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Organic cation transporter 1 (OCT1) is a transporter that regulates the hepatic uptake and
subsequent elimination of diverse cationic compounds. Although OCT1 has been involved
in drug-drug interactions and causes pharmacokinetic variability of many prescription
drugs, details of the molecular mechanisms that regulate the activity of OCT1 remain
incompletely understood. Based on an unbiased phospho-proteomics screen, we
identified OCT1 as a tyrosine-phosphorylated transporter, and functional validation
studies using genetic and pharmacological approaches revealed that OCT1 is highly
sensitive to small molecules that target the protein kinase YES1, such as dasatinib. In
addition, we found that dasatinib can inhibit hepatic OCT1 function in mice as evidenced
from its ability to modulate levels of isobutyryl L-carnitine, a hepatic OCT1 biomarker
identified from a targeted metabolomics analysis. These findings provide novel insight into
the post-translational regulation of OCT1 and suggest that caution is warranted with
polypharmacy regimes involving the combined use of OCT1 substrates and kinase
inhibitors that target YEST.

Keywords: organic cation transporter 1, YES1 kinase, tyrosine kinase inhibitors, drug-transporter interactions, post-
translational modification

INTRODUCTION

In the last two decades, considerable advances have been made toward understanding the
pharmacological role of cationic transporters belonging to the SLC22A subfamily. The advent of
heterologous overexpression systems and genetically-engineered murine models has substantiated
that the members of this subfamily facilitate the cellular uptake of a large number of structurally
diverse endogenous metabolites and an increasingly large number of cationic xenobiotics. Organic
cation transporter 1 (OCT1, SLC22A1) is the most abundant cationic transporter expressed on the
sinusoidal membrane of hepatocytes (Chen et al., 2014), and is a rate-limiting step in the sodium-
independent uptake and elimination of many xenobiotic substrates (Koepsell et al., 2007; Shu et al.,
2007; Huang et al., 2020).

The in vivo contribution of OCT1 to the hepatic elimination of xenobiotics was first conclusively
demonstrated for the prototypical organic cation, tetraethylammonium (TEA), in mice harboring a
genetic deletion of OCT1 (Jonker et al., 2001; Jonker et al., 2003). Many subsequent studies have
focused on the biguanide analog metformin, a first-line medication for the treatment of type 2
diabetes. These studies have led to the recognition that the glucose-lowering effects of metformin are
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partially dependent on OCT1 (Chae et al, 2016; Heckman-
Stoddard et al., 2016), and that OCT1 deficiency is associated
with diminished metformin uptake in hepatocytes (Shu et al.,
2007; Higgins et al., 2012). More recently, OCT1 has also been
identified as a critical determinant of the therapeutic efficacy of
fenoterol (Tzvetkov et al., 2018), morphine (Fukuda et al., 2013),
sumatriptan (Matthaei et al., 2016), thiamine (Chen et al., 2014),
tramadol (Tzvetkov et al., 2011), and tropisetron (Tzvetkov et al.,
2012).

Due to its predominant role in determining the efficacy of
many clinically-important drugs, multiple regulatory aspects of
OCT1 have been widely studied. For example, polymorphic
variants in OCT1 (Gomez and Ingelman-Sundberg, 2009) have
been linked to the pharmacokinetics and glycemic response in
diabetic patients receiving metformin (Giacomini et al., 2012),
and epigenetic mechanisms have been identified that can
functionally modulate OCT1 and can profoundly affect
therapeutic outcomes of substrate drugs (Schaeffeler et al,
2011).  Although  post-translational ~ modification  via
phosphorylation has been reported to influence the function of
transporters (Mehrens et al, 2000; Czuba et al, 2018),
surprisingly, this has not been extensively studied as a
regulatory mechanism of OCT1. We previously reported that
the related transporter OCT2 (SLC22A2) is sensitive to inhibition
by several FDA-approved tyrosine kinase inhibitors (TKIs)
through a mechanism that involves YES1-mediated tyrosine
phosphorylation (Sprowl et al., 2016). Since OCT1 and OCT2
share structural features, a high degree of sequence homology,
and have overlapping substrate recognition sites and conserved
tyrosine motifs (Tanaka and Herr, 1990; Gorboulev et al., 1997),
we hypothesized that the activity of OCT1 is also dependent on
kinase-mediated tyrosine phosphorylation. In the current study,
we tested this hypothesis by employing phospho-proteomics
screens, genetic strategies, pharmacological approaches, and
metabolomics analyses in heterologous models overexpressing
mouse or human OCT1, as well as OCT1-deficient mice.

MATERIALS AND METHODS

Cell Culture and Reagents

Human embryonic kidney (HEK293) cells were obtained from
the American Type Culture Collection (ATCC, Manassas, VA).
HEK293 cells stably transfected with mouse OCT1 (mOCT1) or
human OCT1 (hOCT1) were cultured in Dulbecco’s Modified
Eagle Media (DMEM) media supplemented with 10% fetal bovine
serum (FBS) and grown at 37°C in a humidified incubator
containing 5% CO,. Radiolabeled ['“C] TEA and ["C]
metformin were obtained from American Radiochemicals (St.
Louis, MO). Cellular uptake assays were performed 48h
following transient transfection by Lipofectamine 3000
Transfection Reagent (Thermo Fisher Scientific, Waltham,
MA). ON-TARGETplus Human YESI siRNA was obtained
from Dharmacon (Lafayette, CO). RNA extraction kits were
obtained from Omega Bio-tek (Norcross, GA). Reference
standards of decynium?22, a positive control inhibitor, as well
as the TKIs bosutinib, dasatinib, gilteritinib, ibrutinib, lapatinib,
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sunitinib, vandetanib, and CH6953755 were obtained from
MedChemExpress (Monmouth Junction, NJ).

Cellular Accumulation Studies

Uptake assays were performed with radiolabeled TEA (2 uM) or
metformin (5 uM) as described previously (Sprowl et al., 2013;
Pabla et al., 2015) in the presence or absence of TKIs. The results
were normalized to uptake values in cells stably transfected with
an empty vector treated with vehicle alone (Supplementary
Figure S1). Prior to cellular accumulation experiments, cells
were grown to 90% confluence on poly-lysine coated multi-
well plates. For uptake studies, cells were rinsed with warm
PBS and incubated in the presence of a vehicle or inhibitor,
prepared in serum and phenol red-free DMEM media for
15 min. Subsequently, media was removed followed by the
addition of radiolabeled TEA and metformin along with
inhibitor, and cellular uptake was measured after a 15-min
co-incubation period. Total radioactivity originating from
TEA and metformin was determined using liquid
scintillation counting after lysing the cells with 1 N NaOH,
a neutralizing step with 2M HCl. A Pierce protein assay
(Thermo Fisher Scientific, Waltham, MA) was used to
normalize radioactivity readings to account for variation in
cell number between samples.

Site-Directed Mutagenesis

The YES1 plasmid with pCMV6-Entry (C-terminal FLAG-
tagged) backbone was obtained from Origene (Rockville, MD).
Mutants in OCT1 and YES1 were generated using QuikChange
XL Site-Directed Mutagenesis Kit (Agilent Technologies, Santa
Clara, CA). Mutagenesis primers were designed using
QuikChange Primer Design software and generated according
to the manufacturer’s instructions. Successful mutagenesis was
confirmed by Sanger sequencing and constructs used for transient
transfection experiments.

siRNA-Mediated Knockdown

HEK293 cells overexpressing hOCT1 were plated at a density of
1.25 x 10° per well in a 12-wells plate and incubated overnight at
37°C with 5% CO,. The next day, cells were transfected with
50 nM siRNA targeting YESI, positive control siRNA, and
negative control siRNA (Dharmacon, Lafayette, CO) according
to manufacturer protocols. After 48 h of exposure to siRNA,
OCT1 function was evaluated with TEA or metformin as
described above.

RT-gqPCR

Total RNA was extracted from cells treated with siRNA by
EZN.A. Total RNA Kit I (Omega Bio-tek), and reverse
transcribed to cDNA by qScript XLT c¢DNA SuperMix
(QuantaBio, Beverly, MA). Primer sequences included YES1
(Hs00736972_m1) and human GAPDH (Hs02758991_gl), and
quantitative RT-PCR was performed using TagManTM Fast
Advanced Master Mix (Thermo Fisher Scientific, Waltham,
MA). The Ct values of the YES1 gene were subtracted from
the mean of GAPDH (ACt). All samples were analyzed in
triplicate, and the mean value of ACt was calculated.
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Protein Analysis
Cell treated with non-targeting siRNA and YES1 siRNA were

lyzed using sonication. Pierce Bicinchoninic Acid (BCA) Protein
Assay Kit (Thermo Fisher Scientific, Waltham, MA) was used to
determine protein concentrations. Next, an equal amount of
protein was separated on a Bis-Tris 4-12% SDS-
polyacrylamide gel with MOPS buffer according to the
instructions from manufacturer (Life Technologies, Grand
Island, NY) and transferred to PVDF membranes. Western
blot analysis was performed using antibodies against YESI
(Product # 3201S), vinculin (Product # 13901S), and HRP-
conjugated secondary anti-rabbit (Product # 7074) obtained
from Cell Signaling Technology (Danvers, MA). Proteins were
visualized by chemiluminescence using the SignalFire ECL
Reagent (Cell Signaling Technology, Danvers, MA) or
SuperSignal West Femto Maximum Sensitivity Substrate
(Invitrogen, Carlsbad, CA) using film.

Proteomics and Metabolomics Studies

In order to evaluate the tyrosine-phosphorylation landscape of
ADME proteins in FVB mice, the genetic background strain used
in our transporter-deficient in vivo models, tissue samples were
subjected to a PhosphoScan analysis (Cell Signaling, Danvers,
MA). This analysis provides purification and characterization of
tyrosine phosphorylation sites in cellular proteins when paired
with liquid chromatography tandem mass-spectrometry (LC-
MS/MS) technology. The assay comprises enhanced phospho-
tyrosine-containing peptides using P-Tyr-100, a mouse anti-
phospho-tyrosine antibody paired with protein G agarose
beads. Following protease-mediated digestion, immune-affinity
purify-cation of peptides, and MS analysis on phospho-peptides,
spectra were assessed using Sequest 3G and the Sorcerer 2
platform (Sage-N Research, Milpitas, CA).

For metabolomics studies, plasma and tissue samples were
collected from wild-type mice and OCT1/OCT2 (OCT1/2)-
deficient mice (Taconic, Petersburgh, NY). Tissue samples
were washed with ice-cold 0.9% saline, and snap-frozen using
liquid nitrogen. Further preparation of plasma and tissue samples
for metabolomics analysis was done using LC-MS/MS, as
previously described (Huang et al., 2018).

Animal Experiments

For all in vivo studies, plasma and tissue samples were collected
from both males and females wild-type mice, OCT1/2-deficient
mice, and mice additionally deficient for MATE1 (OCT1/2/
MATE]), following an established protocol (Leblanc et al,
2018). Mice were maintained under pathogen-free conditions
at the Ohio State University Laboratory Animal Resources, and
all in vivo experiments were approved by University Animal Care
and Use Committee (protocol number: 2015A00000101-R1).
Mice were accommodated in a temperature-, and light-
controlled environment with access to water and food. OCT1/
2/MATE]1-deficient mice was obtained by crossing male OCT1/2-
knockout mice with female MATE1-knockout mice to generate
heterozygous breeders. The MATE]l-deficient mice used to
generate this model were kindly provided by Dr. Yan Shu
(University of Maryland, Baltimore, MD), and backcrossed
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onto an FVB background. Next, heterozygous males and
females were used to obtain OCT1/2/MATE1-knockout mice.
Genetic deletion of OCT1/2 and MATE1 was confirmed by
performing RT-PCR analysis.

Dasatinib was dissolved in 80 mM citric acid (pH 3.1) and
administered via oral gavage at a dose of 15 mg/kg. For studies
involving TEA, dasatinib was given orally 30 min before the
intravenous administration of [**C] TEA (0.2 mg/kg) via the
caudal vein. Concentrations of total TEA-derived radioactivity in
plasma and homogenized liver samples were measured by liquid
scintillation counting.

Quantification of Isobutyryl

L-Carnitine (IBC)

A Vanquish UHPLC paired with a Quantiva triple quadrupole
mass spectrometer (Thermo Fisher Scientific) was used to
perform LC-MS/MS analysis of IBC and the internal standard,
isobutyryl L-carnitine-d3 (Cayman Chemical, Ann Arbor, MI).
Chromatographic separation of analytes was achieved on an
Accucore aQ column (150 mm x 2.1 mm, dp = 2.6 pm) with a
C18 AQUASIL guard cartridge (2.1 mm x 10 mm, dp = 3 pm).
The temperature of the column and autosampler was retained at
40 and 4°C, respectively. The mobile phase contains solvent A
(0.1% formic acid in water) and solvent B (0.1% formic acid in
acetonitrile-methanol, 50:50 v:v). The gradient elution was
5.0min at a flow rate of 0.4 ml/min, and conditions were as
follows: 0-0.5min, 0% B; 0.5-2.3 min, 30% B; 2.3-3.8 min,
30-95% B; 3.8-42min, 95% B; 4.2-5.0min, 0% B. The
extracted samples (5ul) were injected for analysis, and
following parameters were established for the mass
spectrometer: 40 Arb, 12 Arb, 3.3 Arb, 350, and 375°C for
sheath gas, aux gas, sweep gas, ion transfer tube, and
vaporizer temperature, respectively. The ion source was
managed by heated ESI in positive ion mode with ion
spray voltage at 3,500 V. Argon was used as a collision gas
at a pressure of 1.5 mTorr. Precursor molecular ions and
product ions were recorded for confirmation and detection of
IBC (232.144 > 85.083) and the internal standard (236.056 >
85.056). Assay validation studies demonstrated that the
within-day precision and between-day precision ranged
from 0 to 6.16%, and the accuracy ranged from 92.8 to
105%. The lower limit of quantification for IBC was
0.1 ng/ml.

Statistical Analysis

All data are presented as mean + SEM, either as the experimental
readings or after normalization to baseline values, and then
expressed as a percentage. All experiments were conducted in
triplicate unless specified, and were performed on at least two
independent occasions. Comparisons between two groups were
analyzed by unpaired two-sided Student’s t-test with Welch’s
correction while one-way ANOVA with Dunnett’s post-hoc test
was performed for comparing more than two groups. Statistical
analyses were conducted using GraphPad Prism version 8.1.2
(GraphPad Software, San Diego, CA), and p < 0.05 was
considered as the cutoff for statistical significance.
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FIGURE 1 | Phosphotyrosine proteomics screen. (A) Schematic diagram depicting the PhosphoScan analysis from wild-type mouse kidney samples. Identified
SLC transporters (B) and enzymes (C) that are tyrosine-phosphorylated from the phosphotyrosine proteomics screen.

RESULTS

Conserved Tyrosine Phosphorylation of
OCT1

In order to initially demonstrate that OCT1 is tyrosine
phosphorylated, in a manner similar to that reported
previously for OCT2 (Sprowl et al, 2016), an unbiased MS-
based proteomics analysis was performed to identify all tyrosine-
phosphorylated proteins, membrane-localized or intracellular,
from murine tissues (Figure 1A; Supplementary Table S1). A
total of 802 redundant phosphorylated peptide assignments to
438 non-redundant phosphorylated peptides for the phospho-
tyrosine motif antibody were identified, applying a 5% false-
positive rate to filter the results. The hits included multiple
transporters (Figure 1B), including OCT1, but also several ion
channels and enzymes (Figure 1C). These preliminary findings
thus verified our hypothesis, suggest that tyrosine-phosphorylation

may be a much more widespread regulatory mechanism of
ADME proteins than held previously, and that these proteins
are potentially sensitive to off-targeted de-regulation by
clinically-used TKIs.

We previously reported that several TKIs can modulate OCT2
function through inhibition of the protein kinase YESI, and that
tyrosine-to-phenylalanine (Y-F) OCT2 mutants at three sites
(241, 362, and 377) considerably diminished OCT2 function
without affecting OCT2 expression in plasma membrane
(Sprowl et al., 2016). In addition, OCT2 has a proline-rich
(PXXPR) sequence, which is known to attach the Src
Homology 3 (SH3) domain present in YES1 kinase, and
mutations in this proline-rich SH3 binding domain
decreased OCT2 function and tyrosine-phosphorylation.
Interestingly, all these OCT2 domains, including the
functionally most relevant 362 residue, are uniquely
conserved in phylogenetically-linked transporters, such as
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FIGURE 2 | Inhibition of organic cation transporters by TKis. (A) The protein sequence of hOCT1, hOCT2, and hOCT3 was aligned by a multiple sequence
alignment program (MAFFT). (B) OCT1 protein sequence from indicated organisms was aligned by a multiple sequence alignment program (MAFFT). (C) HEK293 cells
were transiently transfected with wild-type (WT), Y240F, Y361F, and Y376F mutant plasmids, uptake assays were performed using ['“C] TEA (2 pM) for 15 min. Cellular
accumulation of [*C] TEA was determined by liquid scintillation counter, and the graph represents relative uptake values compared to wild-type after normalization

of protein levels. (D) Relative transporter function in HEK293 cells stably transfected with hOCT1 was evaluated by a substrate drug TEA in the presence of FDA-
approved TKIs (10 uM) previously found to inhibit OCT2. Lapatinib was included as a negative-control TKI, and decynium22 as a non-TKI positive control inhibitor. The
graph represents relative transport activity of indicated substrate drug compared to DMSO. *p < 0.05 vs. wild-type control. All values represent mean + SEM.

OCT1, and across model organisms (Figures 2A,B). In
addition, a naturally-occurring single nucleotide variant in
the OCT1 gene, causing a P283L change, is known to reduce
OCT1 function and alter metformin transport in humans
(Mato et al., 2018), and this site is located in the proline-rich
SH3 binding sequence of OCT1.

To investigate directly if the regulation of OCT2 by
phosphorylation is conserved in OCT1, we performed
functional assays after mutagenesis of relevant sites, and found
that OCT1 mutants lacking the putative phosphorylation sites in
OCT1 at residues 240, 361, and 376, corresponding to the 241,
362, and 377 sites in OCT2, had significantly reduced transport
function (Figure 2C). Moreover, we found that distinct OCT2-
inhibiting TKIs, including bosutinib, dasatinib, gilteritinib,
ibrutinib, sunitinib, and vandetanib, but not the negative-
control TKI lapatinib, also inhibit OCT1 function
(Figure 2D). These results support the possible existence of a
common inhibitory mechanism by which TKIs can modulate the
function of OCT1 and OCT?2, a conclusion, that is consistent with
the notion that the OCT1- and OCT2-inhibitory properties of the
studied TKIs are strongly correlated. Interestingly, compared to
OCT1 and OCT2, a highly distinct TKI-mediated inhibitory
profile was observed for the related transporter OCT3
(Supplementary Figure S2), with some TKIs (e.g., dasatinib,

sunitinib) potently inhibiting all three transporters and some
(e.g., bosutinib, gilteritinib, ibrutinib) having no influence on
OCT3 function.

TKI-Based Inhibition of OCT1 In Vitro

Dose-response experiments with select TKIs (Table 1) indicated
that dasatinib, gilteritinib, ibrutinib, and vandetanib potently
inhibited OCT1 function in a species-independent manner
(Supplementary Figure S3), and regardless of the test
substrate at concentrations that are clinically achievable at
the recommended daily doses. Among the tested TKIs,
dasatinib was found to be the most potent inhibitor against
both mOCT1 (ICsp, 1.09 pM) and hOCT1 (ICsq, 0.56 pM)
(Figure 3A), and was selected for further mechanistic
studies. In line with previous observations for OCT2-
inhibitory TKIs (Minematsu and Giacomini, 2011; Sprowl
et al.,, 2016), inhibition of mOCT1 and hOCT1 by TKIs was
independent of the substrate concentration, and a Dixon plot
of the reciprocal velocity against the TKI concentration to
derive inhibition constants indicated that the mechanism of
inhibition is non-competitive (Figures 3B,C). This conclusion
is consistent with our previous observation that TKs such as
dasatinib are not themselves transported substrate of OCT1
(Furmanski et al., 2013).
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TABLE 1 | Features of TKils used in the experiments.

YES1 and OCT1 Phosphorylation

TKI Indication(s) Primary target(s)
Dasatinib CML, GIST BCR/ABL, SRC
Gilteritinib AML FLT3, AXL
lborutinib CLL, MCL BTK

Lapatinib Breast cancer HER2, EGFR
Vandetanib Thyroid cancer EGFR, VEGFR

YES1 K4 (nM) OCT1 IC5o OCT1 inhibition OCT2 inhibition
(HM)
0.3 0.56-1.09 Yes Yes
445 0.01-0.02 Yes Yes
27 0.89-1.18 Yes Yes
>10,000 — No No
120 1.35-9.05 Yes Yes

CLL, chronic lymphocytic leukemia; CML, chronic myeloid leukemia; GIST, gastrointestinal stromal tumor; MCL, mantle cell lymphoma; AML, acute myeloid leukemia.
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FIGURE 3| TKI-mediated inhibition of OCT1 function. (A) Uptake of ['*C] TEA (2 pM) was measured in HEK293 cells overexpressing hOCT1 and mOCT after pre-
incubation with dasatinib at various concentrations (0.1-25 puM) for 15 min, followed by the co-incubation with TEA for 15 min. Data represent the mean + SEM and are
expressed as a percentage over control. (B,C) Dixon plot showing varying concentrations of ['*C] TEA (1, 5, and 10 pM) uptake assay in the presence of dasatinib
(0.1-8 pM) in HEK293 cells overexpressing hOCT1 and mOCT1, data expressed as 1/velocity. In a Dixon plot, the point of intersection of the lines represent the
negative inhibition constant (-Ki); this analysis revealed dasatinib-mediated inhibition constants of 0.18 pM for hOCT1 and 0.87 pM for mOCT1 (n = 3 per group). (D,E)
Wild-type and OCT1/2-deficient male mice (n = 5) were treated with either vehicle or dasatinib (15 mg/kg) 30 min before an intravenous administration of ['“C] TEA
(0.2 mg/kg). Liver (D) and kidney (E) samples were collected at 5 min after TEA treatment, and graphed as tissue-to-plasma ratios. *p < 0.05 vs. vehicle control. All values
represent mean + SEM.

TKI-Mediated Modulation of OCT1 In Vivo

The notion that the OCT1-inhibitory properties of dasatinib are
species-independent is consistent with and recapitulates several
prior observations (Shu et al., 2007; Sprowl et al., 2016; Floerl
etal., 2020; Meyer et al., 2020), and suggests that mice can serve as
a suitably predictive model for humans. To directly assess the
influence of dasatinib on the function of OCT1 in vivo, the
pharmacokinetic profile of TEA was examined in wild-type
mice and OCT1/2-deficient mice receiving a single oral dose
of dasatinib, given 30 min before the administration of TEA. We
found that the hepatic uptake of TEA, as determined from the
liver-to-plasma concentration ratio, was dramatically reduced in
the OCT1/2-deficient mice, and that the genotype could be

phenocopied by a single dose of dasatinib (Figure 3D).
Similar observations were made in the murine kidney
(Figure 3E), an organ that expresses both OCT1 and OCT2
(Holle et al., 2011).

In order to provide further evidence that the ability of
dasatinib to modulate TEA disposition is causally related
to modulation of hepatic OCT1, we next performed an LC-
MS/MS-based targeted metabolomics study in samples from
wild-type mice and OCT1/2-deficient mice that was
designed to identify a liver-specific endogenous biomarker
of OCT1. This study revealed that among 121 metabolites
examined, the hepatic concentration of several compounds,
including isobutyryl-l-carnitine (IBC), was substantially
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(15 mg/kg). *p < 0.05 vs. wild-type. All values represent mean + SEM.

elevated in OCT1/2-deficient mice compared to wild-type
mice (Figure 4A; Supplementary Table S2), in both male
and female animals. We also observed that reduced hepatic
levels of IBC in wild-type mice were accompanied by
significantly elevated levels in plasma (Figure 4B), that IBC
levels in the kidney were negligible (Figure 4B) regardless of
mouse genotype, and that additional deficiency of MATE1
(Figure 4C), which forms a functional unit with OCT1 in the
liver and with OCT2 in the kidney, did not influence the
results. These findings suggest that IBC, a natural four-carbon
acylcarnitine involved in fatty acid oxidation and organic acid
metabolism, serves as a bona fide biomarker for hepatic OCT1
function, a conclusion, that is in line with a recent clinical
report (Luo et al., 2020). We next evaluated the impact of
dasatinib on concentrations of IBC and found that
administration of the TKI resulted in a transient,
statistically significant increase in the plasma levels of IBC
in wild-type mice, but not in OCT1/2-deficient mice or OCT1/
2/MATE!-deficient mice (Figure 4D). Taken together, these
data indicate that dasatinib, given at a dose that affects the liver
uptake of TEA, causes significant inhibition of hepatic OCT1
function.

Kinase-Mediated Regulation of OCT1

Function

The existence of tyrosine motifs that are conserved between
OCT1 and OCT2, and the similarity in sensitivity to
inhibition by TKIs between these two transporters raises the
possibility that the tyrosine phosphorylation and activity of
OCT1 are regulated by YESI, as described for OCT2 (Sprowl
et al,, 2016). In support of this hypothesis, we found that pre-
treatment of OCT1-expressing cells with the selective YESI
inhibitor, CH6953755, causes substantial inhibition of hOCT1-
mediated transport of TEA (ICsp, 2.76 uM) and metformin (ICsy,
2.31 uM) (Figure 5A; Supplementary Figures 4A,B). This degree of
inhibition by CH6953755 was also observed in models
overexpressing mOCT1 (Supplementary Figure S4C) or hOCT2
(Supplementary Figure S$4D). The connection of TKI-mediated
OCT1 inhibition with the function of YES1 was further substantiated
by the observed relationship between potency of target engagement
by the studied TKIs, as determined by the affinity constant (Kg)
(Klaeger et al.,, 2017; KINOMEscan data—HMS LINCS Project,
2020), and their ability to modulate OCT1-mediated transport
(Supplementary Figure S4E).
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To demonstrate causality of this relationship, we found that
even partial downregulation of YESI expression by siRNA in
HEK293 cells (Figure 5B) was already associated with a
statistically significant loss of OCTI1 transport function
(Figure 5C). To unambiguously identify YESI as the TKI-
sensitive protein kinase that phosphorylates OCT1, we next
carried out a screen utilizing a chemical genetics approach in
which HEK293 cells expressing hOCT1 are transfected with
either the wild-type or TKI-resistant (T348I gatekeeper)
mutant of YES (Du et al., 2009; Li et al., 2010), followed by
dasatinib treatment and OCT1 uptake assays (Supplementary
Figure S5). These studies revealed that the TKI-resistant YES1
mutant was able to rescue OCT1 inhibition by dasatinib,
whereas cells carrying the YES1 wild-type construct
retained sensitivity to dasatinib-mediated OCT1 inhibition
(Figure 5D).

DISCUSSION

In the present study, we identified OCT1 as a tyrosine-
phosphorylated transporter from a phospho-proteomics
screen, and demonstrated through functional validation studies
using genetic and pharmacological approaches that OCT1 is
highly sensitive to small molecules in the class of TKIs that
target the protein kinase YES1, such as dasatinib. In addition, we
found that dasatinib can inhibit hepatic OCT'1 function in mice as
evidenced from its ability to modulate levels of the prototypical
substrates TEA and metformin as well as the OCT1 endogenous
biomarker, isobutyryl L-carnitine. These findings provide novel
insight into the posttranslational regulation of OCT1 and suggest
that caution is warranted with polypharmacy regimes involving
the use of OCT1 substrates in combination with TKIs that target
YES1 (Minematsu and Giacomini, 2011; Lautem et al., 2013;
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Jensen et al., 2020). This is particularly relevant in view of the fact
that more than one-third of approved prescription drugs are positively
charged at neutral pH, and that the membrane transport of many of
these agents relies on facilitated carriers such as OCT1.

Previous studies have indicated that OCT1 expression is
regulated at different levels, including transcriptionally, by
intracellular trafficking, and through alteration of functional
properties. Among these mechanisms, transcriptional regulation by
hepatic nuclear factors (HNF1 and HNF4a) has been well
documented. This work has suggested that HNF1 ties to an
evolutionary conserved region within intron 1 (O'Brien et al., 2013),
whereas HNF4a is involved in bile acid-dependent regulation of OCT1
in the liver via activation by the bile acid-inducible transcriptional
repressor (Saborowski et al., 2006). In addition, OCT1 expression can
be regulated by hepatic growth factor (Le Vee et al., 2009), and activity
of the OCT1 promoter is affected by methylation (Shu et al,, 2007;
Schaeffeler et al., 2011; Mato et al,, 2018).

In contrast to this knowledge on transcriptional mechanisms,
details of short-term posttranslational regulation of OCT1
activity have remained incompletely understood. It was
previously reported that substrate transport of OCT1 is
reduced by activation of protein kinase A and by inhibition of
calmodulin, CaM-dependent kinase II, or p56lck tyrosine kinase
(Ciarimboli et al., 2005). Our current findings add to this prior
knowledge and demonstrate that many ADME proteins,
including multi-specific drug-transporters such as OCT1, are
directly regulated through tyrosine-phosphorylation by a
mechanism that involves the kinase YES1 in a manner, that is
analogous to that previously reported for OCT2 (Sprowl et al.,
2016). Our study also indicates that disruption of this
phosphorylation process by YES1 by several clinically-used TKIs
can result in dramatically impaired OCT1 function. Furthermore,
our study suggests that phospho-proteomic analysis should be
considered during the drug development process to predict
potential drug-drug interactions and to avoid unwanted
consequences when potent inhibitors of YES1 kinase are
administered together with agents that undergo OCT1-dependent
hepatic transport (Tzvetkov et al,, 2013; Matthaei et al., 2016).

During the course of our investigation, we identified several
FDA-approved TKIs as previously unrecognized, potent
inhibitors of OCT1, including dasatinib, ibrutinib, sunitinib,
and vandetanib. In addition, we confirmed the OCTI-
inhibitory potential of several other TKIs, such as bosutinib
and gilteritinib, which are listed as OCT1 inhibitors in their
prescribing information. It should be pointed out that the
mechanism by which these agents impede OCT1 transport
function is not distinctly illustrated in the prescribing
information of most TKIs (e.g., reversible vs. irreversible; non-
competitive vs. competitive). The presence or absence of either
pre- and co-incubation of TKIs with probe substrates could
influence on the inhibitory potential toward transporters, and
lead to false-negative results. For example, addition of dasatinib
in pre-incubation conditions potently inhibits OCT?2 function in
experimental studies (Sprowl et al., 2016), whereas co-incubation
designs, based on an a priori presumed competitive mechanism of
inhibition, dasatinib was identified as only a weak inhibitor of
OCT?2, that is unlikely to have in vivo relevance (Minematsu and

YES1 and OCT1 Phosphorylation

Giacomini, 2011). Because of the discrepancies in published
reports and prescribing information, we have previously argued
that a reliable and reproducible approach needs to be
implemented to explicitly determine TKI-transporter interactions
with a statistically meaningful and unbiased manner is essential in
order to evade contradictory results, and should ultimately be applied
for the design of subsequent in vivo validation studies (Huang et al,,
2020). In addition, variations among different laboratory settings,
including selection of the test substrate(s) (Sandoval et al., 2018),
demand that choosing appropriate model substrates should become
an essential component in conducting in vitro cationic-type transport
assays to generate useful and translationally-relevant predictions.
The lack of regulatory guidelines on the experimental design
and clarification of in vitro studies to determine an inhibitory
potential of drugs with transporters has likely influenced many of
the reported inconsistencies. Since TKI agents are most
frequently prescribed as a chronic treatment (e.g., once or
twice daily) along with numerous other medications, it is
anticipated that researchers will be vigilant regarding the
potential transporter-mediated drug-drug interactions of TKIs
as a perpetrators in order to achieve new mechanistic insights and
to enhance the safety of currently used polypharmacy regimens.
One approach explored in our current study to demonstrate
direct in vivo modulation of hepatic OCT1 function following the
administration of dasatinib is through the identification of novel
biomarkers that could ultimately be utilized to guide the selection
of optimal doses and schedules of potential perpetrators to be
used in conjunction with OCT1 substrates. This was
accomplished by probing for novel endogenous metabolites of
OCT1 that reflect hepatic transport function and that can be
detected in the circulation, by conducting targeted MS-based
metabolomic analyses. This analysis was performed using plasma
and liver specimens from wild-type mice and OCT1/2-deficient
mice, and ultimately resulted in the identification of various
structurally named molecules of possible significance,
including isobutyryl-l-carnitine (IBC). Interestingly, while we
were completing the current study, Luo et al. reported that
IBC is also a potentially useful endogenous biomarker to
predict OCT1-mediated drug-drug interactions in humans
(Luo et al, 2020). These collective findings are largely
congruent with prior studies by Kim et al. on the transport of
carnitines in liver-specific OCT1-knockout mice (Kim et al,
2017). This work suggests that levels of certain short-chain
acylcarnitines are increased in livers of OCT1-deficient mice
but unchanged in plasma, and also that OCT1 serves to efflux
carnitines out of cultured hepatocytes but not to take them up.
This is consistent with the prior observation that acylcarnitines
are not taken up by cells engineered to overexpress OCT1
(Lancaster et al.,, 2010). In our metabolomics data, we did not
observe apparent changes in the levels of IBC in the kidney, where
OCT?2 is most highly expressed, and we found that additional
deficiency of MATE1 had no influence on the results. Although
the baseline differences of IBC in plasma between wild-type mice
and the various OCT1-deficient strains suggests that levels are
predominantly influenced by OCT1-mediated hepatic efflux, we
found that dasatinib administration to wild-type mice was
actually associated with an increase in the levels of IBC in
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plasma. Although this observation seems counterintuitive, it
should be noted that OCT1 can serve as a bi-directional
hepatic transporter to either mediate the electrogenic cellular
influx or alternatively to mediate efflux of organic cations under
trans-zero conditions, depending on the substrate concentration
gradient. Regardless of the mechanistic basis, the recorded
discrepancy with the recently published human study (Luo
et al, 2020) suggests that further investigation into the use of
IBC as an OCT1 biomarker in the context of transport inhibitors
is warranted.

In conclusion, we identified a novel regulatory mechanism for
OCT1 function that involves tyrosine phosphorylation by the
kinase YESI, and, that is highly sensitive to inhibition by multiple
TKIs, including dasatinib. OCT1 is highly expressed in
hepatocytes and plays a crucial role in the elimination and
pharmacological activity of many prescription drugs, and this
makes OCT1 uniquely vulnerable to phosphorylation-mediated
interactions with TKIs.

DATA AVAILABILITY STATEMENT

The datasets presented in this study can be found in online
repositories. The names of the repository/repositories and
accession number(s) can be found below: https://www.ebi.ac.
uk/metabolights/MTBLS2433; https://datadryad.org/stash/
share/iV95lgOy_VGJLpUReX4ukg7717vcJueCEwJ0S5p4a0Y.

ETHICS STATEMENT

The animal study was reviewed and approved by the Ohio State
University Animal Care and Use Committee (Protocol No.:
2015A00000101-R1).

REFERENCES

Chae, Y. K, Arya, A., Malecek, M. K,, Shin, D. S., Carneiro, B., Chandra, S., et al.
(2016). Repurposing metformin for cancer treatment: current clinical studies.
Oncotarget 7, 40767-40780. doi:10.18632/oncotarget.8194

Chen, L., Shu, Y., Liang, X., Chen, E. C,, Yee, S. W., Zur, A. A, et al. (2014). OCT1 is
a high-capacity thiamine transporter that regulates hepatic steatosis and is a
target of metformin. Proc. Natl. Acad. Sci. U. S. A. 111, 9983-9988. d0i:10.1073/
pnas.1314939111

Ciarimboli, G., Ludwig, T., Lang, D., Pavenstidt, H., Koepsell, H., Piechota, H. J.,
et al. (2005). Cisplatin nephrotoxicity is critically mediated via the human
organic cation transporter 2. Am. J. Pathol. 167, 1477-1484. doi:10.1016/S0002-
9440(10)61234-5

Czuba, L. C,, Hillgren, K. M., and Swaan, P. W. (2018). Post-translational
modifications of transporters. Pharmacol. Ther. 192, 88-99. doi:10.1016/j.
pharmthera.2018.06.013

Du, J., Bernasconi, P., Clauser, K. R.,, Mani, D. R,, Finn, S. P., Beroukhim, R., et al.
(2009). Bead-based profiling of tyrosine kinase phosphorylation identifies SRC
as a potential target for glioblastoma therapy. Nat. Biotechnol. 27,77-83. doi:10.
1038/nbt.1513

Floerl, S., Kuehne, A., and Hagos, Y. (2020). Functional and pharmacological
comparison of human, mouse, and rat organic cation transporter 1 toward drug
and pesticide interaction. Int. J. Mol. Sci. 21, 1-15. doi:10.3390/ijms21186871

YES1 and OCT1 Phosphorylation

AUTHOR CONTRIBUTIONS

SH and AS conceived this study. MU, AS, and SH designed the
experiments. MU, EE, and KH performed the in vivo studies. MU,
DG, KK, and AG conducted the in vitro experiments. ZH and YJ
performed in vivo biomarker studies. MU, AS, and SH wrote the
manuscript. All authors have read and approved the final
manuscript.

FUNDING

This project was supported in part by AHA grant
20PRE35200228 (MU), NIH grants P30CA016058 (GSR),
ROICA215802 (AS), and ROI1CA238946 (SH), and the
Comprehensive Cancer Center at the Ohio State University
using Pelotonia funds (KH). The content is solely the
responsibility of the authors and does not represent the official
views of the funding agencies.

ACKNOWLEDGMENTS

We would like to acknowledge the Genomics Shared Resource
(GSR) at the Ohio State University for assistance with sequencing
efforts.

SUPPLEMENTARY MATERIAL

The Supplementary Material for this article can be found online at:
https://www.frontiersin.org/articles/10.3389/fphar.2021.644342/
full#supplementary-material.

Fukuda, T. Chidambaran, V., Mizuno, T. Venkatasubramanian, R.,
Ngamprasertwong, P., Olbrecht, V., et al. (2013). OCT1 genetic variants
influence the pharmacokinetics of morphine in children. Pharmacogenomics
14, 1141-1151. doi:10.2217/pgs.13.94

Furmanski, B. D., Hu, S., Fujita, K. I, Li, L., Gibson, A. A., Janke, L. ., et al. (2013).
Contribution of ABCC4-mediated gastric transport to the absorption and
efficacy of dasatinib. Clin. Cancer Res. 19, 4359-4370. doi:10.1158/1078-
0432.CCR-13-0980

Giacomini, K. M., Yee, S. W., Ratain, M. J., Weinshilboum, R. M., Kamatani, N.,
and Nakamura, Y. (2012). Pharmacogenomics and patient care: one size does
not fit all. Sci. Transl. Med. 4, 153. doi:10.1126/scitranslmed.3003471

Gomez, A., and Ingelman-Sundberg, M. (2009). Pharmacoepigenetics: its role in
interindividual differences in drug response. Clin. Pharmacol. Ther. 85,
426-430. doi:10.1038/clpt.2009.2

Gorboulev, V., Ulzheimer, J. C., Akhoundova, A., Ulzheimer-Teuber, I., Karbach,
U., Quester, S., et al. (1997). Cloning and characterization of two human
polyspecific organic cation transporters. DNA Cell Biol. 16 (7), 871-881. doi:10.
1089/dna.1997.16.871

Heckman-Stoddard, B. M., Gandini, S., Puntoni, M., Dunn, B. K., Decensi, A., and
Szabo, E. (2016). Repurposing old drugs to chemoprevention: the case of
metformin. Semin. Oncol. 43, 123-133. doi:10.1053/j.seminoncol.2015.09.009

Higgins, J. W., Bedwell, D. W., and Zamek-Gliszczynski, M. J. (2012). Ablation of
both organic cation transporter (oct)l and oct2 alters metformin
pharmacokinetics but has no effect on tissue drug exposure and

Frontiers in Pharmacology | www.frontiersin.org

March 2021 | Volume 12 | Article 644342


https://www.ebi.ac.uk/metabolights/MTBLS2433
https://www.ebi.ac.uk/metabolights/MTBLS2433
https://datadryad.org/stash/share/iV95lgOy_VGJLpUReX4ukg77I7vcJueCEwJ0S5p4a0Y
https://datadryad.org/stash/share/iV95lgOy_VGJLpUReX4ukg77I7vcJueCEwJ0S5p4a0Y
https://www.frontiersin.org/articles/10.3389/fphar.2021.644342/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fphar.2021.644342/full#supplementary-material
https://doi.org/10.18632/oncotarget.8194
https://doi.org/10.1073/pnas.1314939111
https://doi.org/10.1073/pnas.1314939111
https://doi.org/10.1016/S0002-9440(10)61234-5
https://doi.org/10.1016/S0002-9440(10)61234-5
https://doi.org/10.1016/j.pharmthera.2018.06.013
https://doi.org/10.1016/j.pharmthera.2018.06.013
https://doi.org/10.1038/nbt.1513
https://doi.org/10.1038/nbt.1513
https://doi.org/10.3390/ijms21186871
https://doi.org/10.2217/pgs.13.94
https://doi.org/10.1158/1078-0432.CCR-13-0980
https://doi.org/10.1158/1078-0432.CCR-13-0980
https://doi.org/10.1126/scitranslmed.3003471
https://doi.org/10.1038/clpt.2009.2
https://doi.org/10.1089/dna.1997.16.871
https://doi.org/10.1089/dna.1997.16.871
https://doi.org/10.1053/j.seminoncol.2015.09.009
https://www.frontiersin.org/journals/pharmacology
www.frontiersin.org
https://www.frontiersin.org/journals/pharmacology#articles

Uddin et al.

pharmacodynamics. Drug Metab. Dispos. 40, 1170-1177. doi:10.1124/dmd.112.
044875

Holle, S. K., Ciarimboli, G., Edemir, B., Neugebauer, U., Pavenstadt, H., and Schlatter, E.
(2011). Properties and regulation of organic cation transport in freshly isolated
mouse proximal tubules analyzed with a fluorescence reader-based method. Pflugers
Arch. Eur. ]. Physiol. 462, 359-369. doi:10.1007/s00424-011-0969-7

Huang, F., Ni, M., Chalishazar, M. D., Huffman, K. E,, Kim, J., Cai, L., et al. (2018).
Inosine monophosphate dehydrogenase dependence in a subset of small cell
lung cancers. Cell Metab. 28, 369-382. doi:10.1016/j.cmet.2018.06.005

Huang, K. M., Uddin, M. E,, DiGiacomo, D., Lustberg, M. B., Hu, S., and
Sparreboom, A. (2020). Role of SLC transporters in toxicity induced by
anticancer drugs. Expert Opin. Drug Metab. Toxicol. 16, 493-506. doi:10.
1080/17425255.2020.1755253

Jensen, O., Matthaei, J., Blome, F., Schwab, M., Tzvetkov, M. V., and Brockméller, J.
(2020). Variability and heritability of thiamine pharmacokinetics with focus on
OCT1 effects on membrane transport and pharmacokinetics in humans. Clin.
Pharmacol. Ther. 107, 628-638. doi:10.1002/cpt.1666

Jonker, J. W., Wagenaar, E., Mol, C. A. A. M., Buitelaar, M., Koepsell, H., Smit, ]. W.,
et al. (2001). Reduced hepatic uptake and intestinal excretion of organic cations in
mice with a targeted disruption of the organic cation transporter 1 (Octl [Slc22al])
gene. Mol. Cell. Biol. 21, 5471-5477. doi:10.1128/mcb.21.16.5471-5477.2001

Jonker, J. W., Wagenaar, E., van Eijl, S., and Schinkel, A. H. (2003). Deficiency in
the organic cation transporters 1 and 2 (Oct1/Oct2 [Slc22a1/Slc22a2]) in mice
abolishes renal secretion of organic cations. Mol. Cell. Biol. 23, 7902-7908.
doi:10.1128/mcb.23.21.7902-7908.2003

Kim, H. I, Raffler, J., Lu, W,, Lee, J. J., Abbey, D., Saleheen, D., et al. (2017). Fine
mapping and functional analysis reveal a role of SLC22A1 in acylcarnitine
transport. Am. J. Hum. Genet. 101, 489-502. doi:10.1016/j.ajhg.2017.08.008

KINOMEscan data—Hms Lincs Project (2020). KINOMEscan data—Hms Lincs
Project. Available at: https://lincs.hms.harvard.edu/kinomescan/. (Accessed
December 19, 2020).

Klaeger, S., Heinzlmeir, S., Wilhelm, M., Polzer, H., Vick, B., Koenig, P. A., et al.
(2017). The target landscape of clinical kinase drugs. Science 80, 358. doi:10.
1126/science.aan4368

Koepsell, H., Lips, K., and Volk, C. (2007). Polyspecific organic cation transporters:
structure, function, physiological roles, and biopharmaceutical implications.
Pharm. Res. 24, 1227-1251. do0i:10.1007/s11095-007-9254-z

Lancaster, C. S., Hu, C,, Franke, R. M., Filipski, K. K., Orwick, S. J., Chen, Z., et al.
(2010). Cisplatin-induced downregulation of OCTN2 affects carnitine wasting.
Clin. Cancer Res. 16, 4789-4799. doi:10.1158/1078-0432.CCR-10-1239

Lautem, A., Heise, M., Grésel, A., Hoppe-Lotichius, M., Weiler, N., Foltys, D., et al.
(2013). Downregulation of organic cation transporter 1 (SLC22A1) is associated
with tumor progression and reduced patient survival in human cholangiocellular
carcinoma. Int. J. Oncol. 42, 1297-1304. doi:10.3892/ij0.2013.1840

Le Vee, M,, Lecureur, V., Moreau, A., Stieger, B,, and Fardel, O. (2009). Differential
regulation of drug transporter expression by hepatocyte growth factor in primary
human hepatocytes. Drug Metab. Dispos. 37,2228-2235. doi:10.1124/dmd.109.028035

Leblanc, A. F, Huang, K, Uddin, M. E., Anderson, J., Chen, M., and Hu, S. (2018).
Murine pharmacokinetic studies. Bio-Protoc. 8, €3056. doi:10.21769/bioprotoc.3056

Li, J., Rix, U, Fang, B., Bai, Y., Edwards, A., Colinge, J., et al. (2010). A chemical and
phosphoproteomic characterization of dasatinib action in lung cancer. Nat.
Chem. Biol. 6, 291-299. do0i:10.1038/nchembio.332

Luo, L., Ramanathan, R., Horlbogen, L., Mathialagan, S., Costales, C., Vourvahis,
M., et al. (2020). A multiplexed HILIC-MS/HRMS assay for the assessment of
transporter inhibition biomarkers in phase i clinical trials: isobutyryl-carnitine
as an organic cation transporter (OCT1) biomarker. Anal Chem. 92,
9745-9754. doi:10.1021/acs.analchem.0c01144

Mato, E. P. M., Guewo-Fokeng, M., Essop, M. F., and Owira, P. M. O. (2018).
Genetic polymorphisms of organic cation transporter 1 (OCT1) and responses
to metformin therapy in individuals with type 2 diabetes. Medicine
(United States) 97, €11349. doi:10.1097/MD.0000000000011349

Matthaei, J., Kuron, D., Faltraco, F., Knoch, T., Dos Santos Pereira, J. N., Abu Abed,
M., et al. (2016). OCT1 mediates hepatic uptake of sumatriptan and loss-of-
function OCT1 polymorphisms affect sumatriptan pharmacokinetics. Clin.
Pharmacol. Ther. 99, 633-641. doi:10.1002/cpt.317

Mehrens, T., Lelleck, S., Cetinkaya, I, Knollmann, M., Hohage, H., Gorboulev, V., et al.
(2000). The affinity of the organic cation transporter rOCT1 is increased by protein
kinase c-dependent phosphorylation. J. Am. Soc. Nephrol. 11, 1216-1224.

YES1 and OCT1 Phosphorylation

Meyer, M. J., Tuerkova, A., Romer, S., Wenzel, C., Seitz, T., Gaedcke, J., et al.
(2020). Differences in metformin and thiamine uptake between human and
mouse organic cation transporter OCT1: structural determinants and potential
consequences for intrahepatic concentrations. Drug Metab. Dispos. 48,
1380-1392. doi:10.1124/dmd.120.000170

Minematsu, T., and Giacomini, K. M. (2011). Interactions of tyrosine kinase inhibitors
with organic cation transporters and multidrug and toxic compound extrusion
proteins. Mol. Cancer Ther. 10, 531-539. doi:10.1158/1535-7163.MCT-10-0731

O’Brien, V. P., Bokelmann, K., Ramirez, ., Jobst, K., Ratain, M. J., Brockméller, J., et al.
(2013). Hepatocyte nuclear factor 1 regulates the expression of the organic cation
transporter 1 via binding to an evolutionary conserved region in intron 1 of the
OCT1 Gene. J. Pharmacol. Exp. Ther. 347, 181-192. doi:10.1124/jpet.113.206359

Pabla, N., Gibson, A. A, Buege, M, Ong, S. S, Li, L, Hu, S, et al. (2015). Mitigation of
acute kidney injury by cell-cycle inhibitors that suppress both CDK4/6 and OCT2
functions. Proc. Natl. Acad. Sci. U. S. A. 112, 5231-5236. doi:10.1073/pnas.1424313112

Saborowski, M., Kullak-Ublick, G. A., and Eloranta, J. J. (2006). The human
organic cation transporter-1 gene is transactivated by hepatocyte nuclear
factor-4a. J. Pharmacol. Exp. Ther. 317, 778-785. doi:10.1124/jpet.105.099929

Sandoval, P. J., Zorn, K. M,, Clark, A. M., Ekins, S., and Wright, S. H. (2018).
Assessment of substrate-dependent ligand interactions at the organic cation
transporter OCT?2 using six model substrates. Mol. Pharmacol. 94, 1057-1068.
doi:10.1124/mol.117.111443

Schaeffeler, E., Hellerbrand, C., Nies, A. T., Winter, S., Kruck, S., Hofmann, U.,
etal. (2011). DNA methylation is associated with downregulation of the organic
cation transporter OCT1 (SLC22A1) in human hepatocellular carcinoma.
Genome Med. 3, 82. doi:10.1186/gm298

Shu, Y., Sheardown, S. A., Brown, C., Owen, R. P, Zhang, S., Castro, R. A,, et al.
(2007). Effect of genetic variation in the organic cation transporter 1 (OCT1) on
metformin action. J. Clin. Invest. 117, 1422-1431. doi:10.1172/JCI30558

Sprowl, J. A., Ciarimboli, G., Lancaster, C. S., Giovinazzo, H., Gibson, A. A, Du, G,
et al. (2013). Oxaliplatin-induced neurotoxicity is dependent on the organic
cation transporter OCT2. Proc. Natl. Acad. Sci. U. S. A. 110, 11199-11204.
doi:10.1073/pnas.1305321110

Sprowl, J. A, Ong, S. S, Gibson, A. A,, Hu, S, Du, G, Lin, W, et al. (2016). A
phosphotyrosine switch regulates organic cation transporters. Nat. Commun. 7,
10880. doi:10.1038/ncomms10880

Tanaka, M., and Herr, W. (1990). Differential transcriptional activation by Oct-1
and Oct-2: interdependent activation domains induce Oct-2 phosphorylation.
Cell 60, 375-386. doi:10.1016/0092-8674(90)90589-7

Tzvetkov, M. V., Dos Santos Pereira, J. N., Meineke, I, Saadatmand, A. R., Stingl,
J. C., and Brockmoller, J. (2013). Morphine is a substrate of the organic cation
transporter OCT1 and polymorphisms in OCT1 gene affect morphine
pharmacokinetics after codeine administration. Biochem. Pharmacol. 86,
666-678. doi:10.1016/j.bcp.2013.06.019

Tzvetkov, M. V., Matthaei, J., Pojar, S., Faltraco, F., Vogler, S., Prukop, T., et al.
(2018). Increased systemic exposure and stronger cardiovascular and metabolic
adverse reactions to fenoterol in individuals with heritable OCT1 deficiency.
Clin. Pharmacol. Ther. 103, 868-878. d0i:10.1002/cpt.812

Tzvetkov, M. V., Saadatmand, A. R., Bokelmann, K., Meineke, I, Kaiser, R., and
Brockmoller, J. (2012). Effects of OCT1 polymorphisms on the cellular uptake,
plasma concentrations and efficacy of the 5-HT 3 antagonists tropisetron and
ondansetron. Pharmacogenomics J. 12, 22-29. doi:10.1038/tpj.2010.75

Tzvetkov, M. V., Saadatmand, A. R,, Lotsch, J., Tegeder, L, Stingl, J. C., and Brockméller,
J. (2011). Genetically polymorphic OCT1: another piece in the puzzle of the variable
pharmacokinetics and pharmacodynamics of the opioidergic drug tramadol. Clin.
Pharmacol. Ther. 90, 143-150. doi:10.1038/clpt.2011.56

Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.

Copyright © 2021 Uddin, Garrison, Kim, Jin, Eisenmann, Huang, Gibson, Hu,
Sparreboom and Hu. This is an open-access article distributed under the terms of the
Creative Commons Attribution License (CC BY). The use, distribution or
reproduction in other forums is permitted, provided the original author(s) and
the copyright owner(s) are credited and that the original publication in this journal is
cited, in accordance with accepted academic practice. No use, distribution or
reproduction is permitted which does not comply with these terms.

Frontiers in Pharmacology | www.frontiersin.org

11

March 2021 | Volume 12 | Article 644342


https://doi.org/10.1124/dmd.112.044875
https://doi.org/10.1124/dmd.112.044875
https://doi.org/10.1007/s00424-011-0969-7
https://doi.org/10.1016/j.cmet.2018.06.005
https://doi.org/10.1080/17425255.2020.1755253
https://doi.org/10.1080/17425255.2020.1755253
https://doi.org/10.1002/cpt.1666
https://doi.org/10.1128/mcb.21.16.5471-5477.2001
https://doi.org/10.1128/mcb.23.21.7902-7908.2003
https://doi.org/10.1016/j.ajhg.2017.08.008
https://lincs.hms.harvard.edu/kinomescan/
https://doi.org/10.1126/science.aan4368
https://doi.org/10.1126/science.aan4368
https://doi.org/10.1007/s11095-007-9254-z
https://doi.org/10.1158/1078-0432.CCR-10-1239
https://doi.org/10.3892/ijo.2013.1840
https://doi.org/10.1124/dmd.109.028035
https://doi.org/10.21769/bioprotoc.3056
https://doi.org/10.1038/nchembio.332
https://doi.org/10.1021/acs.analchem.0c01144
https://doi.org/10.1097/MD.0000000000011349
https://doi.org/10.1002/cpt.317
https://doi.org/10.1124/dmd.120.000170
https://doi.org/10.1158/1535-7163.MCT-10-0731
https://doi.org/10.1124/jpet.113.206359
https://doi.org/10.1073/pnas.1424313112
https://doi.org/10.1124/jpet.105.099929
https://doi.org/10.1124/mol.117.111443
https://doi.org/10.1186/gm298
https://doi.org/10.1172/JCI30558
https://doi.org/10.1073/pnas.1305321110
https://doi.org/10.1038/ncomms10880
https://doi.org/10.1016/0092-8674(90)90589-7
https://doi.org/10.1016/j.bcp.2013.06.019
https://doi.org/10.1002/cpt.812
https://doi.org/10.1038/tpj.2010.75
https://doi.org/10.1038/clpt.2011.56
https://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/pharmacology
www.frontiersin.org
https://www.frontiersin.org/journals/pharmacology#articles

	Influence of YES1 Kinase and Tyrosine Phosphorylation on the Activity of OCT1
	Introduction
	Materials and Methods
	Cell Culture and Reagents
	Cellular Accumulation Studies
	Site-Directed Mutagenesis
	siRNA-Mediated Knockdown
	RT-qPCR
	Protein Analysis
	Proteomics and Metabolomics Studies
	Animal Experiments
	Quantification of Isobutyryl L-Carnitine (IBC)
	Statistical Analysis

	Results
	Conserved Tyrosine Phosphorylation of OCT1
	TKI-Based Inhibition of OCT1 In Vitro
	TKI-Mediated Modulation of OCT1 In Vivo
	Kinase-Mediated Regulation of OCT1 Function

	Discussion
	Data Availability Statement
	Ethics Statement
	Author Contributions
	Funding
	Acknowledgments
	Supplementary Material
	References


