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1 Explanatory notes  

The present doctoral work is a cumulative thesis consisting of two essential articles: 

 

Publication 1 

Fritze J.S., Stiehler F.F., Wolfrum U. (2023).  

Pathogenic Variants in USH1G/SANS Alter Protein Interaction with Pre-RNA 

Processing Factors PRPF6 and PRPF31 of the Spliceosome.  

Int J Mol Sci. 2023 Dec 18;24(24):17608. 

doi: 10.3390/ijms242417608.; PMID: 38139438; PMCID: PMC10744108 

 

Publication 2 

Fritze J.S., Stiehler F.F., Wolfrum U. (2024). Nuclear–Cytoplasmic Shuttling of the 

Usher Syndrome 1G Protein SANS Differs from Its Paralog ANKS4B. 

Cells. 2024 Nov 8;13(22):1855 

doi: 10.3390/cells13221855.; PMID: 39594604; PMCID: PMC11592671 

 

 

Additionally, I provide two preliminary data sets: 

 

Chapter 7.3: 

SANS alters the mobility of PRPF31 in Cajal bodies of the nucleus 

 

Chapter 7.4: 

Assessment of PRPF31 nuclear mobility 

  



v 
 

In addition to the publications compiled for this dissertation, I have contributed at the 

JGU Mainz to the following scientific work: 

 

Nagel-Wolfrum K., Fadl B.R., Becker M.M., Wunderlich K.A., Schäfer J., Sturm D., 

Fritze J., Gür B., Kaplan L., Andreani T., Goldmann T., Brooks M., Starostik M.R., 

Lokhande A., Apel M., Fath K.R., Stingl K., Kohl S., DeAngelis M.M., Schlötzer-

Schrehardt U., Kim I.K., Owen L.A., Vetter J.M., Pfeiffer N., Andrade-Navarro M.A., 

Grosche A., Swaroop A., Wolfrum U.  

Expression and subcellular localization of USH1C/harmonin in human retina provides 

insights into pathomechanisms and therapy 

Hum Mol Genet. 2023 Jan 13;32(3):431-449. 

doi: 10.1093/hmg/ddac211.; PMID: 35997788; PMCID: PMC9851744 
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4 Introduction 

Human Usher syndrome (USH) is a complex, rare, heterogeneous disease resulting in 

hearing and vision loss as well as vestibular dysfunction (Fuster-Garcia et al., 2021). 

To date, mutations in 15 distinct genes have been identified as the cause of this 

disease, but the underlying molecular pathophysiology remains largely elusive. With 

this thesis I aim to decipher the underlying cellular mechanisms of the Human Usher 

syndrome-associated protein SANS. SANS was recently functionally connected with 

pre-mRNA splicing in the nucleus (Yildirim et al., 2021). I aimed to provide a more 

detailed understanding of SANS' nuclear role, focusing on its interaction with other 

splicing-related proteins and the mechanisms behind its nuclear-cytoplasmic shuttling 

that enable it to fulfill its functional role. 

4.1 The human Usher syndrome 

Human Usher syndrome is a monogenetic autosomal recessive genetic disorder with 

a prevalence of 3:100,000 representing the most common form of deaf–blindness 

(Fuster-Garcia et al., 2021). USH is originally distinguished in three clinical subtypes 

(USH1-3) (Millan et al., 2011). However, recent findings suggest a fourth subtype 

(USH4) (Fuster-Garcia et al., 2021; Peter et al., 2021; Velde et al., 2022; Ullah et al., 

2024). USH1 is the most severe subtype manifesting in hearing loss, vestibular 

dysfunction, and pre-pubertal onset of retinal dysfunctions in the form of retinitis 

pigmentosa (RP) (Mathur & Yang, 2015).  

Twelve genes and three gene loci have been identified so far with mutations in 

these genes leading to USH (Figure 1) (Fuster-Garcia et al., 2021). The mutation in 

one of those USH proteins encoding genes is enough to cause USH. Ten of the 

respective encoded USH proteins interact with each other and form through this a 

protein network the USH-interactome (Figure 1) (Wolfrum, 2011; Fuster-Garcia et al., 

2021). The USH interactome has been shown to play a crucial role at the stereocilia 

tip link in the inner ear and the connecting cilia of the photoreceptor cells in the retina 

(Fuster-Garcia et al., 2021). Moreover, USH-proteins belong to different protein 

classes such as motor proteins, adhesion proteins and scaffold proteins (Mathur & 

Yang, 2015). One of these scaffold proteins is the scaffold protein containing ankyrin 

repeats and SAM domain (SANS) (Weil et al., 2003; Fuster-Garcia et al., 2021), which 

is encoded by USH1G and is the main focus of this thesis. 
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Figure 1. Overview of the 15 USH causing genes. USH causing genes are written 
in blue boxes, protein names are written above. For USH1E, USH1K and USH1H the 
gene locus is indicated as no encoded protein is known. Known protein-protein 
interactions are shown with grey lines. Publications that show protein-protein 
interactions are indicated with numbers. 1: (Adato et al., 2005b); 2: (Kazmierczak et 
al., 2007); 3: (Senften et al., 2006); 4: (Riazuddin et al., 2012); 5: (Michalski et al., 
2007); 6: (Delprat et al., 2005); 7: (Grillet et al., 2009); 8: (Reiners et al., 2005); 9: (Yang 
et al., 2010); 10: (Zhu et al., 2020); 11: (Dulon et al., 2018); 12: (Michel et al., 2020); 
13: (Sorusch et al., 2017); 14: (Maerker et al., 2008); 15: (van Wijk et al., 2006); 16: 
(Linnert et al., 2023). Adapted from (Wolfrum, 2011; Fuster-Garcia et al., 2021). 

4.2 Scaffold protein containing ankyrin repeats and SAM domain (SANS) 

The human USH1G gene (chromosome loci 17.11) encodes SANS, a scaffold protein 

of ~52 kDa molecular weight consisting of 461 amino acids (Weil et al., 2003). More 

than 70 pathogenic variants in USH1G/SANS have been identified thus far in USH1 

patients, which lead to USH1 symptoms (Fokkema et al., 2011).  
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SANS is composed of three ankyrin repeats (ANK1-3), a central domain 

(CENT), a sterile alpha motif (SAM), as well as a PDZ binding motif (PBM) at the C-

terminal end (Figure 2) (Sorusch et al., 2017). The CENT domain is functionally further 

divided into a N-terminal CENTn and a C-terminal CENTc domain (Sorusch et al., 

2017). Based on experimental and prediction data the CENT domain can be further 

divided into three subdomains, CENTn1, CENTn2, and CENTc (Fritze et al., 2023). As 

a scaffold protein, SANS binds multiple proteins through its various domains (Adato et 

al., 2005b; Maerker et al., 2008; Sorusch et al., 2019; Yildirim et al., 2021) 

(Representative binding partners shown in Figure 2). However, SANS’ CENT domain 

appears to be the primary binding platform with 50 putative binding partners identified 

so far (Maerker et al., 2008; Overlack et al., 2011; Sorusch et al., 2017; Yildirim et al., 

2021). 

 

Figure 2. Cartoon of scaffold protein containing ankyrin repeats and SAM 
domain (SANS). SANS consists of three ankyrin repeats, three central domains 
CENTn1, CENTn2 and CENTc, as well as a SAM domain with a C-terminal PDZ 
binding motif (PBM). Representative binding partners of SANS from up to 50 putative 
binding partners of SANS are indicated. (Adato et al., 2005b; Maerker et al., 2008; Yan 
et al., 2010; Overlack et al., 2011; Sorusch et al., 2017, 2019; Yildirim et al., 2021) 

In auditory hair cells, SANS is essential for the proper arrangement of the 

stereocilia in the hair bundles during development and for the composition and function 

of the mechanosensitive tip-link complex at the tip of the stereocilia (Caberlotto et al., 

2011; He et al., 2019; Géléoc & El-Amraoui, 2020). In the retina, SANS is expressed 

in photoreceptor cells, where it is associated with intracellular transport, endocytosis, 

nuclear splicing and primary ciliogenesis (Maerker et al., 2008; Overlack et al., 2011; 

Papal et al., 2013; Bauss et al., 2014; Sorusch et al., 2019; Yildirim et al., 2021). In 

addition, recent single cell RNAseq data suggest that SANS is expressed in Müller glia 

cells (Lukowski et al., 2019; Cowan et al., 2020). These cells regulate extracellular 
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space volume, ion and water homeostasis, and take part in repair mechanisms of the 

human retina (Reichenbach & Bringmann, 2020). 

SANS has been observed in both the cytoplasm and nucleus of cells (Sorusch 

et al., 2017). In the nucleus, SANS was linked to the regulation of pre-mRNA splicing 

and activation of the spliceosome through interactions with several spliceosomal 

components (Yildirim et al., 2021). Furthermore, siRNA-based knockdown of SANS 

showed alterations in alternative splicing of specific target genes, which could be 

rescued by wild type SANS but not by pathogenic variants of SANS. The interactions 

between SANS and these splicing proteins remain incompletely understood, thus we 

aimed to elucidate these interactions in detail. 

Interestingly, SANS has a paralogue protein, namely ankyrin repeat and SAM 

domain-containing protein 4B (ANKS4B) (Crawley et al., 2016). ANKS4B is a small 

~46 kDa protein, consists of 417 amino acids and shares up to 80% amino acid 

similarities to SANS in its N- and C-terminal region (Crawley et al., 2016; Graves et al., 

2020) (Figure 3). Like SANS, ANKS4B consists of three ANK, a SAM domain and a 

PDZ binding motif, but its CENT domain is less understood (Figure 3) (Crawley et al., 

2016). 

 

Figure 3. Cartoon of SANS and ANKS4B. Like SANS ANKS4B consists of three 
Ankyrin repeats (ANK), a central domain (CENT), a SAM domain and a C-terminal 
PBM. SANS and ANKS4B share up to 80% homology in their amino acid sequence. 

SANS and ANKS4B share common binding partners such as harmonin but differ 

in their interaction to others such as Myosin-IIVA and Myosin-IIVB (Adato et al., 2005b; 

Crawley et al., 2016; He et al., 2019). The expression patterns of SANS and ANKS4B 

differ across various human organs. While SANS is predominantly localized in sensory 

cells, ANKS4B shows high expression levels in kidney and the gastrointestinal tract 

(Weil et al., 2003; Johnston et al., 2004; Uhlén et al., 2015). Here, ANKS4B functions 

as a scaffold protein in the inter-microvillar adhesion complex of the brush border of 
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intestinal enterocytes (Crawley et al., 2016; He et al., 2019). In contrast to SANS, 

ANKS4B has not been reported in the nucleus and is not associated with nuclear 

functions. Moreover, no disease relation of ANKS4B has been defined, but recent data 

indicate a role in diabetes and colon cancer (Sato et al., 2012; Xu et al., 2021). 

4.3 Pre-mRNA splicing and the tri-snRNP-complex 

As mentioned above, SANS functions in alternative splicing (Yildirim et al., 2021). Pre-

mRNA splicing is a fundamental process in eukaryotic cells that occurs in the nucleus 

(Matera & Wang, 2014). It allows the inclusion or exclusion of exons and introns in 

mRNA, leading to the synthesis of multiple alternative protein isoforms from a single 

genomic locus (Figure 4A) (Matera & Wang, 2014; Papasaikas et al., 2015). 

Splicing is catalyzed by the spliceosome, a highly dynamic macromolecular 

complex composed of five small nuclear ribonucleoprotein complexes (U1, U2, U5, 

U4/U6 snRNPs) and numerous other (>150) polypeptides (Papasaikas et al., 2015). 

The maturation of most snRNPs involves multiple steps occurring in both, the nucleus 

and cytoplasm (Matera & Wang, 2014). The maturation of the tri-snRNP complex 

(U4/U6.U5 snRNPs) is particularly elaborate, as two of the involved snRNPs, U4 and 

U5, are transported from the nucleus to the cytoplasm after their biogenesis, where 

they undergo further maturation (Mroczek & Dziembowski, 2013; Matera & Wang, 

2014).  

After transport back into the nucleus, the U4, U5 and U6 snRNPs are assembled 

into the final tri-snRNP complex within the so-called Cajal bodies (Figure 4B) (Matera 

& Wang, 2014; Staněk, 2017). From here, the matured tri-snRNP complex is 

transferred to nuclear speckles, which store spliceosomal components and are 

involved in splicing (Hasenson & Shav-Tal, 2020; Liao & Regev, 2021).  

As a major building block of the spliceosome the tri-snRNP complex is of great 

importance and its final maturation in the Cajal bodies is highly dependent on two pre-

mRNA processing factors (PRPF) PRPF31 and PRPF6 (Makarova et al., 2002; 

Schaffert et al., 2004). The small U4/U6 snRNP protein PRPF31 (499 residues) 

interacts via its coiled-coiled domain with the C-terminal HAT domains of the U5 snRNP 

protein PRPF6 (941 residues), leading to the formation of the tri-snRNP complex 

(Figure 4C) (Makarova et al., 2002; Liu et al., 2006, 2007; Staněk, 2017). Interestingly, 

pathogenic variants of both, PRPF31 and PRPF6, lead to non-syndromic RP in 

patients (Liu et al., 2007; Tanackovic et al., 2011). Previously, our group identified 
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SANS as a binding partner of both PRPF31 and PRPF6 (Yildirim et al., 2021). This 

leads to the question, how SANS interacts with both proteins and how it enters the 

nucleus to fulfill its role in splicing. 

 

Figure 4. Schematic of the splicing process and tri-snRNP complex. (A) Five 
snRNAs (U1, U2, U4/U6 and U5) and more than 150 snRNPs are involved in the 
spliceosome. Complex A is formed by the recognition of U1 and U2 snRNPs 5`splice 
site (SS) and 3` branch point motif, respectively. It is followed by the recruitment of tri-
snRNP complex, which is maturated in Cajal bodies and stored in nuclear speckles, to 
complex A for the formation of pre-catalytic complex B. Activation of complex B (Bact, 
catalytically inactive) is regulated by compositional and conformational rearrangement 
of itself. Catalytically active complex B (B*) leads to intron 3´- exon splicing. Following, 
complex C executes the ligation of remaining exons. Modified from (Yildirim, 2019). (B) 
Protein structure of the U4/U6.U5 tri-snRNP complex shown by cryo-EM modified from 
(Charenton et al., 2019). (C) Cartoon of PRPF31 and PRPF6. PRPF31 consists of a 
NOISC domain, a coiled coiled (CC) domain and a NOP domain. PRPF6 consists of a 
CC and thirteen half TPR (HAT) domains (Liu et al., 2006, 2007). 
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4.4 Nuclear transport 

Since SANS functions in the nucleus an the cytoplasm (Sorusch et al., 2017; Yildirim 

et al., 2021), it has to be transported in- and outside of the nucleus. Efficient nuclear-

cytoplasmic shuttling of macromolecules to their correct subcellular compartment is 

critical for proper functioning of the eukaryotic cell (Wing et al., 2022).  

In humans, approximately 60 proteins participate in nuclear transport (Yang et 

al., 2023). The Ran-GDP/GTP system functions as a major key-player in this process 

and ensures directed and rapid transport (Figure 5). This transport is channeled over 

the nuclear membrane through nuclear pore complexes (NPC) (Wing et al., 2022; Yang 

et al., 2023) (Figure 5). In most cases proteins called karyopherins bind macromolecule 

cargoes and transport them in-/outside of the nucleus (Wing et al., 2022). Among them 

are members of the karyopherin-β family, commonly known as importins and exportins, 

which mediate the main trafficking across NPCs (Wing et al., 2022) (Figure 5).  

Karyopherins recognize specific nuclear localization sequences (NLSs) and 

nuclear export sequences (NESs) on cargo molecules to facilitate trafficking (Figure 

5). NLSs can be divided into two groups: non-classical NLSs, which have diverse 

protein sequences and structures, and classical NLSs, which are 4-16 residue long 

protein sequences containing positively charged residues (Lu et al., 2021; Wing et al., 

2022). Only classical NESs were identified, which are recognized by CRM1/Exportin-

1 (Fung et al., 2021; Wing et al., 2022). NESs are protein sequences that consists of 

hydrophobic residues (Φ) linked with other residues (X) and follow a certain scheme 

(Φ1X2-3Φ2X2-3Φ3XΦ4 or Φ1XΦ2X2-3Φ3X2-3Φ4) (Fung et al., 2021). 
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Figure 5. Model of protein nuclear import and export. Imported cargoes containing 
nuclear localization signals (NLS) form complexes with importins in the cytoplasm, 
enter the nucleus through the nuclear pore complexes (NPC), and are dissociated from 
the importins with the aid of RanGTP. Nuclear export of cargoes starts with the 
formation of trimeric complexes consisting of exportin, nuclear export signal (NES)-
containing cargo, and RanGTP. The trimeric complex transits through the NPC and is 
disassembled in the cytoplasm upon the hydrolysis of RanGTP. Export of importins is 
facilitated by binding with RanGTP. Figure adapted from (Yang et al., 2023). 

Since SANS localizes to the cytoplasm and the nucleus, it must be transported to 

both compartments (Sorusch et al., 2017; Yildirim et al., 2021). Passive transport of 

SANS through the NPCs is unlikely due to its size, which exceeds the threshold of 

NPCs of 40-50 kDa (Yang et al., 2023). Moreover, previous data of our group indicate 

altered localization of pathogenic variants of SANS, which could be disease relevant 

(Sorusch et al., 2017). One NLS was previously predicted for SANS (Yildirim et al., 

2021). However, the underlying mechanism of SANS’ nuclear-cytoplasmic shuttling 

remains elusive, and the identification of SANS’ NLS/NES is one of the aims addressed 

here. 
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5 Aim of the thesis 

The primary goal of our lab is to decipher the molecular function of USH proteins within 

the cell, thereby gaining deeper insights into the pathomechanisms underlying USH. 

Here, I investigated the molecular interactions and nuclear transport mechanisms of 

the USH protein SANS. To achieve this, I concentrated on three aims: 

1. Deciphering the interaction of SANS with the tri-snRNP proteins PRPF31 and 

PRPF6. 

2. Elucidating the mechanisms underlying SANS and ANKS4Bs nuclear-

cytoplasmic shuttling. 

3. Deciphering the role of SANS in the transfer of splicing components. 

To Aim 1: Deciphering the interaction of SANS with the tri-snRNP proteins 

PRPF31 and PRPF6. 

Previous findings from our lab suggest a role for SANS in nuclear alternative splicing 

(Yildirim et al., 2021). This function is mediated by SANS interactions with other splicing 

proteins, primarily within the tri-snRNP complex. Two binding partners of SANS and 

members of the tri-snRNP complex are the pre-mRNA processing factors PRPF31 and 

PRPF6. We aimed to elucidate the interactions between SANS and the tri-snRNP 

proteins PRPF31 and PRPF6 (Fritze et al., 2023). We addressed this aim through 

utilizing in vitro based FRET interaction assays. These interactions were further 

validated and characterized using in silico methods, primarily through AlphaFold2. 

Further, pathogenic variants of SANS were used to detect potential alterations in SANS 

interaction to PRPF31 and PRPF6 in a disease background. 

 

To Aim 2: Elucidating the mechanisms underlying SANS and ANKS4Bs nuclear-

cytoplasmic shuttling. 

As SANS is localized in both the nucleus and cytoplasm (Sorusch et al., 2017), it must 

undergo active nuclear-cytoplasmic transport. However, the underlying mechanism of 

SANS’ nuclear-cytoplasmic shuttling remained unclear. Further, the cellular localization 

of SANS’ paralog ANKS4B and the underlying regulation remained an open question. 

Therefore, we aimed to investigate the subcellular localization of SANS and ANKS4B, 

as well as the mechanisms that control this process (Fritze et al., 2024). By employing 

in silico techniques, we sought to identify the NLSs and NESs of SANS that mediate 

its nuclear-cytoplasmic shuttling. We validated those NLSs and NESs through in vitro 
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expression of SANS mutants. Further, pathogenic variants of SANS were utilized to 

elucidate possible alterations in SANS’ subcellular localization. In addition, we 

deciphered the subcellular localization of SANS paralogue ANKS4B and its molecular 

differences in comparison to SANS, by using eYFP-tagged constructs. 

 

To Aim 3: Deciphering the role of SANS in the transfer of splicing components. 

In previous studies of our group a role of SANS in the nuclear mobility of the tri-snRNP 

complex was suggested (Yildirim et al., 2021). In particular, the transfer of the tri-

snRNP complex from Cajal bodies to nuclear speckles appears to depend on SANS. 

Here, I aimed to explore the nuclear mobility of the tri-snRNP complex by the 

fluorescence observation of the nuclear protein PRPF31. I provides preliminary data 

on the role of SANS in PRPF31s mobility within Cajal bodies, as well as the alterations 

in this mobility caused by pathogenic variants of SANS (Chapter 7.3). In addition, I 

utilize a novel photoactivatable protein approach, by tagging PRPF31 with paGFP and 

observation in live cell. This approach allowes me to present preliminary data on the 

nuclear transfer of PRPF31 from Cajal bodies to nuclear speckles (Chapter 7.4). 

Showcasing the nuclear transfer of the tri-snRNP complex.  
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6 Publications 

6.1 Publication 1: Pathogenic variants in USH1G/SANS alter protein 

interaction with Pre-RNA processing factors PRPF6 and PRPF31 of 

the spliceosome. (Fritze et al., 2023) 
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Pathogenic Variants in USH1G/SANS Alter Protein Interaction
with Pre-RNA Processing Factors PRPF6 and PRPF31
of the Spliceosome
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Abstract: Pre-mRNA splicing is an essential process orchestrated by the spliceosome, a dynamic
complex assembled stepwise on pre-mRNA. We have previously identified that USH1G protein SANS
regulates pre-mRNA splicing by mediating the intranuclear transfer of the spliceosomal U4/U6.U5
tri-snRNP complex. During this process, SANS interacts with the U4/U6 and U5 snRNP-specific
proteins PRPF31 and PRPF6 and regulates splicing, which is disturbed by variants of USH1G/SANS
causative for human Usher syndrome (USH), the most common form of hereditary deaf–blindness.
Here, we aim to gain further insights into the molecular interaction of the splicing molecules PRPF31
and PRPF6 to the CENTn domain of SANS using fluorescence resonance energy transfer assays
in cells and in silico deep learning-based protein structure predictions. This demonstrates that
SANS directly binds via two distinct conserved regions of its CENTn to the two PRPFs. In addition,
we provide evidence that these interactions occur sequentially and a conformational change of an
intrinsically disordered region to a short α-helix of SANS CENTn2 is triggered by the binding of
PRPF6. Furthermore, we find that pathogenic variants of USH1G/SANS perturb the binding of SANS
to both PRPFs, implying a significance for the USH1G pathophysiology.

Keywords: splicing; U4/U6.U5 tri-snRNP; Usher syndrome; protein–protein interaction; FRET;
AlphaFold2; in silico structure predictions

1. Introduction

Pre-mRNA splicing is a fundamental process in eukaryotic cells that almost exclusively
occurs in the nucleus. It allows the inclusion/exclusion of exons/introns in the mRNA that
can give rise to the synthesis of multiple alternative protein isoforms from a single genomic
locus [1]. This process is catalyzed by the spliceosome, a highly dynamic macromolecular
complex composed of five small nuclear ribonucleoproteins (U1, U2, U5, U4/U6 snRNPs)
and numerous other polypeptides [2]. We have recently shown that the Usher syndrome
type 1G (USH1G) protein SANS (scaffold protein containing ankyrin repeats and SAM
domain) regulates pre-mRNA splicing [3]. Here, SANS mediates the intranuclear transfer
of the spliceosomal U4/U6.U5 tri-snRNP complexes from the Cajal body and nuclear
speckles, which is essential for the spliceosome activation [3,4]. We found that, during these
processes, SANS interacts, among others, with the spliceosomal U4/U6 and U5 snRNP-
specific proteins PRPF31 and PRPF6, respectively. USH1G/SANS deficiency altered the
kinetics of spliceosome activation leading to perturbations in constitutive and alternative
splicing of target genes, especially genes related to the human Usher syndrome.

Human Usher syndrome (USH) is a complex autosomal recessive rare genetic disorder
(prevalence 1:5000–1:10,000) but represents the most common form of deaf–blindness [5].
To date, at least 11 genes have been classified into four clinical subtypes (USH1-4); among
them, USH1 is the most severe subtype with profound hearing loss, vestibular dysfunction,
and pre-pubertal onset of retinal dysfunctions in the form of retinitis pigmentosa [5–7].
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The human USH1G gene encodes SANS, a scaffold protein of ~52 kDa molecular
weight consisting of 461 amino acids. SANS is composed of three N-terminal ankyrin
repeats (ANK1–3), two central domains (CENTn and CENTc), a sterile alpha motif (SAM),
and PDZ binding motif at the very C-terminal end (Figure 1) [8,9]. In the auditory hair
cells, SANS is essential for the correct arrangement of the stereocilia in the hair bundles
during development and for the composition and function of the mechanosensitive tip-link
complex at the tip of the stereocilia [10–12]. Less is known about the function of SANS in
the retina. Previous work indicated that SANS associates with cellular modules such as
intracellular transport, endocytosis, and primary ciliogenesis [9,13–17]. Additionally, the
role of SANS and other USH proteins in stabilizing the outer segment of photoreceptors has
been hypothesized due to their presence in the calyceal processes, which are microvilli-like
processes of the inner segment of photoreceptor cells [18]. However, USH1G/SANS is not
primarily expressed in photoreceptor cells but in Müller glial cells of the retina, as recently
highlighted by single-cell RNAseq data [19].
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Figure 1. Domain structures of SANS variants and the pre-mRNA processing factors (PRPF) PRPF31
and PRPF6. Domain structure of SANS and USH-causing pathogenic variants SANSS278Pfs*71,
SANSV132Gfs*3, SANS-Nterm, PRPF31, and PRPF6. SANS consists of three ankyrin repeats (ANK1–3),
a central domain (CENT), divided into the N-terminal CENTn and the C-terminal CENTc, a
sterile alpha motif (SAM), and PDZ binding motif (PBM, asterisk). Both USH-causing mutants,
S278Pfs*71 and V132Gfs*3, are frameshift mutations, which lead to “missense extension” (red
boxes and amino acid sequences below) and a premature stop in CENTc (S278Pfs*71) or CENTn
(V132Gfs*), respectively. SANS-Nterm is an artificial construct missing CENTn and onward.
PRPF31 consists of coiled-coil (CC, green) regions, a NOISC domain (brown), named after the
central domain in Nop56/SIK1-like proteins, and a NOP domain (blue), a ribonucleoprotein (RNP)
binding module, with both found in various pre-RNA processing ribonucleoproteins (InterPro:
http://www.ebi.ac.uk/interpro/entry/InterPro/IPR012976 and IPR036070, accessed on 1 July 2023).
PRPF6 exhibits thirteen half TPR (HAT) domains, as well as one CC domain.

In any case, the integrative scaffold functions of SANS are essential for the proper
operation of diverse cellular modules, relying on context-dependent interactions with
multiple protein partners. Other teams and ours have identified numerous proteins that
bind to all domains and motifs of the SANS molecule [9,13,15,17,20–22]. These studies also
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showed that the CENTn and CENTc domains are the preferential binding sites in SANS,
with at least 50 different proteins binding to it [3,9,14,17,20]. Nevertheless, the mechanisms
by which the CENTn and CENTc domains of SANS facilitate their interaction with multiple
binding partners remain unexplained.

Here, we aimed to gain further insights into the molecular interaction of binding
partners with the CENTn domain and to understand the effects of SANS-mediated splicing
regulation. We investigated in detail the binary interaction of SANS with both PRPF31
and PRPF6 in cells using FRET assays and in silico deep learning-based protein structure
predictions such as AlphaFold2-multimer and Metapredict [23,24]. Our data suggest that
the SANS CENTn domain binds directly via two distinct conserved regions (CENTn1,
CENTn2) to PRPF31 and PRPF6. We also provide evidence that these interactions occur
sequentially and that PRPF6 binding introduces a conformational change of an intrinsically
disordered region to an α-helix in SANS CENTn2. Finally, we found that perturbations in
the binary interactions between the two PRPFs and pathogenic variants of USH1G/SANS
were disturbed, implying a significance in the pathogenesis of USH1G.

2. Results
2.1. Binding of SANS to PRPF31 and PRPF6 in the Nucleus Revealed by FRET

We have previously demonstrated the interaction of the USH1G protein SANS with
the splicing molecules PRPF31 and PRPF6 of the tri-snRNP complex by in vitro pull-down
assays [3]. Here, we aimed to explore their binary binding in more detail by fluorescence
resonance energy transfer (FRET) acceptor photobleaching assays in the cell [25]. For
this, we co-expressed eYFP-SANS together with eCFP-tagged eCFP-PRPF31 or PRPF6-
eCFP, in HEK293T cells. Confocal fluorescence microscopy showed that eYFP-SANS
co-localized with both PRPF6-eCFP and eCFP-PRPF31, respectively, in the nucleus, as
indicated by fluorescence intensity plots and confirmed by positive Pearson coefficient R
values (Figure 2A,B). In addition, eCFP-tagged harmonin, a USH-related scaffold protein
known to co-localize in situ and to interact with SANS [8,20,26], co-localized with co-
expressed eYFP-SANS as expected (Figure 2C). Intriguingly, the co-localization of eYFP-
SANS with harmonin-eCFP was predominantly in the cytoplasm. The triple transfection of
PRPF6-eCFP, eYFP-SANS, and mRFP-PRPF31 showed co-localization of all three proteins
inside the nucleus (Figure 2D), which was consistent with the localization of endogenous
proteins as previously reported [3].

To study the binary interaction of SANS with both PRPFs in the cell, we performed
FRET acceptor photobleaching assays in the nucleus (Figure 3A). FRET analyses revealed
the interaction of the eCFP-eYFP FRET pairs SANS-PRPF31 and SANS-PRPF6 in nuclei
(Figure 3B). The obtained FRET signals were at the same height as for the interaction
between eYFP-SANS and the known SANS binding partner protein harmonin-eCFP in the
cytoplasm (Figure 3B). In addition, we analyzed PRPF3, another PRPF of the spliceosomal
tri-snRNP complex, previously shown not to interact with SANS as a negative control [3].
We did not observe notable FRET signals in assays with the SANS-PRPF3 eCFP-eYFP FRET
pair (Figure 3C) and in all additional negative controls applied (Figure S1A–C). Taken
together, the FRET-based interacting assays revealed specific binding of SANS to PRPF31
and PRPF6, respectively, in the nucleus.

During sequential spliceosome activation, the interaction of PRPF31 and PRPF6 as
bridging factors between the small nuclear ribonucleoproteins snRNPs, U4/U6, and U5
of the tri-snRNP complex is essential [27]. This prompted us to test whether SANS in-
terferes with the interaction between PRPF31 and PRPF6 within the tri-snRNP complex.
As expected, we found significant FRET signals in HEK293T cells co-transfected with
eCFP-PRPF31 and PRPF6-eYFP (Figure 3D). Additionally, expressed mRFP-SANS or mRFP
alone did not alter the FRET signals for eCFP-PRPF31 and PRPF6-eYFP. Next, we con-
ducted FRET analysis for eCFP-eYFP FRET pairs of SANS-PRPF31 in the presence of
PRPF6-mCherry (Figure 3E). The FRET signals between eYFP-SANS and eCFP-PRPF31
were unaffected by PRPF6-mCherry (Figure 3E). However, co-expression of mRFP-PRPF31
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significantly reduced FRET signals between SANS-PRPF6 FRET pairs, which was not
observed in the presence of mRFP (Figure 3F). However, FRET efficiency decreased only
by approximately 16%, which still indicates the interaction of SANS and PRPF6, but with
lower affinity than in the absence of PRPF31. This decrease may indicate the competition of
binding partners and/or a change in conformation of the tertiary complex of PRPF31-PRPF6
and SANS.

Taken together, these data suggest that the binary binding of SANS to PRPF31 is
independent of PRPF6, but that PRPF31 interferes with the interaction of SANS with PRPF6
(Figure 3G).
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Figure 2. Co-localization of SANS and splicing proteins PRPF6 and PRPF31. (A–D) Confocal
microscopy analyses of HEK293T cells co-transfected with eYFP-SANS and eCFP/mRFP tagged
proteins, counterstained with SPY650-DNA as a nuclear marker. Fluorescence intensity plots of
eYFP SANS (red) and transfected eCFP- (green) and mRFP-tagged (magenta) proteins for regions
of interest (ROI) indicated by white arrows in merge images; blue dashed lines indicate nuclear
extension. Positive Pearson coefficient R values indicate co-localization. (A) PRPF6-eCFP co-localized
with eYFP-SANS in the nucleus. (B) eCFP-PRPF31 co-localized with eYFP-SANS in the nucleus.
(C) USH1C protein harmonin-eCFP co-localized with eYFP-SANS, predominantly in the cytoplasm
outside of the nucleus. (D) eYFP-SANS co-localized with PRPF6-eCFP and mRFP-PRPF31 in the
nucleus of HEK293T cell in a triple transfection. White lines indicate cell borders. Example images of
n = 3 experiments; scale bar = 10 µm.
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Figure 3. Interaction of SANS and binding partners analyzed by FRET acceptor bleach in HEK293T
cells. (A) Illustration of the principle of the FRET acceptor bleach assay. Interaction of two proteins
tagged with either eCFP (blue) or eYFP (yellow) leads to FRET (left). The acceptor (eYFP) is bleached
(red flash symbol) (middle), which leads to increased emission of the donor (eCFP) (right) and no
fluorescence of acceptor (black). (B–F) FRET assay in co-transfected HEK293T cells. In (B,D–F), FRET
efficiencies were normalized to the fused eCFP-c-eYFP FRET pair (positive control), as shown in
(C) and Figure S1. (B) FRET pairs eYFP-SANS-harmonin-eCFP, -PRPF6-eCFP, and -eCFP-PRPF31,
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respectively, show a significant increase in the normalized FRET efficiencies compared to eYFP FRET
pair negative controls. (C) FRET efficiency of eYFP-SANS-eCFP-PRPF3 shows a FRET efficiency simi-
lar to the eYFP negative control, which is significantly different from the positive control eCFP-c-eYFP.
(D) FRET efficiencies of the eCFP-PRPF31-PRPF6-eYFP pair in the absence and presence of mRFP-
SANS do not significantly differ. (E) Normalized FRET efficiencies of the eCFP-PRPF31-eYFP-SANS
in the absence and presence of PRPF6-mCherry do not significantly differ. (F) Normalized FRET
efficiency of the PRPF6-eCFP-eYFP-SANS is significantly decreased in the presence of mRFP-PRPF31.
In (E,F), mRFP was used as a control for the third interaction partner. Outliers are shown as dots
above/below the boxplots. Wilcoxon signed-rank test was performed for three independent experi-
ments. (G) Schematic interaction of SANS, PRPF31, and PRPF6 from (D) to (F). SANS interaction
with PRPF6 is decreased in the presence of PRPF31.

2.2. PRPF31 and PRPF6 Interact with Different Regions in SANS CENTn Domain

Our FRET experiments indicated that SANS interacts differently with PRPF31 and
PRPF6. To explore the structural basis for this interaction, we used AlphaFold2-multimer
as an in silico approach for protein–protein complex predictions [23]. The predicted
structures are documented on GitHub (https://github.com/LabWolfrum/Fritze_et_al.2
023.git). The AlphaFold2 structural predictions aligned to the structures of PRPF31 and
PRPF6 previously obtained by cryoelectron microscopy ([28], PDB: 6QW6) (Figure S2A,B).
For SANS, AlphaFold2 predicted a central unstructured intrinsically disordered region
(IDR) flanked by an α-helix representing the N-terminus of CENTn and the SAM domain
in the C-terminus (Figure S2C).

To analyze the protein complexes, we used AlphaFold2-multimer [23], which predicts
an alignment error (PAE) representing the accuracy of the predicted models, summarized
by the PAEmean score for each model (Figure S3A). We compared our prediction workflow
with the harmonin–SANS complex previously determined by X-ray crystallography as a
benchmark [26]. AlphaFold2-multimer predicted a complex similar to the experimentally
resolved structure, with a PAEmean ≥ 12.24 Å in the interaction region, namely, SANS-
SAM/PBM and the N-terminal harmonin homology domain of harmonin (Figure S3B) [29].
It should be noted that during development, AlphaFold2 was trained on accessible PDB
data [23,30], and the data for SANS/harmonin structures may have been among them.

AlphaFold2-multimer predicted low confidence (PAEmean ≥ 25.66 Å) for a complex
of full-length PRPF31 and SANS, except for two small regions containing the N-terminal
domains of both proteins (Figure S3C), namely, the N-terminal part of the CENTn domain
(aa 128–173) of SANS and the NOP domain (aa 215–333) of PRPF31 (Figure 1). Subsequent
AlphaFold2-multimer predictions of these areas predicted a complex of SANS CENTn
and the PRPF31 NOP domain, with high confidence of a PAEmean ≥ 11.83 Å (Figure 4A).
No other regions of SANS, such as the ankyrin repeats, CENTc domain, and SAM/PBM
domain, were predicted in a complex with the PRPF31 NOP domain with such high con-
fidence (Figure S3D–F). The amino acid sequence analyses of these domains predicted
that the SANS CENTn-PRPF31 NOP complex is stabilized by multiple hydrophobic inter-
actions (aa 140–165, Figure 4A and Table S2). In summary, these data suggest a protein
complex of SANS N-terminal CENTn domain and PRPF31 NOP domain, stabilized by
hydrophobic interactions.

AlphaFold2-multimer predictions for a complex of full-length PRPF6 and SANS
were also of low confidence in the model (PAEmean ≥ 31.02 Å) (Figure S4A). However,
AlphaFold2-multimer predicted a complex of the C-terminal part of PRPF6, containing HAT
domains, and a short region of SANS CENTn (aa 166–194) domain, with high confidence
of a PAEmean ≥ 10.21 Å (Figure 4B). Interestingly, AlphaFold2-multimer predicted that a
short α-Helix (aa 183–198) was formed in this complex by a part of the unstructured region
of SANS CENTn domain. No other region of SANS could be predicted with PRPF6 with
such high confidence (Figure S4B–E). Taken together, our in silico experiments suggest two

https://github.com/LabWolfrum/Fritze_et_al.2023.git
https://github.com/LabWolfrum/Fritze_et_al.2023.git


Int. J. Mol. Sci. 2023, 24, 17608 7 of 19

different regions of the CENTn domain, hereafter referred to as CENTn1 (aa 128–173) and
CENTn2 (aa 174–243). These data suggested direct binding of PRPF31 and PRPF6 to SANS.
PRPF31 interacted exclusively with CENTn1, while PRPF6 interacted predominantly with
CENTn2 and seven residues of CENTn1, indicating that the binding site for both PRPFs do
not overlap (Figure 4C).
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Figure 4. Molecular structure predictions of the interaction of SANS with PRPF31 and PRPF6. (A,B) In
silico predictions of SANS and PRPFs complexes by AlphaFold2. Purple lines indicate hydrophobic
interactions (Table S2). (A) PRPF31 NOP domain (green, amino acids (aa) 215–333) binds to the
N-terminal part of SANS CENTn (blue, aa 128–173). Close-up is shown on the right (zoomed box).
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(B) PRPF6 binds via aa 593–941 of the C-terminus (green) to the SANS CENTn domain (blue,
aa 128–243); PAE is predicted with high confidence for a small region of the two proteins. In SANS
CENTn, a small α-Helix (red, aa 183–198) is formed from an unstructured region upon interaction
with PRPF6 (zoomed box). (C) Illustration of the binding regions on the domain structure of SANS,
PRPF31, and PRPF6 predicted (A,B); aa of binding sites are indicated in purple. Note: SANS CENTn
is divided into CENTn1 (aa 128–173) and CENTn2 (aa 174–243) based on structural differences (see
Figure 5A,B). (D,E) Illustration of SANS binding to the U5.U4/U6-tri-snRNP complex (cryoEM
structure, [28], PDB: 6QW6), as predicted in (A,B). (D) SANS (blue) fits into the tri-snRNP complex in
a small pocket between PRPF31 (green) and PRPF6 (purple) when interacting with PRPF31. (E) SANS
position in the tri-snRNP complex changes when interacting with PRPF6.

To predict the integration of SANS with the tri-snRNP complex, we made use of the
AlphaFold2-multimer predictions for SANS structural complexes with PRPF31 and PRPF6
described above (Figure 4A,B) and fitted these in the experimental confirmed tri-snRNP
complex ([28], PDB: 6QW6) (Figure 4D,E). However, SANS did not fit into the structure
of the tri-snRNP complex in a single conformation based on the predicted interactions
with both PRPFs. Also, it should be noted that PRPF31 interaction with SANS (Figure 4D)
may clash with SNU13 and the U4-snRNA in the U4.U6 di-snRNP. Nevertheless, in both
predicted conformations, SANS was structurally separated from PRPF3. Taken together,
these data suggest a spatial separation of SANS binding platform in the tri-snRNP complex.

2.3. In Silico Analysis Predicts Evolutionary Conserved Multi-Conformational Intrinsically
Disordered Regions (IRDs) for SANS

To decipher the structural characteristics of SANS domains, we used the in silico
tool Metapredict [24] in combination with the pLDDT scores of AlphaFold2 (Figure 5A).
Metapredict is a bidirectional recurrent neural network that gives a predicted disordered
value for each residue. While high values in Metapredict indicate intrinsically disordered
regions (IDRs), the pLDDT scores of AlphaFold2 decrease in IDRs [31].

Metapredict and AlphaFold2 predicted the ankyrin repeats (aa 1–126), the CENTn1
(aa 128–177), and the SAM domain (aa 386–447) as folded and three unfolded IDRs in
SANS, namely, the CENTn2 domain (aa 178–243), the CENTc domain (aa 278–385), and the
PBM (aa 451–461) (Figures 1 and 5A). These predictions also strengthen the observation that
the SANS CENTn domain consists of two different regions: a structured region (CENTn1,
aa 128–177) and an IDR (CENTn2, aa 178–243).

To analyze the evolutionary conservation of SANS domains, we performed multi-
ple sequence alignments. The alignment of SANS amino acid sequences of more than
98 mammals and 266 vertebrate species demonstrated that SANS overall is highly con-
served among species (Figure 5B; Figure S5A and Table S3). Even IDRs, which are com-
monly known for evolutionary low conservation [32], namely, the CENTn2, CENTc, and
the C-terminal PBM, were highly conserved overall among vertebrate and mammal species
(Figures 5B and S5A).

Next, we analyzed the physicochemical properties of the SANS CENTn2 domain by
applying the CIDER analyzer [33]. The CENTn2 of SANS was predicted by CIDER to be
a Janus sequence (Figure 5C). Janus sequences can change their structure depending on
the binding partner [34]. Furthermore, CIDER predicted that SANS CENTn2 is positively
charged overall (Figure S5B,C), a feature that is known to foster protein binding [35].

In summary, our results indicate three distinct conserved IDRs in CENTn2, CENTc,
and PBM of SANS. Moreover, the physicochemical properties predicted for SANS CENTn2
indicate a high potential for protein–protein interactions, which is confirmed by the binding
of PRPF6 to this domain described above.
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Figure 5. Predictions of SANS domain structure and their evolutionary conservation. (A) SANS
predicted disordered state by Metapredict (black line) and AlphaFold2 (blue line). An increase of
Metapredict prediction (disordered score) above 0.5 or a decrease in the AlphaFold2 prediction
(shown by pLDDT) below 50 indicates an intrinsically disordered region (IDR). Metapredict and
AlphaFold2 predicted SANS CENTn1 (green box) as structured and SANS CENTn2 (red box) as
IDR. (B) Evolutionary conservation (blue) of SANS proteins for 266 vertebrates. The conservation
threshold (red dotted line) indicates high conservation of SANS in vertebrates, except for small
regions of CENTn and CENTc domains. (C) SANS CENTn2 (black dot) in a Das–Pappu plot predicted
by CIDER is identified as a flexible Janus sequence.
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2.4. USH-Causing Pathogenic Variants of SANS Show Altered Interaction with PRPFs

We have previously shown that pathogenic variants in the USH1G gene interrupt the
interactions in the ternary USH protein complex of SANS, USH2A, and whirlin [9]. Here,
we tested whether USH1G pathogenic frameshift mutations USH1G/SANSV132Gfs*3 and
USH1G/SANSS278Pfs*71 (www.LOVD.nl/USH1G, accessed on 25 July 2023), which lead to
a premature stop in the CENTn1 or CENTc domain, respectively (Figure 1), also alter the
binary interaction between SANS and PRPFs.

We co-expressed eYFP-tagged versions of both USH1G/SANS mutations, with either
eCFP-tagged PRPF31, PRFP6, or harmonin as control, in HEK293T cells (Figure S6). Confo-
cal microscopy and fluorescent intensity plots demonstrated that both USH1G/SANS variants
still co-localized with both PRPFs in the nucleus, confirmed by the positive Pearson coeffi-
cients (R) (Figure S6A,B). However, while in co-expression with the USH1G/SANS variants,
many PRPF6 droplets were still distributed all over the nucleus, as in the USH1G/SANS
wildtype expressing cells, where fluorescent PRPF31 appeared in a few larger droplets in
the nucleus. The expression of USH1G/SANS variants destroyed the specific localization
of harmonin in the cytoplasm and led to an even distribution of the proteins throughout
the cell (Figure S6C).

Subsequent FRET assays with eYFP-SANSS278Pfs*71 and both eCFP-tagged PRPFs
showed significant reductions in FRET efficiencies compared to eYFP-SANS (Figure 6A,B).
This indicated that the S278Pfs*71 mutation disrupts the binding of SANS to PRPF31 and
PRFP6. However, we predicted no change in the IDR for SANSS278Pfs*71 compared to SANS
(Figure S7A).

In FRET assays with eYFP-SANSV132Gfs*3 and PRPF6-eCFP, FRET efficiencies were
also significantly reduced compared to the efficiency of eYFP-tagged full-length SANS and
PRPF6-eCFP (Figure 6C).

Interestingly, in FRET assays with eYFP-SANSV132Gfs*3 and eCFP-PRPF31, FRET ef-
ficiency was not reduced, indicating a binding of PRPF31 also to the N-terminal part of
SANS (Figure 6D). Since this finding was contradictory to our previous results from in vitro
pull-down assays [3], we validated this observation by additional FRET assays with the trun-
cated eYFP-SANS-Nterm construct (Figure 1) and eCFP-PRPF31 (Figure 6E). eCFP-eYFP
FRET pairs of SANS-Nterm-PRPF31 showed no reduction of FRET efficiency compared
to eYFP-tagged full-length SANS supporting binding of PRPF31 to the N-terminal part of
SANS, which mainly consists of three ankyrin repeats (Figure 1).

Both USH1G/SANS variants (V132Gfs*3 and S278Pfs*71) did not show a significant
FRET signal in all FRET controls performed (Figure S7B,C). In addition, FRET assays
with harmonin, which are known to bind to the SAM/PBM region of the C-terminus
of SANS, which is absent in both USH1G/SANS variants, showed significantly reduced
efficiencies compared to full-length eYFP-SANS (Figure S7D). Thereby, interaction with
both fluorescent-tag proteins, eYFP and eCFP, could be excluded. Moreover, we confirmed
the correct expression of all eYFP-SANS constructs via Western blot analysis (Figure S7E).
Further, AlphaFold2-multimer did not predict a model for PRPF31 full-length or coiled-coil
domain and SANS-Nterm with high confidence (Figure S8A,B).

Taken together, our data showed that both pathogenic variants, USH1G/SANSV132Gfs*3

and USH1G/SANSS278Pfs*71, disrupted the interaction with PRPF6. In contrast, the in-
teraction of PRPF31 was disrupted for USH1G/SANSS278Pfs*71, but not with the shorter
eYFP-SANSV132Gfs*3 revealing a binding site for PRPF31 in the N-terminal part of SANS
alternative to the binding to SANS CENTn1.

www.LOVD.nl/USH1G
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Figure 6. Interaction of pathogenic variants of USH1G/SANS to PRPF31 and PRPF6 analyzed by
FRET in HEK293T cells. (A,B) FRET assays with eYFP-SANS, eYFP-SANSS278Pfs*71 paired with
eCFP-PRPF31 (A), and PRPF6-eCFP (B) normalized to FRET of eCFP-c-eYFP fused tandem pair.
Normalized FRET efficiencies are significantly decreased in both SANSS278Pfs*71-PRPF pairs to levels
of the negative control eYFP-SANSS278Pfs*71-eCFP compared to eYFP-SANS, indicating no binding of
eYFP-SANSS278Pfs*71 to both PRPFs. (C) Normalized FRET efficiency is also decreased in the eYFP-
SANSV132Gfs*3-PRPF6-eCFP pair, indicating no binding of SANSV132Gfs*3 to PRPF6. (D,E) Normalized
FRET efficiencies of eYFP-SANSV132Gfs*3 (D) and eYFP-SANS-Nterm (E) paired with eCFP-PRPF31 are
similar to eYFP-SANS-eCFP-PRPF31 pair values, but significantly different from eCFP control pairs,
indicating no binding of both truncated variants to PRPF31. Outliers are shown as dots above/below
the boxplots. Wilcoxon signed-rank test was performed for three independent experiments.

3. Discussion

Pre-mRNA splicing is a fundamental process in eukaryotic cells that almost exclusively
occurs in the nucleus, catalyzed by the spliceosome, a highly dynamic macromolecular
complex composed of small nuclear ribonucleoproteins (snRNPs) and numerous other
polypeptides [1]. We previously identified the USH1G protein SANS as one of these proteins



Int. J. Mol. Sci. 2023, 24, 17608 12 of 19

regulating pre-mRNA splicing by mediating the intranuclear transfer of the spliceosomal
U4/U6.U5 tri-snRNP complexes from the Cajal body and nuclear speckles essential for the
spliceosome activation [3]. During these processes, SANS interacts through the CENTn
domain with the spliceosomal U4/U6 and U5 snRNP-specific proteins PRPF31 and PRPF6,
respectively [3]. However, questions of the mode of binding of SANS to PRPFs, by direct
or mediated by other spliceosome proteins, or even by RNA, remained unanswered. In
addition, the exact binding site in the CENTn domain of the SANS protein, which comprises
more than one-fourth of the entire protein, has not yet been determined.

In our study, we found FRET efficiencies for both eCFP-eYFP FRET pairs, PRPF31-
SANS and PRPF6-SANS, in the range of the tandem eCFP-c-eYFP construct (positive
control), were significantly higher than the negative controls. Since positive FRET signals
are only achieved at a distance of 8–10 nm or less between the two complex partners [25,36],
these findings not only confirm the interactions of PRPF31 and PRPF6 to SANS, but
also suggest that both PRPFs bind directly to SANS without any mediator involved as
previously considered [37]. Microscopic analyses, including fluorescence intensity plots
and consistently positive Pearson coefficient R values, demonstrated the co-localization of
PRPFs with SANS in the cell nucleus, further supporting a direct binary interaction.

Using AlphaFold2-multimer, we pinpointed the binding of PRPF31 and PRPF6 to
different, separate regions of the CENTn domain of SANS, namely, to aa 140–165 of the
long α-helix of CENTn1 and to aa 166–194, respectively. The predicted binding of PRPF31
via the NOP domain to the helical structures of SANS was also found for the interaction of
PRPF31 with the helical structures in the small nuclear ribonucleoprotein 13 (SNU13) (also
known as 15.5k protein or NHP2-like protein 1) of the U4/U6.U5 tri-snRNP complex [28].
Both observations are in line with the common interaction modes of NOP domains present
in other ribonucleoproteins [38].

For the interaction of PRPF6 with SANS, we confirmed C-terminal HAT domains as
the interacting region in PRPF6 previously reported [3]. These domains bind to the seven
amino acids of the α-helix of SANS CENTn1 but mainly to a region of SANS CENTn2,
which was consistently predicted as an evolutionary conserved IDR by Metapredict and
AlphaFold2. Here, we note that the model of the PRPF6-SANS complex had low overall
confidence by AlphaFold2-multimer, probably since AlphaFold2-multimer is trained on
structured protein data [23]. Nevertheless, the model is supported by the ability of PRPF6
to bind IDRs in other proteins, such as the translation initiation factor eIF4E enrolled in
splicing [39].

Our in silico predictions by AlphaFold2-multimer also suggested that this IDR of the
CENTn2 forms a newly derived small α-helix upon binding to PRPF6. This structural
change is supported by the observation that SANS CENTn2 represents a highly conserved
Janus sequence, a protein region with the characteristic to specifically change the structure
by binding different proteins [34]. The properties of a Janus sequence in the SANS CENTn
domain are probably also the basis for allowing the interaction of the numerous additional
binding partners that have been previously identified [3,9,14,21].

Although our data consistently indicate that the binding of SANS to PRPF31 and
PRPF6 is mediated by distinct subdomains of the SANS molecule, we observed a decrease
in FRET efficiency for the PRPF6-SANS pair upon co-transfection with PRPF31, indicating a
competition between the two PRPFs. This finding is in line with the fact that the complexes
predicted for SANS and the two PRPFs did not simultaneously fit into the structure of
the U4/U6.U5 tri-snRNP complex [28]. These results suggest that SANS molecules bind
to both PRPFs separately, either sequentially in the tri-snRNP complex or independently
to the snRNP subunits. Sequential binding of proteins to the tri-snRNP complex was
previously shown for U6-LSm ring proteins, which also change their spatial arrangement
in the tri-snRNP complex, binding first to PRPF6 and then to PRPF3 during the formation
of spliceosomal complex B [40]. Nevertheless, separate binding of SANS to the two PRPFs
could also occur during the formation of the tri-snRNP complex in the Cajal bodies when
the U4/U6 snRNP containing PRPF31 and U5 snRNP harboring PRPF6 maturate separately
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from each other [41]. Alternatively, in the tri-snRNP complex, SANS may preferentially
bind to PRPF31, as indicated by our FRET data, and interacts with PRPF6 during the
recycling process of the tri-snRNP complex components after activation of the spliceosome
when sufficient free U5 snRNP/PRPF6 is present [2,42]. Although the latter alternative is
supported by previous work showing that SANS deficiency does not affect the maturation
of the tri-snRNP complex but does affect the recycling of U5-snRNP after activation of
the spliceosome [3], in the tri-snRNP complex, the SANS binding site of PRPF31 might
already be occupied by SNU13 and U4-snRNA, which could interfere with the binding of
SANS [28].

More than 70 pathogenic variants in USH1G/SANS have been identified thus far in
USH1 patients ([43]; www.LOVD.nl/USH1G, accessed on 25 July 2023). However, the
molecular mechanisms underlying the pathophysiology caused by these defects remain
poorly understood. Our previous study provided evidence that SANS is part of the pre-
mRNA splicing machinery and demonstrated that pathogenic variants in USH1G/SANS,
including both frameshift mutants, USH1G/SANSV132Gfs*3 and USH1G/SANSS278Pfs*71,
investigated here, alter the pre-mRNA splicing of target genes [3]. These genes include
USH1C, which is frequently alternatively spliced in the human retina [3,44]. Present
FRET assays showed that for both pathogenic variants, the binding of PRPF6 was dis-
rupted. USH1G/SANSS278Pfs*71 did not interact with either PRPF6 or PRPF31 in the
cell, although the binding sites for both PRPFs in the CENTn domain are still present
in the truncated SANS variant. Neither Metapredict nor AlphaFold2 predicted struc-
tural changes in USH1G/SANSS278Pfs*71 that could interfere with the binding of the two
PRPFs. However, the content of proline residues in the frameshift sequence changes from
2 to 9 in USH1G/SANSS278Pfs*71, which might lead to steric changes in the CENTn and
CENTc domains and the binding sites for the PRPFs interfering with the binding of PRPF6
and PRPF31.

The short, truncated SANS variants, SANSV132Gfs*3 and the SANS-Nterm construct,
lack the entire CENTn1 domain, which we identified above as the binding site of PRPF31,
and all other downstream domains. However, both truncated SANS molecules consistently
interact with PRPF31 in present FRET assays in cells, which was previously not found
in in vitro pull-down assays [3]. The interaction of PRPF31 and SANSV132Gfs*3 is in line
with the co-localization of both polypeptides in the nucleus of the cell observed by our
microscopy analyses. Consequently, this novel finding suggests a binding site for PRPF31 in
the three ankyrin repeats of the N-terminal portion of SANS alternative to SANS CENTn1.
Ankyrin repeats are common protein–protein interaction platforms [45], and we have
recently demonstrated that a set of intraflagellar transport (IFT) molecules bind to the
ankyrin repeats of SANS [17]. Unfortunately, we failed to predict a site for PRPF31 that can
bind to the region of ankyrin repeats in the N-terminus of SANS using the prediction tools
employed.

In recent years, pathogenic variants leading to retinitis pigmentosa (RP) have been as-
sociated with many genes encoding proteins of the U4/U6.U5 tri-snRNP complex [4,46,47].
Besides PRPF31 (RP11) and PRPF6 (RP60), this list includes several other components, such
as PRPF8 (RP13), PRPF3 (RP18), SNRNP200 (RP33), and PRPF4 (RP70). Here, we showed
that mutations in USH1G/SANS lead to disruption of binary binding properties with the
key molecules of the U4/U6.U5 tri-snRNP complex, PRPF31 and PRPF6. Vice versa, several
pathogenic RP mutations in the genes of the two PRPFs are also located in binding sites
to SANS ([48]; https://www.hgmd.cf.ac.uk/ac/index.php, accessed on 27 July 2023) and
most likely also result in alterations in their interaction with SANS. Perturbations in the
molecular interactions between the components of the U4/U6.U5 tri-snRNP complex are
consistent with the fact that mutations in PRPF6, PRPF31, and USH1G/SANS have almost
identical effects on splicing and that similar pathomechanisms leading to RP also cause
similar retinal phenotypes.

www.LOVD.nl/USH1G
https://www.hgmd.cf.ac.uk/ac/index.php
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Alternative splicing certainly increases the diversity of the transcriptome and pro-
teome. Compared to other tissues, the retina exhibits the highest rates of alternative
splicing [49,50]. Specific splicing programs are essential for the function and maintenance
of the retina, which is uniquely regulated in a highly complex manner [51,52]. Thus, alter-
ations in the splicing machinery may affect the retina more prominently than other tissues,
which may explain why pathogenic variants in USH1G and in the genes of other splicing
factors predominantly lead to retinal defects.

4. Materials and Methods
4.1. DNA Constructs and Primers

All nucleic acids used are listed in Table S1.

4.2. Cloning

cDNAs for expression of proteins were obtained by RT-PCR from human HEK293T
cells and cloned into pENTRTM, as described by the manufacturer (Thermo Fisher, Karl-
sruhe, Germany, #K240020). GatewayTM LR reaction into the appropriate destination
vector was performed according to the manufacturer’s protocol (Thermo Fisher, #11791020).
USH-causing mutants and SANS-Nterm, PRPF31, and PRPF6 were cloned into pENTRTM,
with the template described previously [3]. eCFP-c-eYFP was cloned from the eYFP vector
into the pDest vector with eCFP.

4.3. Cell Culture and Cell Lines

Dulbecco’s modified Eagle’s medium (DMEM #31966021) containing 10% heat-inacti-
vated fetal calf serum (FCS) (Thermo Fisher #A4766801 or Cytiva, Freiburg, Germany,
#SV30160.03) was used to culture HEK293T cells (ATCC: CRL-3216). Cells were fixed with
4% PFA in PBS for 10 min at room temperature. Nuclear DNA was stained by SPY650-DNA
(TebuBio, Offenbach, Germany, #SC501).

4.4. Fluorescence Co-Localization Observation

HEK293T cells were seeded in 24 well plates with a density of 40,000 cells/well. Cells
were transfected with LipofectamineTM LTX, as described by the manufacturer (Thermo
Fisher #15338100). Fixed HEK293T cells were observed with a Leica TCS SP5. Images were
analyzed with Fiji 64 v5 [53]. The Pearson coefficient was performed with the Fiji Plugin
Coloc 2 for the whole nucleus. The intensity plot was performed over the indicated region
of interest with the Fiji Plugin Plot Profile.

4.5. Fluorescence Resonance Energy Transfer (FRET) Acceptor Photobleaching Assay

HEK293T cells were seeded in six well plates with a density of 500,000 cells/well. Cells
were transfected with LipofectamineTM LTX, as described by the manufacturer (Thermo
Fisher #15338100). Fixed HEK293T cells were analyzed with a Leica TCS SP8 and FRET ac-
ceptor photobleaching was performed following the Leica protocol (https://downloads.leic
a-microsystems.com/TCS%20SP8/Application%20Note/FRET_AB_with%20SP8-AppLett
er_EN.pdf, accessed on 1 January 2023). eCFP was used as the donor (D) and eYFP as
the acceptor (A). The acceptor was bleached at 100% laser intensity for 10 repeats. FRET

efficiency was calculated via: FRETe f f =
(D post−Dpre)

Dpost
. To exclude cellular structure, the

mean of six regions of interest (ROI) in the bleached area was calculated and FRET efficiency
of an unbleached region (≥3 µm away from bleached ROI) was subtracted from the mean.
Bleach efficiency was calculated via the formula Bleache f f =

(
1 − Apost

Apre

)
∗ 100. Only ROIs

with >60% bleach efficiency were used for analysis. Data were normalized by the positive
control eCFP-c-eYFP if indicated. Example images of FRET acceptor bleaching are shown
in Figure S9.

https://downloads.leica-microsystems.com/TCS%20SP8/Application%20Note/FRET_AB_with%20SP8-AppLetter_EN.pdf
https://downloads.leica-microsystems.com/TCS%20SP8/Application%20Note/FRET_AB_with%20SP8-AppLetter_EN.pdf
https://downloads.leica-microsystems.com/TCS%20SP8/Application%20Note/FRET_AB_with%20SP8-AppLetter_EN.pdf
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4.6. AlphaFold2-Multimer

AlphaFold2-multimer prediction was performed using the hetero-oligomer options
of ColabFold [54]. The FASTA sequence of the respective protein was used from UniProt
(https://www.uniprot.org, accessed on January–April 2023) and a colon between the re-
spective sequences simulated complexes. The following sequences were used: SANS:
Q495M9; PRPF31: Q8WWY3; PRPF6: O94906; harmonin: Q9Y6N9. AlphaFold2 note-
book was used in the ColabFold version (https://colab.research.google.com/github/sok
rypton/ColabFold/blob/main/AlphaFold2.ipynb#scrollTo=G4yBrceuFbf3, accessed on
12 July 2023) and the standard options were extended by the template mode pdb70/pdb100,
model type AlphaFold2-multimer_v2 recycling 24 times. Predicted structures are docu-
mented in GitHub (https://github.com/LabWolfrum/Fritze_et_al.2023.git). Structures
were visualized, inspected, and superimposed using PyMOL (https://pymol.org/2, ac-
cessed on 1 August 2022, version: 0.99rc6) or UCSF Chimera V5 [55], which was also
used to generate all structure images. PAEmean was calculated as the mean of all PAE in
the corresponding PAE plot area. Contacts for some protein complexes (Table S1) were
predicted by the UCSF Chimera tool “Find Clashes/Contacts” (https://www.cgl.ucsf.e
du/chimera/docs/ContributedSoftware/findclash/findclash.html, accessed on 3 March
2023). The following options were chosen: themselves, contact (default criteria −0.4). As
output, an overlap and a distance value can be observed.

The predicted protein complexes were fitted to a previously published PDB structure
of the human tri-snRNP complex ([28], PDB: 6QW6).

4.7. Evolutionary Conservation

A previously described protocol was used as a foundation [56]. The complete code
can be found on GitHub (https://github.com/LabWolfrum/Fritze_et_al.2023.git). The evo-
lutionary conservation was performed with the help of Jupyter Notebook and Jalview [57].
Python code was designed with the help of ChatGPT-3.5 (OpenAI). For graphs, areas not
present in human SANS were excluded.

4.8. Western Blot

HEK293T cells were seeded in six well dishes with a confluency of 500,000 cells
per/well. Cells were transfected with LipofectamineTM LTX, as described by the manufac-
turer (Thermo Fisher #15338100). Cells were lysed 24 h after transfection with TritonX-100,
protein amount was measured with a BCA assay, and proteins were eluted with 5x Laemmli
buffer, separated by SDS-PAGE followed by Western blotting. Monoclonal mouse-anti-GFP
(cross-reaction to eYFP, Proteintech, Planegg-Martinsried, Germany # 66002-1-Ig) was used.

4.9. Additional Bioinformatic Analyses

CIDER was accessed via the online platform (http://pappulab.wustl.edu/CIDER/,
accessed on 2 February 2023) and the FASTA sequence was analyzed with default options.
SANS USH-causing mutants were chosen through the online Usher syndrome database
(www.LOVD.nl/USH1G, accessed on 25 July 2023). Metapredict was used by the Python
library option [24]. PDB structures were obtained from the PDBe webserver (https://www.
ebi.ac.uk/pdbe/, accessed in March 2023).

4.10. Statistics

Statistical analysis was performed with R-Studio version 4.3.2 [58]. The statistical
methods and the significance criteria are listed in corresponding individual legends. Results
are shown as a boxplot of data from at least three separate experiments. Significance was
determined as: * p ≤ 0.05, ** p ≤ 0.009, *** p ≤ 0.0009.

5. Conclusions

Our data strengthen the evidence that SANS participates in alternative splicing by
interaction with components of the U4/U6.U5 tri-snRNP complex. For this SANS directly

https://www.uniprot.org
https://colab.research.google.com/github/sokrypton/ColabFold/blob/main/AlphaFold2.ipynb#scrollTo=G4yBrceuFbf3
https://colab.research.google.com/github/sokrypton/ColabFold/blob/main/AlphaFold2.ipynb#scrollTo=G4yBrceuFbf3
https://github.com/LabWolfrum/Fritze_et_al.2023.git
https://pymol.org/2
https://www.cgl.ucsf.edu/chimera/docs/ContributedSoftware/findclash/findclash.html
https://www.cgl.ucsf.edu/chimera/docs/ContributedSoftware/findclash/findclash.html
https://github.com/LabWolfrum/Fritze_et_al.2023.git
http://pappulab.wustl.edu/CIDER/
www.LOVD.nl/USH1G
https://www.ebi.ac.uk/pdbe/
https://www.ebi.ac.uk/pdbe/
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binds with different binding sites of its CENTn to the splicing factors PRPF31 and PRPF6.
Our data also suggest that SANS molecules bind sequentially to the two PRPFs in the
tri-snRNP complex (Figure 7). Finally, we provide evidence that perturbations in the
molecular interaction of SANS with both PRPF molecules underlie the pathophysiology of
pathogenic variants in USH1G/SANS, leading to the ocular phenotype in USH1.
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sults are shown as a boxplot of data from at least three separate experiments. Significance 

was determined as: * p ≤ 0.05, ** p ≤ 0.009, *** p ≤ 0.0009. 

5. Conclusions 

Our data strengthen the evidence that SANS participates in alternative splicing by 

interaction with components of the U4/U6.U5 tri-snRNP complex. For this SANS directly 

binds with different binding sites of its CENTn to the splicing factors PRPF31 and PRPF6. 

Our data also suggest that SANS molecules bind sequentially to the two PRPFs in the tri-

snRNP complex (Figure 7). Finally, we provide evidence that perturbations in the molec-

ular interaction of SANS with both PRPF molecules underlie the pathophysiology of path-

ogenic variants in USH1G/SANS, leading to the ocular phenotype in USH1. 

 

Figure 7. Schema of proposed conformation of SANS in the tri-snRNP complex. SANS interacts with 

PRPF31 and PRPF6 in the tri-snRNP. Two conformations of SANS are used to bind to either PRPF6 

or PRPF31, respectively. 

Figure 7. Schema of proposed conformation of SANS in the tri-snRNP complex. SANS interacts with
PRPF31 and PRPF6 in the tri-snRNP. Two conformations of SANS are used to bind to either PRPF6 or
PRPF31, respectively.
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Nuclear–Cytoplasmic Shuttling of the Usher Syndrome 1G
Protein SANS Differs from Its Paralog ANKS4B
Jacques S. Fritze , Felizitas F. Stiehler and Uwe Wolfrum *

Institute of Molecular Physiology, Johannes Gutenberg University Mainz, 55128 Mainz, Germany;
jfritze@uni-mainz.de (J.S.F.); f.stiehler@imb-mainz.de (F.F.S.)
* Correspondence: wolfrum@uni-mainz.de; Tel.: +49-(0)-6131-39-25148

Abstract: The USH1G protein SANS is a small multifunctional scaffold protein. It is involved in
several different cellular processes, such as intracellular transport, in the cytoplasm, or splicing of
pre-mRNA, in the cell nucleus. Here, we aimed to gain insight into the regulation of the subcellular
localization and the nuclear–cytoplasmic shuttling of SANS and its paralog ANKS4B, not yet reported
in the nucleus. We identified karyopherins mediating the nuclear import and export by screening
the nuclear interactome of SANS. Sequence analyses predicted in silico evolutionarily conserved
nuclear localization sequences (NLSs) and nuclear export sequences (NESs) in SANS, but only NESs
in ANKS4B, which are suitable for karyopherin binding. Quantifying the nuclear–cytoplasmic
localization of wild-type SANS and NLS/NES mutants, we experimentally confirmed in silico
predicted NLS and NES functioning in the nuclear–cytoplasmic shuttling in situ in cells. The
comparison of SANS and its paralog ANKS4B revealed substantial differences in the interaction
with the nuclear splicing protein PRPF31 and in their nuclear localization. Finally, our results on
pathogenic USH1G/SANS mutants suggest that the loss of NLSs and NESs and thereby the ability to
control nuclear–cytoplasmic shuttling is disease-relevant.

Keywords: Usher syndrome; USH1G; SANS; ANKS4B; karyopherin; nuclear–cytoplasmic shuttling

1. Introduction

SANS (scaffold protein containing ankyrin repeats and SAM domain) is encoded by
the USH1G gene [1]. Pathogenic variants of USH1G lead to the human Usher syndrome
(USH), the most common form of combined hereditary deaf-blindness in humans [2,3].
SANS is a small 52 kDa protein that consists of 461 amino acids. It is composed of three
N-terminal ankyrin repeats (ANK1-3), a central domain (CENT), a sterile alpha motif
(SAM), and a PDZ-binding motif at the C-terminal end (Figure 1A) [1]. Based on its
different functional properties the CENT can be further divided into three subdomains,
CENTn1, CENTn2, and CENTc [4]. Context-dependent binding of numerous proteins to
its different domains characterizes SANS as a potent scaffold protein [5–12]. In auditory
hair cells, SANS plays a crucial role in arranging the four other USH type-1 proteins in the
mechanosensitive tip-link complex of the stereocilia [13].

In photoreceptor cells of the retina, SANS functions have been associated with ciliogen-
esis and the intracellular transport of cargoes to their photosensitive outer segment [6–11].
In addition to these cytoplasm-associated processes, SANS has also been found in the nu-
cleus [7,12,14]. In the nucleus, SANS has been recently linked to the control of pre-mRNA
splicing and the activation of the spliceosome by interacting with several spliceosomal
components [4,12]. However, the question of how the distribution of SANS between
the two cellular compartments the cytoplasm and the nucleus is regulated in the cell
remained open.

Interestingly, SANS has a paralog protein in ANKS4B (ankyrin repeat and SAM
domain-containing protein 4B) [14]. Both scaffold proteins are composed of the same princi-
pal domain structure (Figure 1A); possess high, up to 80%, amino acid sequence homology;
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and share common binding partners, such as the USH1C protein harmonin [5,14–16].
ANKS4B and SANS are both located at the tips of microvilli, the brush border microvilli of
intestinal enterocytes and the stereocilia, highly modified microvilli of inner ear hair cells,
respectively [13,17]. However, while both are found in the cytoplasm, ANKS4B has not yet
been reported in the nucleus [14,18]. Moreover, the mechanisms underlying this difference
in nuclear–cytoplasmic partitioning have yet to be determined and are one of the questions
we address here.
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parts (CENTn1 (green), CENTn2 (red), and CENTc (green)), a sterile alpha motif (SAM), and a
C-terminal type-I PDZ-binding motif (PBM =asterisk). ANKS4B and SANS amino acid sequences are
highly similar in their N- and C-terminal regions. (B,C) Confocal microscopy of HeLa cells either
stained for endogenous SANS (B) or transfected with eYFP-SANS, 3xFLAG-SANS (C), counterstained
with DAPI. Endogenous SANS and 3xFLAG-SANS were visualized by indirect immunofluorescence
of anti-SANS and anti-FLAG. (B,C) Endogenous SANS, eYFP-SANS, and 3xFLAG-SANS were local-
ized in the cytoplasm and the nucleus. (D) Quantification of eYFP-SANS localization by CellProfiler
v4.2.6 in HeLa cells. eYFP-SANS is localized in both the nucleus and cytoplasm. (E) Western blot
analysis of eYFP SANS in the nuclear (n) and cytoplasmic (c) fraction of eYFP-SANS-transfected
HeLa cells using anti-eYFP, anti-tubulin (cytoplasmic housekeeping protein), and anti-HH3 (nuclear
housekeeping protein). In each lane, 30 µg of the total protein was loaded. (F) Quantification of
the eYFP-SANS bands in the nuclear (n) and cytoplasmic fraction (c). Band intensity was normal-
ized to the total protein amount. The qualifications of the microscopic and biochemical analysis
consistently demonstrate that the majority of eYFP-SANS (~70%) is localized in the nucleus. Black
arrows: position of Z-projections. Scale bars: horizontal = 10 µm; vertical = 2 µm. Data show mean
values ± standard deviation from three independent experiments.

Nuclear transport is a fundamental cellular process that regulates the localization of
macromolecules within the nuclear or cytoplasmic compartments. In humans, approxi-
mately 60 proteins participate in nuclear transport, including Ran system proteins that
ensure directed and rapid transport, components that form nuclear pore complexes (NPCs)
in the nuclear membrane, and karyopherins that transport cargoes through the NPCs [19].
For bidirectional shuttling of nuclear cargo proteins, karyopherins, namely importins and
exportins, are needed [20]. These bind specifically to linear elements in the nuclear car-
gos, which are called nuclear localization sequences (NLSs) and nuclear export sequences
(NESs), respectively.

In the present study, we aimed to shed light on the nuclear–cytoplasmic shuttling of
SANS and its paralog ANKS4B. We screened the SANS interactome to identify importins
and exportins and used in silico prediction tools to find conserved NLSs and NESs in SANS
protein sequences of several vertebrates. We validated the nuclear–cytoplasmic shuttling
potential of wild-type and mutated NLS/NES versions of SANS in HeLa and HEK293T
cells by quantifying the nuclear–cytoplasmic localization, which confirmed predicted NLSs
and NESs to be important for correct nuclear–cytoplasmic shuttling of SANS. In contrast,
strict localization of the SANS paralog ANKS4B in the cytoplasm is ensured in the absence
of any NLS by several NESs. Finally, we provide evidence that the dysregulation and
disruption of SANS’s nuclear–cytoplasmic shuttling are relevant for the development of
the USH disease in USH1G patients.

2. Materials and Methods
2.1. DNA Constructs and Antibodies

DNA Constructs (Table 1), PCR Primers (Table 2) and Antibodies (Table 3) shown
below.

Table 1. DNA constructs. Asterisk indicates that the mutations.

DNA Constructs Reference

eYFP-SANS-S243* this work
eYFP-SANS-K213E this work
eYFP-SANS-R447W this work
eYFP-SANS-L195E this work
eYFP-SANS-L249E this work
eYFP-ANKS4B this work
harmonin-mCherry this work
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Table 1. Cont.

DNA Constructs Reference

eYFP-SANS [4]
eYFP-SANS-S278Pfs*71 [4]
eYFP-SANS-V132Gfs*3 [4]
eCFP-PRPF31 [4]
harmonin-eCFP [4]
eCFP-c-eYFP (FRET positive control) [4]
mRFP-PRPF31 [4]
FLAG-SANS [12]
pDONR-SANS [10]
pDONR-SANS-S243* [10]
pDest-743 (eYFP control) kindly provided by Ronald Roepman
pDONR-ANKS4B kindly provided by Katja Luck [21]

Table 2. PCR Primers.

Primer Name Sequence 5′-3′

K213E_fwd GGCGAGACCAAGATGCAG
K231E_rev CCTGGCCGTGCCGTG
R447W_fwd CGGTGGCAGGCGATG
R447W_rev CCTCCTCACGGCCC
L195E_fwd GCGGAGGGCAGCC
L195E_rev CAGATGCTGCAGCCGG
L249E_fwd CAGGAGGGCAGCGAC
L249E_rev CAGGCCCGAGAGCG
qPCR PRPF31 F CAGACACAGGTAAACGAGGC
qPCR PRPF31 R CTGGAGTGGGGTGAAGGC

Table 3. Antibodies.

Antibody Name Supplier Catalog No.

Rabbit-anti-SANS Proteintech, Planegg-Martinsried, Germany 21936-1-AP
Rabbit-anti-histonH3 Cell Signaling Technology, Danvers, MA, USA 4499
Mouse-anti-α-tubulin Merck, Darmstadt, Germany T9026
Mouse-anti-FLAG Merck, Darmstadt, Germany F1804
Mouse-anti-GFP
(cross-reaction to eYFP) Proteintech, Planegg-Martinsried, Germany 66002-1-Ig

Rat-anti-RFP Proteintech, Planegg-Martinsried, Germany 5f8
Rabbit-anti-γ-tubulin Merck, Darmstadt, Germany T6557
Donkey-anti-rabbit Alexa488 ThermoFisher, Darmstadt, Germany A-21206
Donkey-anti-rabbit Alexa680 ThermoFisher, Darmstadt, Germany A-10043
Donkey-anti-mouse Alexa800 ThermoFisher, Darmstadt, Germany SA5-10172
Donkey-anti-rat Alexa680 ThermoFisher, Darmstadt, Germany A-78947

2.2. Cloning

NLS/NES mutants were created by Q5® Site-Directed Mutagenesis Kit according to the
manufacturer’s protocol (NEB, Frankfurt am Main, Germany, #E0554S) with pDONR-SANS
as a template. pDONR-ANKS4B was kindly provided by Katja Luck [21]. GatewayTM LR
reaction into the appropriate destination vector was performed according to the manufac-
turer’s protocol (ThermoFisher, Darmstadt, Germany, #11791020).

2.3. Cell Lines and Culture

Dulbecco’s modified Eagle’s medium (DMEM) (ThermoFisher, Darmstadt, Germany,
#31966021) containing 10% heat-inactivated fetal calf serum (FCS) (Cytiva, Freiburg, Ger-
many, #SV30160.03) was used to culture HeLa (kindly provided by AG Dormann, IMP,
Mainz, Germany) and HEK293T cells (ATCC: CRL-3216).
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2.4. Cell Transfections

HeLa cells and HEK293T cells were seeded on coverslips in 6-well plates with a density
of 250,000 cells/well. Cells were transfected with tagged constructs using LipofectamineTM

LTX as described by the manufacturer (ThermoFisher, Darmstadt, Germany, #15338100) and
incubated for 24 h. Protein expression levels of the constructs were compared in Western
blots (Figure S1). CRM1 cells were treated with 5 nM Leptomycin-B (Selleck Chemicals
GmbH, Munich, Germany, #S7580) for the inhibition of the exportin or 40 µM Importazole
(Merck, Darmstadt, Germany, #401105) for the inhibition of importins for 4 h before fixation.

2.5. siRNA-Mediated Knockdown

For siRNA-mediated knockdowns, we used siRNA for PRPF31 (IDT, Leuven, Belgien,
#TriFECTa®Kit DsiRNA Duplex, 5′-AGCUAUGGGAUAGUAAGAUGUUUGC-3′) with
previously validated knockdown efficiency by qPCR [12]. The siRNA was co-transfected
with eYFP-SANS into HeLa cells using LipofectamineTM RNAiMAX and incubated for 24 h
as described by the manufacturer (ThermoFisher, Darmstadt, Germany, #13778075). The
siRNA transfection was subsequently detected by qPCR.

2.6. Live Cell Imaging and Fluorescence Recovery After Photobleaching (FRAP)

HeLa cells were seeded in an Ibidi 4-well plate (Ibidi, Gräfelfing, Germany #80426)
with a density of 40,000 cells/well. Cells were transfected with the fluorescently tagged
constructs using LipofectamineTM LTX. Living cells were analyzed with a Nikon Yokogawa
spinning disc microscope with a 60× water objective at 37 ◦C and imaged every second.
FRAP was performed with a 514 nm laser at 36% laser intensity for 100 iterations. Recovery
was observed every second for up to 4 min. Quantification was performed with Fiji and
EasyFRAP-web [22]. Data are presented as Full-Scale Normalization, and T-half was
calculated with Double curve fitting.

2.7. Immunocytochemistry

Cells were fixed with 4% paraformaldehyde in PBS for 10 min at RT, washed with
PBS, permeabilized with PBST (0.1% Triton-X100 (Roth, Karlsruhe, Germany, # 3051.1)) for
5 min at RT, and blocked with 0.1% ovalbumin and 0.5% fish gelatine in PBS for 1 h at RT.
Primary antibodies were incubated overnight at 4 ◦C, followed by washing with PBS and
secondary antibody in a blocking solution containing DAPI (1 mg/mL) (Roth, Karlsruhe,
#6335.1) with incubation for 1 h at RT. After washing, samples were mounted in Mowiol
(Roth, Karlsruhe, #0713.2).

2.8. Cytochemical Staining of Aggresomes

HeLa cells were transfected with eYFP-SANS and NLS/NES mutants with LipofectamineTM

LTX as described by the manufacturer (ThermoFisher, Darmstadt, Germany, #15338100).
Control cells were treated 18 h before fixation with DMSO as negative control or with the
proteasomal inhibitor MG-132 (5 µM) in DMSO to induce the formation of aggresomes.
Cells were fixed with 4% paraformaldehyde in PBS for 10 min at RT, washed with PBS, and
permeabilized with PBST (0.1% Triton-X100 (Roth, Karlsruhe, # 3051.1)) 5 min at RT. Subse-
quently, cells were fluorescently stained for aggresomes with a commercial kit following
the supplier’s protocol (Enzo, Lausen, Germany, #ENZ-51035-K100).

2.9. Fluorescence Microscopy Analysis

Fixed cells were observed with a Leica TCS SP5 or Zeiss LSM900 (Leica, Wetzlar, Ger-
many). Images were analyzed with Fiji [23] (https://imagej.net/software/fiji/downloads,
accessed 1 April 2022). Z-projections were performed over the indicated region of interest
with the Fiji Plugin Orthogonal Views. Pearson coefficient calculation was performed with
the Fiji Plugin Coloc 2.

https://imagej.net/software/fiji/downloads
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2.10. Western Blot Analysis

Cells were lysed in Triton-X-100 lysis buffer (50 mM Tris/HCl, 150 mM NaCl, 0.5%
Triton-X-100, pH 7.4) containing complete protease inhibitor cocktail (Roche Diagnos-
tics, Mannheim, Germany #04693132001) by sonication. Protein content was quantified
using a BCA protein assay (Merck, Darmstadt, #B9643, #C2284) and subjected to SDS-
PAGE. The proteins were transferred to a polyvinylidene difluoride (PVDF) membrane
(Merck, Darmstadt, #IPVH00010). After blotting, membranes were blocked in AppliChem
blocking reagent (AppliChem, Darmstadt, Germany) for 1 h and subsequently incubated
with primary antibodies overnight at 4 ◦C followed by appropriate secondary antibodies.
Blots were scanned employing the Odyssey infrared imaging system (LI-COR Biosciences,
Lincoln, NE, USA).

2.11. In Silico Prediction

The amino acid sequence of the protein of interest was used from uniprot. The
following sequences were used: Homo sapiens SANS (Q495M9); Macaca nemestrina SANS
(A0A2K6BVI9); Mus musculus SANS (Q80T11); Danio rerio SANS (A0A8M1RQW2); Xenopus
laevis SANS (A0A8J0TLE4); H. sapiens ANKS4B (Q8N8V4). NLSs were predicted with
a given amino acid sequence by NLStradamus [24]. NESs were predicted with a given
amino acid sequence by LocNES [25]. The homology of SANS NLS/NES was aligned
with Blastp (https://blast.ncbi.nlm.nih.gov/Blast.cgi?PAGE =Proteins, accessed on 2 April
2024). The homology of SANS and ANKS4B was calculated from the alignment of Blastp
(https://blast.ncbi.nlm.nih.gov/Blast.cgi?PAGE =Proteins, accessed on 1 March 2024).

Missense3D or Missense3D-PPI was used as a web-based version (http://missense3
d.bc.ic.ac.uk/, accessed on 30 September 2024). For Missense3D, the AlphaFold2-based
structure of SANS was used (AF-Q495M9-F1-v4). For Missense3D-PPI, the previously
described structures of SANS-PRPF31 and SANS-harmonin were used [4]. The predicted
SANS-harmonin is in line with the previously described complex structure [15].

2.12. CellProfiler-Based Nuclear/Cytoplasmic Ratio Quantification

Images were preanalyzed with Fiji and then analyzed automatically with CellPro-
filer [26]. For analysis, we used the pipeline “Human cells” (https://cellprofiler-examples.
s3.amazonaws.com/ExampleHuman.zip, accessed on 1 January 2023) with adjustments
available on Supplementary Materials (Github: https://github.com/LabWolfrum/Fritze_
et_al_2024_SANS_Nuclear_localization).

In short, three tif files (protein of interest, DAPI, Brightfield) were used as input.
Primary and secondary structures were identified with CellProfiler, and the mean intensity
of the eYFP channel of the nucleus and cytoplasm was used for further statistical analysis.

2.13. Cell Fractionation Assay

Cells were seeded in 6-well plates with a density of 250,000 cells/well. Cells were
transfected with LipofectamineTM LTX as described by the manufacturer (ThermoFisher,
Darmstadt, Germany, #15338100) and incubated for 24 h. Cells were harvested and lysed
into nuclear and cytoplasmic fractions with the commercial kit NE-PERTM (ThermoFisher,
Darmstadt, Germany, #78833). Protein amount was measured with a BCA assay, and
proteins were eluted with 5x Laemmli buffer and separated by SDS-PAGE, followed by
total protein measurement (RevertTM 700 Total Protein Staining) (LI-COR, Lincoln, NE,
USA, #926-11010) and Western blotting. Relative intensity was calculated with Fiji for the
GFP (cross-reaction for eYFP) band and normalized to total protein and the HistoneH3
band.

2.14. Fluorescence Resonance Energy Transfer (FRET) Acceptor Photobleaching Assay

HeLa cells were seeded in 6-well plates with a density of 250,000 cells/well. Cells
were transfected with LipofectamineTM LTX as described by the manufacturer (Ther-
moFisher, Darmstadt, Germany, #15338100). Fixed HeLa cells were analyzed with a

https://blast.ncbi.nlm.nih.gov/Blast.cgi?PAGE
https://blast.ncbi.nlm.nih.gov/Blast.cgi?PAGE
http://missense3d.bc.ic.ac.uk/
http://missense3d.bc.ic.ac.uk/
https://cellprofiler-examples.s3.amazonaws.com/ExampleHuman.zip
https://cellprofiler-examples.s3.amazonaws.com/ExampleHuman.zip
https://github.com/LabWolfrum/Fritze_et_al_2024_SANS_Nuclear_localization
https://github.com/LabWolfrum/Fritze_et_al_2024_SANS_Nuclear_localization
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Leica TCS SP8, and FRET acceptor photobleaching was performed following the Leica
protocol (https://downloads.leica-microsystems.com/TCS%20SP8/Application%20Note/
FRET_AB_with%20SP8-AppLetter_EN.pdf, accessed 1 September 2022). eCFP was used
as a donor (D), and eYFP as an acceptor (A). The acceptor was bleached at 100% laser

intensity for 10 repeats. FRET efficiency was calculated via FRETeff =

(
(Dpost−Dpre)

Dpost

)
. To

exclude the cellular structure, the mean of six regions of interest (ROIs) in the bleached
area was calculated, and the FRET efficiency of an unbleached region (≥3 µm away from
bleached ROI) was subtracted from the mean. Bleach efficiency was calculated via the
formula Bleacheff =

(
1−A _post

A_pre

)
× 100. Only ROIs with > 60% bleach efficiency were used

for analysis. Data were normalized to 1 by the positive control eCFP-c-eYFP.

2.15. SANS Nuclear Interactome Analysis

SANS nuclear interactome analysis in HEK293T cells [12] was used as input for the
Cytoscape plugin ClueGO according to gene names based on HGNC. Gene Ontology (GO)
term enrichment analysis was performed by ClueGO v2.3.3.

2.16. Statistics

Statistical analysis was performed with R-Studio [27]. The statistical methods are
listed in corresponding individual legends. Results are shown from at least 3 separate
experiments. Significance was determined as follows: * p ≤ 0.05, ** p ≤ 0.009, *** p ≤ 0.0009.

3. Results
3.1. Subcellular Localization of SANS

Recent work indicated that SANS shuttles from the cytoplasm into the nucleus [7,12,14].
We confirmed cytoplasmic and nuclear localization of endogenous SANS in HeLa cells by
immunocytochemistry using anti-SANS antibodies (Figure 1B) and in HeLa cells transfected
with eYFP-SANS and 3xFLAG-SANS monitoring eYFP fluorescence and indirect anti-FLAG
immunofluorescence, respectively (Figure 1C). Confocal microscopy also showed that en-
dogenous SANS and both transfected SANS constructs are not homogeneously distributed
in the cytoplasm and the nucleus but appear as speckles of different sizes (Figure 1B,C). To
verify the nature of these SANS speckles, we performed FRAP (fluorescence recovery after
photobleaching) experiments, live cell imaging, and cytochemical staining for aggresomes
in eYFP-SANS-expressing HeLa cells (Figures S2 and S3). FRAP analysis revealed that
eYFP-SANS fluorescence recovered in a fast manner; after less than ~39 sec, almost 50%
of its original intensity was recovered, indicating a high mobile fraction (Figure S2A). In
live cell imaging experiments, we observed fission and fusion of eYFP-SANS speckles on
the order of a few seconds (Figure S2B). Both the high mobile fraction in FRAP and the
fission–fusion properties of eYFP-SANS speckles indicate liquid–liquid phase separation
(LLPS) behavior [28].

In addition, we stained eYFP-SANS speckles for aggresomes by applying a cytochemi-
cal aggresome staining kit (Figure S3). We did not observe fluorescent aggresome staining
of the eYFP-SANS speckles (Figure S3A), which contrasted with aggresome-positive con-
trols (Figure S3B). Taken together, our analyses indicate that the eYFP-SANS speckles do
not represent aggresomes, but rather are formed by LLPS, which is consistent with previous
observations for Venus-SANS in HeLa cells [14].

In addition, we noticed a high variance in the subcellular localization of eYFP-SANS
in the transfected HeLa cells. While in most cells, eYFP-SANS was mainly found in the
nucleus (Figure 1C), there were also cells in which it was rather localized in the cyto-
plasm (Figure S4). Quantification of eYFP-SANS fluorescence in cytoplasmic and nuclear
compartments of over 225 cells by CellProfiler revealed that approximately 30% of SANS
was present in the cytoplasm and 70% in the nucleus in HeLa cells (Figure 1D). Quan-
titative analysis of the compartmental distribution in eYFP-SANS-expressing HEK293T
cells confirmed that most SANS (77%) was localized in the nucleus (Figure S5A). Next, we

https://downloads.leica-microsystems.com/TCS%20SP8/Application%20Note/FRET_AB_with%20SP8-AppLetter_EN.pdf
https://downloads.leica-microsystems.com/TCS%20SP8/Application%20Note/FRET_AB_with%20SP8-AppLetter_EN.pdf
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biochemically validated the compartmental distribution of SANS by cytoplasmic–nuclear
cell fractionations in eYFP-SANS-transfected HeLa cells (Figure 1E,F). Western blot analysis
of the nuclear and cytoplasmic fractions showed that approximately 70% of SANS was
present in the nucleus, confirming the obtained in situ data.

Taken together our experimental data consistently demonstrated that SANS is pre-
dominantly localized in the nucleus.

3.2. Identification of Karyopherins in the Nuclear Interactome of SANS

To identify potential karyopherins that bind to SANS, we screened the previously
published nuclear interactome of SANS in HEK293T cells [12] for importins and ex-
portins. In the GO-term gene clusters “nuclear import” (GO:0051170) and “nuclear export”
(GO:0051168) (Cytoscape plugin ClueGO, https://apps.cytoscape.org/apps/cluego, ac-
cessed on 6 June 2024; Table S1), we identified eight nuclear importins and three exportins
including exportin-1/CRM1, the main nuclear protein exporter (Table 4).

Table 4. Nuclear exportins and importins identified as potential SANS-interacting proteins in the
nucleus [12].

Gene Protein Export/Import NLS/NES
Recognition

KPNB1 Importin-β Protein importer classic NLS [20]
non-classic NLS [20]

IPO4 Importin-4 Protein importer classic NLS [29]
non-classic NLS [20]

IPO5 Importin-5 Protein importer classic NLS [30]
non-classic NLS [20]

IPO7 Importin-7 Protein importer classic NLS [31]
non-classic NLS [20]

IPO8 Importin-8 Protein importer classic NLS [31]
non-classic NLS [20]

IPO9 Importin-9 Protein importer non-classic NLS [20]
IPO11 Importin-11 Protein importer non-classic NLS [20]

IPO13 Importin-13 Protein importer classic NLS [32]
non-classic NLS [32]

XPO1 CRM1/Exportin-1 Protein exporter NES
XPO5 Exportin-5 dsRNA exporter -
XPOT Exportin-T amino-acylated tRNAs export -

Subsequently, we investigated their role by applying commercially available importin
and exportin inhibitors to eYFP-SANS-transfected HeLa cells followed by confocal mi-
croscopy analysis and quantification with CellProfiler [26]. Applying the importin-β
inhibitor Importazole (IPZ) to transfected HeLa had no effect on eYFP-SANS subcellular
localization (Figure S6A,B). Further, we investigated the role of the exportin CRM1 in SANS
nuclear export by treating eYFP-SANS HeLa cells with the CRM1 inhibitor Leptomycin-B
(LMB) [33]. Confocal microscopy and CellProfiler-based quantification of the subcellular
localization of SANS revealed that applications of LMB to the cells resulted in a signifi-
cant increase in the nuclear localization of SANS when compared to the untreated control
(Figure 2A,B). In contrast, treatments with the LMB solvent DMSO had no effect on the
nuclear localization. Combined, the treatment revealed that the core export of SANS is
mediated by CRM1.

https://apps.cytoscape.org/apps/cluego
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Figure 2. Nuclear localization of SANS in HeLa after treatment with the exportin CRM1 inhibitor
Leptomycin-B. (A) Confocal microscopy of HeLa cells transfected with eYFP-SANS (red) and treated
with 5 nM CRM1 inhibitor Leptomycin-B (LMB) or its solvent DMSO. (B) Quantification of (A)
by CellProfiler. eYFP-SANS was significantly enriched in the nucleus after LMB treatment. Black
arrows: position of Z-projections. Scale bars: horizontal = 10 µm; vertical = 2 µm. Data show mean
values ± standard deviation from three independent experiments. Student’s t-test was performed
for three independent experiments with a minimum of 75 cells; ns = not significant; *** = p ≤ 0.0009.

3.3. In Silico Prediction and Evolutionary Conservation of Nuclear Localization Sequences (NLSs)
and Nuclear Export Sequences (NESs) in SANS

For nuclear transport, karyopherins bind to nuclear localization sequences (NLSs) and
nuclear export sequences (NESs) present in the cargo molecules [20]. To identify NLSs and
NESs in the human SANS sequence, we used the prediction tools NLStradamus [24] and
LocNES [25], respectively (Table 5). In addition, the predicted consensus sequences were
scored from 0 to 1.

Table 5. Nuclear localization (NLSs) and export sequences (NESs) of SANS predicted by LocNES and
NLStradamus.

NLS/NES Sequence Score CRM1-Class NLS/NES Mutations

NLS_1213–224 213-KTKMQKKLERRK-224 0.733 - K213E: ETKMQKKLERRK
NLS_2436–447 436-RKKILGAVRRRR-447 0.679 - R447W: RKKILGAVRRRW
NES_1181–195 181-LTSSTLSRRLQHLAL-195 0.262 1a L195E: LTSSTLSRRLQHLAE
NES_2235–249 235-EDGRKSARSLSGLQL-249 0.250 1b L249E: EDGRKSARSLSGLQE
NES_3406–420 406-ALLRQEKIDLEALML-420 0.462 2 n.a.

NLStradamus predicted two NLSs within SANS, located in the CENTn2 (NLS_1213–224)
and SAM domains (NLS_2436–447), with scores of 0.733 and 0.679, respectively, both above
the NLS threshold of 0.6 [24] (Figure 3A). LocNES identified three NESs within SANS,
two in the CENTn2 domain (NES_1181–195 and NES_2235–249) and one in the SAM domain
(NES_3406–420), with scores ranging from 0.250 to 0.462, all above the NES threshold of
0.1 [25] (Figure 3A). In addition, we classified the predicted NESs into distinct classes of
NES motifs binding to the exportin CRM1 (Table 2).

Sequence alignments of the identified NLS and NES motifs of SANS across five diverse
vertebrates from humans to frogs, namely H. sapiens, M. nemestrina, M. musculus, D. rerio,
and X. laevis revealed high to medium conservation of the motifs (Figure 3B–F). Notably, D.
rerio and X. laevis have two and three Ush1g genes encoding SANS, respectively. However,
all sequences of the predicted NLSs and NESs in the multiple genes of the respective species
are identical.
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Figure 3. Prediction of nuclear localization sequences (NLSs) and nuclear export sequences (NESs) of
SANS. (A) Three NESs ($; NES_1181–195, NES_2235–249, NES_3406–420) and two NLSs (#; NLS_1213–224,
NLS_2436–447) were predicted for SANS by NLStradamus and LocNES. (B–F) Conservation of SANS
NLS_1213–224 (B), NLS_2436–447 (C), NES_1181–195 (D), NES_2235–249 (E), and NES_3406–420 (F) with
blastp in comparison to human SANS for five model organisms. In (B,C), positively charged residues
(red), arginine-to-lysine exchanges (purple), and charge changes (green) are indicated in NLSs. In
(D–F), in the first line, the position of consensus amino acid residues in the CRM1 motif is indicated
in red. Valid (purple) and invalid (green) residue changes in the consensus sequence of the CRM1
motif are indicated. ** and *** indicate that the genomes of D. rerio and X. laevis possess two and
three Ush1g genes encoding for SANS orthologs, respectively, which do not differ in the NLS and
NES sequences.

Both NLSs are 100% conserved throughout all the three mammals. In NLS_1213–224

of D. rerio and X. laevis, we observed exchanges of two positively charged amino acids,
namely arginine to lysine. However, in NLS_2436–447 of both species, exchanges between
charged and uncharged amino acids were found.

The CRM1-consensus motif of NES_3406–420 is 100% conserved throughout all verte-
brate species tested. In contrast, NES_1181–195 was conserved in all vertebrates except for
X. laevis. NES_2235–249 was also conserved in all tested species but differed in its starting
residue in M. musculus, D. rerio, and X. laevis. Taken together, in silico analyses predicted
two NLSs and three NES/CRM1 motifs in SANS that differ in their probabilities and
evolutionary conservation in vertebrates.

3.4. Analysis of the Nuclear Localization Efficiency of Predicted NLSs in SANS in the Cell

Next, we examined the efficiency of the two predicted NLSs of SANS in cells. Using
site-specific mutagenesis, we mutated positively charged residues to uncharged or neg-
atively charged residues in the NLSs of human SANS that should prevent karyopherin
binding to the mutated NLS (Table 5, Figure 4A). eYFP-tagged wild-type SANS and SANS
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NLS mutants (SANSK213E/∆NLS_1213–224, SANSR447W/∆NLS_2436–447) were transfected
into HeLa cells (Figure 4B) and HEK293T cells (Figure S5A), and the subcellular distribution
of the SANS variants was then assessed by confocal microscopy. Confocal images and their
z-projections of eYFP-tagged SANSK213E and SANSR447W indicated an increase in SANS in
the cytoplasm of HeLa and HEK293T cells. The speckles formed by the SANS-NLS mutants
were not stained with the commercial aggresome staining kit (Figure S3C), indicating that
they are not aggresomes.
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Figure 4. Subcellular localization of SANS NLS mutants. (A) Domain structure of SANS; the two
NLS (#) mutants K213E (∆NLS_1213–224) and R447W (∆NLS_2436–447) are indicated above the cartoon.
(B) Confocal microscopy of HeLa cells transfected with eYFP-SANS (red) or SANS NLS mutants,
counterstained with DAPI. (C) Quantification of (B) by CellProfiler. eYFP-SANSK213E differed sig-
nificantly from eYFP-SANS. Black arrows: position of Z-projections. Scale bars: horizontal = 10 µm;
vertical = 2 µm. Data show mean values ± standard deviation from three independent experiments.
Student’s t-test was performed for three independent experiments with a minimum of 75 cells.
ns = not significant; *** = p ≤ 0.0009.

CellProfiler-based quantification of the SANS localization showed a significant de-
crease in nuclear localization of SANSK213E (∆NLS_1213–224) compared to wild-type SANS in
both HeLa and HEK293T cells (Figures 4C and S5B). Analysis of SANSR447W (∆NLS_2436–447)
showed a decrease in its nuclear localization that was not significant in HeLa cells but was
significant in HEK293T cells (Figures 4C and S5B). In summary, our findings indicate that
NLS_1213–224 has a stronger role in the nuclear localization of SANS than NLS_2436–447.

3.5. Analysis of the Nuclear Export Efficiency of Predicted NESs in SANS in the Cell

We examined the nuclear export efficiency of the predicted NESs of SANS in the
cell. We designed and generated SANS NES mutants by exchanging hydrophobic residue
leucine (L) for glutamic acid (E) by site-specific mutagenesis for SANS NES_1181–195 and
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SANS NES_2235–249 (Table 5, Figure 5A). This resulted in SANSL195E (∆NES_1181–195) and
SANSL249E (∆NES_2235–249), which were no longer predicted as NESs by LocNES.
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Figure 5. Localization of SANS NES mutants. (A) Domain structure of SANS; the two NES ($) mutants
L195E (∆NES_1181–195) and L249E (∆NES_2235–249) are indicated below the cartoon. (B) Confocal mi-
croscopy of HeLa cells transfected with eYFP-SANS (red) or NES mutants, counterstained with DAPI.
(C) Quantification of (B) by CellProfiler. eYFP-SANSL195E was significantly enriched in the nucleus
compared to eYFP-SANS. Black arrows: position of Z-projections. Scale bars: horizontal = 10 µm;
vertical = 2 µm. Data show mean values ± standard deviation from three independent experiments.
Student’s t-test was performed for three independent experiments with a minimum of 75 cells.
ns = not significant; *** = p ≤ 0.0009.

The two NES mutants were tagged with eYFP, transfected into HeLa and HEK293T
cells, and examined by confocal microscopy (Figures 5B and S7A). Unexpectedly, eYFP-
SANSL249E formed prominent cytoplasmic speckles, while eYFP-SANSL195E predominantly
localized in small nuclear droplets, as shown by z-projection. The speckles formed by
the SANS-NES mutants were not stained with the commercial aggresome staining kit
(Figure S3D), indicating that they are also not aggresomes. CellProfiler-based quantifica-
tions showed no significant difference in the nuclear–cytoplasmic ratio of eYFP-SANSL249E

(∆NES_2235–249) compared with eYFP-SANS (Figures 5C and S7B). In contrast, the quantifi-
cation for eYFP-SANSL195E (∆NES_1181–195) exhibited a significant increase in the nuclear
localization compared to eYFP-SANS. These findings suggest that NES_1181–195 but not
NES_2235–249 plays a role in SANS nuclear export.

Unfortunately, we failed to design any synthetic mutant for SANS NES_3406–420 since
all genetic modifications introduced by site-specific mutagenesis in this region led to the
emergence of a new NES in near proximity. Therefore, we decided to evaluate the role of
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SANS NES_3406–420 in deletion constructs lacking the domains containing NES_3406–420. The
confirmed pathogenic frameshift variants of the human USH1G gene, SANSS278Pfs*71 and
SANSS243* (www.LOVD.nl/USH1G, accessed on 4 January 2023), which result in a prema-
ture stop at the end of CENTn2 or CENTc domain of SANS, respectively, fulfill this criterion
(Figure 6A). Confocal microscopy of eYFP-tagged SANSS278Pfs*71 and SANSS243* expressed
in HeLa and HEK293T cells revealed enrichments of the pathogenic variants in the nucleus
when compared to wild-type SANS, as indicated by z-projection (Figures 6B and S8A).
CellProfiler-based quantifications confirmed the significant enrichment of both pathogenic
variants in the nucleus compared to eYFP-SANS (Figures 6C and S8B). The retention of
SANSS278Pfs*71 and SANSS243* in the nucleus indicates that NES_3406–420 plays an additional
pivotal role in SANS nuclear export.
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Figure 6. Localization of pathogenic variant of SANS in HeLa cells. (A) The pathogenic variant
SANSS278Pfs*71 and SANSV132Gfs*3 are frameshift mutations which lead to missense extension (red
boxes and amino acid sequences below) and a premature stop in CENTc or CENTn1, respectively. The
pathogenic variant SANSS243* has a premature stop codon after the CENTn2 domain. (B) Confocal
microscopy of HeLa cells transfected with eYFP-SANS (red), eYFP-SANSS278Pfs*71, eYFP-SANSS243*
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and eYFP-SANSV132Gfs*3, counterstained with DAPI. (C) Quantification of (B) with CellProfiler. All
pathogenic variants were significantly enriched in the nucleus. Black arrows: position of z-projections.
Scale bars: horizontal = 10 µm; vertical = 2 µm. Data show mean values ± standard deviation from
three independent experiments. Student’s t-test was performed for three independent experiments
with a minimum of 75 cells. *** = p ≤ 0.0009.

In addition, we investigated the cellular localization of the frameshift mutation
SANSV132Gfs*3, which lacks almost the entire CENTn1 and all following C-terminal do-
mains including all NLSs and NESs (Figure 6A). eYFP-tagged SANSV132Gfs*3 localized
predominantly in the nucleus of HeLa and HEK293T cells, as indicated by z-projection
(Figures 6B and S8A). CellProfiler-based quantifications confirmed the significant enrich-
ment of SANSV132Gfs*3 in the nucleus compared to eYFP-SANS (Figures 6C and S8B).

Taken together, our findings suggest that NES_1181–195 and NES_3406–420 but not
NES_2235–249 play a role in SANS nuclear export. Furthermore, the present results on SANS
pathogenic variants also suggest that alterations in nuclear shuttling may be part of the
pathomechanisms leading to USH1G.

3.6. Effcts of NLS and NES Mutations of SANS on the Binding to Compartment-Specific
Interaction Partners

To fulfill its diverse functions specific for the different compartments in the cell, SANS
interacts with compartment-specific interaction partners; for example, in the cytoplasm with
scaffold protein harmonin and in the nucleus with splicing factor PRPF31 [4,6,12,34]. Both
interacting partners bind to different domains in SANS. While harmonin binds to the SAM-
PBM domain, PRPF31 binds to the CENTn1 domain [4,12,15] (Figure 7A). Both SANSK213E

(∆NLS_1) and SANSL195E (∆NES_1) are located within the CENTn2 domain and should
not directly affect the binding of harmonin or PRPF31. However, these mutations may
potentially alter the overall structure of SANS, which may influence these interactions. To
investigate this, we used the in silico prediction tool Missense3D [35]. Missense3D predicted
no structural changes upon mutation of SANSK213E nor SANSL195E (Table S2). In addition,
Missense3D-PPI, a pipeline for structural changes in protein–protein interfaces [36], did
not predict any structural surface alterations to the previously modeled SANS-PRPF31 and
SANS-harmonin complexes (Table S2) [4].

Next, we tested the effects of the SANSK213E (∆NLS_1) and SANSL195E (∆NES_1)
mutants on their binary interactions with harmonin and PRPF31 in the nucleus of the
cell by using fluorescence resonance energy transfer (FRET) acceptor photobleaching
assays (Figure 7B) [4]. We co-transfected HeLa cells with eYFP-SANS, eYFP-SANSK213E,
or eYFP-SANSL195E and harmonin-eCFP or eCFP-PRPF31, respectively, and determined
FRET signals in the nucleus, normalized to 1 by the positive control eCFP-c-eYFP. The
FRET pairs eYFP-SANS-harmonin-eCFP and eYFP-SANSK213E-harmonin-eCFP generated
normalized FRET signals of the same height, significantly higher than those of the pair
eYFP-SANSL195E-harmonin-eCFP (Figure 7C). In contrast, the FRET pairs eYFP-SANS-
eCFP-PRPF31 and eYFP-SANSL195E-eCFP-PRPF31 generated normalized FRET signals of
the same height, significantly higher than those of eYFP-SANSK213E-eCFP-PRPF31.

Taken together, the ∆NES and ∆NLS SANS mutants still have the potential to bind to
SANS binding partners. However, in the cell, ∆NES SANS sticks in the nucleus and is no
longer available together with harmonin for its cytoplasmic functions, and ∆NLS_1 SANS
cannot interact with PRPF31 in the nucleus for a spliceosome function because it is not
targeted into the nucleus.
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Figure 7. Validation of the interaction of SANS NLS/NES mutants with SANS binding partners
fluorescence resonance energy transfer (FRET) in the nuclear compartment. (A) Schematic of the
SANS domain structure indicating NES1 and NLS1 and the regions for harmonin and PRPF31 binding,
black lines in SANS SAM-PBM and CENTn1, respectively. (B) Illustration of the FRET acceptor
bleach assay. Interaction of two proteins, either eCFP (blue)- or eYFP (yellow)-tagged, leads to FRET
(upper). If the acceptor (eYFP) is bleached (flash) (middle), increased emission of the donor (eCFP)
can be measured (lower). (C) FRET acceptor bleach assay in the nucleus of co-transfected HeLa cells.
FRET efficiencies were normalized to 1 by the fused eCFP-c-eYFP FRET pair (positive control). FRET
pairs eYFP-SANSL195E-harmonin-eCFP and eYFP-SANSK213E-eCFP-PRPF31 showed a significant
decrease in interaction compared to eYFP-SANS. Outliers are shown as dots above the boxplots.
Wilcoxon signed-rank test was performed for three independent experiments. ns = not significant;
*** = p ≤ 0.0009; ** = p ≤ 0.009.

3.7. SANS and Its Paralog ANKS4B Are Localized to Different Subcellular Compartments

SANS and its paralog ANKS4B have nearly the same principal domain structure
(Figure 1A), possess a homology of up to 80% in their amino acid sequences, and share
common binding partners, such as USH1C/harmonin [5,14–16]. Since the differences in
cellular function of closely related proteins often depend on the different spatial arrange-
ments in the cell, we tested whether SANS and ANKS4B differ in their cytoplasmic/nuclear
localization.

To determine the subcellular localization of ANKS4B, we analyzed eYFP-tagged
ANKS4B in comparison to eYFP-SANS-expressing HeLa cells (Figure 8). Confocal mi-
croscopy showed that eYFP-ANKS4B was mainly found in the cytoplasm (Figure 8A), but
also occasionally to a lesser extent in the nucleus (Figure 8B). CellProfiler-based quantifica-
tion demonstrated significantly lower nuclear localization of eYFP-ANKS4B compared to
eYFP-SANS (Figure 8C).

NLStradamus predicted no NLS for ANKS4B. However, LocNES predicted six distinct
NESs of various CRM1-binding motif classes for ANKS4B spanning its SAM-domain
(Table S3) and predicted scores higher than 0.1, the threshold of LocNES [24].

To test whether these motifs are relevant for the subcellular localization, we treated
eYFP-ANKS4B-transfected HeLa cells with the CRM1 inhibitor LMB (Figure 8D). CellProfiler-
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based quantification demonstrated that the LMB treatment resulted in a significant increase
in eYFP-ANKS4B in the nucleus, which was not observed in DMSO-treated control cells
(Figure 8E).

Taken together, in contrast to SANS, the SANS paralog ANKS4B is predominantly
localized in the cytoplasm guaranteed by nuclear export based on CRM1 exportins.
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Figure 8. Comparison of the nuclear–cytoplasmic localization of SANS and its paralog ANKS4B
in HeLa cells. (A,B) Confocal microscopy of HeLa cells transfected with eYFP-ANKS4B (red),
counterstained with DAPI. (C) Quantification with CellProfiler for eYFP-SANS- and eYFP-ANKS4B-
transfected cells. eYFP-ANKS4B was highly enriched in the cytoplasm compared to eYFP-SANS.
(D) Confocal microscopy of HeLa cells transfected with eYFP-ANKS4B (red), counterstained with
DAPI. Cells were treated with DMSO or 5 nM Leptomycin-B (LMB), an established inhibitor for
CRM1. (E) Quantification of (D) with CellProfiler. eYFP-ANKS4B was highly enriched in the nucleus
after treatment with LMB. Black arrows: position of Z-projections. Scale bars: horizontal = 10 µm;
vertical = 2 µm. Data show mean values ± standard deviation from three independent experiments.
Student’s t-test was performed for 3 independent experiments with a minimum of 75 cells. ns = not
significant; *** = p ≤ 0.0009.

3.8. SANS and Its Paralog ANKS4B Differentially Interact with PRPF31

Next, we tested whether SANS and ANKS4B also differ in their binary interaction
with the splicing molecule PRPF31 by FRET acceptor photobleaching assays. For this we co-
transfected HeLa cells with eYFP-SANS or eYFP-ANKS4B, respectively, and eCFP-PRPF31.
As controls, we used eYFP alone and harmonin-eCFP, which was previously shown to bind
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to ANKS4B and SANS [5,17]. FRET signals were normalized to 1 by the positive control
eCFP-c-eYFP. The FRET pair eYFP-SANS-eCFP-PRPF31 generated significantly higher
normalized FRET signals than the control pair eYFP-eCFP-PRPF31, confirming the binary
binding of SANS and PRPF31 (Figure 9A) [4,12]. In contrast, the eYFP-ANKS4B-eCFP-
PRPF31 FRET pair showed no increase in normalized FRET efficiencies when compared
to the control eYFP-eCFP-PRPF31 pair. The height of the normalized FRET signals of
eYFP-ANKS4B-harmonin-eCFP was in the range of the FRET signals of the FRET pair
eYFP-SANS-eCFP-PRPF31 and significantly higher than the signals of the eYFP-eCFP-
PRPF31 control pair, confirming the interaction of ANKS4B with harmonin as previously
reported [17].
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Figure 9. ANKS4B binary interaction in the nucleus. (A) FRET assay in co-transfected HeLa cells.
FRET efficiencies were normalized to 1 by the fused eCFP-c-eYFP FRET pair (positive control).
FRET pair eYFP-ANKS4B-eCFP-PRPF31 does not show a significant increase in the normalized
FRET efficiencies when compared to eYFP FRET pair negative controls. Outliers are shown as
dots above/below the boxplots. Dunn’s test after a Kruskal–Wallis test was performed for three
independent experiments. (B–E) Confocal microscopy of HeLa cells co-transfected with eYFP-SANS
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(red, (B,C)) or eYFP-ANKS4B (red, (D,E)) and harmonin-mCherry (green) or mRFP-PRPF31 (green),
counterstained with DAPI. eYFP-ANKS4B only co-localized with harmonin-mCherry but not
with mRFP-PRPF31. Black arrows: position of Z-projections. Scale bars: horizontal = 10 µm;
vertical = 2 µm. Pearson coefficient R values indicate co-localization. ns = not significant;
*** = p ≤ 0.0009.

Next, we co-expressed eYFP-SANS or eYFP-ANKS4B with mRFP-PRPF31 or harmonin-
mCherry, respectively, in HeLa cells for subsequent confocal microscopy analyses (Figure 9B–E).
Our analyses revealed that ANKS4B co-localized with harmonin in small droplets in the
cytoplasm as observed before (Figure 9D) [14], but did not colocalize with PRPF31 in the
nucleus, strengthened by the negative Pearson coefficient (R = −0.14) (Figure 9E). In con-
trast, SANS co-localized with both harmonin and PRPF31, but in different compartments,
namely in large speckles in the cytoplasm and in the nucleus, respectively (Figure 9B,C).
Both co-localizations were supported by high positive Pearson coefficients (R = 0.96 and
0.92, respectively). This finding suggested that SANS nuclear–cytoplasmic shuttling is
additionally controlled by the interaction with partner proteins. However, siRNA-based
knockdown of endogenous PRPF31 showed no alteration of eYFP-SANS in HeLa cells
(Figure S9), which might be due to the low expression of the endogenous PRPF31.

We also like to note that there are differences in the size of the speckles of eYFP-
SANS/harmonin-mCherry and eYFP-ANKS4B/harmonin-mCherry in the cytoplasm
(Figure 9B,D). This is probably since the two eYFP-tagged proteins are differentially
expressed (Figure S1): the more highly expressed eYFP-SANS possibly recruits more
harmonin-mCherry molecules, and correspondingly larger speckles are formed.

In summary, our findings underscore the divergent nuclear localization/export se-
quences between SANS and the ANKS4B paralog resulting in differential subcellular
localization patterns and cellular functions.

4. Discussion

The protein traffic across the nuclear pores is mostly mediated by members of the
karyopherin-β (or Kap) family commonly known as importins and exportins which specifi-
cally recognize NLSs and NESs of the cargo molecules [20]. In the present study, we provide
several lines of evidence that the nuclear localization of SANS is regulated by an interplay
of importins and exportins. We identified several importins and exportins in the previously
described nuclear interactome of SANS [12]. In addition, confocal microscopy showed
that Leptomycin-B, a specific inhibitor of CRM1 export, blocks the nuclear export of SANS.
Mechanistically, Leptomycin-B binds covalently to the NES binding cleft of CRM1 and
thereby competes with the cargo, in this case, SANS, for binding to CRM1 [37]. This also
confirms the molecular interaction of SANS with CRM1 as we expected from our SANS
interactome data. In silico predictions revealed evolutionary conserved NLSs and NESs in
the SANS sequences allowing the binding of importins and exportins. We experimentally
confirmed the function of in silico predicted NLSs and NESs by quantifying the subcellular
localization of SANS mutants in situ.

Multiple NLSs and NESs have been previously described for nuclear proteins, such
as Fanconi anemia group A protein (FANCA) and enzyme 5-lipoxygenase (5-LO), respec-
tively [38,39]. Our data on the two NLSs suggest that NLS_1213–224 localized in the central
domain of SANS is the major NLS for the nuclear localization of SANS. In comparison to
the C-terminal NLS_2436–447, NLS_1213–224 scored higher in the predictions [24]. In addi-
tion, sequence alignments across vertebrates suggest that NLS_2436–447 is less conserved.
In NLS_2436–447, charged amino acids are exchanged for uncharged in lower vertebrates,
probably affecting the interaction with importins. Importin binding is based on interactions
with positively charged amino acids in NLSs of nuclear proteins [20], and exchanges to
uncharged residues have been shown to alter NLS binding to importins [40]. In our study,
we also experimentally induced such modifications by site-specific mutations of the NLSs
in SANS. The quantitative data obtained showed that the decrease in nuclear localization
of SANS with a mutated NLS_1213–224 was highly significant in both HeLa and HEK293T
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cells. In contrast, mutated NLS_2436–447 did not lead to a significant decrease in the nuclear
localization of SANS in HeLa cells and only to a decrease in lower significance in HEK293T
cells. The observed differences between the cell lines in the distribution of proteins between
the nucleus and cytoplasm are consistent with previous studies relating them to differences
in metabolism between the cell lines [41–43].

Based on these data, we hypothesize that importins preferentially bind to NLS_1213–224

of SANS for the import into the nucleus, e.g., to accomplish SANS’s nuclear role in pre-
mRNA splicing. Interestingly, NLS_1213–224 is present in the central domain of SANS,
which represents the major binding site for numerous SANS-interacting proteins [7,10,12].
Thus, the binding of cytoplasmic proteins such as myomegalin and whirlin to the central
domain [7,10] is likely to compete with the binding of importins to the NLS_1213–224.
The competition in binding between importins and other cytoplasmic binding partners
as a mechanism controlling the nuclear–cytoplasmic shuttling of nuclear proteins has
been described previously [44,45]. Accordingly, the binding competition of cytoplasmic
interaction partners of SANS and importins to the NLS sites could guarantee its cytoplasmic
localization and thus ensure its cytoplasmic functions, e.g., in intracellular transport or
ciliogenesis [7,9,11].

In addition, the binding of nuclear proteins may also facilitate nuclear import in a
process known as “piggybacking” [46,47]. Since SANS was not completely removed from
the nucleus when NLS_1213–224 was mutated, and the overexpression of PRPF31 resulted
in almost complete nuclear localization of co-expressed eYFP-SANS, we speculated that
PRPF31 may play a piggyback role for SANS during nuclear import. However, since
siRNA-mediated silencing of endogenous PRPF31 did not alter the nuclear–cytoplasmic
shuttling of SANS, we rejected this hypothesis. Alternatively, binding of importins to
NLS_2436–447 or binding of the identified importins, found in the SANS interactome, to
non-classical NLSs, which are not predictable by prediction tools, may compensate for an
absence of NLS_1213–224.

Inhibition of the nuclear export by LMB suggests CRM1-dependent nuclear export
of SANS. The analysis of the three predicted NESs of SANS suggests NES_1181–195 of the
CENTn2 domain and NES_3406–420 of the SAM domain as the major NESs for the nuclear–
cytoplasmic shuttling of SANS. All three predicted NESs are above the threshold for
qualifying NESs and are highly conserved, except for NES_2235–249, which differs in three of
five vertebrates in the first residue. As expected for potent NESs, the site-specific mutations
resulting in a non-functional NES_1181–195 and the deletion variants of SANS lacking the
NES_3406–420 led to a highly significant increase in their nuclear localization in HeLa and
HEK293T cells. In contrast, mutated NES_2235–249 did not lead to a significant increase in
its nuclear localization. Interestingly, NES_1181–195 and NES_3406–420 of SANS belong to
different classes of CRM1 motifs that can differ in the binding affinity of CRM1 [48] and,
thereby, probably also in the nuclear export efficiency.

In comparison to SANS, its paralog ANSK4B was far less abundantly localized in the
nucleus, which correlates with the lack of any known nuclear function of ANKS4B [14,17].
At first glance, the absence of ANKS4B might be caused because its sequence does not
contain an NLS since none of the predicted tools applied predicted an NLS for importin
binding in ANKS4B, but several NESs suitable for CRM1 exportin binding. The equivalent
region of ANKS4B to SANS CENTn2, where the potent NLS_1213–224 is localized, lacks any
NLS but shows a cryptic apical targeting sequence that directs ANKS4B to the microvilli at
the apical membrane of epithelial cells [18]. This is further evidence that the two scaffolds
have partially diverged in their molecular composition to form unique properties for the
cell.

Interestingly, after inhibition of CRM1, more than 80% of the ANKS4B was located in
the nucleus. This raises the question of how ANKS4B shuttles into the nucleus. In compari-
son to SANS (~51.5 kDa https://www.uniprot.org/uniprotkb/Q495M9/entry, accessed 1
October 2023), ANKS4B (~46 kDa https://www.uniprot.org/uniprotkb/Q8N8V4/entry,
accesses 15 February 2024) is smaller, in the range of size for passive transfer through the
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nuclear pore complex commonly reported as between 40 and 50 kDa [19]. However, we
also found that the much larger eYFP-tagged ANKS4B ~75 kDa, which we monitored in our
experiments, localized in the nucleus. A possible reason for this is that this size exclusion
for free diffusion through the NPC is not as effective as assumed. Indeed, more recent
findings indicate that larger macromolecules of >100 kDa can also diffuse through the
NPC [49]. Alternatively, as known for other proteins and already discussed above for SANS
the nuclear import of ANKS4B may also be mediated by non-canonical NLSs, nonlinear
sequences, which cannot be predicted by prediction tools [20,50]. Although we could not
fully elucidate the regulation of ANKS4B import into the nucleus, our results confirm the
previously shown predominantly cytoplasmic localization of ANKS4B. However, once
ANKS4B enters the nucleus, it is immediately exported back into the cytoplasm mediated
by the CRM1 exportin. This mechanism ensures that ANKS4B is available for its primary
functions in the cytoplasm.

In our present study, we found evidence that the shuttling of SANS and ANSK4B
between the nucleus and cytoplasm is coordinated by the selective binding of karyo-
pherins to NLSs and NESs and determines their compartment-specific function. In the
cell, protein functions and their regulations are commonly fine-tuned by post-translational
modifications such as site-specific reversible phosphorylation [43,51,52]. Therefore, it is not
surprising that reversible phosphorylation also emerges as an important process for regu-
lating the nuclear availability of proteins [53]. Interestingly, we previously demonstrated
that the kinase inhibitor D-ribofuranosylbenzimidazole (DRB) increases the abundance
of SANS in the nucleus due to the inhibition of the phosphorylation at S422 (see Figure
S5 in [9]). S422 is a CK2 (casein kinase 2) phosphosite near NES_3406–420. Therefore, it is
tempting to speculate that CK2-mediated phosphorylation not only inhibits MAGI2 from
binding to the internal PDZ-binding motif (PBM) in SANS-SAM [9] but may also regulate
the binding of CRM1 to the NES.

Present confocal microscopy revealed that endogenous SANS and overexpressed
tagged SANS form speckles in both the cytoplasm and the nucleus. In our study, we
demonstrated that SANS speckles are not insoluble protein aggregates like aggresomes,
but rather show features of protein condensates that arise through LLPS: the condensates
are not stained for aggresomes; unlike stable aggregates, they are dynamic, and their SANS
fraction is highly mobile; furthermore, the overexpression of interacting proteins of SANS,
namely of harmonin and PRPF31, increases the size of SANS condensates. These results
all suggest that the SANS speckles are formed by LLPS [54,55], which is consistent with
previously reported findings [10,12,14]. In these condensates, SANS is probably serving
as a scaffold through its multivalent interactions that drive LLPS and organize SANS-
containing membrane-less organelles such as Cajal bodies and nuclear speckles or at the
base of primary cilia in LLPS [6–12,34]. LLPS-driven condensates are in a dynamic exchange
with their environment, and their components can easily be released and re-integrated [55].
Accordingly, SANS monomers or dimers in the cell could, for example, be easily released
from the speckles into the cytoplasm to be transported into the nucleus and reintegrated
into nuclear membrane-less organelles and vice versa.

While for the SANS-encoding USH1G gene, more than 70 pathogenic variants have
been identified thus far as leading to deaf-blindness in patients [56] (www.LOVD.nl/
USH1G, accessed on 4 January 2023), to our knowledge, defects in ANKS4B have not
been associated with a disease [18]. We have previously demonstrated that pathogenic
variants of USH1G/SANS variants can lead to the disruption of fundamental cellular
processes in both the cytoplasm and the nucleus: while USH1G/SANS variants lead to
altered ciliogenesis and intracellular transport in the cytoplasm [10,11], they cause defects
in pre-mRNA splicing in the nucleus [12]. Here, we show that these SANS variants are
highly enriched in the nucleus due to the defect in nuclear–cytoplasmic shuttling. It is
probable that the lack of NESs leads to defects in nuclear export.

Although the SANS variants are targeted into the nucleus, they cannot fulfill their
functions in the splicing process there, as we have previously demonstrated [12]. It is
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possible that not all interaction partners that interact with SANS during proper activation
of the spliceosome can interact with the mutated, truncated versions of the scaffold protein.
Probably more importantly, due to its pathogenic mutations, SANS is no longer available for
its functions in the cytoplasm. A combination of defects in possibly unbalanced cytoplasmic
trafficking and ciliogenesis as well as in pre-RNA splicing in the nucleus may underlie the
pathology leading to USH1G. This complex scenario may be present in the retinal cells in
the eye. In the inner ear, USH1G-associated deafness is more likely caused by defects in the
assembly of mechanosensitive tip-link complex in the stereocilia of auditory hair cells [13].

5. Conclusions

USH1G/SANS is a multifunctional scaffold protein that participates in various cellular
processes executed in different compartments of the cell, namely in the cytoplasm or
nucleus. To fulfill its specific tasks, efficient and controlled nuclear–cytoplasmic shuttling
of the SANS protein is mediated by karyopherins binding to NLSs and NESs in the SANS.
This is very different from its strict cytoplasmic paralog ANKS4B, in which several NESs
guarantee its localization and function in the cytoplasm. Finally, we provide evidence that
the dysregulation and disruption of SANS’s nuclear–cytoplasmic shuttling can be relevant
for the development of the USH disease in USH1G patients.

Supplementary Materials: The following supporting information can be downloaded at https:
//www.mdpi.com/article/10.3390/cells13221855/s1: Supplementary_Figure_File.docx: all Figures
S1–S9 referred to in this work; Table_S1.xlsx: GO-term analysis of SANS nuclear interactome from [12];
Table_S2.xlsx: Missense3D prediction of SANSK213E and SANSL195E; Table S3: Predicted nuclear
export sequences (NES) of ANKS4B; CellProfiler workflow available on GitHub: https://github.
com/LabWolfrum/Fritze_et_al_2024_SANS_Nuclear_localization.
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7 Summary of results 

Previous research demonstrated that SANS regulates nuclear splicing through 

interactions with spliceosome components (Yildirim et al., 2021). This chapter provides 

an overview of the key findings from publications 1 and 2 (Fritze et al., 2023, 2024). 

Additionally, it presents new data on the nuclear mobility of PRPF31 and the role of 

SANS in regulating this process (Chapter 7.3 and 7.4). 

7.1 Sequential binding of SANS to spliceosome components is altered by 

pathogenic variants 

In publication 1 (Fritze et al., 2023), we strengthened the evidence that SANS 

participates in alternative splicing through its interaction with components of the 

U4/U6.U5 tri-snRNP complex. Using fluorescence resonance energy transfer (FRET) 

based acceptor bleach assays, we demonstrated that SANS directly interacts with the 

tri-snRNP proteins PRPF31 and PRPF6. FRET acceptor bleaching was chosen due to 

its reliability in confirming binary protein interactions within an 8–10 nm spatial range 

(Karpova et al., 2003; Hevekerl et al., 2011). 

Using AlphaFold2-multimer, we pinpointed the binding sites of PRPF31 and 

PRPF6 to distinct regions of the CENTn domain of SANS, specifically to residues 140–

165 and to residues 166–194, respectively. Interestingly, our in silico data suggest that 

a simultaneous binding of SANS to PRPF31 and PRPF6 is unlikely and our in vitro 

FRET data indicate a preference of SANS to PRPF31. By integrating our current 

findings to previously obtained cryoEM data (Charenton et al., 2019), we hypothesize 

that SANS binds sequentially to PRPF31 and PRPF6 at two distinct sites within the tri-

snRNP complex. 

Moreover, our in silico predictions point to distinct structural properties of the 

SANS’ CENTn domain, leading to a more refined definition of the structured CENTn1 

(aa 128-173) and unstructured CENTn2 (aa 174-243) domains. AlphaFold2 modeling 

predicted the CENTn1 domain to form a long α-helix. Metapredict and AlphaFold2 

consistently predicted the CENTn2 as an intrinsically disordered region (IDR). 

Furthermore, our AlphaFold2 predictions suggest that the IDR of SANS’ CENTn2 forms 

a newly derived small α-helix upon binding to PRPF6. This structural change is 

supported by the observation that SANS’ CENTn2 represents a highly conserved 
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Janus sequence, a protein region characterized by its ability to change structure upon 

binding to different proteins (Das et al., 2015; Wright & Dyson, 2015). 

Finally, we identified changes in the interactions of SANS with PRPF31 and 

PRPF6 when expressing pathogenic variants of SANS. While the pathogenic variant 

SANSS278Pfs*71 was unable to interact with either PRPF31 or PRPF6, SANSV132Gfs*3 still 

interacted with PRPF31, but not PRPF6. 

In summary, our data suggest a subsequent binding of SANS to PRPF31 and 

PRPF6 through two distinct domains of SANS, which is altered in the presence of 

pathogenic variants. After confirming SANS' role in interacting with spliceosome 

components and its binding preference for PRPF31, we investigated its transport 

between cellular compartments to support nuclear functions. 

7.2 SANS nuclear export and import sequences dictate subcellular 

localization 

SANS is localized in both the cytoplasm and nucleus, where it contributes to 

cytoplasmic ciliogenesis and nuclear splicing (Sorusch et al., 2017; Yildirim et al., 

2021). Our previous work demonstrated that SANS regulates nuclear splicing by 

interacting with components such as PRPF31 and PRPF6 (Yildirim et al., 2021; Fritze 

et al., 2023). Therefore, we asked in the following, how SANS is transferred from the 

cytoplasm to the nucleus and vice versa to fullfill its function.  

In publication 2 (Fritze et al., 2024), we confirmed SANS localization in both the 

nucleus and cytoplasm using immunofluorescence labeling of endogenous SANS, 

eYFP-tagged SANS transfection, fluorescence imaging, and cell fractionation assays. 

SANS’ nuclear localization is regulated by an interplay of karyopherin’s, namely 

importins and exportins, which we identified using the previously described nuclear 

interactome of SANS (Yildirim et al., 2021). Using specific inhibitors, we identified 

CRM-1/Exportin-1 as the primary nuclear exporter of SANS. 

Additionally, we predicted evolutionary conserved nuclear localization sequences 

(NLSs) and nuclear export sequences (NESs) in SANS’ sequence using NLStradamus 

and LocNES in silico tools. We identified two NLSs and three NESs, which we validated 

in the following through fluorescence imaging of SANS deletion constructs in HeLa and 

HEK293T cells. While the deletion of NLS_1213-224 led to a higher cytoplasmic 

localization of SANS in HeLa and HEK293T cells, the deletion of NLS_2436-447 had only 

an effect in HEK293T cells but not in HeLa. Additionally, the deletion of SANS 
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NES_1181-195 or NES_3406-420 led to a significant increase of SANS in the nucleus, 

indicating that both NESs play a role in the subcellular localization of SANS. By 

analyzing three pathogenic variants of SANS that lack one or more NLS and NES, we 

found that these variants are enriched in the nucleus, suggesting a potential alteration 

in the subcellular localization of SANS in affected patients. 

Compared to SANS, its paralogue ANKS4B showed significantly lower nuclear 

abundance. Initially, the lack of ANKS4B in the nucleus appeared to be due to the 

absence of NLSs. However, after CRM1/Exportin-1 inhibition, over 80% of ANKS4B 

was found in the nucleus, highlighting the significant role of ANKS4B's predicted NESs. 

Additionally, we demonstrated that ANKS4B, unlike SANS, neither co-localizes nor 

interacts with PRPF31 in the nucleus. 

In summary, our data suggest a karyopherin based transport of SANS and ANKS4B 

into and out of the nucleus, which is dependent on NLSs and NESs. Our findings on 

the nuclear transport of SANS raised intriguing questions about its functional 

consequences in the nucleus, particularly its influence on nuclear dynamics such as 

mobility within Cajal bodies. 

7.3 SANS alters the mobility of PRPF31 in Cajal bodies of the nucleus 

Previous studies have demonstrated that SANS knockdown alters the nuclear mobility 

of PRPF31 (Yildirim et al., 2021). In this thesis, I started to strengthen a role of SANS 

in regulating the mobility of PRPF31 within Cajal bodies. 

HeLa cells were co-transfected with eCFP-PRPF31 and the Cajal body marker 

eGFP-Coilin (Figure 6A). PRPF31s mobility within Cajal bodies was analyzed using 

fluorescence recovery after photobleaching (FRAP) (Figure 6B). FRAP was chosen for 

its capability to measure protein mobility in live cells over defined time frames (Cai et 

al., 2022). The FRAP signal of eCFP-PRPF31 recovered rapidly, with a mobile fraction 

of ~83%, indicating a fast exchange of PRPF31 within Cajal bodies. This behavior is 

consistent with other splicing-related proteins, such as coilin, present in Cajal bodies 

(Sleeman et al., 2003). Co-transfection with eYFP-SANS significantly reduced the 

mobile fraction of eCFP-PRPF31 to ~38% (Figure 6C), indicating a role for SANS in 

PRPF31s mobility in Cajal bodies. 

We demonstrated in publication 1 that the pathogenic variants SANSS278Pfs*71 

and SANSV132Gfs*3 altered the interaction with PRPF31 (Fritze et al., 2023). Following, 

I examined whether pathogenic variants affect PRPF31s mobility. Both pathogenic 
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variants possess frameshift mutations, either in the CENTn1 or in the CENTc domain, 

which lead to truncated proteins and a premature termination codon (Figure 6D). We 

co-transfected HeLa cells with eCFP-PRPF31, eGFP-Coilin, and either eYFP-

SANSV132Gfs*3 (Figure 6E) or eYFP-SANSS278Pfs*71 (Figure 6F). The presence of eYFP-

SANSV132Gfs*3 or eYFP-SANSS278Pfs*71 significantly reduced the mobile fraction of 

eCFP-PRPF31 compared to eYFP-SANS. 

Together, these results indicate that SANS regulates PRPF31 mobility within 

Cajal bodies, a process disrupted by pathogenic variants. 

 

Figure 6. PRPF31’s mobility in Cajal bodies in dependence of SANS and 
pathogenic variants of SANS monitored by FRAP. (A-C, E-F) HeLa cells were 
transfected with eCFP-PRPF31, eGFP-Coilin and eYFP-SANS or pathogenic variants 
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of SANS and counterstained with SPY650-DNA. Cajal bodies were bleached with 36% 
laser intensity. (A) eCFP-PRPF31 localized to Cajal bodies labeled by eGFP-Coilin. 
(B) eCFP-PRPF31 recovered with a half-time of 22.5 sec to ~83% of its original 
intensity. (C) eCFP-PRPF31 recovered with a half time of 63 sec to ~38% of its original 
intensity in eGFP-Coilin positive Cajal bodies in the presence of eYFP-SANS. The 
mobile fraction of eCFP-PRPF31 was significantly decreased in presence of eYFP-
SANS. (D) Domain structure of pathogenic variants SANSS278Pfs*71 and SANSV132Gfs*3. 
Both, SANSS278Pfs*71 and SANSV132Gfs*3 are frameshift mutations which lead to a 
premature termination codon. (E, F) The mobile fraction of eCFP-PRPF31 was 
significantly decreased in the presence of both eYFP-SANSV132Gfs*3 or eYFP-
SANSS278Pfs*71 compared to eYFP-SANS. Normalized fluorescence intensity (A.u.) ± 
standard deviation is shown over time for ≥ 24 cells in n=3 experiments. Mean of mobile 
fraction was analyzed with a Welch two-sample t-test. Scale bar 10 μm. 

7.4 Assessment of PRPF31 nuclear mobility 

Given that PRPF31 is a core component of the U4/U6.U5 tri-snRNP complex, its 

nuclear mobility can serve as a valuable indicator of tri-snRNP dynamics within nuclear 

compartments. Building on our previous findings that SANS influences PRPF31' 

behavior within Cajal bodies (Chapter 7.3), we next aimed to decipher the broader 

mobility of the tri-snRNP complex, particularly its transfer to nuclear speckles, the final 

maturation site of this complex. 

We used photoactivatable PRPF31 as a marker to observe the nuclear mobility of 

the tri-snRNP complex (Figure 7). Since PRPF31 stably associates with the tri-snRNP 

complex, tracking its movement from Cajal bodies to nuclear speckles offers critical 

insights into the dynamics and timing of tri-snRNP transfer. To ensure specificity, 

fluorescent PRPF31 was activated in defined nuclear regions, such as Cajal bodies, 

given its distribution across various compartments. We used the photoactivatable 

fluorescence protein paGFP, which can be activated by UV light and remains in its 

activated state for an extended period (Patterson & Lippincott-Schwartz, 2002). The 

experimental approach involves starting with non-fluorescent PRPF31 protein in living 

cells. Fluorescence is specifically activated within the Cajal bodies by UV light (Figure 

7). The subsequent movement of the PRPF31-containing tri-snRNP complex from the 

Cajal bodies to nuclear speckles is then monitored using live-cell microscopy (Figure 

7). 
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Figure 7. paGFP-PRPF31 schematic approach. Methodical concept of PRPF31s 
nuclear mobility analysis through activatable fluorescence proteins. paGFP-PRPF31 
is located in both Cajal bodies and nuclear speckles, but is specifically activated in 
Cajal bodies through UV light. 

Initially, HeLa cells were transiently transfected with paGFP-PRPF31, eCFP-Coilin 

as a Cajal body marker (Shpargel et al., 2003), and mCherry-SRRM1 as a nuclear 

speckle marker (Rai et al., 2018). We analyzed fixed cells with confocal microscopy 

and activated paGFP-PRPF31 with UV light (Figure 8A). UV activation resulted in 

increased paGFP fluorescence in Cajal bodies and nuclear speckles, confirming the 

localization of paGFP-PRPF31 to both compartments (Figure 8B). 
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Figure 8. paGFP-PRPF31 is photoactivatable in Cajal bodies and nuclear 
speckles. (A, B) HeLa cells were co-transfected with paGFP-PRPF31, eCFP-Coilin 
and mCherry-SRRM1 and counterstained with SPY650-DNA. Region of interest (white 
box) was photoactivated in fixed cells with 100% laser intensity. (A) Photoactivated 
paGFP-PRPF31 is localized in Cajal bodies and nuclear speckles. (B) Quantification 
of intensity changes of (A) in Cajal bodies (left, white circle) or nuclear speckles (right, 
white circle). One cell out of >40 cells is shown from three independent experiments. 
Scale bar 10 µm. Data show mean values ± standard deviation from three independent 
experiments. 
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We then observed transfected HeLa cells expressing paGFP-PRPF31, eCFP-

Coilin, and mCherry-SRRM1 using live-cell fluorescence microscopy (Figure 9). 

Unfortunately, only ~50% of the observed cells were photoactivatable. Nevertheless, 

we observed a specific activation of paGFP-PRFP31 within Cajal bodies following UV 

excitation (Figure 9A, B). Following UV activation, paGFP-PRPF31 fluorescence 

rapidly declined in activated Cajal bodies (Figure 9B). This is in line with the fast 

exchange of eCFP-PRPF31 in Cajal bodies shown with FRAP above (Chapter 7.3). 

 In cells, approximately 200 tri-snRNP complexes containing PRPF31 are 

formed per minute in each Cajal body (Novotnýa et al., 2011), suggesting a rapid 

transfer of these complexes from Cajal bodies to nuclear speckles. To rule out 

prolonged transfer durations, paGFP-PRPF31 nuclear mobility was initially monitored 

over 30 minutes with images captured every 20 seconds (Figure 9C). We did not 

observe significant fluorescence changes in the observed time frame (Figure 9C), but 

small peaks in the first seconds of observation (Figure 9D). Therefore, we 

hypothesized that the transfer of paGFP-PRPF31 from Cajal bodies to nuclear 

speckles occurs within seconds. Imaging was subsequently focused on a shorter time 

frame, with captures taken at one-second intervals (Figure 9E, F). We identified two 

distinct cell populations: cells in which paGFP-PRPF31 fluorescence increased in 

nuclear speckles within the first few seconds after activation (Figure 9E), and cells that 

showed no increase in nuclear speckles (Figure 9F). Both populations were observed 

with equal frequency and showed no notable differences in the shape, number and 

fluorescence intensity of their Cajal bodies and nuclear speckles. 

 In summary, our observations of PRPF31 mobility provide a deeper 

understanding of the dynamic transfer of the tri-snRNP complex from Cajal bodies to 

nuclear speckles. Our preliminary data suggest a fast transfer of PRPF31 from Cajal 

bodies to nuclear speckles but a finetuning of the chosen method is needed to analyze 

its mobility in more detail. 
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Figure 9. paGFP-PRPF31 nuclear mobility observed in live cell microscopy. (A-
F) HeLa cells were co-transfected with paGFP-PRPF31, mCherry-SRRM1 (nuclear 
speckles) and eCFP-Coilin (Cajal bodies) and counterstained with SPY650-DNA. 
paGFP was activated at time point 0 with 10% laser intensity (cyan box). eCFP-Coilin 
and SPY650-DNA were only observed for the first time point. (A) Representative 
images of live cell activation of paGFP-PRPF31. (B) Fluorescence of paGFP-PRPF31 
over time for one representative Cajal body. (C) Nearly no fluorescence intensity 
changes for three nuclear speckles (NS) over a timeframe of 30 min were observed. 
(D) Zoom in of (C). A small fluorescence increase after photoactivation was observed 
for all three NS within the first seconds. (E) Representative cell showing that paGFP-
PRPF31 transfers to NS. Fluorescence intensity increased for three NS over a 
timeframe of few seconds. (F) Representative cell for paGFP-PRPF31 not transferred 
to NS. No fluorescence intensity increase for three NS over a timeframe of few seconds 
was observed. Representative cells were analyzed in timesteps of 20 sec (A-D) or 1 
sec (E-F). NS of interest are indicated with colored circles. Normalized fluorescence 
intensity (A.u.) is shown over time. One cell out of >40 measured cells from one 
independent experiment is shown in each subfigure. Scale bar 10 μm. 
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8 General Discussion 

Publication 1 (Fritze et al., 2023) and publication 2 (Fritze et al., 2024) include a 

detailed discussion of the main findings. This chapter elaborates on selected sections 

of the publications, explores the additional data presented in Chapter 7, and offers a 

broader perspective on the key findings. 

8.1 The nuclear import of SANS 

SANS was initially believed to be uniquely cytoplasmic located (Weil et al., 2003). In 

the cytoplasm, SANS fulfills roles in intracellular transport, endocytosis, and primary 

ciliogenesis (Maerker et al., 2008; Overlack et al., 2011; Bauss et al., 2014; Sorusch 

et al., 2019). However, recent findings from our lab suggest that SANS also localizes 

to the nucleus (Sorusch et al., 2017; Yildirim et al., 2021). Moreover, SANS regulates 

nuclear splicing and therefore has to enter the nucleus (Yildirim et al., 2021). We 

demonstrate that SANS is actively transported into the nucleus and identify two NLSs 

critical for its nuclear import (Fritze et al., 2024). 

The two identified NLSs in SANS are NLS_1213-224 and NLS_2436-447 (Fritze et 

al., 2024). The deletion of NLS_2436-447 had less effect on SANS’ localization compared 

to the deletion of NLS_1213-224. Proteins can contain both strong and weak NLSs 

(Mears et al., 1995). Thus, we hypothesize that NLS_1213-224 is a strong NLS while 

NLS_2436-447 is a weak NLS of SANS. The partial nuclear localization of SANS despite 

mutation of NLS_1213-224 suggests that additional mechanisms contribute to its nuclear 

import, as detailed in publication 2 (Fritze et al., 2024).  

Nonetheless, we identified an NLS-dependent pathway for SANS nuclear import 

(Fritze et al., 2024). This observation aligns with the finding that these NLSs play a 

critical role in nuclear import and underscores the essential role of SANS within the 

nucleus (Wing et al., 2022). The discovery of SANS' NLSs underscores its functional 

necessity in the nucleus, enabling critical interactions with PRPF31 and PRPF6, as 

detailed in the subsequent section. 

8.2 SANS interacts through two different protein regions with the tri-

snRNP proteins PRPF31 and PRPF6 

Since we showed that SANS is able to enter the nucleus, we decided to deciphered its 

nuclear functions in more detail. We provide evidence of SANS' interactions with 
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PRPF31 and PRPF6 and further elucidates their respective interaction platforms. It 

shows, that PRPF31 and SANS interact through a long α-helix in SANS’ CENTn 

domain, which we named CENTn1 (Fritze et al., 2023). The predicted binding of 

PRPF31 via its NOP domain to the helical structure of SANS’ CENTn1 is consistent 

with the typical interaction mode of NOP domains (Tancredi et al., 2005; Charenton et 

al., 2019).  

However, the functional significance of SANS-PRPF31 interaction remains 

unclear. A possibility is that SANS’ interaction to PRPF31 reduces the mobility of 

PRPF31 in Cajal bodies, which is in line with the preliminary data presented in this 

thesis (Chapter 7.3). This interaction may enhance the recruitment of PRPF31 to Cajal 

bodies and thereby fine-tune the assembly of the tri-snRNP, similar to the role of other 

Cajal body components such as Coilin (Toyota et al., 2010). This recruitment is 

consistent with the role of protein-protein interactions in gathering client proteins within 

membraneless organelles, to enhance the respective protein concentration (Song et 

al., 2020). To further confirm a role of SANS for PRPF31s mobility in Cajal bodies, a 

reciprocal experiment could be conducted by knocking down endogenous SANS. 

Regarding PRPF6's interaction with SANS, we confirmed that its C-terminal 

HAT domains bind to SANS, consistent with previous reports (Yildirim et al., 2021; 

Fritze et al., 2023). These domains bind to seven amino acids of the α-helix of SANS’ 

CENTn1, but mainly to a region of SANS’ CENTn2 (Fritze et al., 2023). The function of 

the interaction between PRPF6 and SANS remains elusive in the given study but may 

be related to the mobility of PRPF6 in Cajal bodies, as discussed above for PRPF31. 

However, since SANS’ knockdown did not affect U5-snRNP-specific proteins, which 

include PRPF6, it is more likely that the SANS-PRPF6 interaction plays a role in other 

nuclear functions, such as U5-snRNP complex recycling (Makarov et al., 2000; Yildirim 

et al., 2021). 

The findings presented here, detail SANS' interactions with splicing proteins and 

characterize the highly flexible CENTn2 domain. Therefore, they provide valuable 

insights into SANS' cellular functions. Nevertheless, SANS functions in both the 

nucleus and the cytoplasm (Maerker et al., 2008; Overlack et al., 2011; Bauss et al., 

2014; Sorusch et al., 2019; Yildirim et al., 2021; Fritze et al., 2023). Therefore, it is 

likely that SANS is actively exported from the nucleus. 
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8.3 SANS NESs induce SANS nuclear export 

SANS cellular localization may be regulated through two possible mechanisms. Either 

SANS' NLSs are actively modulated in the cytoplasm to regulate its nuclear-

cytoplasmic distribution. Alternatively, SANS must possess NESs that are essential for 

its active nuclear export. 

We identified two NESs, and deletion of both resulted in nearly complete nuclear 

localization of SANS (Fritze et al., 2024). Notably, deletion of a single NES still led to 

almost complete nuclear localization of SANS. This indicates that both NESs are 

simultaneously required for efficient protein export. Proteins with two or more functional 

NESs exhibit similar effects, as the deletion of a single NES results in complete nuclear 

localization (Ferrer et al., 2005; Ossovskaya et al., 2008). This indicates a cooperative 

function among these NESs. However, simultaneous binding of CRM1/Exportin-1 to 

two NESs within a single protein, or the requirement for multiple CRM1 molecules 

binding to one cargo, has not been described to date. 

The identification of NESs complements the understanding of SANS' nuclear 

import via NLSs, emphasizing a tightly regulated bidirectional transport mechanism 

essential for its dual nuclear-cytoplasmic roles. 

8.4 SANS is a ciliary and nuclear protein 

We reinforce the observation that SANS is a protein capable of entering the nucleus 

(Fritze et al., 2024). However, initially SANS was believed to be a cytoplasmic protein 

(Weil et al., 2003). Thus, the precise timing and location of SANS localization within 

human cells remain unresolved. 

Since SANS functions in both the nucleus and cytoplasm, its localization requires 

tight regulation. We have not identified such a regulation mechanism yet. But a 

common mechanism for this is the regulation of the function of NLSs and NESs via 

posttranslational modifications, such as phosphorylation (Sakiyama et al., 2008; Wang 

et al., 2014; Napolitano et al., 2018). Additionally, the binding of SANS’ interaction 

partners could compete with exportin and importin binding, thereby modulating its 

subcellular localization. For instance, PRPF6 binds to a region in SANS (aa 166-194) 

including NES_1181-195 (Fritze et al., 2023, 2024), which makes a simultaneous binding 

of CRM1 and PRPF6 unlikely and could lead to SANS abundance in the nucleus. 

Therefore, the regulation of SANS’ NLSs/NESs should be elucidated in detail in the 

future. 
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The intricate regulation of SANS localization highlights its unique functional duality 

between the nucleus and the cytoplasm. Interestingly, this characteristic is not 

observed for its paralogue ANKS4B as discussed in the following section. 

8.5 SANS paralogue ANKS4B differs in its cellular localization 

In comparison to SANS, its paralogue ANSK4B was less abundant in the nucleus 

(Fritze et al., 2024), being in line with the fact that there is no known function of 

ANKS4B in the nucleus (Crawley et al., 2016; He et al., 2019). Therefore, SANS and 

ANKS4B differ in their cellular localization although they are paralogues. Such spatial 

differences are rarely observed among other paralogues (Kim et al., 2009) and are 

likely due to huge differences in the CENT domains of SANS and ANKS4B (Fritze et 

al., 2024). This is consistent with the distinct binding partners of SANS and ANKS4B 

in these protein domains, including Myosin-IIVA, Myosin-IIVB, and PRPF31 (Adato et 

al., 2005b; Crawley et al., 2016; Fritze et al., 2024). Interestingly, both CENT domains 

are predicted by AlphaFold2 as highly disordered (https://alphafold.ebi.ac.uk/; 

accessed 06th of August 2024 (Jumper et al., 2021)). Although we found, that SANS is 

highly conserved, its CENT domain is less conserved compared to its N- and C-

terminal regions (Fritze et al., 2023), which is in line with the common assumption that 

IDRs are more accessible to evolutionary mutations (Ahrens et al., 2017). Thus, it is 

likely that the paralogues ANKS4B and SANS share a common protein ancestor, 

comprising folded domains in the N- and C-terminal regions, which evolved over time 

into two paralogues with less conserved CENT domains. This is in line with other 

protein paralogues, which possess a high similarity in their structured regions but differ 

in their IDRs (Chiu et al., 2022).  

The distinct cellular localization and structural differences between SANS and its 

paralogue ANKS4B underscore SANS' unique roles in cellular function. These 

distinctions are particularly significant in the context of pathogenic SANS variants, 

where altered localization and impaired interactions directly contribute to disease 

mechanisms. 

8.6 Pathogenic variants of SANS show altered function and localization 

in the cell 

To date, more than 70 pathogenic variants in USH1G/SANS have been identified in 

USH1G patients (www.LOVD.nl/USH1G, accessed on 06th January 2025 (Fokkema et 

https://alphafold.ebi.ac.uk/
http://www.lovd.nl/USH1G
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al., 2011)). However, the molecular mechanisms underlying USH caused by these 

defects remain poorly understood. We provide evidence that pathogenic variants of 

SANS show altered interactions with the tri-snRNP proteins PRPF31 and PRPF6 and 

are mislocalized within the cell (Fritze et al., 2023, 2024). The altered interaction of 

SANS to its binding proteins has direct impact on its function and could therefore result 

in impaired alternative splicing events of other proteins as observed before (Yildirim et 

al., 2021). Additionally, mislocalization of SANS likely affects its cellular function, as 

seen in other diseases (Ederle & Dormann, 2017). The mislocalization of pathogenic 

SANS variants provides compelling evidence of the critical role that precise regulation 

of NLS and NES is necessary in maintaining cellular function, as outlined above. 

Since the pathogenic variants of SANS observed in this thesis are targeted into 

the nucleus (Fritze et al., 2024), they may not fulfill their functions in the cytoplasm. 

Moreover, despite their nuclear localization, these truncated variants are unlikely to 

function properly in splicing regulation (Yildirim et al., 2021). This may result in the 

accumulation of truncated proteins in the nucleus, which could be additionally harmful. 

In addition, the two pathogenic variants SANSV132Gfs*3 and SANSS278Pfs*71 caused 

a significant reduction in PRPF31 mobility within Cajal bodies (Chapter 7.3). It is 

possible that these pathogenic variants of SANS hinder the assembly of the tri-snRNP 

complex, which results in a slower mobility of PRPF31 in the Cajal bodies due to a 

prolonged process. Alternatively, the accumulation of pathogenic SANS variants could 

cause nuclear aggregation, initiating a chain reaction that leads to the aggregation of 

splicing proteins, as observed in other diseases like Alzheimer’s disease (Guo et al., 

2021). To explore this further, the mobility of SANS’ pathogenic variants in live cells 

could be monitored in the nucleus, for example by using FRAP. Combined with the 

data provided in this thesis, mobility data of SANS’ pathogenic variants could contribute 

to a deeper understanding of the USH1G disease.  

8.7 SANS a multifunctional protein with moonlight functions 

The specific timing and location of SANS' cellular functions remain unclear in this study. 

SANS localization may vary in a cell type-specific manner. In humans, SANS is 

expressed in both the retina and the inner ear (Weil et al., 2003). In the inner ear, SANS 

is primarily associated with the stereociliary morphology of hair cells (Caberlotto et al., 

2011; Miyasaka et al., 2016). In the retina SANS also localizes and functions at 

cytoplasmic compartments such as the connecting cilium of photoreceptor cells 
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(Overlack et al., 2011; Bauss et al., 2014; Sorusch et al., 2019). Additionally, SANS 

has been detected in the nuclei of retinal cells, including the outer nuclear layer and 

retinal neurons (Sorusch et al., 2017; Yildirim et al., 2021). These findings suggest that 

SANS' nuclear export and import pathways, shown in this thesis, as well as its nuclear 

functions may be unique to retinal cells. 

Moreover, within the cell, SANS performs multiple roles, including ciliary 

trafficking and nuclear splicing (Sorusch et al., 2019; Yildirim et al., 2021). In this thesis, 

we strengthened the observation that SANS participates in splicing through its 

interactions with proteins in the tri-snRNP complex (Fritze et al., 2023). Additionally, 

we demonstrate that SANS is actively transported out of the nucleus, allowing it to 

perform functions in the cytoplasm (Fritze et al., 2024). Proteins with such 

multifunctional capabilities are classified as moonlight proteins (Singh & Bhalla, 2020). 

Moonlight proteins perform diverse cellular functions, regulated by subcellular 

localization, cell-specific expression, posttranslational modifications, and binding 

interactions. All four regulatory mechanisms have been observed for SANS (Bauss et 

al., 2014; Sorusch et al., 2019; Cowan et al., 2020; Fritze et al., 2023, 2024). Thus, 

SANS is likely involved in distinct cellular pathways at different spatiotemporal stages. 

One pathway, which is of high importance is SANS function in the tri-snRNP complex 

maturation and nuclear transfer. In this study, I present a preliminary method for 

observing this function, discussed below. 

8.8 PRPF31s nuclear mobility is observable via live cell imaging 

microscopy 

The assembly of the U4/U6.U5 tri-snRNP complex takes place in Cajal bodies within 

seconds, followed by the transfer of the tri-snRNP complex from Cajal bodies to the 

nuclear speckles (Sleeman & Lamond, 1999; Novotnýa et al., 2011). Together with 

PRPF6, PRPF31 is the key assembly protein for the U4/U6.U5 tri-snRNP complex and 

its deletion results in retention of the tri-snRNP complex in Cajal bodies (Makarova et 

al., 2002; Schaffert et al., 2004). Interestingly, previous data from our group suggest 

additional retention of the tri-snRNP complex in Cajal bodies following SANS 

knockdown (Yildirim et al., 2021). However, the precise time frame of the tri-snRNP 

complex transfer, the mechanisms and the proteins involved remain unclear. 

Therefore, we aimed to establish a method to observe the transfer of the tri-snRNP 

complex in living cells, which is based on a photoactivatable protein called paGFP 
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(Chapter 7.4). Photoactivatable proteins are widely used, primarily to observe cell 

migration in tissues or organisms, or for tracking translocation of proteins between 

cellular compartments (Francis et al., 2020; Gwon et al., 2021; Tomura et al., 2021). 

 We provide preliminary evidence that the photoactivatable construct paGFP-

PRPF31 is located to both Cajal bodies and nuclear speckles and transfers between 

the two compartments (Chapter 7.4). Unfortunately, we encountered three major 

problems during our experiments: 1. Not all Cajal bodies are photoactivatable by our 

method; 2. paGFP-PRPF31 transfer occurs in a very short time frame and 3. paGFP-

PRPF31 does not transfer from Cajal bodies to nuclear speckles in every cell. 

 Regarding problem one, there are two possible reasons for an absence of 

photoactivation of paGFP-PRPF31 in Cajal bodies: Either the used microscope 

settings are not sufficient, or the transiently transfection of cells only worked for the 

Cajal body marker eCFP-Coilin, but not for paGFP-PRPF31. Since we generally 

observed the possibility of photoactivation of paGFP-PRPF31 in living cells with our 

technical setup, it is more likely that the lack of fluorescence of paGFP-PRPF31 is due 

to a lack of transfection. Thus, generating stably transfected cells or observing 

endogenous PRPF31 should be primary objectives for future studies on PRPF31 

nuclear transfer. A technique, which could be promising is CRISPaint a CRISPR-Cas9 

based method to insert fluorescence proteins specifically to the endogenous open 

reading frame of a target gene (Schmid-Burgk et al., 2016). 

 In concern of problem two, the rapid nuclear transfer of paGFP-PRPF31 may 

result in the loss of critical time points. For our studies, we used a Nikon Yokogawa 

spinning disc microscope with a single camera mode 

(https://www.microscope.healthcare.nikon.com/products/confocal-microscopes/csu-

series/csu-w1; accessed on 25th September 2024), which may be to slow to observe 

paGFP-PRPF31 nuclear transfer with a 1 second image acquiring interval. Therefore, 

the used setting could either be improved with a dual camera detection mode or by 

switching to an alternative microscope with a faster acquisition mode. 

 Finally, regarding problem three, after activation of paGFP-PRPF31, we 

observed two distinct cell populations: one, which showed fluorescence increase in 

nuclear speckles within seconds, and another one, where no increase was detected. 

The reason for this remains unclear but could result from a loss of signal due to cell 

specificities. Additionally, a preference for the assembly of the tri-snRNP for 

endogenous PRPF31 without paGFP tag could result in a missing fluorescence 

https://www.microscope.healthcare.nikon.com/products/confocal-microscopes/csu-series/csu-w1
https://www.microscope.healthcare.nikon.com/products/confocal-microscopes/csu-series/csu-w1
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increase after activation. As mentioned above, stable transfected cells or the 

observation of endogenous PRPF31 would be beneficial for a more robust data 

acquisition. In addition, it should be tested whether paGFP-PRPF31 is included in the 

tri-snRNP complex e.g. through pull-down of paGFP-PRPF31 and detection of tri-

snRNP protein members such as PRPF6. 
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9 Outlook 

With this thesis, I provide further insight in the molecular functions of the USH1G 

derived protein SANS. It focuses on the interactions between SANS and the tri-snRNP 

proteins PRPF31 and PRPF6, utilizing in vitro and in silico techniques. Furthermore, I 

provide insight in SANS’ nuclear-cytoplasmic shuttling as well as its differential 

localization to ANSK4B. Finally, it elucidates, on how pathogenic variants alter SANS’ 

function in the cell through altered protein-protein binding and cellular localization. 

Together with the previous work of our group (Yildirim et al., 2021), this thesis 

strengthens the observation that SANS’ functions as a splicing regulator in the nucleus. 

However, to better understand the role of SANS, a more precise evaluation of its 

involvement in the different stages of splicing is required. A key objective would be to 

determine SANS’ localization within the tri-snRNP complex and the assembled 

spliceosome using structural experiments. Here, AlphaFold3, an updated version of 

AlphaFold, which is capable of predicting protein-nucleic acid interactions, could be 

useful (Abramson et al., 2024). However, predictions from AlphaFold currently provide 

limited insights and should be validated with experimental techniques such as cryo-

electron microscopy (cryo-EM) or nuclear magnetic resonance (NMR) spectroscopy. 

Additionally, a broader analysis of SANS’ target genes during alternative splicing would 

be valuable, as it could reveal connections to SANS-dependent cellular functions. 

Furthermore, a deeper understanding of SANS’ regulation within the cell is 

needed. This is particularly relevant for understanding the conformational changes that 

occur upon binding to the CENTn2 domain. Here multiple binding partners of SANS’ 

CENT domain could be visualized together with SANS through NMR spectroscopy to 

understand the conformational changes of SANS’ CENTn2 in detail (Schneider et al., 

2019; Dyson & Wright, 2021). Deciphering SANS’ post-translational modifications 

would also be highly beneficial, as these likely influence SANS’ protein-protein 

interactions and cellular localization. 

In contrast to SANS, less is known about the function of its paralogue ANSK4B. 

A good approach would be to get a detailed protein interactome of ANKS4B, as it was 

previously done for SANS (see Chapter 4.2). In silico tools like AlphaFoldPulldown 

could be useful here, as they allow filtering for potential interaction partners of ANKS4B 

before conducting wet lab experiments (Yu et al., 2023). Additionally, the role of 

ANKS4B in the human body should be tackled in more detail, as it has not been linked 

to any disease yet. This could clarify whether the loss of ANKS4B due to a mutation is 
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lethal in patients or whether its deficiency only has mild effects, making it clinically 

undetected. 

Moreover, SANS has effects on splicing but is mainly expressed in two sensory 

tissues of humans, the inner ear and the retina (Weil et al., 2003; Yildirim et al., 2021). 

Unfortunately, Sans deficient mice only show a hearing and vestibular impairment and 

not an impairment of sight (Kikkawa et al., 2003). The lack of an adequate model 

organism is one reason why the role of SANS in the human body is not yet fully 

understood. In this context, analysis of induced pluripotent stem cell derived models 

such as retinal organoids could be highly valuable for elucidating SANS' functional role 

in greater detail (Bell et al., 2020). This methodical approach would enable the direct 

observation of splicing alterations and changes in protein localization within an artificial 

retina system. Finally, these models offer promising options for testing treatments to 

cure or mitigate USH1G disease (Ashworth et al., 2024). 
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10 Summary 

In my thesis I investigated the molecular mechanisms underlying Human Usher 

syndrome (USH), particularly focusing on the protein USH1G/SANS. Usher syndrome, 

a clinically and genetically heterogeneous disorder that leads to hearing and vision 

loss. The USH1G gene encodes the scaffold protein SANS, which is highly expressed 

in the eye and ear. Recently, SANS has also been found in the cell nucleus, where it 

participates in the regulation of pre-mRNA splicing.  

In my thesis I aimed to elucidate the interactions of SANS with splicing-related 

proteins PRPF31 and PRPF6, as well as the mechanism of SANS’ nuclear-cytoplasmic 

shuttling. Additionally, I established a method to monitor the nuclear transfer of 

PRPF31 by live cell imaging. 

I show that SANS interacts with PRPF31 and PRPF6 at specific sites within its 

CENTn domain. Using FRET-based interaction assays and AlphaFold2, we identified 

for PRPF31 and PRPF6 specific binding sites in the CENTn domain of SANS, namely 

binding to the structured CENTn1 and to the unstructured CENTn2, respectively. In 

addition, we found evidence for sequential binding of PRPF31 and PRPF6 to the SANS 

molecule, which might be crucial for role of SANS in splicing processes in the nucleus. 

To fulfill its nuclear functions, SANS needs to be transported into the nucleus. In 

my thesis I identified two nuclear localization sequences (NLSs) and two nuclear export 

sequences (NESs). I highlighted their critical roles in SANS subcellular localization and 

in nuclear–cytoplasmic shuttling. Comparative analysis with SANS’ paralogue 

ANKS4B revealed distinct localization patterns, with ANKS4B more confined to the 

cytoplasm due to a lack of NLS. 

Using pathogenic variants of USH1G/SANS, we demonstrated altered interactions 

with the splicing proteins PRPF31 and PRPF6. Additionally, these pathogenic variants 

displayed subcellular mislocalization, likely impacting SANS’ function in splicing 

regulation and in the development of USH.  

Further, I provide data on the nuclear mobility of photoactivatable fluorescence-

tagged PRPF31 and the rapid transfer of splicing components between nuclear 

compartments. With these results, I could lay the groundwork for future studies on 

SANS-dependent molecular dynamics. 

Collectively, I enlighten the role of SANS in the nucleus. My findings advance the 

understanding of the molecular functions of SANS and its broader implications for 

USH1G pathogenesis.  
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11 Zusammenfassung 

In meiner Dissertation untersuchte ich die molekularen Mechanismen, die dem 

menschlichen Usher-Syndrom (USH) zugrunde liegen, wobei ich mich insbesondere 

auf das Protein USH1G/SANS konzentrierte. Das Usher-Syndrom ist eine klinisch und 

genetisch heterogene Störung, die zu Hör- und Sehverlust führt. Das USH1G Gen 

kodiert für das Gerüstprotein SANS, das im Auge und im Ohr stark ausgeprägt ist. 

Kürzlich wurde SANS auch im Zellkern gefunden, wo es an der Regulierung des prä-

mRNA-Spleißens beteiligt ist.  

In meiner Dissertation wollte ich die Wechselwirkungen von SANS mit den 

Proteinen PRPF31 und PRPF6, die mit dem Spleißen zusammenhängen, sowie den 

Mechanismus des Shuttlings von SANS zwischen Kern und Zytoplasma aufklären. 

Darüber hinaus habe ich eine Methode entwickelt, um den Kerntransfer von PRPF31 

durch Bildgebung in lebenden Zellen zu überwachen. 

Ich zeige, dass SANS mit PRPF31 und PRPF6 an spezifischen Stellen innerhalb 

seiner CENTn-Domäne interagiert. Mithilfe von FRET-basierten Interaktionsassays 

und AlphaFold2 haben wir für PRPF31 und PRPF6 spezifische Bindungsstellen in der 

CENTn-Domäne von SANS identifiziert, nämlich die Bindung an das strukturierte 

CENTn1 bzw. an das unstrukturierte CENTn2. Darüber hinaus fanden wir Hinweise 

auf eine sequenzielle Bindung von PRPF31 und PRPF6 an das SANS-Molekül, was 

für die Rolle von SANS bei Spleißprozessen im Zellkern entscheidend sein könnte. 

Damit SANS seine Kernfunktionen erfüllen kann, muss es in den Zellkern 

transportiert werden. In meiner Dissertation habe ich zwei 

Kernlokalisierungssequenzen (NLS) und zwei Kernexportsequenzen (NES) 

identifiziert. Ich habe ihre kritische Rolle bei der subzellulären Lokalisierung von SANS 

und beim Nukleus-Zytoplasma-Shuttling herausgestellt. Eine vergleichende Analyse 

mit dem SANS-Paralogon ANKS4B ergab unterschiedliche Lokalisierungsmuster, 

wobei ANKS4B aufgrund fehlender NLS stärker auf das Zytoplasma beschränkt ist. 

Mit pathogenen Varianten von USH1G/SANS konnten wir veränderte Interaktionen 

mit den Spleißproteinen PRPF31 und PRPF6 nachweisen. Darüber hinaus wiesen 

diese pathogenen Varianten eine subzelluläre Fehllokalisierung auf, die sich 

wahrscheinlich auf die Funktion von SANS bei der Spleißregulation und bei der 

Entwicklung von USH auswirkt.  

Des Weiteren habe ich Daten zur Kernmobilität von photoaktivierbarem, 

fluoreszenzmarkiertem PRPF31 und zum schnellen Transfer von Spleißkomponenten 
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zwischen Kernkompartimenten vorgelegt. Mit diesen Ergebnissen konnte ich den 

Grundstein für künftige Studien zur SANS-abhängigen Molekulardynamik legen. 

Insgesamt erkläre ich die Rolle von SANS im Zellkern. Meine Ergebnisse tragen 

zum besseren Verständnis der molekularen Funktionen von SANS und ihrer breiteren 

Bedeutung für die Pathogenese von USH1G bei.  
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12 Appendix 

12.1 Materials and methods for Chapter 7.3 and Chapter 7.4 

12.1.1 Materials: 

DNA constructs 

DNA construct Reference 

eYFP-SANS (Fritze et al., 2023) 

eYFP-SANSS278Pfs*71 (Fritze et al., 2023) 

eYFP-SANSV132Gfs*3 (Fritze et al., 2023) 

eCFP-PRPF31 (Fritze et al., 2023) 

eGFP-Coilin Kindly provided by Greg Matera 

(Addgene #36906) 

eCFP-Coilin This work 

paGFP-PRPF31 This work 

mCherry-SRRM1 Kindly provided by Lucas Pelkmans 

(Rai et al., 2018) 
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12.1.2 Methods: 

Cloning 

Open reading frames of PRPF31 and Coilin were obtained from template plasmids 

(Addgene #36906) (Fritze et al., 2023) and cloned into pENTRTM, as described by the 

manufacturer (ThermoFisher, Karlsruhe, Germany, #K240020). GatewayTM LR 

reaction into the appropriate destination vector was performed according to the 

manufacturer’s protocol (Thermo Fisher, #11791020). 

Cell lines and culture 

Dulbecco’s modified Eagle’s medium (DMEM) (ThermoFisher, Karlsruhe, Germany, 

#31966021) containing 10% heat-inactivated fetal calf serum (FCS) (Cytiva, Freiburg, 

Germany, #SV30160.03) was used to culture HeLa cells (kindly provided by AG 

Doorman, IMP). 

Fluorescence recovery after photobleaching (FRAP) 

HeLa cells were seeded in Ibidi 4 well plate (Ibidi, Gräfelfing, Germany, #80426) with 

a density of 40.000 cells/well. Cells were transfected with LipofectamineTM LTX as 

described by the manufacturer (ThermoFisher, Karlsruhe, Germany, #15338100). 

Cells were observed with a Nikon Yokogawa spinning disc microscope with a 60x water 

objective under 37°C. FRAP was performed with a 445 nm laser at 36% laser intensity 

for 100 iterations. Recovery was observed every 3 sec for up to 4 min. Quantification 

was performed with Fiji and EasyFRAP-web (Koulouras et al., 2018). Data are 

presented as Full-Scale Normalization and T-half was calculated with Double curve 

fitting. 

Fluorescence activation in fixed cell 

HeLa cells were seeded in 6 well plates with a density of 250.000 cells/well. Cells were 

transfected with LipofectamineTM LTX as described by the manufacturer 

(ThermoFisher, Karlsruhe, Germany, #15338100). Fixed HeLa cells were analyzed 

with a Leica TCS SP8 and activation was performed with FRET acceptor 

photobleaching protocol from Leica (https://downloads.leica-microsystems.com/TCS 

%20SP8/Application%20Note/FRET_AB_with%20SP8-AppLetter_EN.pdf, accessed 

25th September 2024). Quantification was performed with Fiji. 

Fluorescence activation and transfer observation in live cell 

HeLa cells were seeded in Ibidi 4 well plate (Ibidi, Gräfelfing, Germany, #80426) with 

a density of 40.000 cells/well. Cells were transfected with LipofectamineTM LTX as 

described by the manufacturer (ThermoFisher, Karlsruhe, Germany, #15338100). 

https://downloads.leica-microsystems.com/TCS
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Cells were observed with a Nikon Yokogawa spinning disc microscope with a 60x water 

objective under 37°C. Activation was performed with a 405 nm laser at 10% laser 

intensity for 100 iterations. Transfer was observed every 20 sec or 1 sec for 30 min or 

5 min, respectively. Quantification was performed with Fiji.  

Statistics 

Statistical analysis was performed with R-Studio (Positteam, 2023). The statistical 

methods are listed in corresponding individual legends. Results are shown from at least 

3 separate experiments. Significance was determined as: *p≤0.05, **p≤0.009, ***p. 

≤0.0009. 
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12.3 Contribution to the indicated manuscripts 

This cumulative thesis consists of a total of two publications as well as two chapters 

with preliminary data. The contributions to the preliminary data were done alone by me 

with scientific feedback from Prof. Dr. Uwe Wolfrum. The contributions to the 

publications were made by me, and other colleagues outlined in the following sections. 

In Publication 1, Fritze et al., 2023, I worked together with Felizitas F. Stiehler 

and Prof. Dr. Uwe Wolfrum. The main results were obtained by me with some support 

from Felizitas F. Stiehler. The figures of the publication were prepared by me and 

improved with suggestions from Prof. Dr. Uwe Wolfrum. The first draft of the text was 

prepared by me. The final version of the publication was established by me and Prof. 

Dr. Uwe Wolfrum. 

In Publication 2, Fritze et al., 2024, I worked together with Felizitas F. Stiehler 

and Prof. Dr. Uwe Wolfrum. The main results were obtained by me with some support 

from Felizitas F. Stiehler. The figures through the publication were prepared by me and 
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