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Characterizing the structure—activity relationships
of natural products, tanshinones, reveals their
mode of action in inhibiting spleen tyrosine kinase+t

Min-Che Tung,}® Keng-Chang Tsai,}°° Kit-Man Fung,® Ming-Jaw Don®
and Tien-Sheng Tseng (& *¢

The cytosolic non-receptor protein kinase, spleen tyrosine kinase (SYK), is an attractive drug target in
autoimmune, inflammatory disorder, and cancers indications. Here, we employed pharmacophore-based
drug screening combined with biochemical assay and molecular dynamics (MD) simulations to identify
and characterize inhibitors targeting SYK. The built pharmacophore model, phar-Tanl, successfully
identified tanshinone (Tanl (ICsg = 1.72 uM)) and its analogs (TanllA (ICsq = 3.2 uM), ST32da (ICso = 46
uM), and ST32db (ICsq = 51 uM)) which apparently attenuated the activities of SYK in vitro. Additionally,
the MD simulations followed by Ligplot analyses revealed that Tanl and TanllA interfered SYK activity
through binding deeply into the active site. Besides, Tanl and TanllA mainly interact with residues L377,
A400, V433, M448, M450, A451, E452, L453, G454, P455, and L501, which are functional hotspots for
structure-based inhibitor optimization against SYK. The structure—activity relationships (SAR) study of the
identified SYK inhibitors demonstrated that the pharmacophore model, phar-Tanl is reliable and precise
in screening inhibitors against SYK. This study disclosed the structure—function relationships of
tanshinones from Traditional Chinese Medicine (Danshen), revealing their binding site and mode of
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Introduction

Spleen tyrosine kinase (SYK) is a nonreceptor cytoplasmic
tyrosinase kinase mainly expressed in mast cells, monocytes,
neutrophils and B-cells."® SYK is an essential mediator of
immunoreceptor signaling and has been reported as a feasible
therapeutic target in autoimmune, oncology, and allergic indi-
cations.®® Upon immunoreceptor stimulation, the cytoplasmic
domain of immunoreceptor tyrosine-based activation motif
(ITAMS) is activated by SRC family kinase, resulting in the
recruitments of SYK through the SH2 domain.®** The activated
SYK subsequently propagates signaling cascade to regulate
immune cell function via phosphorylation of targets (e.g., B-cell
linker (BLNK)), and later triggers the Bruton's tyrosine kinase
(Btk), phosphatidylinositol 3-kinase (PI3K), phospholipase-C
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action in inhibiting SYK and provides applicability in developing new therapeutic agents.

gamma (PLCy), and mitogen-activated protein kinase (MAPK)
pathways.'>**** SYK contributes to various cellular response,
such as cell proliferation, differentiation, cytoskeletal rear-
rangement, cytokine release, histamine release, reactive oxygen
species (ROS) production, and phagocytosis.****

Inhibition of SYK reveals the high potential to treat auto-
immune and inflammatory disorder. This has led to academic
institutions and pharmaceutical companies becoming involved
in developing SYK inhibitors. Recently, several SYK inhibitors
were reported, such as naphthyridines,"” pyrazolopyrazines,®
and heteroaryl carboxamides.”™’ Especially, GS-9973,"
PRT062607 (ref. 20) and TAK-659 (ref. 21) are in the progress of
human clinical trials. For now, only one chemically synthetic
inhibitor, Fostamatinib 4, is approved by FAD for the treatment
of immune thrombocytopenia;** the current available drugs and
are very limited. Thus, developing new/novel and safe SYK
inhibitors are needed and will benefit in the treatments of
several diseases (allergic asthma, arthritis, chronic lymphocytic
leukemia, rhinitis, and rheumatoid). Unlike the chemically
synthetic inhibitors, natural products and Traditional Chinese
Medicine (TCM) are safer and free from adverse side effects for
new drug development. Particularly, the TCM is unique in
Taiwan and China; remarkably different from the chemical
drugs of Western countries. The natural products extracted
from TCM, such as artemisinin, berberine, ginkgolide, and
paclitaxel exert apparent activities in disease treatments.>*>*
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Therefore, TCM could be of great potential in developing novel
and potent SYK inhibitors.

Recently, Wang et al. conducted a combining approached
which utilized the docking-based virtually screening to identify
SYK inhibitors.”® They found tanshinone I (TanI) showed
activity in inhibiting SYK and exerted anti-mast cell degranu-
lation activity in vitro. However, the mode of action of TanI
against SYK was not well-characterized and unclear. Here, we
employed structure-based pharmacophore modeling to explore
the binding site of TanI towards SYK. We constructed a precise
pharmacophore model, phar-Tanl revealing key functional
groups of Tanl interacting with SYK. Additionally, ligand-
pharmacophore mapping against natural products databases
identified 5 natural products showing comparable SYK inhibi-
tory abilities to that of Tanl. Our molecular dynamics simula-
tions along with Ligplot analyses characterized and depicted the
structure-activity relationships (SAR) of the identified inhibi-
tors to SYK. The observed results demonstrated that the built
pharmacophore model (phar-Tanl) is efficient and precise in
screening potent SKY inhibitors. Also, SAR analysis annotated
the binding mode of SYK and Tanl. Our study provides
evidence-proved information for structural optimization and
modification to enhance the activity of inhibitors against SYK
and will be helpful in developing new therapeutics.

Materials and methods

Natural product databases and ligands preparations for
computer-aided drug screening

A total of 105911 compounds were retrieved from natural
product databases, including 1496 compounds from Specs
(http://www.specs.net), 11247 from ACD (http://www.ac-
discovery.com/), 144 compounds from ICC (http://
indofinechemical.com/), 14 084 compounds from PNP (http://
www.princetonbio.com/), 74 940 compounds from the Inter-
BioScreen (IBS, http://www.ibscreen.com) diversity set, and
4000 compounds from TCM (Taiwan Chinese medicine, http://
www.nricm.edu.tw/bin/home.php). The sketch molecules and
prepare ligands modules implemented in Discovery Studio 3.5
(Accelrys Software, Inc., San Diego, CA, USA) were used to create
the molecular structures of all compounds. The preparation of
compounds for docking analysis was processed by three steps:
(1) two-dimensional (2D) structures were converted into three-
dimensional (3D) structures, (2) charges were calculated, and
(3) H atoms were added.

Molecular docking

The molecular docking was performed using GOLD docking
program (Cambridge Crystallographic Data Center (CCDC),
version 5.1). The complex structure of SYK-CG9 (PDB ID 4PUZ)
was used as the protein model for docking. The residues within
0.5 A of CG9 were selected and defined as the docking site. The
performance of the docking process was validated by isolating
the coordinate of the co-crystallized inhibitor, CG9 and
redocked into the active site of SYK (with the GoldScore scoring
function was employed for rigid docking where the protein
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structure was held rigid and the ligand conformations were
generated by GoldScoring function). The root-mean-square
deviation (RMSD) between the docked and the co-crystallized
CG9 was <0.5 A. Later the modelled SYK-TanI complex struc-
ture was also built by GOLD docking program with all the
parameter same with that of re-docked procedure of CG9.

Receptor-ligand pharmacophore generation

We used the determined SYK-inhibitor complex structures
(SYK-CG9 (PDB ID 4PUZ)) to build the pharmacophore models,
containing the interactive features, for screening SYK inhibi-
tors. The receptor-ligand pharmacophore generation module of
Discovery Studio 3.5 (Accelrys Software, Inc., San Diego, CA,
USA) was employed to build the pharmacophore models. The
complex structure of SYK-CG9 (PDB ID 4PUZ) was used to
generate the receptor-ligand pharmacophore models. The SYK
structure was served as the “Input Receptor”, and the inhibitor,
CGY, was utilized as the “Input Ligand”, separately. The
“Minimum Features” and “Maximum Features” were set to 4
and 10, respectively, and the “Maximum Pharmacophores” set
was to 10. The “fast method” was applied for conformation
generation with “rigid fitting method”. The rest parameters
were set as default during the receptor-ligand pharmacophore
generation process.

Ligand pharmacophore mapping

Consequently, the built pharmacophore model, phar-Tanl, was
subjected to ligand-pharmacophore mapping (pharmacophore-
based drug screening). All the molecules from natural products
databases (105 911 molecules) were fit to the built pharmaco-
phore model, phar-Tanl, with the fitting method set to “flexible”
and all other parameter were remained as default setting.

Molecular dynamics simulations

The crystal structure of SYK (PDB ID 4PUZ) was employed for
GOLD docking and molecular dynamics (MD) simulations.
However, there are two segments (N406-D410 and T530-G532)
missing in the structure. Therefore, we firstly modeled the
missing loop by using Homology Modeling module of Discovery
Studio 3.5 (Accelrys Software, Inc., San Diego, CA, USA). During
the structural modeling, the protein sequence of SYK was
downloaded from the FASTA sequence of Protein Data Bank
(PDB ID 4PUZ). The crystal structure of SYK (PDB ID 4PUZ) was
used as the template for homology modeling. Subsequently, the
built structure model with lowest energy was chosen for further
ligand-pharmacophore (phar-Tanl) mapping and MD simula-
tions. The SYK-inhibitor complexes obtained from ligand-
pharmacophore mapping were firstly subjected to solvation
(Discovery Studio 3.5) with orthorhombic cell shape under
CHARMmM forcefield. Consequently, the SYK-inhibitor complex
was solvated with 6680 waters, 17 sodium atoms, and 19 chlo-
ride atoms. Furthermore, the solvated complex structure was
subjected to Standard Dynamics Cascade (Discovery Studio 3.5)
with default parameter setting and followed by Dynamics
(Production) for 10 ns simulation times with 2 ps as save results
interval. Finally, the total energy and potential energy changes

© 2021 The Author(s). Published by the Royal Society of Chemistry
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as a function of time were analyzed and plotted by Trajectory
analysis (Discovery Studio 3.5). The binding affinities of SYK
and inhibitors after MD simulations were determined by
Calculate Binding Energies module of Discovery Studio 3.5.

In vitro kinase inhibition assays

The luminescent kinase assay was carried out to determine the
ADP produced in ADP-Glo™ kinase assay kit (Promega, Madi-
son, WI, USA). During the assay, ADP generated by SYK will be
converted to ATP, which then interact with luciferase and
producing light. Thus, inhibitors attenuate SYK activity will
reduce the luminescent signals. The inhibitory assay was con-
ducted in white 384-well plate (Corning #3824, Corning Glass
Works, Corning, NY, USA). The buffer (40 mM Tris pH 7.5,
20 mM MgCl,, 0.1 mg ml~" BSA and 50.0 uM DTT) was used to
conducted SYK kinase reaction. About 2 pl tested compound (in
kinase buffer with 5% DMSO) and 4 pl SYK (1 ng pl~" in kinase
buffer) were mixed and incubated at 25 °C for 15 min. Subse-
quently, 4.0 pl substrate (0.2 pg pl~* polypeptide (4 : 1 Glu, Tyr)
in kinase buffer with 10.0 uM ATP) was added to initiate the
kinase reaction at 37 °C for 1 hour. Later, 5 ul AGP-Glo™
reagent was added into SYK reaction solution to terminate the
reaction and then incubate for another 40 min to complete
deplete all ATP. Eventually, the kinase detection reagent (10.0
ul) was added and incubated for one more hour. The lumines-
cent signal was determined using microplate reader (CLAR-
I0star® Plus, BMG LABTECH).

Results
Receptor-ligand pharmacophore generation

For now, only one highly selective and orally efficacious inhib-
itor, CG9 of SYK is currently being examined in clinical
trials.>”*® Additionally, the complex structure of SYK-CG9 was
determined, providing significant information for developing
new SYK inhibitors. The computer-aided drug design (CADD)—
virtual high-throughput screening and pharmacophore
modeling—is powerful in screening bioactive inhibitors. CADD
is with low cost and less time consuming, considerably accel-
erating the pace of investigations of inhibitors with specific
biological activity. In silico virtual high-throughput screening
(molecular docking) is able to evaluate the potential biological
activities of compounds based on their structural properties.
However, to more precisely screen potent inhibitors against
SYK, the functionally essential features responsible for the
interactions between SYK and known inhibitors (such as, CG9
(PDB ID 4PUZ)) should be considered. The receptor-ligand
pharmacophore generation is precise to explore the functionally
essential features required for the interactions of protein and
ligand. Here, we employed pharmacophore modeling to explore
the bioactive pharmacophore scaffold of SYK interacting with
CG9. The complex structure of SKY-CG9 was presented and
compared with the reported model of SYK-TanI as shown in
Fig. 1. During the receptor-ligand pharmacophore generation,
the SYK moiety was used as the receptor, and the CG9 was
served as the ligand. Successively, pharmacophore model, phar-
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CG9 was rationally generated, which contains 2 hydrogen-bond
donor, 1 hydrogen-bond acceptors, and 3 hydrophobic features
(Fig. 2A and 3A).

Ligand-pharmacophore mapping

The natural product, Tanl was observed exerting inhibitory
activity against SYK in vitro,”® while its precise binding site and
detailed mode of action was unclear. Here, we performed
ligand-pharmacophore (phar-CG9) mapping to probe the
possible binding site of TanI on SYK. The result showed that
Tanl fitted well with one hydrogen-bond donor, one hydrogen-
bind receptor, and two hydrophobic features at the upper
right region of phar-CG?9 (fitting value = 2.21) (Fig. 3C). Notably,
in this pose and orientation, TanlI could bury deeply at the active
site pocket of SYK. Consequently, these fitted features were
grouped into a pharmacophore model, phar-Tanl (Fig. 4B) and
was applied for screening the potential inhibitors from natural
products databases (105911 compounds) through ligand-
pharmacophore screening. The resultant 5 hits (Fig. 4),
TanlIA, ST32da, ST32db, ST64, and WTS32 observed to better
map with the phar-Tanl (the hierarchy of fitness is Tanl =
TanlIA > ST32da = ST32db > ST64 = WTS32), were further
subjected to functional examinations.

Inhibitory ability against SYK

We accessed the abilities of TanI along with the 5 identified hits
in inhibiting SYK activity. In the presents of inhibitors (5 uM),
Tanl, TanlIIA, ST32db, ST32da, WTS23 and ST64, the remained
SYK activities were 37.0 + 2.3, 44.7 + 3.3, 72.0 £ 2.0, 67.0 + 2.7,
72.9 £+ 2.7 and 86.0 £ 3.7%, respectively (Fig. 5A). Subsequently,
we examined the inhibitory capabilities of these compounds as
a function of concentrations. The result demonstrated that all
the tested compounds inhibited SYK in the dose-dependent
manner, and the determined IC;, values were 1.72 + 0.6, 3.2
+ 0.8, 46 + 1.2, 51 + 3.4 pM for Tanl, TanlIA, ST32db, and
ST32da. Whereas the IC5, for WT'S23 and ST64 are over 100 uM
(Fig. 5B).

Analyses of molecular interactions by Ligplot

To better understand the structure-activity relationships of the
identified inhibitors towards SYK, we performed Ligplot anal-
yses to disclose their detailed molecular interactions. The
results showed that TanI and TanlIA interacted to SYK with
more hydrogen bonds and additional hydrophobic interactions,
compared to those of ST32db, ST32da, WTIS23 and ST64 (Fig. 6).
Meanwhile, these protein-ligand (SYK-inhibitors) interactions
were also confirmed by analyses of intermolecular interactions
module of Discovery Studio 3.5, and the results were consistent
with that of Ligplot analyses.

Discussion

The cytoplasmic non-receptor protein-tyrosine kinase, SYK (72
kDa) is essential in signal transduction of distinct cell types.*
SYK was firstly discovered in 1990s, and several evidence
suggest that SYK was highly associated with various

RSC Adv, 2021, 11, 2453-2461 | 2455
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Fig. 1 The complex structures of SYK-inhibitors. (A) The natural product, Tanl was re-docked into the active site of SYK by using the same
method describe previously.?® (B) The atomic complex structure of SYK-CG9 (PDB ID 4PUZ). (In panel (A) and (B), SYK was shown in white

surface; Tanl (yellow) and CG9 (green) were presented in meshes.)
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Fig. 2 The pharmacophore model of SYK-CG9. (A) Receptor-ligand
pharmacophore generation of phar-CG9 was based on SYK-CG9
complex structure (PDB ID 4PUZ). CG9 is shown in green stick. (B) The
pharmacophore model of re-docked Tanl (light-yellow) by using the
same method described previously.?® (In panels (A) and (B), the mesh
spheres in red, blue, magenta, green, and yellow represent positive-
charged, negative-charged, hydrogen-bond donor, hydrogen-bond
acceptor, and ring aromatic features, respectively. The active site
residues of SYK were shown in thin sticks.)

autoimmune disease and allergic disorders.*® SYK is widely
express in macrophages, dendritic cells, mast cells, neutrophils,
B and T lymphocytes.*"** The activations of SYK in immune

cells prompts B-cell are involved inflammation, proliferation,
cytokine release, and cytoskeletal rearrangements.*** Impor-
tantly, inhibition of SYK causes apoptosis in several types of
cancers, such as lung cancer, small cell lung cancer, pancreatic
cancer, breast cancer, and B-Bell lymphocytic leukemia, indi-
cating the potential of SYK as an anticancer target.***' Fosta-
matinib,**** BAY61-3606,** cerdulatinib,** MK-8457,* and
Entospletinib®® are SYK inhibitors and have been assessed in
clinical trials to treat cancer and autoimmune disease. Never-
theless, unacceptable physicochemical properties and poor oral
bioavailability were observed in these developed SYK inhibi-
tors.*” Thus, developing new/novel SYK inhibitors are urgently
needed for the treatments of anti-cancer and autoimmune
diseases.

Wang et al., conducted a virtual screening (molecular dock-
ing) approach to identify a natural product, tanshinone I (TanI)
inhibiting the activity of SYK in vitro.> In their study, a SYK-TanI
docking model was conducted to reveal the molecular mecha-
nism of Tanl binding to SYK. They found that TanI may interact
with residues P455, Q462, 1L377, and K458 of SYK to attenuate its
activity. However, these residues are actually far from the active
site; the binding mode that they report may not be correct. Here,
we built a SYK-TanI complex model by the same method that

phar-CG9

Fig.3 The pharmacophore model, phar-CG9. (A) The built pharmacophore model, phar-CG9 based the complex structure of SYK-CG9 (PDB ID
4PUZ). (B) The distances between these features of phar-CG9 were measured and labelled by dashed lines. (C) The ligand pharmacophore
mapping result of Tanl on to phar-CG9. (Pharmacophore features are colored as follows: hydrogen-bond acceptor, green; hydrogen-bond

donor, magenta; hydrophobic group, cyan.)
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Fig. 4 Pharmacophore-based inhibitor screening. (A) The built pharmacophore model, phar-CG9. (B) The pharmacophore scaffold of phar-
Tanl. (C)-(H) The ligand pharmacophore (phar-Tanl) mapping results of Tanl, TanllA, ST32da, ST32db, ST64, and WST23. (Pharmacophore
features are colored as follows: hydrogen-bond acceptor, green; hydrogen-bond donor, magenta; hydrophobic group, cyan.)

Wang et al., reported. The result showed that indeed Tanl
bound outside the active site, compared to that of inhibitor,
CG9 (Fig. 1A and B). To precisely identify the possible binding
site of Tanl, we employed receptor-ligand pharmacophore
generation to build a bioactive pharmacophore model on the
basis of SYK-CG9 complex structure. Our pharmacophore
modeling reveals that the inhibitor, CG9 binds deep inside the
active site of SYK exerting strong inhibition; hence is of great
potential containing the key functional groups (features) inter-
acting with SYK. The built pharmacophore model, phar-CG9,
composed of 1 hydrogen-bond acceptors, 2 hydrogen-bond
donors, and 3 hydrophobic features (Fig. 2A), was then pro-
bed by Tanl. Consequently, one hydrogen-bond donor, one
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WTS23
2 80 m stes )
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©
X 40}
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hydrogen-bond receptor, and two hydrophobic features fitted
well with TanI were gathered and names as pharmacophore,
phar-Tanl (Fig. 4B). This demonstrates that TanlI is most likely
bind deep into the active site of SYK through contacting with
residues, L377, V385, A400, V433, M448, M450, E452, L453,
G454, P455, and L501 (Fig. 6A).

To further test the precision of phar-Tanl in identifying SYK
inhibitors, we performed ligand-pharmacophore mapping to
screen potential candidates from natural products database.
About 5 hits were selected fitting well with phar-Tanl, and
showed conspicuous inhibitory efficiency against SYK. The
compounds Tanl (IC5, = 1.72 + 0.6 uM) and TanIIA (ICs, = 3.2
+ 0.8 uM) displayed strongest inhibitory ability; ST32da (IC5, =

B
100 }
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Fig. 5 The inhibitory activities of the identified inhibitors against SYK. (A) The inhibitory potencies of the screened compounds at 5 uM. (B) The
dose-dependent inhibitions of Tanl, TanllA, ST32da, ST32db, ST64, and WST23 against SYK.
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Fig. 6 The molecular interactions of SYK-inhibitors. (A)—(F) The results of Ligplot analyses revealed the interactive networks of SYK-Tanl, SYK-
TanllA, SYK-ST32da, SYK-ST32db, SYK-ST64, and SYK-WST23 complex structures, respectively. In panels (A)—(F), inhibitors were shown in ball-
and-sticks (green); the active site residues were presented as white sticks. The dash lines indicate hydrogen-bond (green) and hydrophobic

interactions (light-purple).

46 + 1.2 pM) and ST32db (IC5, = 51 + 3.4 uM) showed moderate
inhibiting potency, while ST64 (IC5, > 100 uM) and WTS23 (ICs,
> uM) are less potent in SYK inhibition (Fig. 5B). These results
corroborate with the fitness (Fig. 4) of compounds towards
pharmacophore, phar-Tanl, demonstrating the reliability and
precise of phar-Tanl in screening the inhibitors against SYK.
These observations also support the accuracy of our identified
Tanl binding site on SYK. Moreover, the SYK-inhibitor
complexes obtained from ligand-pharmacophore mapping
were subjected to MD simulations for 10 ns. The resultant total
and potential energies as a function of time were shown in
Fig. S1-S6.1 The SYK-inhibitor complexes with lowest total and/
or potential energies were further analyzed by Ligplot to inves-
tigate the molecular interactions. The results illustrated that
Tanl and TanlIIA both bind into the active site of SYK in the
same manner - 2 hydrogen bonds interacting with residue A451
and 10 hydrophobic interactions contacting with residues L377,
A400, V433, M448, M450, E452, 1453, G454, P455, and L501
(Fig. 6A and B). Similar binding mode was observed between the
interactions of ST32da and ST32db with SYK, while only one
hydrogen bond was formed to interact with A451 and 10

2458 | RSC Adv, 2021, N, 2453-246]

hydrophobic interactions with residues L377, A400, M448,
M450, L453, G454, P455, L501, S511, and D512 (Fig. 6C and D).
In contrast, ST64 and WTS23 bind to SYK by forming only one
hydrogen bond to A451 and 9 hydrophobic interactions to
residues L377, A400, M448, M450, E452, L453, G454, P455, and
L501 (Fig. 6E and F). The chemical structures of Tanl, TanlIA,
ST32da, and ST32db are all composed of four rings - tetrahy-
dronaphthalene rings A and B; a para- or ortho-quinone or
lactone ring C; a dihydro- or furan ring D (Fig. 4). However, ST64
and WST23 lack of ring D, leading to less hydrophobic inter-
actions with SYK, compared to those of Tanl, TanlIA, ST32da,
and ST32db. Structurally, TanI and TanlIA both are character-
ized by an ortho-quinone ring C which forms 2 hydrogen bonds
with residue A451 strengthening the binding with SYK. While
ST32da, ST32db, ST64 and WTS23 contain a lactone rather than
the ortho-quinone ring C, resulting in only one hydrogen bond
interacting with A451. These together with the reduced hydro-
phobic interactions cause the decreases of their binding affin-
ities and inhibitory abilities to SYK (Fig. 5 and 6).

Salvia miltiorrhiza Bunge (Danshen), a famous traditional
chinese herb, has been used clinically for the treatment of

© 2021 The Author(s). Published by the Royal Society of Chemistry
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various diseases for centuries.*® The traditional functions of
Danshen are to nourish the blood, tranquilize the mind,
promote blood circulation, and end blood stagnation.*®
Danshen shows several pharmacological activities including
anti-fibrotic, anti-oxidative, anti-cancer, anti-inflammation and
neuroprotection.**** TanI and TanlIIA are two of the lipophilic
ingredients in Salvia miltiorrhiza Bunge (Danshen).*® The tan-
shinonellA (TanlIA) is approved for the treatments of angina
pectoris, myocardial infraction, and coronary heart disease by
SFDA. Here, we investigated and demonstrated the compatible
inhibitory abilities of TanI and TanlIIA against SYK, revealing
the potential of Danshen in the treatments of SYK associated
diseases. Thus, Tanl and TanIIA could serve as a lead
compound for drug development. Interestingly, ST32da,
a synthetic compound related to neo-tanshinlactone, was re-
ported to be an ATF3 inducer.** ST32da promotes the expression
of ATF3, resulting in downregulations of adipokine genes and
inducing adipocyte browning.** Also, ST32da was observed to
increase the browning of white adipose and decreased the
lipogenesis of HFD-induced obese mice.** Although ST32da has
been reported as a promising therapeutic drug to treat the
metabolic dysfunction and diet-induced obesity, the specific
target (protein) interacting with ST32da is still unclear. Here, we
demonstrated that ST32da can interact with SYK and reduced
its activity (ICso = 46 £ 1.2 uM). Importantly, SYK was found to
be upregulated by B-adrenergic stimulation during brown
adipocyte differentiation.*® Moreover, inhibition of SYK inter-
fered brown and white pre-adipocyte differentiation and
proliferation.® Accordingly, all the above information imply
that ST32da could serve as an inducer of ATF3 by targeting SYK,
while further in-depth investigations are still needed. Nowa-
days, SYK was also reported to be associated with diabetes and
Alzheimer's disease and could be the potential new target for
treatments. Thus, traditional chinese herb, Danshen and its
ingredients (tanshinone and analogues) are of great potential
for drug developments to treat these SYK-associated diseases.

Conclusions

Conclusively, we performed pharmacophore-based approach
coupled with biochemical assay to screen and characterize
inhibitors targeting SYK. The built pharmacophore model,
phar-Tanl, comprehensively screened 105 911 natural products
and identified compounds, Tanl, TanlIA, ST32da, and ST32db
which apparently disrupted the activities of SYK. We demon-
strated that Tanl and TanlIA interfered SYK activity through
binding deeply inside the active site. The modeled complex
structures revealed Tanl and TanIIA mainly interact with resi-
dues L377, A400, V433, M448, M450, A451, E452, L453, G454,
P455, and L501, which are key residues for structure-based lead
optimization against SYK protein. Besides, our structure—
activity relationships (SAR) study of the screened SYK inhibitors
demonstrating the precise and reliability of pharmacophore,
phar-Tanl in identifying the inhibitors against SYK activity,
supporting the accuracy of Tanl binding site on SYK protein
which we explored.

© 2021 The Author(s). Published by the Royal Society of Chemistry
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