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Abstract: Ack1 is a nonreceptor tyrosine kinase that is associated with cellular proliferation and sur-
vival. The receptor tyrosine kinase Mer, a member of the TAM family of receptors, has previously been
reported to be an upstream activator of Ack1 kinase. The mechanism linking the two kinases, how-
ever, has not been investigated. We confirmed that Ack1 and Mer interact by co-immunoprecipitation
experiments and found that Mer expression led to increased Ack1 activity. The effect on Ack1 was
dependent on the kinase activity of Mer, whereas mutation of the Mer C-terminal tyrosines Y867
and Y924 did not significantly decrease the ability of Mer to activate Ack1. Ack1 possesses a Mig6
Homology Region (MHR) that contains adjacent regulatory tyrosines (Y859 and Y860). Using syn-
thetic peptides, we showed that Mer preferentially binds and phosphorylates the MHR sequence
containing phosphorylated pY860, as compared to the pY859 sequence. This suggested the possibility
of sequential phosphorylation within the MHR of Ack1, as has been observed previously for other
kinases. In cells co-expressing Mer and Ack1 MHR mutants, the Y859F mutant had higher activity
than the Y860F mutant, consistent with this model. The interaction between Mer and Ack1 could play
a role in immune cell signaling in normal physiology and could also contribute to the hyperactivation
of Ack1 in prostate cancer and other tumors.
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1. Introduction

Ack1 (Activated Cdc42-associated kinase 1) is a large (1038 residue), multidomain
nonreceptor tyrosine kinase that was first identified by virtue of its interaction with
the small G protein Cdc42 [1]. Ack1 is widely expressed in human tissues, with high-
est expression in the brain, spleen, thymus, and liver [2]. Ack1 has numerous cellular
functions related to proliferation, cell survival, endocytosis, and protein trafficking [3,4].
Ack1 has been most heavily studied in the process of tumorigenesis. The gene encod-
ing Ack1 is amplified or mutated in a number of primary human tumors, including
lung, prostate, and ovarian tumors [3,5–7]. Ack1 overexpression in cancer cell lines in-
creased cellular motility, invasiveness, and the ability to metastasize to the lung in a mouse
model [5]. Genetic depletion or pharmacological inhibition of Ack1 point to a crucial
role in cancer cell survival [8]. Taken together, the available data suggest that Ack1 and
its upstream and downstream targets are potential targets for the design of anti-cancer
drugs [9,10].

In normal cells, Ack1 can be activated by a variety of cell surface receptors, including G
protein coupled receptors, integrins, and receptor tyrosine kinases (RTKs). Among the RTKs
that have been implicated in Ack1 activation are EGFR, PDGFR, insulin receptor, IGF1R,
Axl, LTK, ALK, and Mer [2,5,6,11,12]. The molecular details of how growth factor binding
and RTK stimulation led to Ack1 activation have not been established in any of these
cases. Ack1 possesses many potential sites for protein–protein interactions throughout
its sequence [13]. From N-terminus to C-terminus, Ack1 has a sterile alpha motif (SAM)
domain, a catalytic domain, an SH3 domain, a Cdc42/Rac-interactive (CRIB) domain, a
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clathrin-binding motif, a proline-rich region, a motif that shares homology with Mig6
(MHR), and a ubiquitin association (UBA) domain. The portion of Ack1 that binds to
EGFR has been mapped to its C-terminal proline-rich and MHR regions [14]. Ack1 plays
a significant role in the cellular turnover of EGFR [14–16]. For Axl, LTK, and ALK, Ack1
binding is promoted by the adaptor protein Grb2 [11], suggesting that direct RTK-Ack1
binding might not be obligatory for Ack1 activation.

Mer is a member of a family of RTKs designated the TAMs (named for the three
members, Tyro3, Axl, and Mer). TAM receptor ligands include growth arrest specific-6
(Gas6) and protein S [17]. While increased TAM receptor expression is linked to cancer, loss
of TAM signal transduction plays a role in autoimmune diseases [18,19]. TAM receptors
are involved in the phagocytosis of apoptotic cells by macrophages; defective clearance
of apoptotic cells is thought to contribute to the development of systemic lupus erythe-
matosus (SLE) and other autoimmune disorders [18,19]. In mice, knockout of Mer blocks
phagocytosis of apoptotic cells and leads to SLE-like phenotypes [20–22].

Mahajan et al. used mass spectrometry to identify Ack1 as a tyrosine-phosphorylated
protein in Gas6-stimulated LNCaP prostate cancer cells [6]. Co-immunoprecipitation
experiments showed that Ack1 interacts with the Mer receptor after Gas6 treatment of
the cells. Expression of Mer increased Ack1 phosphorylation, but the molecular mech-
anism underlying this phenomenon remains unknown. Ack1 has also been reported to
contribute to inflammation and autoimmunity [23–26], suggesting possible functional
connections between Ack1 and Mer in normal physiology. Here, we investigated how
Mer receptor expression leads to the phosphorylation and activation of Ack1. Our re-
sults point to a particularly important role for the C-terminal MHR in Ack1 in mediating
this effect.

2. Results

Ack1 and Mer have previously been observed to interact in the androgen-sensitive
human prostate adenocarcinoma cell line LNCaP [6]. We confirmed the ability of the two
proteins to interact by co-expressing Mer and Flag-tagged full-length Ack1 in HEK293T cells.
Ack1 associated with immunoprecipitated Mer, and the interaction was stronger when
cells were stimulated with Gas6, a ligand for Mer (Figure 1A). To determine whether
the Mer–Ack1 interaction affected Ack1 kinase activity, we carried out anti-Flag im-
munoprecipitation reactions from HEK293T cells expressing Ack1 alone or Ack1 together
with Mer. We performed in vitro kinase reactions on the immunoprecipitates by
adding [γ-32P]-labeled ATP and a synthetic peptide substrate for Ack1 (derived from
WASP, the Wiskott–Aldrich Syndrome Protein) [27]. Co-expression of Mer stimulated Ack1
activity by ~50%, whereas Mer plus Gas6 doubled Ack1 kinase activity (Figure 1B).

Co-expression of Ack1 with Mer has been shown to promote Ack1 phosphorylation [6].
To probe the mechanism of this process, we immunoprecipitated Ack1 from HEK293T
cells co-expressing Mer and analyzed the immunocomplexes by Western blotting with anti-
phospho-Ack1 (pY284) antibody. We previously used mass spectrometry to demonstrate
that Y284 in the activation loop of Ack1 is the major site of enzyme autophosphoryla-
tion [28]. Co-expression with Mer increased levels of Y284 phosphorylation (Figure 1C).
Co-expression with a kinase-inactive (K614M) mutant form of Mer did not increase Ack1
Y284 phosphorylation, indicating that the kinase activity of Mer was important for the
effect (Figure 1C).
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Figure 1. Interaction between Mer and Ack1. (A) HEK293T cells were transfected with Flag-tagged
Ack1 and were either left unstimulated or treated with a final concentration of 120 ng/mL Gas6
for 15 min. Lysates of untransfected (Un) or Ack1-transfected cells (0.8 mg) were incubated with
1.4 µg anti-Mer antibody and 50 µL of a 50% slurry of Protein A-agarose at 4 ◦C overnight. The
immunoprecipitated proteins were analyzed by SDS-PAGE with anti-Flag Western blotting. The
membrane was then stripped and reprobed with anti-MerTK antibody. (B) HEK293T cells were
transfected with Ack1 alone, Mer alone, or Ack1 plus Mer, and were either left unstimulated or treated
with Gas6. (Left): Cell lysates (1 mg) were incubated overnight with immobilized Flag antibody.
The activity of resin-bound Ack1 was determined in duplicate reactions using the phosphocellulose
paper binding assay with WASP peptide and [32P]-ATP (SEM error bars). (Right): Western blot
of the anti-Flag resin after incubation with Ack1 to check protein binding. The whole cell lysates
were probed with anti-Mer to confirm expression. (Vertical lines indicate that these lanes were
rearranged to match the order shown in the rest of the figure). (C) Lysates (100 µg) from unstimulated
or Gas6-stimulated cells were analyzed by Western blotting with the indicated antibodies. The red
arrow indicates the position of Ack1.
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Mer has two primary sites of tyrosine phosphorylation, at Y867 and Y924 [29]. Al-
though it is not known whether these sites play a role in Ack1 binding, there is indi-
rect evidence from the Axl receptor kinase to suggest that Y867 could be involved. Axl
and Mer are both members of the TAM family of receptor tyrosine kinases. Ack1 bind-
ing to Axl is mediated by Grb2, which binds to the proline-rich C-terminal region of
Ack1 [11]. In a separate study, Grb2 was shown to bind to phosphorylated Y867 of Mer [29].
To test directly for a link between the C-terminal Mer phosphorylation sites and Ack1,
we produced Y867F, Y924F, and Y867F/Y924F mutant forms of Mer. We co-expressed
them with Flag-tagged Ack1 and analyzed Ack1 activity using the IP-kinase assay de-
scribed above. The Tyr-to-Phe mutations caused modest decreases in Ack1 activity (relative
to expression with wild-type Mer), but the differences were not statistically significant
(Figure 2A). Co-expression with the Y867F/Y924F double mutant form of Mer reduced,
but did not eliminate, Ack1 phosphorylation at Y284 (Figure 2B). These results suggested
that interactions between the C-terminal phosphorylation sites of Mer and the Pro-rich
region of Ack1 might not be the primary determinant of binding and led us to investigate
alternative modes of interaction. In the sections below, we describe two lines of investiga-
tion: (1) testing for a direct phosphorylation of the Ack1 kinase domain by Mer kinase; and
(2) testing for Mer-mediated phosphorylation of the C-terminal regulatory Mig6-homology
region of Ack1.
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Figure 2. Mer C-terminal phosphorylation sites. (A) HEK293T cells were transfected with Ack1
alone or Ack1 together with Mer (wild-type or mutants; MerFF is the double Y867F/Y924F mutant).
All cells were stimulated with a final concentration of 120 ng/mL Gas6 for 15 min. (Left): Lysates
(1 mg) were incubated with anti-Flag resin overnight, and bound Ack1 was analyzed by in vitro
kinase reactions, as described in the legend to Figure 1 (SEM error bars). (Right): Western blot of
the anti-Flag resin after incubation with Ack1 to check protein binding. The whole cell lysates were
probed with anti-Mer to confirm expression. (Vertical lines indicate that these lanes were rearranged
to match the order shown in the rest of the figure). (B) Cells were transfected with Ack1 alone, Ack1
plus wild-type Mer, or Ack1 plus MerFF and were unstimulated or stimulated with 120 ng/mL Gas6
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for 15 min. (Left): Lysates (100 µg) were analyzed by Western blotting with the indicated antibodies.
(Right): Quantification of the Western blots, showing the ratio of signal for phospho-Ack1 (pY284)
divided by the Flag signal for total Ack1 (n = 2, SEM error bars).

To test for the ability of Mer to phosphorylate Ack1 directly, we first expressed the
His-tagged Mer kinase domain in E. coli cells together with YopH tyrosine phosphatase
and GroEL [30]. We purified the Mer kinase by NiNTA chromatography, followed by a
final anion exchange (MonoQ) column. We carried out Mer reactions with a purified Ack1
construct consisting of the kinase and SH3 domains. To identify sites of Mer-mediated
tyrosine phosphorylation, we utilized mass spectrometry. We carried out parallel Ack1
phosphorylation reactions in the presence and absence of Mer and analyzed the results by
LC/MS/MS (Figure S1). Two Ack1 sites were phosphorylated specifically in the reaction
with Mer (i.e., not in the Ack1 autophosphorylation reaction): Y193 and Y232. These sites
laid on the N- and C-terminal lobes of the Ack1 catalytic domain, respectively (Figure S2).
To test the importance of these tyrosines, we produced Y193F and Y232F mutant forms of
Flag-tagged full-length Ack1 and expressed them in HEK293T cells together with Mer. We
carried out IP-kinase reactions on Ack1 isolated from these cells (Figure 3). The Y193F mu-
tation had no effect on Ack1 activity, whereas the Y232F mutation led to a 20% reduction in
Ack1 activity but was not statistically significant (Figure 3), suggesting that these sites were
not likely to be the major contributors toward Mer-mediated Ack1 regulation. Mutation
of Y284, the major autophosphorylation site in Ack1, led to a significant decrease in Ack1
activity (Figure 3).
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Figure 3. Mer phosphorylation sites in the Ack1 kinase domain. HEK293T cells were co-transfected
with Mer plus wild-type or mutant forms of Ack1. All cells were stimulated with a final concentration
of 120 ng/mL Gas6 for 15 min. (Left): Lysates (1 mg) were subjected to anti-Flag immunoprecipitation
reactions overnight at 4 ◦C, and the activity of precipitated Ack1 was measured in an in vitro kinase
reaction with WASP peptide and [32P]-ATP (SEM error bars) (* p ≤ 0.05, unpaired t-test). (Right): The
whole cell lysates were probed with anti-Mer to confirm expression.

Ack1 contains a C-terminal regulatory region with high homology to the EGFR in-
hibitor Mig6 (designated the Mig6 homology region, or MHR) [31] (Figure 4A). Phosphory-
lation of two adjacent tyrosines (Y859 and Y860) within this region by Src increases Ack1
activity, presumably by decreasing an intramolecular autoinhibitory interaction with the
catalytic domain [31]. We tested a series of MHR-derived peptides as in vitro substrates
of Mer (Figure 4B). Peptides derived from Segment 2 of the MHR, containing Y859 and
Y860, served as efficient Mer substrates. We next tested two peptides containing tyrosine-
phosphorylated Y859 or Y860 because the EGFR-Mig6 interaction has been shown to be
dependent on a “priming” phosphorylation at the tyrosine corresponding to Y860 [32].
In these two peptides, the remaining tyrosine was unphosphorylated and, therefore, was
available for Mer phosphorylation. Mer strongly preferred the peptide containing pY860
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over the peptide containing pY859 (Figure 4B). We carried out steady-state kinetic measure-
ments using a continuous spectrophotometric assay (Figure S3). The value of Vmax/Km for
peptide pY860 was ~3 times higher than the value for peptide pY859.

Table 1. Sequences of Ack1 MHR-derived peptides. The tyrosines available to be phosphorylated are
indicated in red.

Peptide Sequence

MHR1 RLSSSPGKTMPTTQSFASDPKYA
MHR2 THYYLLPERPSYLERYQRFLREA

Y859–Y860 RDGKKVSSTHYYLLPE
pY859 RDGKKVSSTHpYYLLPE
pY860 RDGKKVSSTHYpYLLPE
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Figure 4. Ack1 MHR-derived peptides. (A) Position of the MHR domain in Ack1. The expanded
sequences show an alignment between Mig6 and the MHR of Ack1, with Y859–Y860 in yellow.
Asterisks indicate conserved residues. (B) Phosphorylation of MHR-derived peptides (100 µM) by
Mer was measured using the phosphocellulose paper binding assay (SEM error bars). The sequences
of the peptides are shown in Table 1. (C) Binding of fluorescein-labeled pY860 peptide to Mer kinase
domain was measured by fluorescence polarization. The red line shows curve fitting using the logistic
function in Origin (v.7).

To confirm the interaction between pY860 and Mer, we attached fluorescein to the
N-terminus of peptide pY860 and measured fluorescence polarization in the presence of
increasing concentrations of Mer catalytic domain (Figure 4C). The peptide bound Mer
with an apparent equilibrium dissociation constant (Kd) of 5.4 µM. Binding of peptide
pY859 to Mer was below the detection limit in this assay. These results suggested that Mer
phosphorylation of Ack1 could follow a defined order, with Y860 preceding Y859.
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Next, we introduced Y859F, Y860F, and Y859F/Y860F mutations into full-length Ack1.
We expressed the wild-type or mutant forms of Ack1 alone, or together with Mer. All
cells containing Mer were also stimulated with Gas6. The Y859F, Y860F, and double
Y859F/Y860F mutants showed increased Ack1 Y284 phosphorylation compared to the
wild type, as measured by Western blotting (Figure 5A). These results were consistent
with the known autoinhibitory roles of these tyrosines [31]. To confirm these findings,
we immunoprecipitated the Ack1 constructs and carried out Western blotting with anti-
pTyr antibody (Figure 5B). The mutants showed increased Ack1 tyrosine phosphorylation
compared to wild-type Ack1, which corresponded with the Ack1 Y284 phosphorylation
data (Figure 5B). The Y860F mutation, either alone or in combination with the Y859F
mutation, blunted the increase in Ack1 tyrosine phosphorylation seen in Y859F (Figure 5B).
Next, we immunoprecipitated Mer to analyze Flag/Mer binding (Figure 5C). The Y859F
mutation led to an increase in co-immunoprecipitation with Mer relative to wild-type Ack1
(Figure 5C). The Y860F and Y859F/Y860F mutant forms of Ack1 bound less efficiently to
Mer than the Y859F mutant (Figure 5C). These results were consistent with the peptide
phosphorylation experiments (Figure 4), which suggested that tyrosine Y860 is an important
initial site for phosphorylation.
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Figure 5. Mer phosphorylation of the Ack1 MHR. (A) HEK293T cells were transfected with Ack1
(wild-type or MHR mutants) in the absence or presence of Mer. Cells transfected with Mer were also
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stimulated with a final concentration of 120 ng/mL Gas6 for 15 min. (Left): Lysates (50 µg) were
analyzed by Western blotting with the indicated antibodies. (Right): Quantification of the Western
blots, showing the ratio of signal for phospho-Ack1 (pY284) divided by the Flag signal for total
Ack1 (n = 4, SEM error bars) (* p ≤ 0.05, unpaired t-test). (B) Lysates (200 µg) were subjected to
anti-Flag immunoprecipitation reactions for 3 h at 4 ◦C. (Left): Bound proteins were analyzed by
anti-pTyr Western blotting. The membrane was stripped and reprobed with anti-Flag antibody.
(Right): Quantification of the Western blots showing the ratio of signal for pTyr divided by the Flag
signal for total Ack1 (n = 4, SEM error bars) (* p ≤ 0.05, ** p ≤ 0.01, unpaired t-test). (C) HEK293T cells
were co-transfected with Mer plus full length Ack1 (wild-type or MHR mutants). All cells containing
Mer were also stimulated with 120 ng/mL Gas6 for 15 min. (Left): Lysates (0.8 mg) were incubated
with 1.4 µg anti-Mer antibody and 50 µL of a 50% slurry of Protein A-agarose at 4 ◦C overnight. The
immunoprecipitated proteins were analyzed by SDS-PAGE with anti-Flag Western blotting. The
membrane was stripped and reprobed with anti-Mer antibody. (Right): Quantification of the Western
blots, showing the ratio of the Flag signal for total Ack1 divided by the Mer signal (n = 3, SEM error
bars) (* p ≤ 0.05, ** p ≤ 0.01, unpaired t-test).

3. Discussion

The Mer RTK plays an important role in normal physiology as the cell surface receptor
for externalized phosphatidylserine (PtdSer), a trigger for recognition and phagocytosis
of apoptotic cells [33]. Mer is found to be aberrantly expressed in non-small cell lung
cancer and other malignancies, and the presence of Mer has been implicated in resistance
to therapy with tyrosine kinase inhibitors [34]. The coupling between Mer and Ack1
kinases may be relevant to both of these situations. Ack1 was identified as a major tyrosine-
phosphorylated protein in LNCaP prostate cancer cells that were stimulated with Gas6
to activate Mer [6]. The two proteins were shown to interact via coimmunoprecipitation
in LNCaP cells, a result that we have recapitulated in HEK293T cells here (Figure 1A).
Expression of a constitutively active mutant of Ack1 in LNCaP cells promoted anchorage-
independent growth, and introduction of these cells into nude mice strongly accelerated the
growth of tumors [6]. One important target for activated Ack1 in prostate cancer cells is the
androgen receptor (AR). Phosphorylation of AR within its transactivation domain by Ack1
promotes binding of AR to specific androgen response elements of target genes, leading to
androgen-independent gene expression and growth of prostate xenograft tumors [35]. It is
important to note that Ack1 is activated by a number of other RTKs, in addition to Mer,
including EGFR, PDGFR, AXL, ALK, and LTK [2,11,14,36]. Thus, the mechanistic details of
the Mer–Ack1 connection can serve as a paradigm for understanding Ack1 activation by
RTKs more broadly.

It is increasingly clear that Mer plays a crucial role in the macrophage-mediated
phagocytosis of apoptotic cells [18,19,33]. There are multiple families of proteins that
recognize PtdSer when displayed on the surface of apoptotic cells (a potent “eat-me”
signal). The best characterized are proteins possessing a Gla domain (containing γ-carboxyl-
glutamate). Gas6 has a Gla domain at its N-terminus and binds to Mer and other TAMs to
promote tyrosine kinase activity. TAM receptors on the surface of phagocytes are critical for
the PtdSer-driven clearance of apoptotic cells; mice lacking TAM receptors show multiple
phenotypes related to systemic autoimmunity due to the failure of these processes [20,22].
Mer itself appears to be the most important of the TAM receptors in apoptotic cell clearance
because knockout of Mer alone abolished phagocytosis of apoptotic cells [21]. Ack1 has
recently been shown to play a role in autoimmunity [23]. Ack1 promoted the activation of
Toll-like receptors (TLRs) in macrophages, and the Ack1 inhibitor AIM-100 mitigated the
lupus symptoms of mice treated with a TLR7 ligand [23]. These results suggest that the
Mer–Ack1 signaling pathway could play a role in autoimmunity.

To shed light on the connection between Mer and Ack1, we first confirmed previ-
ous studies [6] that demonstrated a complex between the two kinases (Figure 1A). The
co-immunoprecipitation between Mer and Ack1 did not necessarily indicate a direct in-
teraction; an adaptor protein such as Grb2 [11] could bridge the two proteins. Binding
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to Gas6-activated Mer stimulated the tyrosine kinase activity of Ack1 (Figures 1 and 2).
This activation of Ack1 depended on the kinase activity of Mer (Figure 1C). Our data did
not show a clear dependence of this effect on either of the best-characterized C-terminal
autophosphorylation sites (Y867 and Y924) since mutation of these sites individually or in
combination led to only modest decreases in Ack1 stimulation (Figure 2).

In the next set of experiments, we considered the possibility that Ack1 could serve as
a direct substrate for Mer. There is precedent for cross-activation of Ack1 by other tyrosine
kinases that phosphorylate Y284 in the activation loop of Ack1. In addition to serving as
the major Ack1 autophosphorylation site [28], Y284 is phosphorylated by Src when the two
kinases are co-expressed [37]. The SH2 and SH3 domains of Src are responsible for binding
to Ack1. Src is necessary for the EGFR-mediated activation of Ack1 and stimulation of Ack1
turnover [37]. In our experiments, we used highly purified constructs consisting of the Mer
kinase domain and the Ack1 kinase-SH3 domains to test for direct phosphorylation. We
used tandem mass spectrometry to identify two additional Mer tyrosine phosphorylation
sites (Y193 and Y232) within the kinase and SH3 domains of Ack1. These sites have not been
reported previously as phosphorylation or autophosphorylation sites. However, mutation
of these sites to phenylalanine did not cause a significant reduction in Ack1 kinase activity
when the enzymes were co-expressed with the Mer receptor (Figure 3).

A limitation of the in vitro studies with the purified Ack1 kinase-SH3 construct was
that several key regulatory regions of Ack1 were not present, including the C-terminal
MHR domain (Figure 4A). In particular, tyrosines 827, 859, and 860 in the MHR have
been shown in phosphoproteomic studies to be phosphorylated in multiple contexts:
in BCR-Abl transformed cells, in response to insulin activation, and in EGF-stimulated
HeLa or HEK293T cells [38–40]. Src also phosphorylates these tyrosines in the Ack1
MHR, leading to Ack1 activation, potentially by releasing the MHR from an autoinhibitory
interaction with the Ack1 kinase domain [31]. In our initial experiments, we tested synthetic
peptides containing these tyrosine motifs. A peptide containing Y827 (MHR1) was not
a good substrate for Mer (Figure 4B). In contrast, peptides derived from the sequence
surrounding Y859–Y860 were phosphorylated with good kinetics (Figures 4B and S3). A
peptide containing phosphotyrosine at Y860 was phosphorylated (at Y859) efficiently by
Mer (Figure 4B) and bound to the Mer kinase domain with a Kd of 5.4 µM (Figure 4C),
suggesting that Mer phosphorylation of the MHR could follow a defined order, with Y860
preceding Y859. Alternatively, interactions within the Mer active site could orient Y859 to
be a better target for phosphorylation than Y860 when Ack1 was bound.

We tested this idea in intact cells by co-expressing full length Mer with full length
wild-type or unphosphorylatable mutants of Ack1 (Figure 5). The Y859F, Y860F, and
Y859F/Y860F mutations all displayed more Ack1 Y284 phosphorylation and tyrosine
phosphorylation than the wild type (Figure 5A,B). The MHR region of Ack1 is autoin-
hibitory [31]; thus, our interpretation is that these mutations may weaken the interaction
between the Ack1 kinase and MHR domains and increase overall enzyme activity. These
results suggested that Mer phosphorylation of the Ack1 MHR could explain the previously
observed activation in LNCaP prostate cancer cells [6].

Compared to the Y859F mutation alone, the Y860F mutation (alone or in combina-
tion with Y859) led to a decrease in Ack1 phosphorylation at Y284 in the activation loop
(Figure 5a), Mer-mediated Ack1 activation (Figure 5B), and co-immunoprecipitation with
Mer (Figure 5C). These differences were consistent with the hypothesis that the phospho-
rylation of Ack1 by Mer (and potentially other kinases) occurs in a sequence. Y859 may
have decreased affinity for Mer without prior Y860 phosphorylation, as suggested by the
poor binding between peptide pY859 and Mer (Figure 4C). Y860 could be phosphorylated
first, facilitating the subsequent phosphorylation of Y859. The Y859F-only mutation (in
which Y860 is available for phosphorylation) had the most activity, regardless of Mer co-
transfection/Gas6 stimulation (Figure 5A,B). On the other hand, mutation of Y860 (alone or
in combination with Y859) did not eliminate binding to Mer (Figure 5C). This indicated that
phosphorylated Y859/Y860 cannot be the sole determinant of Mer–Ack1 binding. The pre-
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dominant effect of the Tyr-to-Phe mutations appears to be the release of the autoinhibitory
effect of the MHR region. This could conceivably result in conformational changes in Ack1
that expose other domains for binding (e.g., the SH3, CRIB, or Pro-rich regions).

There is increasing evidence to demonstrate a role for Ack1 kinase in immune cell sig-
naling pathways. Gene expression studies in colon cancer patients have shown a correlation
between Ack1 expression and the extent of immune cell infiltration [24]. Ack1 is required
for apoptosis induced by TRAIL, an apoptosis-promoting factor [25], and dysregulation
of Ack1 is linked to abnormal apoptotic activity [26]. Ack1 promotes the activation of the
Toll-like receptor (TLR) family members TLR4, TLR7, and TLR9 in macrophages and den-
dritic cells [23]. A small molecule inhibitor of Ack1 (AIM-100) reduced the TLR-mediated
activation of macrophages, diminishing the lupus-like phenotype in a mouse model [23].
Given the strong involvement of Mer in macrophage-mediated phagocytosis of apoptotic
cells and in autoimmune disorders, the connections between these two tyrosine kinases
could present new avenues to be exploited for therapeutic development.

4. Materials and Methods

Materials. Phenylmethylsulfonyl fluoride, sodium vanadate, bovine serum albumin,
dithiothreitol (DTT), poly (Glu, Tyr), fluorescein isothiocyanate, holo-Transferrin, and
buffer components were purchased from Sigma-Aldrich, St. Louis, MO, USA. Horseradish
peroxidase linked anti-rabbit and anti-mouse secondary antibodies were from Cytiva,
Marlborough, MA, USA. SuperSignal West Femto Chemiluminescent Substrate and Pierce
ECL Western Blotting Substrate were purchased from Thermo Scientific, Waltham, MA,
USA. Nickel-nitriloacetic acid (Ni-NTA) resin was from Qiagen, Germantown, MD, USA.
The following antibodies and resin were obtained from MilliporeSigma, St. Louis, MO,
USA: anti-phosphotyrosine clone 4G10 (05-321), anti-phospho-Ack1 (pY284) (09-142), anti-
γ-Tubulin (T6557), horseradish peroxidase–linked anti-FLAG produced in mouse (F1804),
and EZview red anti-FLAG M2 affinity resin. Anti-Mer antibody for Western blotting was
from R&D Systems, Minneapolis, MN, USA (AF891). Anti-Mer antibody for immunopre-
cipitation was from abcam, Cambridge, UK (ab184086).

DNA constructs. Plasmid pIRES2-EGFP Mer encoding full-length Mer was a gift
from Dr. Raymond Birge (Addgene plasmid # 14998). The bacterial expression plas-
mid MER_HUMAN_D0, encoding the His-tagged Mer kinase domain, was a gift from
Drs. John Chodera, Nicholas Levinson, and Markus Seeliger (Addgene plasmid # 79705).
The mammalian expression vector encoding Flag-tagged full length Ack1 has been de-
scribed previously [41]. The baculovirus vector encoding the Ack1 kinase and SH3 domain
(residues Q115-D453) was generated by PCR amplification from the Ack1 cDNA and
ligation into the BamHI and NotI sites of pFastbac-Htb (Thermo Fisher, Waltham, MA,
USA). Site-directed mutagenesis was performed using the QuikChange XL II kit (Agilent,
Santa Clara, CA, USA), and all mutations were verified by DNA sequencing.

Cell culture and transfection. HEK293T cells (from American Type Culture Collec-
tion, Manassas, VA, USA) were maintained in Dulbecco’s modified Eagle’s medium
(Corning, Corning, NY, USA) supplemented with 10% fetal bovine serum (VWR, Radnor,
PA, USA) and 100 IU/mL penicillin, 100 IU/mL streptomycin, and 250 ng/mL ampho-
tericin B. Cells were transfected 24 h after plating with 2.5 µL of Mirus Transit LT1 per µg
of DNA. Cells were harvested and lysed 48 h after transfection in buffer containing 25 mM
Tris (pH 7.5), 1 mM EDTA, 100 mM NaCl, 1% NP-40, 10 µg/mL leupeptin, 10 µg/mL
aprotinin, 200 µM PMSF, and 0.2 mM Na3VO4. Spodoptera frugiperda (Sf9) insect cells
were maintained in Sf-900 II SFM medium (Gibco, Waltham, MA, USA) supplemented
with 2.5% fetal bovine serum, 100 IU penicillin 100 IU/mL streptomycin, and 250 ng/mL
amphotericin B (Corning).

For stimulation experiments, HEK293T cells were starved overnight 24 h after transfec-
tion in 0.1% BSA, 50 µg/mL holo-Transferrin, 1 g/L glucose Dulbecco’s modified Eagle’s
medium, and 100 IU/mL penicillin, 100 IU/mL streptomycin 250 ng/mL amphotericin
B. Cells were starved 48 h after transfection in 1 g/L glucose Dulbecco’s modified Ea-
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gle’s medium for 4 h, then stimulated with a final concentration of 120 ng/mL Gas6 for
15 min.

Protein expression and purification. Purification of the Ack1 kinase-SH3 protein from
baculovirus-infected Sf9 cells was essentially as described for the isolated kinase do-
main [41]. Briefly, recombinant baculovirus was used to infect 600 mL of Sf9 cells at
1.8 × 106 cell/mL. The infected cells were harvested after 3 days and lysed in a French
pressure cell in buffer containing 50 mM Tris-HCl (pH 8.5), 1% NP-40, 100 mM NaCl,
5 mM β-mercaptoethanol, 5 µg/mL leupeptin, 5 µg/mL aprotinin, and 1 mM PMSF. The
cell lysates were cleared by centrifugation at 6000 rpm for 10 min, filtered with a 0.8 µm
filter, and applied to a 4 mL Ni-NTA column (Qiagen). The column was washed with
buffer containing 20 mM Tris-HCl buffer (pH 8.5), 20 mM imidazole, 0.5 M NaCl, 10%
glycerol, and 5 mM β-mercaptoethanol. The His-tagged Ack1 kinase was eluted with buffer
containing 100 mM imidazole. Fractions containing the Ack1 kinase domain were pooled,
concentrated, and stored at −80 ◦C.

His-tagged Mer kinase domain was expressed in E. coli YGT cells co-expressing YopH
tyrosine phosphatase and GroEL [30]. A 1L culture of YGT/Mer cells was grown at 37 ◦C
to OD600 = 0.6. Expression was induced by addition of IPTG (0.5 mM), and the culture
was grown overnight at 16 ◦C with shaking. The cells were harvested by centrifugation
at 6000 rpm for 10 min. The cell pellets were washed with PBS then lysed in a French
pressure cell in 35 mL of buffer containing 50 mM Tris-HCl (pH 8.5), 100 mM NaCl,
5 mM β-mercaptoethanol, 10 µg/mL leupeptin, 10 µg/mL aprotinin, 1 mM PMSF, and 1%
NP-40. The cell lysates were clarified by centrifugation at 40,000× g for 30 min, filtered
over a 5 µm syringe filter, and added to 3 mL Ni-NTA resin. After rocking 45 min at
4 ◦C, the mixture was centrifuged at 4200 rpm for 5 min. Batch washes were carried out
with lysis buffer and Buffer A (20 mM Tris (pH 8.5), 500 mM NaCl, 10 mM imidazole, 10%
glycerol, 5 mM β-mercaptoethanol). The resin was then loaded onto a 1.0 cm ID column
and washed with 20 mL Buffer A and 50 mL Buffer B (20 mM Tris (pH 8.5), 10% glycerol,
5 mM β-mercaptoethanol). Mer was eluted with buffer B supplemented with 100 mM
imidazole, and 1.5 mL fractions were collected and analyzed by SDS-PAGE. Peak fractions
were dialyzed and further purified on a 1 mL MonoQ column (Cytiva) using a buffer of
20 mM Tris (pH8.0), 5% glycerol, 1 mM DTT, with a 20 mL gradient to 1 M NaCl. Peak
fractions of Mer were stored at −80 ◦C.

Immunoprecipitation and Western blotting. For Western blotting, HEK293T cell lysates
were resolved by SDS-PAGE, transferred to PVDF membranes, and probed with the ap-
propriate antibodies. For anti-Flag immunoprecipitation (IP) experiments, cell lysates
(0.2–1 mg total protein) were incubated with EZview red anti-FLAG M2 affinity resin for
3 h-overnight on a rotator at 4 ◦C. For MerTK IP experiments, cell lysates (0.8 mg) were
incubated with 1.4 µg anti-Mer antibody (ab184086) and 50 µL of a 50% slurry of Protein
A-agarose at 4 ◦C overnight. For all IP experiments, the resin was washed three times with
lysis buffer, eluted with SDS-PAGE buffer, and analyzed by SDS-PAGE. The proteins were
transferred to PVDF membrane for Western blot analysis.

For IP-kinase assays, cell lysates (1 mg protein) were incubated with 30 µL of EZview
red anti-FLAG M2 affinity resin at 4 ◦C for 4 h-overnight, then washed three times with
Tris-buffered saline. A portion of each sample was eluted with SDS-PAGE sample buffer
and analyzed by anti-Flag Western blotting. The remaining sample was used for a ra-
dioactive kinase assay, carried out in duplicate. The immunoprecipitated proteins were
incubated with 25 µL of reaction buffer (30 mM Tris (pH 7.5), 20 mM MgCl2, 1 mg/mL BSA,
400 µM ATP), 1 mM WASP peptide (sequence: KVIYDFIEKKKG) [27], and 50–100 cpm/pmol
of [γ-32P] ATP at 30 ◦C for 15 min. The reactions were quenched by addition of 45 µL of
10% trichloroacetic acid. The samples were centrifuged, and 35 µL of the supernatant was
spotted onto Whatman P81 cellulose phosphate paper. After washing three times with 0.5%
phosphoric acid, incorporation of radioactive phosphate into the peptide was measured by
scintillation counting. The cpm for a blank reaction (no enzyme) was subtracted from the
cpm for each sample to account for background activity.
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Peptide phosphorylation assays. Synthetic peptides and phosphopeptides were purchased
from Genemed Synthesis Inc., San Antonio, TX, USA and were purified by semipreparative
HPLC on a Vydac C18 column. Peptide phosphorylation was measured using the phos-
phocellulose paper binding assay with [γ-32P] ATP, as described above. For determination
of Mer kinetic constants, a continuous spectrophotometric assay was used [42]. In this
assay, the production of ADP was coupled to the oxidation of NADH, which was measured
as a reduction in absorbance at 340 nm. Reactions were performed at 30 ◦C in buffer
containing 100 mM Tris (pH 7.5), 1 mM ATP, 1 mM phosphoenolpyruvate, 0.28 mM NADH,
89 units/mL pyruvate kinase, and 124 units/mL lactate dehydrogenase, with 1 µM purified
Mer. Absorbance data were recorded every 8 s. Kinetic constants were determined by
nonlinear fitting to the initial velocity vs. (substrate) curves using GraphPad Prism, San
Diego, CA, USA (v.9).

Fluorescence polarization. Phosphotyrosine-containing peptides were fluorescently
labeled by reaction with fluorescein isothiocyanate (5 molar equivalents) in 100 mM potas-
sium phosphate buffer (pH 7.0) for 1 h at room temperature. The fluorescent peptides were
purified by gel filtration chromatography on G15 Sephadex. Fluorescence polarization was
measured in a Wallac1420 Victor2 instrument using 96-well half area black plates (Thermo
Fisher, Waltham, MA, USA). The excitation filter was 485 nm, and the emission filter was
535 nm. Measurements were performed in volumes of 50 µL using a buffer of 50 mM Tris
(pH 7.4), with peptide concentrations of 0.25 µM or 0.5 µM. The data were analyzed with
Origin software (Origin v.7).

Statistical analysis. Unpaired, two-tailed, parametric t-tests were performed for all
relevant data using GraphPad Prism (v.9).

Supplementary Materials: The following supporting information can be downloaded at: https://www.
mdpi.com/article/10.3390/kinasesphosphatases1030011/s1, Figure S1: Mass spectrometry analysis
of Ack1 peptides phosphorylated by Mer; Figure S2: Structure of Ack1 kinase and SH3 domains;
Figure S3: Mer phosphorylation of Ack1 MHR phosphopeptides.

Author Contributions: S.Y.H., B.P.C. and W.T.M. conceived, designed, performed the experiments,
and analyzed the data. S.Y.H. and W.T.M. wrote the manuscript. All authors have read and agreed to
the published version of the manuscript.

Funding: This research was funded by National Institutes of Health, grant number R01AI164424 to
W.T.M.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: Not applicable.

Acknowledgments: The authors wish to acknowledge the Stony Brook Cancer Center Biological
Mass Spectrometry Shared Resource for expert assistance with mass spectrometry analysis.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Manser, E.; Leung, T.; Salihuddin, H.; Tan, L.; Lim, L. A non-receptor tyrosine kinase that inhibits the GTPase activity of p21cdc42.

Nature 1993, 363, 364–367. [CrossRef]
2. Galisteo, M.L.; Yang, Y.; Ureña, J.; Schlessinger, J. Activation of the nonreceptor protein tyrosine kinase Ack by multiple

extracellular stimuli. Proc. Natl. Acad. Sci. USA 2006, 103, 9796–9801. [CrossRef] [PubMed]
3. Mahajan, K.; Mahajan, N.P. ACK1/TNK2 tyrosine kinase: Molecular signaling and evolving role in cancers. Oncogene 2015, 34,

4162–4167. [CrossRef] [PubMed]
4. Fox, M.; Crafter, C.; Owen, D. The non-receptor tyrosine kinase ACK: Regulatory mechanisms, signalling pathways and

opportunities for attACKing cancer. Biochem. Soc. Trans. 2019, 47, 1715–1731. [CrossRef] [PubMed]
5. Van Der Horst, E.H.; Degenhardt, Y.Y.; Strelow, A.; Slavin, A.; Chinn, L.; Orf, J.; Rong, M.; Li, S.; See, L.H.; Nguyen, K.Q.;

et al. Metastatic properties and genomic amplification of the tyrosine kinase gene ACK1. Proc. Natl. Acad. Sci. USA 2005, 102,
15901–15906. [CrossRef] [PubMed]

https://www.mdpi.com/article/10.3390/kinasesphosphatases1030011/s1
https://www.mdpi.com/article/10.3390/kinasesphosphatases1030011/s1
https://doi.org/10.1038/363364a0
https://doi.org/10.1073/pnas.0603714103
https://www.ncbi.nlm.nih.gov/pubmed/16777958
https://doi.org/10.1038/onc.2014.350
https://www.ncbi.nlm.nih.gov/pubmed/25347744
https://doi.org/10.1042/BST20190176
https://www.ncbi.nlm.nih.gov/pubmed/31845724
https://doi.org/10.1073/pnas.0508014102
https://www.ncbi.nlm.nih.gov/pubmed/16247015


Kinases Phosphatases 2023, 1 179

6. Mahajan, N.P.; Whang, Y.E.; Mohler, J.L.; Earp, H.S. Activated tyrosine kinase Ack1 promotes prostate tumorigenesis: Role of
Ack1 in polyubiquitination of tumor suppressor Wwox. Cancer Res. 2005, 65, 10514–10523. [CrossRef]

7. Prieto-Echagüe, V.; Gucwa, A.; Craddock, B.P.; Brown, D.A.; Miller, W.T. Cancer-associated mutations activate the nonreceptor
tyrosine kinase Ack1. J. Biol. Chem. 2010, 285, 10605–10615. [CrossRef]

8. Mahajan, N.P.; Coppola, D.; Kim, J.; Lawrence, H.R.; Lawrence, N.J.; Mahajan, K. Blockade of ACK1/TNK2 To Squelch the
Survival of Prostate Cancer Stem-like Cells. Sci. Rep. 2018, 8, 1954. [CrossRef]

9. Wang, A.; Pei, J.; Shuai, W.; Lin, C.; Feng, L.; Wang, Y.; Lin, F.; Ouyang, L.; Wang, G. Small Molecules Targeting Activated
Cdc42-Associated Kinase 1 (ACK1/TNK2) for the Treatment of Cancers. J. Med. Chem. 2021, 64, 16328–16348. [CrossRef]

10. Lawrence, H.R.; Mahajan, K.; Luo, Y.; Zhang, D.; Tindall, N.; Huseyin, M.; Gevariya, H.; Kazi, S.; Ozcan, S.; Mahajan, N.P.; et al.
Development of novel ACK1/TNK2 inhibitors using a fragment-based approach. J. Med. Chem. 2015, 58, 2746–2763. [CrossRef]

11. Pao-Chun, L.; Chan, P.M.; Chan, W.; Manser, E.D. Cytoplasmic ACK1 interaction with multiple receptor tyrosine kinases is
mediated by Grb2: An analysis of ACK1 effects on Axl signaling. J. Biol. Chem. 2009, 284, 34954–34963. [CrossRef]

12. Yang, W.; Cerione, R.A. Cloning and characterization of a novel Cdc42-associated tyrosine kinase, ACK-2, from bovine brain.
J. Biol. Chem. 1997, 272, 24819–24824. [CrossRef]

13. Prieto-Echagüe, V.; Miller, W.T. Regulation of ack-family nonreceptor tyrosine kinases. J. Signal Transduct. 2011, 2011, 742372.
[CrossRef]

14. Shen, F.; Lin, Q.; Gu, Y.; Childress, C.; Yang, W.; Wang, Z.; Zhang, L.; Yeung, T.K.; Chen, X.; Guidotti, M.E.G.; et al. Activated
Cdc42-associated kinase 1 is a component of EGF receptor signaling complex and regulates EGF receptor degradation. Mol. Biol.
Cell 2007, 18, 732–742. [CrossRef]

15. Teo, M.; Tan, L.; Lim, L.; Manser, E. The tyrosine kinase ACK1 associates with clathrin-coated vesicles through a binding motif
shared by arrestin and other adaptors. J. Biol. Chem. 2001, 276, 18392–18398. [CrossRef]

16. Lin, Q.; Lo, C.G.; Cerione, R.A.; Yang, W. The Cdc42 target ACK2 interacts with sorting nexin 9 (SH3PX1) to regulate epidermal
growth factor receptor degradation. J. Biol. Chem. 2002, 277, 10134–10138. [CrossRef]

17. Linger, R.M.; Keating, A.K.; Earp, H.S.; Graham, D.K. TAM receptor tyrosine kinases: Biologic functions, signaling, and potential
therapeutic targeting in human cancer. Adv. Cancer Res. 2008, 100, 35–83.

18. Wium, M.; Paccez, J.D.; Zerbini, L.F. The Dual Role of TAM Receptors in Autoimmune Diseases and Cancer: An Overview. Cells
2018, 7, 166. [CrossRef]

19. Cohen, P.L.; Shao, W.H. Gas6/TAM Receptors in Systemic Lupus Erythematosus. Dis. Markers 2019, 2019, 7838195. [CrossRef]
20. Cohen, P.L.; Caricchio, R.; Abraham, V.; Camenisch, T.D.; Jennette, J.C.; Roubey, R.A.; Earp, H.S.; Matsushima, G.; Reap, E.A.

Delayed apoptotic cell clearance and lupus-like autoimmunity in mice lacking the c-mer membrane tyrosine kinase. J. Exp. Med.
2002, 196, 135–140. [CrossRef]

21. Seitz, H.M.; Camenisch, T.D.; Lemke, G.; Earp, H.S.; Matsushima, G.K. Macrophages and dendritic cells use different
Axl/Mertk/Tyro3 receptors in clearance of apoptotic cells. J. Immunol. 2007, 178, 5635–5642. [CrossRef] [PubMed]

22. Lu, Q.; Lemke, G. Homeostatic regulation of the immune system by receptor tyrosine kinases of the Tyro 3 family. Science 2001,
293, 306–311. [CrossRef] [PubMed]

23. Jing, L.; Zhang, X.; Liu, D.; Yang, Y.; Xiong, H.; Dong, G. ACK1 Contributes to the Pathogenesis of Inflammation and Autoimmu-
nity by Promoting the Activation of TLR Signaling Pathways. Front. Immunol. 2022, 13, 864995. [CrossRef] [PubMed]

24. Kong, D.; Li, G.; Yang, Z.; Cheng, S.; Zhang, W.; Feng, L.; Zhang, K. Identification of an ACK1/TNK2-based prognostic signature
for colon cancer to predict survival and inflammatory landscapes. BMC Cancer 2022, 22, 84. [CrossRef] [PubMed]

25. Linderoth, E.; Pilia, G.; Mahajan, N.P.; Ferby, I. Activated Cdc42-associated kinase 1 (Ack1) is required for tumor necrosis
factor-related apoptosis-inducing ligand (TRAIL) receptor recruitment to lipid rafts and induction of cell death. J. Biol. Chem.
2013, 288, 32922–32931. [CrossRef] [PubMed]

26. Zhao, X.; Lv, C.; Chen, S.; Zhi, F. A role for the non-receptor tyrosine kinase ACK1 in TNF-alpha-mediated apoptosis and
proliferation in human intestinal epithelial caco-2 cells. Cell Biol. Int. 2018, 42, 1097–1105. [CrossRef]

27. Yokoyama, N.; Lougheed, J.; Miller, W.T. Phosphorylation of WASP by the Cdc42-associated kinase ACK1: Dual hydroxyamino
acid specificity in a tyrosine kinase. J. Biol. Chem. 2005, 280, 42219–42226. [CrossRef]

28. Yokoyama, N.; Miller, W.T. Biochemical properties of the Cdc42-associated tyrosine kinase ACK1. Substrate specificity, authphos-
phorylation, and interaction with Hck. J. Biol. Chem. 2003, 278, 47713–47723. [CrossRef]

29. Georgescu, M.M.; Kirsch, K.H.; Shishido, T.; Zong, C.; Hanafusa, H. Biological effects of c-Mer receptor tyrosine kinase in
hematopoietic cells depend on the Grb2 binding site in the receptor and activation of NF-kappaB. Mol. Cell Biol. 1999, 19,
1171–1181. [CrossRef]

30. Seeliger, M.A.; Young, M.; Henderson, M.N.; Pellicena, P.; King, D.S.; Falick, A.M.; Kuriyan, J. High yield bacterial expression of
active c-Abl and c-Src tyrosine kinases. Protein Sci. 2005, 14, 3135–3139. [CrossRef]

31. Kan, Y.; Miller, W.T. Activity of the nonreceptor tyrosine kinase Ack1 is regulated by tyrosine phosphorylation of its Mig6
homology region. FEBS Lett. 2022, 596, 2808–2820. [CrossRef] [PubMed]

32. Park, E.; Kim, N.; Ficarro, S.B.; Zhang, Y.; Lee, B.I.; Cho, A.; Kim, K.; Park, A.K.J.; Park, W.-Y.; Murray, B.; et al. Structure and
mechanism of activity-based inhibition of the EGF receptor by Mig6. Nat. Struct. Mol. Biol. 2015, 22, 703–711. [CrossRef]
[PubMed]

https://doi.org/10.1158/0008-5472.CAN-05-1127
https://doi.org/10.1074/jbc.M109.060459
https://doi.org/10.1038/s41598-018-20172-z
https://doi.org/10.1021/acs.jmedchem.1c01030
https://doi.org/10.1021/jm501929n
https://doi.org/10.1074/jbc.M109.072660
https://doi.org/10.1074/jbc.272.40.24819
https://doi.org/10.1155/2011/742372
https://doi.org/10.1091/mbc.e06-02-0142
https://doi.org/10.1074/jbc.M008795200
https://doi.org/10.1074/jbc.M110329200
https://doi.org/10.3390/cells7100166
https://doi.org/10.1155/2019/7838195
https://doi.org/10.1084/jem.20012094
https://doi.org/10.4049/jimmunol.178.9.5635
https://www.ncbi.nlm.nih.gov/pubmed/17442946
https://doi.org/10.1126/science.1061663
https://www.ncbi.nlm.nih.gov/pubmed/11452127
https://doi.org/10.3389/fimmu.2022.864995
https://www.ncbi.nlm.nih.gov/pubmed/35669783
https://doi.org/10.1186/s12885-021-09165-w
https://www.ncbi.nlm.nih.gov/pubmed/35057760
https://doi.org/10.1074/jbc.M113.481507
https://www.ncbi.nlm.nih.gov/pubmed/24085293
https://doi.org/10.1002/cbin.10875
https://doi.org/10.1074/jbc.M506996200
https://doi.org/10.1074/jbc.M306716200
https://doi.org/10.1128/MCB.19.2.1171
https://doi.org/10.1110/ps.051750905
https://doi.org/10.1002/1873-3468.14505
https://www.ncbi.nlm.nih.gov/pubmed/36178070
https://doi.org/10.1038/nsmb.3074
https://www.ncbi.nlm.nih.gov/pubmed/26280531


Kinases Phosphatases 2023, 1 180

33. Lemke, G. Phosphatidylserine Is the Signal for TAM Receptors and Their Ligands. Trends Biochem. Sci. 2017, 42, 738–748.
[CrossRef] [PubMed]

34. Yan, D.; Earp, H.S.; DeRyckere, D.; Graham, D.K. Targeting MERTK and AXL in EGFR Mutant Non-Small Cell Lung Cancer.
Cancers 2021, 13, 5639. [CrossRef] [PubMed]

35. Mahajan, N.P.; Liu, Y.; Majumder, S.; Warren, M.R.; Parker, C.E.; Mohler, J.L.; Earp, H.S.; Whang, Y.E. Activated Cdc42-associated
kinase Ack1 promotes prostate cancer progression via androgen receptor tyrosine phosphorylation. Proc. Natl. Acad. Sci. USA
2007, 104, 8438–8443. [CrossRef] [PubMed]

36. Howlin, J.; Rosenkvist, J.; Andersson, T. TNK2 preserves epidermal growth factor receptor expression on the cell surface and
enhances migration and invasion of human breast cancer cells. Breast Cancer Res. 2008, 10, R36. [CrossRef]

37. Chan, W.; Sit, S.-T.; Manser, E. The Cdc42-associated kinase ACK1 is not autoinhibited but requires Src for activation. Biochem. J.
2011, 435, 355–364. [CrossRef]

38. Salomon, A.R.; Ficarro, S.B.; Brill, L.M.; Brinker, A.; Phung, Q.T.; Ericson, C.; Sauer, K.; Brock, A.; Horn, D.M.; Schultz, P.G.; et al.
Profiling of tyrosine phosphorylation pathways in human cells using mass spectrometry. Proc. Natl. Acad. Sci. USA 2003, 100,
443–448. [CrossRef]

39. Ibarrola, N.; Molina, H.; Iwahori, A.; Pandey, A. A novel proteomic approach for specific identification of tyrosine kinase
substrates using [13C]tyrosine. J. Biol. Chem. 2004, 279, 15805–15813. [CrossRef]

40. Olsen, J.V.; Blagoev, B.; Gnad, F.; Macek, B.; Kumar, C.; Mortensen, P.; Mann, M. Global, in vivo, and site-specific phosphorylation
dynamics in signaling networks. Cell 2006, 127, 635–648. [CrossRef]

41. Prieto-Echagüe, V.; Gucwa, A.; A Brown, D.; Miller, W.T. Regulation of Ack1 localization and activity by the amino-terminal SAM
domain. BMC Biochem. 2010, 11, 42. [CrossRef]

42. Barker, S.; Kassel, D.B.; Weigl, D.; Huang, X.; Luther, M.; Knight, W.B. Characterization of pp60c-src tyrosine kinase activities
using a continuous assay: Autoactivation of the enzyme is an intermolecular autophosphorylation process. Biochemistry 1995, 34,
14843–14851. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1016/j.tibs.2017.06.004
https://www.ncbi.nlm.nih.gov/pubmed/28734578
https://doi.org/10.3390/cancers13225639
https://www.ncbi.nlm.nih.gov/pubmed/34830794
https://doi.org/10.1073/pnas.0700420104
https://www.ncbi.nlm.nih.gov/pubmed/17494760
https://doi.org/10.1186/bcr2087
https://doi.org/10.1042/BJ20102156
https://doi.org/10.1073/pnas.2436191100
https://doi.org/10.1074/jbc.M311714200
https://doi.org/10.1016/j.cell.2006.09.026
https://doi.org/10.1186/1471-2091-11-42
https://doi.org/10.1021/bi00045a027

	Introduction 
	Results 
	Discussion 
	Materials and Methods 
	References

