. The nuclear envelope as an integrator of nuclear and cytoplasmic architecture. FEBS Lett. 582, 2023–2032 

(2008).
 10. Calvi, A. et al. SUN4 is essential for nuclear remodeling during mammalian spermiogenesis. Dev. Biol. 407, 321–330 (2015).
 11. Starr, D. A. KASH and SUN proteins. Curr. Biol. 21, R414–R415 (2011).
 12. Wang, W. et al. Structural insights into SUN-KASH complexes across the nuclear envelope. Cell Res. 22, 1440–1452 (2012).
 13. Gurusaran, M. & Davies, O. R. LINC complex branching through structurally diverse SUN-KASH 6:6 assemblies. bioRxiv https:// 

doi. org/ 10. 1101/ 2020. 03. 21. 001867 (2020).
 14. Tapley, E. C. & Starr, D. A. Connecting the nucleus to the cytoskeleton by SUN-KASH bridges across the nuclear envelope. Curr. 

Opin. Cell Biol. https:// doi. org/ 10. 1016/j. ceb. 2012. 10. 014 (2012).
 15. Jahed, Z., Soheilypour, M., Peyro, M. & Mofrad, M. R. K. The LINC and NPC relationship—It’s complicated!. J. Cell Sci. 129, 

3219–3229 (2016).
 16. Starr, D. A. & Fridolfsson, H. N. Interactions between nuclei and the cytoskeleton are mediated by SUN-KASH nuclear-envelope 

bridges. Annu. Rev. Cell Dev. Biol. 26, 421–444 (2010).
 17. Meier, I. LINCing the eukaryotic tree of life—towards a broad evolutionary comparison of nucleocytoplasmic bridging complexes. 

J. Cell Sci. 129, 3523–3531 (2016).
 18. Chio, U. S., Cho, H. & Shan, S.-O. Mechanisms of tail-anchored membrane protein targeting and insertion. Annu. Rev. Cell Dev. 

Biol 33, 417–438 (2017).
 19. Borgese, N., Brambillasca, S. & Colombo, S. How tails guide tail-anchored proteins to their destinations. Curr. Opin. Cell Biol. 19, 

368–375 (2007).
 20. Yamamoto, Y. & Sakisaka, T. Molecular machinery for insertion of tail-anchored membrane proteins into the endoplasmic reticu-

lum membrane in mammalian cells. Mol. Cell 48, 387–397 (2012).
 21. Stefanovic, S. & Hegde, R. S. Identification of a targeting factor for posttranslational membrane protein insertion into the ER. Cell 

128, 1147–1159 (2007).
 22. Favaloro, V., Vilardi, F., Schlecht, R., Mayer, M. P. & Dobberstein, B. Asna1/TRC40-mediated membrane insertion of tail-anchored 

proteins. J. Cell Sci. 123, 1522–1530 (2010).
 23. Wiedemann, N. & Pfanner, N. Mitochondrial machineries for protein import and assembly. Annu. Rev. Biochem. https:// doi. org/ 

10. 1146/ annur ev (2017).
 24. Dukanovic, J. & Rapaport, D. Multiple pathways in the integration of proteins into the mitochondrial outer membrane. Biochim. 

Biophys. Acta Biomembr. 1808, 971–980 (2011).
 25. Figueiredo Costa, B., Cassella, P., Colombo, S. F. & Borgese, N. Discrimination between the endoplasmic reticulum and mitochon-

dria by spontaneously inserting tail-anchored proteins. Traffic 19, 182–197 (2018).
 26. Colombo, S. F., Longhi, R. & Borgese, N. The role of cytosolic proteins in the insertion of tail-anchored proteins into phospholipid 

bilayers. J. Cell Sci. 122, 2383–2392 (2009).
 27. Brambillasca, S. et al. Transmembrane topogenesis of a tail-anchored protein is modulated by membrane lipid composition. EMBO 

J. 24, 2533–2542 (2005).
 28. Brambillasca, S., Yabal, M., Makarow, M. & Borgese, N. Unassisted translocation of large polypeptide domains across phospholipid 

bilayers. J. Cell Biol. 175, 767–777 (2006).
 29. Borgese, N., Gazzoni, I., Barberi, M., Colombo, S. & Pedrazzini, E. Targeting of a tail-anchored protein to endoplasmic reticulum 

and mitochondrial outer membrane by independent but competing pathways. Mol. Biol. Cell 12, 2482–2496 (2001).
 30. Morimoto, A. et al. A conserved KASH domain protein associates with telomeres, SUN1, and dynactin during mammalian meiosis. 

J. Cell Biol. 198, 165–172 (2012).
 31. Horn, H. F. et al. A mammalian KASH domain protein coupling meiotic chromosomes to the cytoskeleton. J. Cell Biol. 202, 

1023–1039 (2013).
 32. Lee, C.-Y. et al. Mechanism and regulation of rapid telomere prophase movements in mouse meiotic chromosomes. Cell Rep. 11, 

551–563 (2015).
 33. Burke, B. LINC complexes as regulators of meiosis. Curr. Opin. Cell Biol. 52, 22–29 (2018).
 34. Abby, E. et al. ARTICLE implementation of meiosis prophase I programme requires a conserved retinoid-independent stabilizer 

of meiotic transcripts. Nat. Commun. 7, 1–6 (2016).
 35. Sato, A. et al. Cytoskeletal forces span the nuclear envelope to coordinate meiotic chromosome pairing and synapsis. Cell 139, 

907–919 (2009).

https://doi.org/10.1101/2020.03.21.001867
https://doi.org/10.1101/2020.03.21.001867
https://doi.org/10.1016/j.ceb.2012.10.014
https://doi.org/10.1146/annurev
https://doi.org/10.1146/annurev


12

Vol:.(1234567890)

Scientific Reports |        (2021) 11:10133  | https://doi.org/10.1038/s41598-021-89439-2

www.nature.com/scientificreports/

 36. MacQueen, A. J. & Hochwagen, A. Checkpoint mechanisms: The puppet masters of meiotic prophase. Trends Cell Biol. 21, 393–400 
(2011).

 37. Alleva, B., Balukoff, N., Peiper, A. & Smolikove, S. Regulating chromosomal movement by the cochaperone FKB-6 ensures timely 
pairing and synapsis. J. Cell Biol. 216, 393–408 (2017).

 38. Crackower, M. A. Essential role of Fkbp6 in male fertility and homologous chromosome pairing in meiosis. Science (80-). 300, 
1291–1295 (2003).

 39. Jan, S. Z. et al. Molecular control of rodent spermatogenesis. Biochim. Biophys. Acta Mol. Basis Dis. 1822, 1838–1850 (2012).
 40. Fakhro, K. A. et al. Point-of-care whole-exome sequencing of idiopathic male infertility. Genet. Med. 20, 1365–1373 (2018).
 41. Engelman, D. M., Steitz, T. A. & Goldman, A. Identifying nonpolar transbilayer helices in amino acid sequences of membrane 

proteins. Annu. Rev. Biophys. Biophys. Chem. 15, 321–353 (1986).
 42. Vitali, D. G. et al. The GET pathway can increase the risk of mitochondrial outer membrane proteins to be mistargeted to the ER. 

J. Cell Sci. 131(10), PMID: 29661846 https:// doi. org/ 10. 1242/ jcs. 211110 (2018)
 43. Borgese, N. & Fasana, E. Targeting pathways of C-tail-anchored proteins. Biochim. Biophys. Acta Biomembr. 1808, 937–946 (2011).
 44. Costello, J. L. et al. Predicting the targeting of tail-anchored proteins to subcellular compartments in mammalian cells. J. Cell Sci. 

130, 1675–1687 (2017).
 45. Sakamoto, Y., Miura, M., Takeuchi, F., Park, S. Y. & Tsubaki, M. Interaction of modified tail-anchored proteins with liposomes: 

Effect of extensions of hydrophilic segment at the COOH-terminus of holo-cytochromes b5. J. Biosci. Bioeng. 113, 322–331 (2012).
 46. Ding, X. et al. SUN1 is required for telomere attachment to nuclear envelope and gametogenesis in mice. Dev. Cell 12, 863–872 

(2007).
 47. Chen, Y.-C. et al. Msp1/ATAD1 maintains mitochondrial function by facilitating the degradation of mislocalized tail-anchored 

proteins. EMBO J. 33, 1548–1564 (2014).
 48. Okreglak, V. & Walter, P. The conserved AAA-ATPase Msp1 confers organelle specificity to tail-anchored proteins. Proc. Natl. 

Acad. Sci. 111, 8019–8024 (2014).
 49. Dederer, V. et al. Cooperation of mitochondrial and er factors in quality control of tail-anchored proteins. Elife 8, e45506 (2019).
 50. Matsumoto, S. et al. Msp1 clears mistargeted proteins by facilitating their transfer from mitochondria to the ER. Mol. Cell 76, 

191-205.e10 (2019).
 51. Cottet-Rousselle, C., Ronot, X., Leverve, X. & Mayol, J. F. Cytometric assessment of mitochondria using fluorescent probes. Cytom. 

Part A 79A, 405–425 (2011).
 52. Puleston, D. Detection of mitochondrial mass, damage, and reactive oxygen species by flow cytometry. Cold Spring Harb. Protoc. 

2015, 830–834 (2015).
 53. Rabu, C., Wipf, P., Brodsky, J. L. & High, S. A precursor-specific role for Hsp40/Hsc70 during tail-anchored protein integration at 

the endoplasmic reticulum. J. Biol. Chem. 283, 27504–27513 (2008).
 54. Johnson, N. et al. TRC40 can deliver short secretory proteins to the Sec61 translocon. J. Cell Sci. 125, 3612–3620 (2012).
 55. Rabu, C., Schmid, V., Schwappach, B. & High, S. Biogenesis of tail-anchored proteins: The beginning for the end?. J. Cell Sci. 122, 

3605–3612 (2009).

Acknowledgements
We thank Professor Stephen High for kindly providing the cytochrome B5 plasmid and the anti-opsin antibody. 
We thank Muneera Vakayil, Dr. Yasser Majeed and Professor Nayef Masloum for help with the Seahorse analy-
sis. Bakhita Meqbel was supported by a student fellowship from Qatar National Research Fund. This work was 
supported by funds from Hamad Bin Khalifa University to Henning Horn.

Author contributions
H.H. and S.B. designed the study. S.B. performed the experiments. A.S. performed experiments in Mrc-5 cells. 
S.B. and H.H. analyzed and interpreted the data. S.B. and H.H. wrote the first draft of the manuscript. S.B. H.H. 
and B.B. contributed to the writing of the paper. S.B. B.M. and H.H. contributed to the revisions. All authors 
read and approved the final manuscript.

Funding
Open access funding provided by the Qatar National Library.

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- 021- 89439-2.

Correspondence and requests for materials should be addressed to H.F.H.

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) 2021

https://doi.org/10.1242/jcs.211110
https://doi.org/10.1038/s41598-021-89439-2
https://doi.org/10.1038/s41598-021-89439-2
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	A human infertility-associated KASH5 variant promotes mitochondrial localization
	Results
	The L535Q variant changes the transmembrane domain hydrophobicity of KASH5. 
	L535Q KASH5 localizes to the mitochondria. 
	TMD hydrophobicity determines KASH5 localization. 
	L535Q KASH5 does not impair the mitochondrial membrane potential. 
	Extending the tail Domain of KASH5 does not prevent mitochondrial localization. 
	L535Q KASH5 does not insert spontaneously into the lipid bilayers. 

	Discussion
	Materials and methods
	Plasmid construction and PCR-based mutagenesis. 
	Cell lines and transfection. 
	Immunofluorescence, confocal and colocalization studies. 
	Oxygen consumption rate. 
	Determination of the membrane potential. 
	In vitro translationtranscription (IVT) assay and translocation assay. 
	Protease protection assay. 
	Protein-free liposomes preparation. 
	Western blot analysis. 
	Statistical analysis. 

	References
	Acknowledgements


