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Abstract
Eukaryotic cells use G protein-coupled receptors (GPCRs) to convert external stimuli into internal signals to elicit cellular 
responses. However, how mutations in GPCR-coding genes affect GPCR activation and downstream signaling pathways 
remain poorly understood. Approaches such as deep mutational scanning show promise in investigations of GPCRs, but a 
high-throughput method to measure rhodopsin activation has yet to be achieved. Here, we scale up a fluorescent reporter 
assay in budding yeast that we engineered to study rhodopsin’s light-activated signal transduction. Using this approach, we 
measured the mutational effects of over 1200 individual human rhodopsin mutants, generated by low-frequency random 
mutagenesis of the GPCR rhodopsin (RHO) gene. Analysis of the data in the context of rhodopsin’s three-dimensional 
structure reveals that transmembrane helices are generally less tolerant to mutations compared to flanking helices that face 
the lipid bilayer, which suggest that mutational tolerance is contingent on both the local environment surrounding specific 
residues and the specific position of these residues in the protein structure. Comparison of functional scores from our screen 
to clinically identified rhodopsin disease variants found many pathogenic mutants to be loss of function. Lastly, functional 
scores from our assay were consistent with a complex counterion mechanism involved in ligand-binding and rhodopsin 
activation. Our results demonstrate that deep mutational scanning is possible for rhodopsin activation and can be an effec-
tive method for revealing properties of mutational tolerance that may be generalizable to other transmembrane proteins.
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Introduction

Engineered expression systems that measure the activity of 
protein variants on a large-scale hold significant potential 
for linking genotype to phenotype and are powerful tools for 
studying the molecular evolution of proteins. This is espe-
cially true for investigations of monogenic diseases where 
a single mutation can result in pathogenicity (Antonarakis 
and Beckmann 2006). One of the most diverse and intensely 
studied gene products associated with monogenic diseases 
are G protein-coupled receptors (GPCRs). As cell surface 
receptors, GPCRs function by detecting molecular cues in 
the cellular microenvironment to elicit cellular and organis-
mal responses. Mutations in GPCR-coding genes have been 
found to affect agonist binding, interactions with down-
stream effectors such as G proteins, subcellular localization, 
and even GPCR biogenesis and maturation (Stoy and Gurev-
ich 2015). Thus, insights into how GPCR mutations affect 
any of these processes can provide a better understanding of 
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disease phenotypes and reveal molecular mechanisms that 
constrain GPCR evolution.

Our current understanding of how GPCRs function comes 
from both experimental and computational approaches, each 
presenting strengths and challenges. The most obvious trade-
off is reliability versus scalability. At present, experimentally 
testing variants in live cells are considered to be more reli-
able than computational methods (Richards et al. 2015; Sun 
et al. 2016) but are comparatively low throughput. Computa-
tional approaches (Kuntz et al. 2022), on the other hand, can 
rapidly generate predictions concerning variant effects, but 
lack precision (Weile and Roth 2018). Challenged by these 
trade-offs, studies aimed at investigating membrane protein 
properties and their variant effects would benefit greatly 
from high-throughput experimental assays.

To better understand how missense mutations affect 
molecular mechanisms of protein function and contrib-
ute towards disease, multiplexed assays of variant effect 
(MAVE) have emerged as a high-throughput approach for 
accurately mapping many missense variants to function 
(Starita et al. 2017; Weile and Roth 2018). MAVE com-
bines mutagenesis with high-throughput selection assays to 
determine the functional effect for thousands, and even mil-
lions, of variants in single experiments (Ernst et al. 2010; 
Fowler et al. 2010, 2014; Hietpas et al. 2013; Weile et al. 
2017; Starita et al. 2017). Many MAVE studies to date have 
primarily focused on globular cytosolic proteins, which have 
consistently demonstrated that mutational tolerance is asso-
ciated with solvent accessibility (Guo et al. 2004; Adkar 
et al. 2012; McLaughlin et al. 2012; Doolan and Colby 2015; 
Gray et al. 2017). In the case of membrane proteins, such 
as GPCRs, high-throughput functional characterization is 
challenging because function is dependent on proper traf-
ficking to the membrane, engagement with an extracellular 
ligand or signal, and complex conformational changes that 
facilitate channel opening or interactions with downstream 
cytoplasmic proteins. Despite these challenges, there have 
been notable recent advances in high-throughput approaches 
applied to studying the functional impact of mutations in 
membrane proteins, including GPCRs (Elazar et al. 2016; 
Jones et al. 2020; Kozek et al. 2020), but this has not yet 
been achieved for studies of rhodopsin activation.

Rhodopsin is a GPCR expressed in the rod photoreceptors 
of the vertebrate eye that, when coupled to an 11-cis reti-
nal chromophore initiated the first critical step in dim-light 
vision. As an integral membrane protein that requires an 
exogenous light-sensitive chromophore for function, it has 
been challenging for the development of high-throughput 
approaches. Here, we successfully scale up a cell-based 
fluorescent assay that we previously engineered to meas-
ure rhodopsin activation (Scott et al. 2019). Unlike earlier 
high-throughput studies of rhodopsin variants, which rely 
on measuring cell surface expression (Wan et al. 2019; Penn 

et al. 2020; Mckee et al. 2021; Roushar et al. 2022), our 
assay measures rhodopsin function directly by quantifying 
receptor-mediated activation via a fluorescent reporter in 
yeast. Combining our cell-based assay with fluorescence-
activated cell sorting and deep sequencing, we were able 
to screen a library of random mutations in order to obtain 
functional scores for 1,205 out of 2,156 possible human rho-
dopsin missense variants accessible through a single-nucle-
otide change. When compared with RHO disease variants, 
the majority of variants identified in our screen were found 
to negatively impact function, with some found to be neutral 
or to exhibit functional gains. Mapping our variant effect 
data onto rhodopsin’s three-dimensional structure revealed 
that mutational tolerance appears inversely correlated with 
helical packing, which is a property that may be extended to 
other transmembrane proteins. Lastly, our analyses of vari-
ants in rhodopsin’s ligand-binding pocket support a complex 
counterion mechanism of rhodopsin activation.

Materials & Methods

Yeast Strain

The yeast strain used in this study, BS017, has the geno-
type W303 MATa, ura3Δ, far1Δ, mfa2::KanMX-pFUS1 
mCherry, sst2::HygB, ste2::TRP1, gpa1::Gpa1Gαi1-LEU2 
(Scott et al. 2019). These genetic modifications enable the 
coupling of heterologously expressed rhodopsin to the yeast-
mating pathway, and rhodopsin activation to be measured 
via a fluorescent reporter in vivo.

Library Construction and Cloning

Human RHO libraries were generated by error-prone PCR 
(GeneMorph II Random Mutagenesis Kit, Agilent). The 
human RHO sequence (NCBI Accession: NM_000539.3) 
was used as the template DNA. Primers used to amplify the 
human RHO gene added flanking AarI restriction sites which 
facilitated Golden Gate Assembly of mutated PCR products 
into a single-copy yeast expression vector, which contained a 
strong constitutive promoter and the URA3 gene to facilitate 
auxotrophic selection (pRS316 pTDH3). To optimize our 
libraries for single-nucleotide variants, we tuned the start-
ing template DNA concentration and PCR cycle number (Di 
Roberto et al. 2017) such that the number of mutations per 
gene was very low (Table S4 and S5). Using this method, 
we generated libraries with average 0.9 ± 0.9 mutations 
per gene (“750 ng-20cyc,” Library 1) and 0.5 ± 0.7 muta-
tions per gene (“1000 ng-30cyc,” Library 2) (Table S4 and 
S5). We selected these libraries for their low mutation rate 
(Figure S1) knowing that many genes will not be mutated, 
as we wanted to discern effects of single mutations. Each 
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library was then transformed into NEB 5-alpha Competent 
E. coli cells (New England BioLabs) and grown overnight 
in 250 mL LB carbenicillin (BioShop Canada) followed by 
plasmid extraction using PureLink HiPure Plasmid Filter 
Maxiprep Kit (Invitrogen). Test plating of transformed E. 
coli cells on selective agar plates estimated at least 5 × 105 
transformants for each library.

High‑Efficiency Transformation of Plasmid Libraries 
into Yeast Cells

To transform our variant libraries into yeast cells, we used 
a high-efficiency lithium acetate transformation method 
(Dong et al. 2010). In brief, yeast cultures were grown to 
log phase (OD600 ≅ 0.5) in 300 mL YPD (BioShop Canada), 
resuspended in 0.1 M LiAc/TE to a final volume of 4 mL, 
and transformed with 48 µg of one of the plasmid libraries 
via incubation in 30 mL 40% PEG 3350/0.1 M LiAc/TE 
followed by heat shock. Transformed yeast were cultured in 
250 mL SC-URA (BioShop Canada) for 18 h in a shaking 
incubator at 30 °C. Test plating 1:10, 1:100, and 1:1000 dilu-
tions on SC-URA agar plates were performed to estimate at 
least 5 × 105 transformants for each library transformation.

Light Activation of Human Rhodopsin Variants 
in Yeast and Fluorescence‑Activated Cell Sorting 
(FACS)

Yeast transformed with a plasmid library of human rhodop-
sin variants were diluted to OD600 in 5 mL SC-URA media 
containing 5 µM 9-cis retinal in a LightSafe 50 mL centri-
fuge tube (Sigma-Aldrich). Incubation was followed by light 
exposure and then addition of retinal for a total of six hours, 
as previously described (Scott et al. 2019). To discriminate 
between loss of function, mildly deleterious, “wild-type,” 
and gain of function variants, FACS was performed on a 
BD Influx (BD Biosciences) where cells were sorted into 4 
populations (bins) based on per cell mCherry fluorescence 
intensity (Figure S2). Using the fluorescence intensity of 
cells expressing wild-type human rhodopsin and P23H loss 
of function mutant as controls (Tam and Moritz 2006; Krebs 
et al. 2010; Chen et al. 2014; Sakami et al. 2014), bins were 
qualitatively drawn such that wild-type-like variants were 
primarily sorted into the second “Mid” bin, while loss of 
function variants fell into the “UltraLow” and “Low” bins 
(Figure S2). The “High” bin was drawn to resolve gain of 
function variants. Following sorting, the same light activa-
tion and sorting regime was repeated at least one additional 
time for each sorted subpopulation, to promote sorting 
refinement (Table S1 and S2). Following the final sorting 
round, sorted yeast were added to 100 mL SC-URA media 
and incubated for 24 h. Some sorted cells were also plated 
to individually assess responses to light following sorting, 

followed by Sanger sequencing of the mutant rhodopsin 
genes to evaluate the success of the sorting method.

Plasmid Extraction from Sorted Populations and Sample 
Preparations for Sequencing

The sorted yeast populations were centrifuged, resuspended 
in 4 mL Buffer SCE (1 M sorbitol, 0.1 M sodium citrate, 
60 mM EDTA, pH 7.0). 8 mg Zymolyase (BioShop Canada) 
and 30 μL β-mercaptoethanol (Sigma-Aldrich) was added, 
and the mixture was incubated for 1 h at 37 °C to digest the 
yeast cell wall and form spheroplasts. Plasmid DNA was 
then extracted using a QIAPrep Spin Midiprep Kit (Qiagen). 
To increase plasmid concentrations, the extracted plasmids 
from each sorted population were transformed into DH5-
alpha competent E. coli cells (New England BioLabs) and 
purified using PureLink HiPure Plasmid Filter Maxiprep 
Kit (Invitrogen). Serial dilutions prior to plasmid DNA 
extraction estimated approximately 5,000–90,000 plasmids 
from each of the sorted yeast populations were recovered 
(Table S1 and S2).

Illumina Sequencing and Variant Calling

Unsorted and sorted mutation libraries (Table S3) were pre-
pared and sequenced at The Centre for Applied Genomics 
(Hospital for Sick Children, Toronto ON). In brief, adapters 
were added with Nextera XT DNA Library Preparation Kit 
(Illumina), and sequences were obtained with a HiSeq 2500 
high-throughput flowcell with 125 bp paired-end reads. Raw 
reads were trimmed with Trimmomatic v0.36 under default 
settings. Surviving paired reads were assembled using BWA-
mem v0.7.12 against the complete wild-type rhodopsin-con-
taining plasmid sequence, and variants were identified using 
bcftools v1.6 mpileup command, implemented in a custom 
pipeline. From the vcf files, the alternate allele count for 
each alternate allele was divided by the sum of the wild-type 
allele count and for each specific nucleotide, then multiplied 
by 100 to get a percentage of how many reads were alternate 
(mutant) nucleotides. This was performed for each sorted 
population (UltraLow/Low/Mid/High) for both sorted and 
unsorted libraries. A heuristic cut-off was determined to be 
mutations that were above the 90th percentile of plasmid 
backbone mutations and were also > 25% enriched versus 
the unsorted library. Sorted sequences from both libraries 
were combined, and the enrichment was tallied across all 
populations. A functional score was assigned to each popu-
lation, based on the average function relative to the wild-
type-like population (Figure S2), which was determined by 
individually testing colonies post-sorting (UltraLow = 0.2, 
Low = 0.4, Mid = 1.0, High = 1.2) (Supplemental File 2). 
The “final adjusted activity” was determined by normal-
izing the functional score of each mutation based on the 
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enrichment of the mutation in each sorted population. This 
helped to assign scores to sequences that appeared in mul-
tiple populations.

Results

Cell Sorting Strategy and High Coverage Deep 
Sequencing Functionally Characterizes 1,205 
Rhodopsin Mutants

Coupling of rhodopsin to an engineered mating pathway in 
yeast enables measurements of rhodopsin activation using 
a transcriptionally activated fluorescent readout (Fig. 1A). 
To determine the variant effect for rhodopsin mutants, we 
expressed two human RHO gene libraries in our engineered 
yeast strain and applied FACS-Seq (Fig. 1B and Materials 
& Methods). Sorted plasmid libraries were then investigated 
by deep sequencing using Illumina sequencing methods. 
Samples had > 99% of 125-bp paired-end reads mapped to 
the human rhodopsin plasmid sequence, with approximately 
3 × 107 mapped reads per sorted sample (Table S3), which 
represented an average coverage of 5.5 × 105 reads at each 
position in the plasmid (Figure S3). This high sequence cov-
erage of both the rhodopsin gene and the plasmid allowed us 

to filter out mutations that are likely to have resulted from 
sequencing and assembly artifacts, and to better identify 
mutations that have been enriched in sorted populations. 
Analysis of the reads post-sorting confirmed that mutations 
were enriched in the rhodopsin gene over the plasmid back-
bone (Figure S4). Previous studies using error-prone PCR to 
conduct deep mutational scanning have deemed significance 
based either on enrichment alone (Romero et al. 2015), or 
on an estimated error rate in the plasmid antibiotic selection 
marker (Shin et al. 2014). Here, we opted for a more con-
servative cut-off (see Materials & Methods). After combin-
ing the results of all sorted populations, we identified a total 
of 1,205 missense mutations.

Sequence‑Function Mapping of Rhodopsin 
Activation

To analyze our collection of rhodopsin mutants, we gener-
ated a sequence-function map for all variants identified in 
our screen. We observed amino acid replacements at 345 
out of 348 sites across the protein and 1,205 of 2,424 pos-
sible missense single-nucleotide polymorphisms (SNPs) 
from human rhodopsin (Fig. 2A). To validate the func-
tional scores, we picked 22 missense variants, introduced 
these mutations into a wild-type rhodopsin plasmid using 

Fig. 1   Deep mutational scan of human rhodopsin in yeast. A An 
engineered yeast-mating pathway for measuring rhodopsin activa-
tion in response to light. In the presence of 9-cis retinal chromophore 
(L) and activation by light, rhodopsin undergoes a conformational 
change, promoting a Gpa1-Gα protein chimera to undergo GDP to 
GTP exchange. Gβ and Gγ are then released, initiating MAP kinase 
signal transduction, pFUS1 transcriptional initiation, and mCherry 
expression. B Human rhodopsin library construction workflow. Ran-
dom mutagenesis by error-prone PCR was used to introduce muta-
tions into the human rhodopsin gene. Mutated genes are ligated into 

a linearized yeast expression vector to generate circular plasmids and 
transformed into E. coli competent cells. A small sample of the trans-
formed E. coli are plated, which allows for individual colonies to be 
picked at random. These colonies have their plasmids extracted and 
sequenced to estimate mutational diversity in each library (Table S5 
and S6). The full plasmid library is transformed into yeast, and sub-
jected to 9-cis retinal ligand, followed by light activation, and FACS. 
Cells were sorted into four gates based on mCherry fluorescence. 
Finally, plasmids were extracted from each sorted bin and deep 
sequenced
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standard site-directed mutagenesis, and tested each of their 
responses to light (Figure S5) using a previously reported 
method (Scott et al. 2019). The functional scores for these 
22 mutants range from complete loss of function to super-
active. In addition, these 22 mutants have been previously 
studied and/or reported in clinical variant databases, such as 
gnomAD (Karczewski et al. 2020) and ClinVar (Landrum 
et al. 2018) (Supplemental File 3). When the normalized 
responses for these 22 mutants were compared to the func-
tion scores determined by our deep mutational scan, the 
results from the two methods were found to be correlated 
(R2 = 0.6272 in Fig. 2B) which indicated the functional 
scores assigned to sorted populations could help predict the 
function of individual mutations.

To evaluate how the variant effect for all variants identi-
fied in the library are distributed, we categorized each vari-
ant based on their functional scores (Fig. 2C). The resulting 
distribution is bimodal but heavily left skewed, revealing 
that most variants are deleterious while a small proportion 

exhibits functional gains. As expected, almost all nonsense 
mutants are highly deleterious, scoring below 0.4 (Fig. 2C). 
The eight nonsense variants that scored above 0.4 all intro-
duced a stop codon at or after residue C322, near the end 
of the RHO gene, which would result in rhodopsin variants 
with truncated C-termini (Fig. 2C, Supplemental File 3).

Buried Transmembrane Helices Appear More 
Functionally Conserved than Flanking Helices

Using our data, we sought to understand whether the posi-
tion where amino acid replacements occur within the protein 
structure affects mutational tolerance. Due to the stochastic 
nature of the error-prone PCR method, we focused analyses 
on general protein domains in rhodopsin. We observed that 
rhodopsin’s N-terminal tail, helices 2, 3, 4, and 7, and extra-
cellular loop (ECLoop) 2 are the most intolerant to muta-
tions. Helices 1, 5, 6, and intracellular loops 1, 2, and 3 are 
moderately tolerant, while ECLoop 3 and the C-terminal tail 

Fig. 2   Human rhodopsin functional scores. A A sequence-function 
map showing the scores associated with each single amino acid sub-
stitution generated in the random-mutagenesis library across sites in 
rhodopsin. Colors are scaled from red for low scores associated with 
loss of function mutations, to green for wild-type-like, to blue repre-
senting activation above wild-type levels. Amino acid states reachable 
with one SNP, but not characterized in the screen, are colored gray. 
Amino acid states for more than one SNP from wild-type human rho-

dopsin are blacked out. A filled black ‘X’ indicates the wild-type resi-
due in human rhodopsin. B Scatter plot of human rhodopsin activa-
tion for 22 mutants determined by the deep mutational scan (Library 
Scores) and flow cytometry results for each mutant tested individually 
(Normalized mCherry Fluorescence) with error bars showing stand-
ard deviation. C Distribution of mutational effect for the SNPs from 
(A). Black bars represent nonsense mutations
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are the most tolerant (Fig. 3A). When we overlaid this infor-
mation onto the rhodopsin crystal structure, we observed 
that internal helices 2, 3, and 7 buried towards the center 
of the protein are mutationally constrained while exter-
nal helices 1, 5, and 6 that flank the protein core are much 
more variable (Fig. 3B). Indeed, a direct comparison of the 
functional scores for internal versus external helices sup-
port our observations (Fig. 3C). We note that helix 4 is the 
only exception, which is positioned as a flanking helix but 
is mutationally intolerant.

We reasoned that the internal helices might be more 
functionally conserved compared to external helices 
because helices closer to the protein center experience 
dense helical packing. Thus, we calculated the relative 
surface exposure of each position in rhodopsin using the 
areaSES command in UCSF Chimera (Pettersen et  al. 

2004) normalized to the relative exposure value of each 
amino acid Gly-X-Gly tripeptides (Bendell et al. 2014) 
and found an association between mutational tolerance and 
surface exposure (Fig. 3D). These results are functionally 
consistent because internal helices help to maintain dense 
side-chain interactions, critical hydrogen bond networks, 
and the retinal-binding pocket (Janz and Farrens 2004). 
However, it was exceptionally interesting that helices 5 
and 6 are tolerant to mutations (Figs. 3A and 3B) because 
these two helices are known to undergo the greatest con-
formational changes when rhodopsin transitions from the 
dark (inactive) to the metarhodopsin II (active) state (Fig-
ure S6). Further, we found the C-terminal tail, a region 
known to interact with downstream G proteins (Kang 
et al. 2018; Tsai et al. 2019), to be mutationally tolerant 
(Figs. 2A and B).

Fig. 3   Heterogeneity of 
mutational tolerance across 
rhodopsin domains is dependent 
on position. A Violin plots show 
the distribution of functional 
scores for rhodopsin mutants in 
their respective domains. Black 
dots in the violins denote the 
median of functional scores for 
sites in that domain. Median 
scores for each domain are also 
displayed with a gradient of 
colors reflecting the median 
functional score ranging from 
red (lower) to blue (higher). 
B Domains in the rhodopsin 
1U19 crystal structure colored 
by median functional scores. C 
Internal helices in rhodopsin’s 
structure (helices 2, 3, and 7) 
compared to external “flanking” 
helices (helices 1, 4, 5, and 6). 
D Violin plot demonstrating that 
functional scores in rhodopsin 
are associated with surface 
accessibility (relative exposure 
of sites)
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Clinical Variants Cluster

We also explored whether there is any relationship between 
variant effect, pathogenicity, and where in the protein amino 
acid replacements occurred. We compared our dataset to a 
list of clinical rhodopsin variants comprised of data from 
ClinVar (Landrum et al. 2018), OMIM (Hamosh et al. 2005), 
and LOVD (Fokkema et al. 2011) (Supplemental File 3). Of 
the 173 mutants in the collection, we functionally charac-
terized 96 in our screen. Compared with the total distribu-
tion of missense mutations in our library, the clinical muta-
tions fell disproportionally into the lower functional classes 
(Fig. 4A). When categorized according to structural domain, 
we observed that clinical variants are unevenly distributed 
across the protein sequence, disproportionately represented 
within ECLoop 2 and the C-terminal tail. ECLoop 2 and 
the C-terminal tail contain very high numbers of clinical 
variants, followed by the N-terminus, helix 1, and helix 5 
(Fig. 4B). On the other hand, clinical variants seem to occur 
less within ICLoops 1 and 3, and ECLoop 3 (Fig. 4B). These 

results suggest that indeed some clustering of clinical vari-
ants exist but not necessarily within the mutationally intoler-
ant domains (Fig. 3).

Complex Counterion Mechanism of Rhodopsin 
Activation Involves Multiple Sites

Previous studies have proposed a complex counterion 
mechanism where E113 and E181 act as counterions to the 
Schiff-base link between the retinal chromophore and K296 
at different stages of rhodopsin activation (Yan et al. 2003). 
Our data for variant effect at these three sites (Fig. 5A) in 
human rhodopsin were consistent with this complex counte-
rion mechanism. We observed mutation-specific functional 
variability at K296 where K296N, T, Q, and E maintain 
wild-type-like activity while K296M and R promotes func-
tional loss (Fig. 4B). Of these six K296 mutants, K296E 
and K296M have been previously studied in detail and were 

Fig. 4   Clinical variants are disproportionally loss of function. A 
Proportion of missense variants colored and categorized based on 
functional score (top). Proportion of clinically identified variants 
characterized in this study, colored, and categorized based on score 
(bottom). Number of variants within each category is shown. B Num-
ber of clinical variants organized by domain. Stacked bars represent 
the number of clinical variants characterized by deep mutational 
scanning in this study (colored) and clinical variants not functionally 
characterized (gray)

Fig. 5   Functional characterization of single amino acid substitutions 
in human rhodopsin supports complex counterion mechanism. A 
Structure of rhodopsin focused on the retinal-binding site. 11-cis-reti-
nal is shown in black and is connected to K296 (red) via a Schiff-base 
linkage. E113 and E181 are highlighted in magenta (PDB: 1U19). 
B Stick structure showing the complex counterion mechanism, with 
functional effects of mutations found in our screen color coded as in 
Fig. 2
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shown to be constitutively active (Robinson et al. 1992; Yang 
et al. 1997). E113 is known to serve as the primary coun-
terion to the protonated Schiff base located at the covalent 
bond between K296 and retinal (Sakmar et al. 1989; Kim 
et al. 2004), while E181 may additionally serve as another 
counterion involved in a complex counterion shift mecha-
nism (Fig. 5B) (Yan et al. 2003). In our study, we found that 
E113 is intolerant to mutations except when mutated to Ala 
(Fig. 5B). However, at site E181, we observed only a mild 
reduction in function when mutated to Asp while E181K 
completely abolishes activity (Fig. 5B). For all three sites, 
synonymous mutations maintained wild-type-like activation 
levels. Thus, the role of the E113 counterion appears to be 
highly critical for receptor activation, while E181 is involved 
but is more tolerant to mutations.

Discussion

In this study, we were able to successfully scale up our cell-
based fluorescent assay of rhodopsin activation, and to use it 
to initiate investigations of residue-specific impact of muta-
tions across the visual pigment rhodopsin. Here, we discuss 
our interpretation of the data and the implications of our 
observations for other transmembrane proteins.

Mutational Robustness Across Transmembrane 
Helices Depends on Position

Measuring the functional effect of many missense variants 
across sites for a protein can provide insight into the rela-
tionship between mutability across protein domains. Our 
results suggest that functional determinants of missense 
mutations are contingent on both composition and con-
text, the identity of the replaced amino acid and its loca-
tion within a protein’s three-dimensional structure. Factors 
such as hydrophobicity, available volume in the core, and 
steric interactions have long been known as determinants 
of protein structure (Bowie et al., 1990; Lim & Sauer 1989, 
1991). The general rule that the core of globular proteins is 
more intolerant to mutations compared to surface residues 
is supported by deep mutational scanning studies of CcdB 
bacterial toxin and human DNA repair enzyme 3-methy-
ladenine DNA glycosylase (Guo et al. 2004; Adkar et al. 
2012; McLaughlin et al. 2012; Doolan and Colby 2015; 
Gray et al. 2017). However, for integral membrane proteins 
it remains unclear whether the same rules apply because 
transmembrane proteins are constrained differently by the 
lipid bilayer where interactions with hydrophobic side chains 
promote the formation of stable structures. This has resulted 
in the idea that transmembrane proteins can be viewed as 
“inside-out” (Engelman and Zaccai 1980), with hydrophobic 
residues facing the lipid bilayer and hydrophilic residues 

facing inwards. In addition, helical packing density and the 
number of helices per monomer are highly diverse among 
transmembrane proteins (Eilers et al. 2000; Gimpelev et al. 
2004; Lin et al. 2019). With the exception of some recent 
studies (Glazer et al. 2020; Penn et al. 2020; Jones et al. 
2020; Mckee et al. 2021; Roushar et al. 2022), the muta-
tional tolerance of transmembrane proteins remains largely 
uncharacterized.

In the present study, our results reveal heterogeneity in 
mutational tolerance among domains in rhodopsin. Inter-
nal helices located closer to rhodopsin’s center appear more 
intolerant to random amino acid change compared to exter-
nal helices. This result suggests that regions of high helical 
density may be less tolerant to the introduction of bulky side 
chains (Schlinkmann et al. 2012; Heydenreich et al. 2015; 
Athanasiou et al. 2018), which raises the possibility that the 
physical constraint attributed to dense side-chain packing 
learned from soluble proteins may be applicable to trans-
membrane proteins. However, while globular proteins often 
have tightly packed cores (Chothia 1975; Richards 1977), 
many transmembrane proteins function as transporters where 
sufficient volume is required to form a path for molecules 
to cross the lipid bilayer (Duncan et al. 2019). Near rho-
dopsin’s center is the retinal-binding pocket where packing 
arrangements organize to accommodate access, binding, and 
release of the retinal ligand. Consistent with previous studies 
(Nakayama and Khorana 1991), data from our screen shows 
that many amino acid replacements of proximal residues that 
point into the retinal-binding pocket reduce receptor activa-
tion (Figure S7). We also found that these inward facing 
residues are neither exclusively hydrophobic nor mutation-
ally restricted to hydrophobic residues (Figure S7). These 
findings suggest that the positional preference for hydropho-
bic residues examined for soluble proteins (Lim and Sauer 
1989) may be quite different for transmembrane proteins, 
supporting the idea that transmembrane proteins may indeed 
be thought of as “inside-out” (Engelman and Zaccai 1980).

An exception to our general observations is that we found 
helix 4 to be mutationally intolerant. Atomic force micros-
copy topographs (Liang et al. 2003), disulfide cross-linking 
(Knepp et al. 2012), and synthetic peptide treatment (Jas-
trzebska et al. 2015) of rhodopsin in native photoreceptor 
membranes suggest that helices 1, 4, 5, and 8 serve as inter-
action interfaces for rhodopsin dimerization, which leads us 
to speculate that these interactions may serve as an expla-
nation for the observed mutational intolerance of helix 4. 
Similar results concerning helix 4 can also be found from a 
deep mutational scan of the β2-adrenergic receptor (Jones 
et al. 2020), another Class A GPCR.

Of special interest is the high degree of mutational 
tolerance observed for the C-terminal tail and helix 8 for 
both rhodopsin in the present study and the β2-adrenergic 
receptor (Jones et al. 2020). This observation is surprising 
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because the GPCR C-terminal tail is known to form inti-
mate contacts with downstream effector proteins such as G 
proteins (Kang et al. 2018; Tsai et al. 2019) and helix 8 has 
been suggested to endow some GPCRs with mechanosensa-
tion (Erdogmus et al. 2019), an alternative function that has 
been suggested for opsins (Leung and Montell 2017). One 
possible reason for this may come from a limitation in our 
system, which heterologously expresses human rhodopsin 
in yeast cells instead of a more physiologically relevant cell 
type. Indeed, earlier studies have shown that rhodopsin is 
post-translationally modified differently when expressed in 
yeast compared to mammalian cells (Mollaaghababa et al. 
1996). However, considering that mutational tolerance for 
the C-terminus tail and helix 8 was observed for both the 
β2-adrenergic receptor (Jones et al. 2020) and rhodopsin 
despite differences in the approach, mutational complete-
ness, receptor, and model systems, it is also possible that 
the C-terminal tail of GPCRs are intrinsically tolerant to 
mutations. Testing more conditions, such as dark versus light 
or ligand versus no ligand treatments, may reveal reasons 
behind these observations. Towards this point, differences 
in membrane expression have previously been observed for 
rhodopsin variants under retinal versus no retinal conditions 
(Penn et al. 2020). Furthermore, no deep mutational scan-
ning studies of GPCRs have been conducted in their native 
cell types, which may serve as an unexplored factor that can 
yield further insight into the determinants of transmembrane 
protein mutability.

Functional Variability in the Retinal‑Binding Pocket 
is Consistent with a Complex Counterion Model

Our data is also consistent with a well-studied region of rho-
dopsin, three sites (K296, E113, E181) involved in a com-
plex mechanism of rhodopsin activation. In rhodopsin, K296 
binds retinal through a Schiff-base covalent bond (Hargrave 
et al. 1983) stabilized by a counterion at site E113 (Sakmar 
et al. 1989; Zhukovsky and Oprian 1989). The proposed 
mechanism involves transferring a proton from E181 to 
E113, switching the counterion from E113 to E181 when 
rhodopsin transitions from the dark state to the Meta I pho-
tointermediate (Yan et al. 2003b). Consistent with previous 
studies (Keen et al. 1991; Cohen et al. 1992; Robinson et al. 
1992; Yang et al. 1997), we observed mutational variabil-
ity at K296, which suggests that the covalent bond is not 
required for receptor activation. This contrasts with E113, a 
highly conserved residue that, even when mutated to E113D, 
which differs by only a single CH2 in side-chain length, 
strongly perturbs activation. For E181, mutating to Asp 
showed only a mild reduction in activation, but only minor 
changes to side-chain length at E181 are tolerated. E113 
is known to be conserved in vertebrate rhodopsins while 

almost all and invertebrate rhodopsins have either Glu or 
Asp at position 181 (Terakita et al. 2000, 2004).

Assays of Molecular Function are Important 
for Predicting Pathogenic Variant 
Phenotypes

In this study, we used an assay that measured changes in 
rhodopsin molecular function, which differs from previous 
high-throughput studies of rhodopsin that measured receptor 
expression at the plasma membrane (Wan et al. 2019; Penn 
et al. 2020). Although easier to design experimentally, quan-
tifying plasma membrane expression precludes the accurate 
classification of variants that are properly expressed at the 
cell surface but fail to activate. For instance, some variants, 
such as M39R and N55K (Ramon et al. 2014), alter signal-
ing but escape degradation and are properly trafficked to the 
plasma membrane. The data presented here will serve as a 
useful resource when combined with alternative approaches 
to studying rhodopsin variant effect to better inform and pre-
dict disease phenotypes for clinical interpretation.
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