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Computational studies of the 
binding profile of phosphoinositide 
PtdIns (3,4,5) P3 with the pleckstrin 
homology domain of an oomycete 
cellulose synthase
Guanglin Kuang1, Vincent Bulone2 & Yaoquan Tu1

Saprolegnia monoica is a model organism to investigate Saprolegnia parasitica, an important oomycete 
which causes considerable loss in aquaculture every year. S. monoica contains cellulose synthases 
vital for oomycete growth. However, the molecular mechanism of the cellulose biosynthesis process 
in the oomycete growth is still poorly understood. Some cellulose synthases of S. monoica, such as 
SmCesA2, are found to contain a plecsktrin homology (PH) domain, which is a protein module widely 
found in nature and known to bind to phosphoinositides, a class of signaling compounds involved in 
many biological processes. Understanding the molecular interactions between the PH domain and 
phosphoinositides would help to unravel the cellulose biosynthesis process of oomycetes. In this work, 
the binding profile of PtdIns (3,4,5) P3, a typical phosphoinositide, with SmCesA2-PH was studied by 
molecular docking, molecular dynamics and metadynamics simulations. PtdIns (3,4,5) P3 is found to 
bind at a specific site located at β1, β2 and β1-β2 loop of SmCesA2-PH. The high affinity of PtdIns (3,4,5) 
P3 to SmCesA2-PH is contributed by the free phosphate groups, which have electrostatic and hydrogen-
bond interactions with Lys88, Lys100 and Arg102 in the binding site.

Some members of the oomycete class are plant or animal pathogens which cause severe environmental dam-
ages and economic losses every year1. A typical example is Saprolegnia parasitica from the order Saprolegniales, 
which is one of the most devastating fish pathogens1. As the cell wall of oomycetes are composed mainly of cel-
lulose, the cellulose synthases of S. parasitica are potential targets to treat Saprolegniosis (S. parasitica infection) 
because these type of enzymes are vital for the pathogen2,3. In 2009, the sequences of several cellulose synthases of 
Saprolegnia monoica, which is closely related to S. parasitica, were determined by Fugelstad et al.4 These findings 
paved the way to investigate the structural basis of Saprolegniosis and to develop anti-Saprolegniosis drugs.

Among the sequences determined by Fugelstad et al., cellulose synthases 1, 2 and 4 are unique because they 
have a pleckstrin homology (PH) domain at the N-terminal. The PH domain is a 100–120 amino acid pro-
tein module which is widely spread in nature and can be found in a large number of proteins, from yeast to 
mammals5. The PH domain is known for its ability to bind phosphoinositides, which are important signaling 
compounds involved in signal transduction, membrane trafficking and other biophysical processes6. The phos-
phoinositide binding property has also been observed for the PH domain of cellulose synthase 2 of S. monoica 
(SmCesA2-PH)7. It has been determined that there are some pools of phosphoinositides and phosphoinos-
itide kinases in oomycetes7. However, their functions have not been well characterized yet. The PH domain, 
which is a well-defined structural motif capable of binding to phosphoinositides with high affinity, might allow 
SmCesA2 to preferentially target some particular sites of the membrane. The phosphoinositide binding property 
of SmCesA2-PH is probably related to the regulation of the cellulose synthase activity and cell wall formation7. 
There are quite a few crystal structures available for the PH domains from other proteins with the soluble head 
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groups of phosphoinositides8–19. These structures provide valuable insight into the binding of the PH domains 
with phosphoinositides. However, the detailed interactions between the PH domains and phosphoinositides in 
the membrane are poorly understood due to the complexity of protein-membrane systems. The PH domains 
of different proteins (pleckstrin8,9, β -spectrin10, phospholipase C-δ 111, Bruton’s tyrosine kinase12,13, dynamin14, 
DAPP115 and TAPP116) have very similar folding, namely a β -sandwich structure and a flanking α -helix (Fig. 1), 
though they have relatively low sequence identities, which usually range from 10–30%5. To date there is no struc-
ture available for the PH domain of any cellulose synthases of oomycetes. However, the conserved folding of PH 
domains makes homology modeling a feasible way to obtain a structure model of these unknown PH domains. 
In this work, a structure model of the PH domain of SmCesA2 was constructed by homology modeling, using 
the PH domain of human tandem PH-domain-containing protein 1 (TAPP1-PH)16 as the template. The binding 
profile of SmCesA2-PH with PtdIns (3,4,5) P3, a typical phosphoinositide16,20,21, was investigated in two steps. 
Firstly, the binding mode of the soluble inositol head groups of PtdIns (3,4,5) P3 with SmCesA2-PH was obtained 
by molecular docking, molecular dynamics and metadynamics simulations. Secondly, the binding profile of 
SmCesA2-PH with PtdIns (3,4,5) P3 in a POPC (1-palmitoyl-2-oleoyl-sn-glycero-3-phosphocholine) lipid bilayer 
was investigated based on the binding modes of the head groups obtained in step 1. The detailed interactions 
between SmCesA2-PH and PtdIns (3,4,5) P3/POPC were analyzed.

Results and Discussion
Sequence and Structure of SmCesA2-PH. The sequence identities between the PH domains from  
different proteins are very low (10% ~ 30%) in spite of their almost identical β -sandwich fold5. Through database 
searching, the PH domain of the human TAPP1 (TAPP1-PH) was selected as the template for homology mod-
eling because it has the highest sequence identity (28%) with that of SmCesA2 (SmCesA2-PH). Figure 2 shows 
the sequences of TAPP1-PH and SmCesA2-PH aligned by Clustal Omega22. The amino acids of the two PH 
domains can be aligned very well, with no insertion or deletion in the β -sandwich and α -helix core structure. 
Only two insertions are found in the β 1-β 2 and β 3-β 4 loops of SmCesA2-PH. These two loops are least conserved 
in this class of protein domains and are usually called variable loop 1 (VL1) and variable loop 2 (VL2) since 
their sequences and structures are most variable8. There is a special section in the N-terminals (shaded in Fig. 2) 
of TAPP1-PH and SmCesA2-PH with the Lys-Xaa-Sma-Xaan-Arg/Lys-Xaa-Arg-Hyd-Hyd motif (where ‘Xaa’ is 
any amino acid, ‘Sma’ is a small amino acid and ‘Hyd’ is a hydrophobic amino acid, n is a variable number). This 
motif is called the putative PtdIns (3,4,5)P3-trisphosphate-binding motif (PPBM) and is thought to be essential 
for the high affinity of the PH domains with PtdIns (3,4,5) P3

23. The PPBM contains the C-terminal part of β 1, 
VL1 and N-terminal part of β 2. Interestingly, the two end points of the PPBMs of TAPP1-PH and SmCesA2-PH 
lying on β 1 and β 2, namely Lys-Xaa-Sma (KQG) and Arg/Lys-Xaa-Arg-Hyd-Hyd (KRRYF in TAPP1-PH and 
KKRYF in SmCesA2-PH), are almost identical. The only difference is the Xaa in the C-terminal endpoint, which 
is an arginine in TAPP1-PH but is a lysine in SmCesA2-PH. However, the variable Xaan part in VL1 is dramati-
cally different in length and sequence identity, where SmCesA2-PH has 6 more residues. For TAPP1-PH, Ala203 
of the Xaan part is reported to be critical to its specificity towards PtdIns (3,4) P2. When Ala203 is mutated to  
glycine, the specificity is lost and TAPP1-PH exhibits high affinity to both PtdIns (3,4) P2 and PtdIns (3,4,5) P3. 
The explanation given by Thomas et al.16 is that VL1 of TAPP1-PH is very short and therefore rather stiff. As a 
result, Ala203 has steric clashes with the 5-phosphate group of PtdIns (3,4,5) P3. Mutation to smaller glycine 
eliminates the steric clashes and improves the affinity for PtdIns (3,4,5) P3. As for SmCesA2-PH, the six addi-
tional residues on VL1 of SmCesA2-PH elongate VL1 and make it more flexible. Besides, Ala203 of TAPP1-PH is 
replaced by a lysine residue (Lys88) in SmCesA2-PH, which turns out to be important for the binding of PtdIns 
(3,4,5) P3 (this will be discussed in detail later). This might be the reason why SmCesA2-PH has high affinities to 
both PtdIns (3,4) P2 and PtdIns (3,4,5) P3

7.
SmCesA2-PH has the same overall fold as the template TAPP1-PH, both having an antiparallel β -sandwich 

structure with two nearly orthogonal β -sheets and a flanking α -helix (Fig. 2). For SmCesA2-PH, residues 78–135 
form the first four-stranded β -sheet which packs almost orthogonally against the second three-stranded β -sheet 
formed by residues 142–169. The C-terminal α -helix (residues 173–190) packs very closely with β 1 of the first 

Figure 1. The common fold of the PH domains from different proteins (pleckstrin, β-spectrin, 
phospholipase C-δ1, Bruton’s tyrosine kinase, dynamin, DAPP1 and TAPP1). The β -sandwich structure is 
colored in yellow and the flanking α -helix in blue. The molecular graphics in this work were produced using 
PyMol v1.350 and Visual Molecular Dynamics (VMD) v1.9151.
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β -sheet and β 5 and β 6 of the second β -sheet and closes one corner of the β -sandwich structure (Fig. 2). Trp179 
on the C-terminal α -helix is the only invariant residue in all the PH domains and is critical to their structures14. 
In the modeled SmCesA2-PH structure, Trp179 has the same conformation as its counterpart in the template. 
This residue, together with Val79, Met83, Phe104, Leu106, Ile111, Phe157, Pro170, Met178 and Val183, forms a 
compact hydrophobic cluster and brings the two β -sheets together to stabilize the β -sandwich structure (Fig. 3).

PROCHECK24 was used to check the stereochemical quality of the structure model of SmCesA2-PH. The 
Ramachandran plot given by PROCHEK (Supplementary Fig. S1) shows that almost all the residues (93.3%) are 
in the most favored region, which proves the rationality of the SmCesA2-PH structure. In addition, MD simu-
lations were carried out to relax the structure and check its dynamic stability in solution. The RMSD and RMSF 
plots in Fig. 4 show that the β -sandwich and α -helix core structure was rather stable in the MD simulations. Most 
fluctuations were observed in the loops, especially in VL1 and VL2. However, the loops didn’t have large scale flip-
ping movements and were gradually stabilized as reflected by the RMSD plots (Fig. 4 and Supplementary Video 
S1). This optimized structure was used for subsequent docking studies. As a control, we also used the Amber99SB 
force field25 to validate the stability of the modeled structure and found that the structure has similar behaviors as 
with the CHARMM36 force field (Supplementary Fig. S2).

Binding profile of SmCesA2-PH with the inositol head groups of PtdIns (3,4,5) P3. The PH 
domain is best known for its high affinity with phosphoinositides, especially with PtdIns (3,4,5) P3 which is an 
important signaling compound involved in the membrane translocation process of the host protein of the PH 
domain18. Fugelstad et al. found that SmCesA2-PH binds with PtdIns (3,4,5) P3 with a strong intensity7. However, 
SmCesA2-PH is among the class of PH domains with poor specificity for PtdIns (3,4,5) P3 because it was also 
found to bind with other phosphoinositides with some observable intensities, which is most probably due to the 
additional basic residues in PPBM as discussed above. The only exception is the non-phosphorylated inositide 
(PtdIns), the binding of which to SmCesA2-PH was not observed7. Therefore, we believe that the free phosphate 

Figure 2. Sequence alignment and structure comparison of TAPP1-PH and SmCesA2-PH. The PPBM 
motifs are shaded in cyan and the invariant tryptophan is colored in red. The structures of TAPP1-PH and 
SmCesA2-PH are shown in the cartoon mode and are colored in green and pink, respectively.

Figure 3. The hydrophobic cluster formed by Trp179 (in the ball-and-stick mode) and the residues from 
the β-sandwich structure (in the stick mode). 
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groups on the inositol ring of phosphoinositides are important for their binding to SmCesA2-PH, while the 
connecting phosphate group and the inositol ring likely have much lower binding affinity with SmCesA2-PH. In 
order to validate this, we investigated the binding profiles of SmCesA2-PH with different parts of the head group 
of PtdIns (3,4,5) P3, namely Ins, Ins (1) P and Ins (3,4,5) P3 (Fig. 5), using molecular docking, molecular dynamics 
and metadynamics simulations.

Molecular docking studies found that Ins, Ins (1) P and Ins (3,4,5) P3 can be docked into the same region of 
SmCesA2-PH formed by β 1, β 2 and VL1 (Figs 5b2,c2,d2 and 6a). This region corresponds to the center of the 
area with positive electrostatic potential (Fig. 6b). Therefore, the electrostatic interaction between SmCesA2-PH 
and Ins, Ins (1) P or Ins (3,4,5) P3 is most likely the major driving force for binding. When we carried out docking  
studies of Ins (3,4,5) P3 with the template structure TAPP1-PH, we found that it has a similar binding mode 
as with SmCesA2-PH (Supplementary Fig. S3). Several other PH domains have also been reported to have a 
similar binding site of phosphoinositols in this region11,13,16. However, the previous reported binding site also 
includes part of β 3, β 4 and VL2. This is because Ins (1,3,4,5) P4 was used in previous crystallization work and 
the 1-phosphate group would interact with the residues from β 3, β 4 and VL2. Similar to the previous results, 
the interaction between the basic residues and phosphate groups is the major type of interaction between 
SmCesA2-PH and the head groups of PtdIns (3,4,5) P3. This type of interaction is a combination of the elec-
trostatic interaction and hydrogen-bond interaction and is termed the “salt-bridge” interaction in this work. 
For SmCesA2-PH, Lys85 from β 1, Lys88 from the N-terminal of VL1 and Lys100 and Arg102 from β 2 were 
found to be involved in the binding with the inositol head groups. All of the four basic residues are in the PPBM 
section of SmCesA2-PH (Fig. 2) and are called the “hot-spot” residues in this work. In addition, to avoid confu-
sion, the states where the inositol head groups are bound to the hot-spot residues are called the “bound” states 
and the states where the inositol head groups have no interaction with any residue of SmCesA2-PH are called 
the “unbound” states. Besides, the states where no hot-spot residues are involved but the head groups are still 
attached to SmCesA2-PH are called the “contact” states, which can be deemed as the intermediary states between 
the bound and unbound states. Unlike the bound and unbound states, the contact states cannot be specifically 
marked on the free energy surface map and correspond to the vast area apart from the bound and unbound states 
(Fig. 5b4,c4,d4).

For Ins, there is no salt-bridge interaction with the four hot-spot residues (Lys85, Lys88, Lys100 and Arg102) 
as it has no phosphate groups. Ins only has hydrogen-bond and van der Waals interactions with these residues. 
If the Ins head group is tightly bound to the protein, the three monitoring plots would be very stable, especially 
the minimum distance plot, as the two parts are in close contact. However, for Ins (Fig. 5b3 and Supplementary 
Fig. S4), the stability was only seen in the first several nanoseconds. After that, Ins dissociated from the  
protein and moved freely in the solution. Metadynamics is an enhanced sampling method which can construct the 

Figure 4. Dynamic behavior of SmCesA2-PH in two independent MD simulations. (a and c) RMSD plots 
of the backbone atoms of the β -sandwich and α -helix core structure (black), VL1 (red) and VL2 (green) of 
SmCesA2-PH. (b and d) The RMSF plot of SmCesA2-PH. (a) and (b) are the results of one simulation, while  
(c) and (d) are those of the other one.
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free-energy surface of a system using several specific collective variables26. As shown in Fig. 5b4, the free energy 
difference between the bound and unbound states of the SmCesA2-PH-Ins complex is so small (<5 kcal/mol)  
that Ins can bind to and unbind from SmCesA2-PH even in the unbiased MD simulation. Both MD simulation 
and metadynamics results demonstrate that the binding affinity between the inositol ring and SmCesA2-PH is 
very small.

The scenario of Ins (1) P is different as it is tightly attached to SmCesA2-PH during the whole MD simula-
tion time, as reflected by the minimum distance curve (Fig. 5c3). However, there are significant fluctuations in 
the COM distance and RMSD plots (Fig. 5c3 and Supplementary Fig. S4). This is because Ins (1) P has just one 
phosphate group and can only have limited salt-bridge interaction with the hot-spot residues. Besides, there are 
several other basic residues (His84, Arg89, Lys92, His96, Lys97 and Lys101) spreading around the four hot-spot 

Figure 5. The binding profiles of Ins (b1-b4), Ins (1) P (c1-c4) and Ins (3,4,5) P3 (d1-d4) with SmCesA2-PH. 
b1, c1 and d1 are the structures of Ins, Ins (1) P and Ins (3,4,5) P3, respectively. b2, c2 and d2 show the binding 
modes of the head groups with SmCesA2-PH. b3, c3 and d3 are some MD plots of the head groups used to 
monitor their binding processes with SmCesA2-PH. COM distance is the distance between the centers of 
mass (COMs) of the head group and the protein. RMSD is the root mean square deviation of the head group 
conformation in MD simulation after alignment of the protein. Minimum distance is the minimum distance 
between the head group and protein heavy atoms. b4, c4 and d4 are the free energy surfaces of the head groups 
on the surface of SmCesA2-PH obtained by metadynamics.
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basic residues (Lys85, Lys88, Lys100 and Arg102). These basic residues can also have salt-bridge interactions with 
Ins (1) P in the simulation. The free energy difference (~10 kcal/mol) between the bound and unbound states is 
much higher than that in the Ins case, which is the reason why Ins (1) P stays attached to SmCesA2-PH in the 
MD simulation. However, the energy barriers of the bound state with respect to the stable contact states are rather 
small (<4 kal/mol). Therefore, Ins (1) P can drift away from the bound state to the contact states or vice versa. Our 
results reflect that the free phosphate group on the inositol ring has a high affinity to SmCesA2-PH. However, 
a single phosphate group is not enough to fix Ins (1) P in the hot-spot region. The results also indicate that the 
1-phosphate group of Ins (1,3,4,5) P4 likely interferes with its binding to SmCesA2-PH as all the phosphate groups 
have high affinity with the basic residues of the protein.

Similar to Ins (1) P, Ins (3,4,5) P3 is also tightly attached to SmCesA2-PH, as observed from the MD sim-
ulation (Fig. 5d3). However, the fluctuations of the COM distance and RMSD plots of Ins (3,4,5) P3 are much 
smaller compared to Ins (1) P, which suggests a stronger binding of Ins (3,4,5) P3 with SmCesA2-PH. Ins (3,4,5) 
P3 sits in the positive potential center of SmCesA2 (Fig. 6b) and its three phosphate groups form salt-bridges 
with the hot-spot basic residues of SmCesA2-PH. These salt-bridge interactions tightly anchor Ins (3,4,5) P3 in 
the hot-spot region (Fig. 6a). The binding affinity in the hot-spot region (the bound state) is much higher than 
that in the contact states (Fig. 5d4), which makes Ins (3,4,5) P3 hard to move around dramatically as Ins (1) P in 
the MD simulation. The binding free energy in the hot-spot region is about −16 kcal/mol, which is rather high 
and is consistent with the high binding intensity observed in experiment7. In order to check the importance of 
the four hot-spot basic residues (Lys85, Lys88, Lys100 and Arg102), they were mutated to alanines in a control 
study. Schrödinger Glide XP docking27 was used for the redocking studies of Ins (3,4,5) P3 with MD-optimized 
SmCesA2-PH as well as the mutated forms. The docking scores are presented in Supplementary Table S1, which 
shows that the mutation of the hot-spot residues reduces the binding affinity of Ins (3,4,5) P3 to SmCesA2-PH 
significantly. This result further highlights the importance of these residues for the binding of phosphoinositides 
with the PH domain. To validate the stability of the meta-stable states, we selected a complex structure from the 
metadynamics simulation where Ins (3,4,5) P3 lies outside the hot-spot region (Supplementary Fig. S5). This state 
is selected because a similar binding mode with a minor population was observed in molecular docking studies. 
This state (with the COM distance d ~ 21.2 Å and the dihedral φ  ~ 0.59 rad) which corresponds to the metastable 
cyan region in Fig. 5d4 has the energy of about 6 kcal/mol higher than that in the hot-spot region. In this state, the 
binding of Ins (3,4,5) P3 with SmCesA2-PH is stabilized by the salt-bridge interactions formed between Ins (3,4,5) 
P3 and Lys108 and Lys185 (Supplementary Fig. S5). However, this binding mode is unstable as observed in the 
MD simulations (Supplementary Fig. S5). In one simulation run, Ins (3,4,5) P3 moved close to the hot-spot region 
(with the COM distance d 14 ~ 16 Å and the dihedral φ  ~ 0 rad) after about 335 ns. This observation also indicates 
that the hot-spot region is energetically more favorable for the binding of Ins (3,4,5) P3 with SmCesA2-PH.

The binding profiles of Ins, Ins (1) P and Ins (3,4,5) P3 show that the inositol ring itself has a very low binding 
affinity to SmCesA2-PH and the free phosphate groups on the ring are critical to their binding to SmCesA2-PH. 
One interesting issue is that PtdIns also has a connecting phosphate group between the inositol ring and the 
fatty acid tails. However, no adsorption is observed for PtdIns in experiment7. This is probably due to the spatial 
hindrance of the inositol ring which prevents this phosphate group from interacting with the protein. This issue 
is addressed in the following membrane adsorption section. Besides, we have carried out molecular docking  
and molecular dynamics simulations of SmCesA2-PH with a PtdIns (3,4,5) P3 molecule in solution. It is found 
that even though the two hydrophobic tails of PtdIns (3,4,5) P3 could not bind stably with SmCesA2-PH in the 
MD simulations, the inositol head group of PtdIns (3,4,5) P3 was bound tightly to the same site of SmCesA2-PH 

Figure 6. Binding profile of SmCesA2-PH with Ins (3,4,5) P3. (a) Binding mode of SmCesA2-PH with Ins 
(3,4,5) P3. (b) Electrostatic potential surface obtained with APBS52. Blue areas, +3 kT; red areas, −3 kT.
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as the standalone head group stated above (Supplementary Fig. S6 and Supplementary Video S2). This result 
indicates that SmCesA2-PH is able to sequester phosphoinositides in solution.

Binding profile of SmCesA2-PH with PtdIns (3,4,5) P3 in a POPC lipid bilayer. Although there 
is a lot of structural data about the binding of PH domains with soluble inositol head groups (especially Ins 
(1,3,4,5) P3

11,13,16), much less is known about the nature of the membrane-associated complex due to the experi-
mental limitations of membrane systems. Actually, the systems consisting of SmCesA2-PH and the head groups 
of PtdIns (3,4,5) P3 discussed above are simplified models and cannot reflect the whole picture of the binding of 
SmCesA2-PH to PtdIns (3,4,5) P3 in the membrane due to structural and orientation restrictions of the bulky 
fatty acid tails. In this work, a POPC (1-palmitoyl-2-oleoyl-sn-glycero-3-phosphocholine) bilayer was used to 
mimic the membrane and a single PtdIns (3,4,5) P3 (POPIns (3,4,5) P3 is used in this work) molecule was inserted 
into the bilayer. SmCesA2-PH was placed on the top of the membrane with the hot-spot region facing the head 
group of PtdIns (3,4,5) P3 according to the procedures described in the method section. Two parallel 500 ns MD 
simulations with different initial velocities were carried out to equilibrate the SmCesA2-PH-PtdIns (3,4,5) P3/
POPC complex. Similar phenomena were observed in the two simulations, where SmCesA2-PH was found to 
adsorb stably on the membrane rather than drifting around (Supplementary Fig. S7 and Supplementary Video 
S3). Besides, the binding of SmCesA2-PH to the PtdIns (3,4) P2/POPC membrane was also examined. As shown 
in Supplementary Fig. S8 and Supplementary Video S4, the binding profiles of SmCesA2-PH on the PtdIns 
(3,4) P2/POPC and PtdIns (3,4,5) P3/POPC membranes are rather similar, which reflects that SmCesA2-PH has  
similar affinities for PtdIns (3,4) P2 and PtdIns (3,4,5) P3. As a control, we have carried out simulations with pure 
POPC and PtdIns/POPC membranes. Although SmCesA2-PH can adsorb transiently on these two membranes 
for some time, most of the time it changes its position freely and is unable to bind tightly on the membranes 
(Supplementary Figs S9 and S10 and Supplementary Video S5 and S6). These results show that SmCesA2-PH has 
a low affinity to POPC or PtdIns.

The residues in contact (within 3 Å) with the PtdIns (3,4,5) P3/POPC membrane were counted in both simu-
lations. Figure 7a shows that the residues having close contact with the membrane are Lys88, Lys100, Arg102 and 
Arg127. Lys88 from the N-terminal of VL1 and Lys100 and Arg102 from β 2 can form salt-bridge interactions 
with the three free phosphate groups of PtdIns (3,4,5) P3 (Fig. 7b). This is consistent with the results of molecular 
docking and metadynamics discussed above. However, Lys85 from β 1 doesn’t have much contact with PtdIns 
(3,4,5) P3 mainly due to distance restrictions, since the head group is only a small part of PtdIns (3,4,5) P3 and 
cannot adjust its conformation freely. Also, the linking phosphate group has little contact with SmCesA2-PH due 
to the distance and orientation restrictions, which explains the poor adsorption behavior of PtdIns in the exper-
imental tests7. The high affinity of SmCesA2-PH to PtdIns (3,4,5) P3 is contributed mainly by the free phosphate 
groups on the inositol group. The consistency between the binding modes of SmCesA2-PH with a single soluble 
inositol head group and with the whole PtdIns (3,4,5) P3 lipid molecule in a membrane verifies the rationality of 
the initial orientation of SmCesA2-PH with respect to the PtdIns (3,4,5) P3/POPC membrane.

Besides Lys88, Lys100 and Arg102, which interact directly with PtdIns (3,4,5) P3, some residues on VL1 
and VL2 were also found to have sporadic interactions with the POPC molecules of the membrane (Fig. 7a,b). 
However, the binding of VL1 or VL2 with the membrane is very unstable. This explains why dramatic confor-
mational changes were observed for these two loops in the adsorption simulations (Supplementary Fig. S7). One 
prominent residue is Arg127, which forms salt-bridge interactions with the phosphate groups of POPC molecules 

Figure 7. Binding profile of SmCesA2-PH with PtdIns (3,4,5) P3/POPC membrane. (a) Contact (within 3 Å) 
probability of the amino acids of SmCesA2-PH with the PtdIns (3,4,5) P3/POPC membrane. (b) Binding mode 
of SmCesA2-PH with membrane (Run1). The PtdIns (3,4,5) P3 molecule and the three hot-spot basic residues 
(Lys88, Lys100, Arg102) of SmCesA2-PH are shown in thick stick mode and the POPC molecules in thin stick 
mode. The protein is shown in the cartoon mode. The binding mode of VL2 with POPC molecules is shown in 
the inset.



www.nature.com/scientificreports/

8Scientific RepoRts | 6:20555 | DOI: 10.1038/srep20555

and pulls VL2 towards the membrane (Fig. 7b). Other residues like Lys92, Gln115, Glu119, Gln122, Tyr123 and 
Thr125 also have electrostatic, van der Waals or hydrophobic interactions with the phosphate or choline groups 
of POPC. For example, the carboxylic group of Glu119 can have significant electrostatic interactions with the 
choline group of POPC when the distance is short. Besides, the nonpolar part of these residues can have hydro-
phobic interactions with the choline group which also has nonpolar methyl and ethylene groups. However, these 
interactions are not as stable as the salt-bridge interaction of Arg127 with the phosphate groups, as reflected by 
the probability plots in Fig. 7a. No penetration of the loops of SmCesA2-PH was seen in the MD simulation 
(Supplementary Video S3). This is because the surface of SmCesA2-PH is mainly composed of charged or polar 
residues (Fig. 6b), which makes it unable to penetrate into the interior of the membrane. As the cellulose synthase 
SmCesA2 is a transmembrane protein, the phosphoinositide binding property of the PH domain is probably 
related to the translocation of SmCesA2 in some specific parts of the cell. Indeed, the localization behavior of 
SmCesA2 in some sub-nuclear compartments has been observed experimentally7. Besides, it has been proposed 
that the activity of SmCesA2 can be regulated by binding to some specific phosphoinositides, which in turn is 
important for cell wall formation, a critical process for oomycete development7.

Lumb et al. have investigated the membrane-binding properties of GRP1-PH through molecular dynamics 
simulations20. Similar phenomena were observed, namely residues from the binding hot-spot region (β 1, β 2 and 
β 1-β 2 loop) bind tightly with PtdIns (3,4,5) P3 and VL1 (β 1-β 2 loop) and VL2 (β 3-β 4 loop) bind sporadically 
with POPC. Due to the sequence and structure differences between GRP1-PH and SmCesA2-PH, the residues 
responsible for binding are different. The most significant difference between their results and ours is in the β 6/β 7 
loop. The β 6/β 7 loop of SmCesA2-PH is quite short (Fig. 2) and is actually quite far away from the membrane 
surface. However, the β 6/β 7 loop of GRP1-PH is much longer (28 resides) and contributes to the formation of the 
β -sandwich core structure of GRP1-PH. When GRP1-PH is bound to the POPC/PtdIns (3,4,5) P3 membrane, the 
β 6/β 7 loop can penetrate into the hydrophobic core of the membrane and stabilize the adsorption. The different 
binding profiles of the loops of SmCesA2-PH and GRP1-PH with PtdIns (3,4,5) P3 in the presence of the mem-
brane are determined by the length and properties (polar and nonpolar residues) of the loops. Since the loops of 
the PH domains are the least conserved part of this structure module, the membrane binding profiles of different 
PH domains would be different.

Conclusion
In this work, the structure of the PH domain of cellulose synthase 2 from S. monoica (SmCesA2-PH) was  
constructed by homology modeling using the PH domain of the human TAPP1 protein (TAPP1-PH) as the 
template. SmCesA2-PH has the same fold as TAPP1-PH, namely a β -sandwich structure plus a flanking α -helix. 
The inositol head groups of PtdIns (3,4,5) P3 were found to bind to SmCesA2-PH at a specific site consisting of 
residues from β 1, β 2 and β 1-β 2 loop (VL1). The inositol ring has a very low binding affinity with SmCesA2-PH. 
The high affinity of PtdIns (3,4,5) P3 to SmCesA2-PH is contributed by the free phosphate groups, which can 
have electrostatic and hydrogen-bond interactions with the basic residues in the binding site (Lys88, Lys100 and 
Arg102). The PtdIns (3,4,5) P3 molecule in a POPC bilayer has a similar binding mode to the soluble inositol 
head group Ins (3,4,5) P3. However, the inositol ring and the connecting phosphate don’t have much contact with 
SmCesA2-PH due to orientation and distance restrictions. Besides, the β 1-β 2 and β 3-β 4 loops may also contrib-
ute to the binding of SmCesA2-PH on the plasma membrane as sporadic interactions were seen with the POPC 
molecules. This work is the first one to investigate the PH domain from the carbohydrate synthases of oomycete 
at the atomistic level. We believe that our findings are helpful to understand the structure and mechanism of these 
carbohydrate synthases.

Methods
Preparation of the protein-ligand complexes. The sequence of the PH domain of SmCesA2 was 
extracted from the whole length sequence of SmCesA2 (Accession ID: C9WPJ94). We found that the PH domain 
of the human TAPP1 (PDB code: 1EAZ16) has the highest sequence identity (28%) with SmCesA2-PH through 
the protein blasting utility of NCBI (http://blast.ncbi.nlm.nih.gov/). Therefore, this crystal structure was used as 
the template for homology modeling. Clustal Omega22 was then used to align the target and template sequences. 
Based on the aligned sequences, homology models of SmCesA2-PH were built using Modeller v9.1128. A total 
of 100 homology models were generated, and the model with the highest GA341 score29 and lowest Discrete 
Optimization Potential Energy (DOPE)30 was selected for subsequent analysis.

The selected homology model of SmCesA2-PH was placed in a cubic water box with the minimum distance of 
the protein atoms to the box edge set to 12.0 Å, which was then solvated with TIP3P water molecules31. 9 Cl− ions 
were then added to neutralize the system. The CHARMM36 force field32 was used to model the protein and the 
protonation states of the amino acids were determined with PROPKA 3.0 (http://www.propka.org/)33.

The system thus obtained was first minimized for 1000 steps using the steepest descent algorithm. Thereafter, 
it was subject to two MD simulations for equilibrium. The first MD simulation was carried out for 100 ps at 
300 K using a canonical isothermal-isochoric (NVT) ensemble and the second one was run for 500 ps using 
an isothermal-isobaric (NPT) ensemble with the pressure set to 1 atm and temperature to 300 K. In these two 
MD simulations, a harmonic potential with a force constant of 1000 kJ∙mol−1∙nm−2 was applied to constrain the  
protein heavy atoms. Finally, the system was subject to 500 ns MD simulations in an NPT ensemble with no 
position restraint on the protein. In all the MD simulations carried out in this work, a cut-off distance of 10 Å 
was used for short-range van der Waals and electrostatic interactions. The long-range electrostatic interactions 
beyond the cut-off were recovered by the Particle Mesh Ewald (PME) method34 with a 1.0 Å grid spacing. The 
LINCS algorithm35 was applied to constrain the bonds involving hydrogen atoms and a time step of 2 fs was used. 
The Gromacs 5.0.4 package (http://www.gromacs.org/), together with the external plugin PLUMED 2.1.1 36,37, was 
used to perform the MD simulations.

http://blast.ncbi.nlm.nih.gov/
http://www.propka.org/
http://www.gromacs.org/
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In this work, we investigated the binding modes of the inositol head groups of PtdIns (3,4,5) P3 with 
SmCesA2-PH. The structure of SmCesA2-PH optimized from MD simulations was used as the target for inde-
pendent blind docking carried out by AUTODOCK 4.2 38. A grid box with a dimension of 56 ×  56 ×  56 Å3 was 
centered on the protein. This box was large enough to encompass the whole protein and leave sufficient space for 
the ligands to be docked to the protein surface. The Lamarckian Genetic Algorithm39 was used for conformational 
search of each ligand and was run for 100 times for the ligand, which generated 100 possible protein-ligand com-
plexes (docking solutions). For each ligand, clustering of the docking solutions was conducted and the highest  
ranked protein-ligand complex from the largest cluster was selected.

The protein-ligand complexes of the three inositol head groups were first subjected to unbiased MD simu-
lations to examine the stability of the complexes. The CHARMM general force field (v2b8) was used to model 
the head groups with the force field parameters generated by the ParaChem webserver (v0.9.7.1, https://
cgenff.paramchem.org)40–42. The setup of the protein-ligand systems for the MD simulations was the same as 
that for the protein-only system mentioned above. The production runs were carried out for 500 ns using the 
isothermal-isobaric (NPT) ensemble at 1 atm and 300 K before running the metadynamics simulations.

Metadynamics. Metadynamics is an enhanced conformation sampling approach where the sampling of 
a system is accelerated by introducing an additional biased potential with respect to some selected collective  
variables (CV)43 into the system. In metadynamics, the free energy surface (FES) of a system can be constructed 
as a function of collective variables. In this work, we used the well-tempered variant of metadynamics which can 
overcome the convergence problem of traditional metadynamics. In a well-tempered metadynamics simulation, 
the deposition rate of the biased potential decreases over the simulation time. At time t, the total biased potential 
V (s, t) added is given by:
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and the free energy F (s, t) as a function of the collective variables is determined by44,45
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In equations (1) and (2), s presents the selected collective variables which are a function of the coordinates q of the 
system; τ  is the Gaussian deposition rate; W0 is the initial Gaussian height; kB is the Boltzmann constant; T is the 
temperature of the simulation; Δ T is an input parameter with the dimension of temperature; σ i is the Gaussian 
width of the ith collective variable.

In this work, two collective variables were selected to describe the locations of the ligands relative to the 
protein (Supplementary Fig. S11) during the metadynamics simulations, which are (1) the distance d between 
the center of mass (COM) of the ligand and that of SmCesA2-PH; (2) the dihedral angle (torsion φ ) defined by 
the two end points of the α -helix, the COM of the protein, and the COM of the ligand. The CVs were selected 
on a trial and error basis with the concern of stability and efficiency of the metadynamics simulations. Gaussians 
were added every 2 ps with the Gaussian widths of 0.3 Å and 0.05 rad for CV1 and CV2, respectively. The  
initial Gaussian heights were 0.1 kcal/mol for Ins and 0.5 kcal/mol for Ins (1) P and Ins (3,4,5) P3, respectively. 
Δ T was set to 600 K for Ins and 2100 K for Ins (1) P and Ins (3,4,5) P3, respectively. Since SmCesA2-PH has an 
irregular shape and two long loops, a 30 Å upper-wall constraint was applied to CV1 to limit the sampling of 
remote unbound regions and focus on the regions surrounding the β -sandwich and α -helix core structure. The 
regions on the tips of the loops are weak binding sites as these regions have only a few residues interacting with 
the inositol head groups. In this work, we found that it is inappropriate to use the distance as the only CV to 
describe different states because many conformations around the protein center have the same COM distance 
value. Therefore, we use the combination of distance (CV1) and dihedral (CV2) to discriminate different states, 
which are marked in Fig. 5. The metadynamics simulations were run until convergence (Supplementary Fig. 
S12), when the heights of Gaussian potential added were small. The helix content of SmCesA2-PH which was 
likely influenced by the metadynamics simulation was monitored with the ALPHARMSD (NN =  2, MM =  4, 
R_0 =  0.08) collective variable of PLUMED46. The stability of the helix (Supplementary Fig. S13) indicates that 
the CVs are good for the sampling of the binding poses of phosphoinositides on the surface of SmCesA2-PH. The 
results of metadynamics simulations were analyzed by a script written by Xianqian Sun, which is able to construct 
the free energy surfaces47.

Adsorption on the membrane. POPC (1-palmitoyl-2-oleoyl-sn-glycero-3-phosphocholine) lipid bilayers  
have been widely used as a model for eukaryotic membranes20,48. In this work, a lipid bilayer composed of 249 
POPC lipid molecules and 1 PtdIns (3,4,5) P3 (POPIns (3,4,5) P3 is used in this work) molecule was generated 
by CHARMM GUI (http://www.charmm-gui.org)49. This PtdIns (3,4,5) P3 molecule was then extracted and 
docked into the binding pocket of SmCesA2-PH identified by molecular docking and metadynamics. PtdIns 
(3,4,5) P3 was treated rigidly in this docking process to avoid conformational changes and make it easier to place 
SmCesA2-PH on top of the PtdIns (3,4,5) P3/POPC membrane. The grid box was centered on Lys85, Lys88, 
Lys100 and Arg102, with a dimension of 22.5 Å ×  22.5 Å ×  75 Å, which provides sufficient space for accommo-
dating the two long tails of PtdIns (3,4,5) P3. Other docking parameters were the same as those for the inositol 
head groups as mentioned above. The dominant docked conformation of the SmCesA2-PH-PtdIns (3,4,5) P3 
complex was then selected to align with the PtdIns (3,4,5) P3/POPC membrane. After alignment, SmCesA2-PH 
was moved upwards 10 Å along the z-axis to avoid overlap with the lipid molecules (Supplementary Fig. S14). 

https://cgenff.paramchem.org
https://cgenff.paramchem.org
http://www.charmm-gui.org
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The SmCesA2-PH-membrane complex thus obtained was then solvated with 21724 water molecules and  
neutralized with 3 Cl−. Similar to the previous MD simulations, the system also went through energy minimiza-
tion (5000 steps), heating (100 ps), density equilibrating (10 ns) and production run (500 ns) steps. A harmonic 
potential with a force constant of 1000 kJ∙mol−1∙nm−2 was applied to constrain the heavy atoms of SmCesA2-PH 
and PtdIns (3,4,5) P3 in the heating and density equilibrating steps. Two parallel simulations with different initial 
velocities were carried out. As a control, we simulated the adsorption of SmCesA2-PH on POPC, PtdIns/POPC 
and PtdIns (3,4) P2/POPC membranes by replacing the PtdIns (3,4,5) P3 molecule of the PtdIns (3,4,5) P3/POPC 
membrane with POPC, PtdIns and PtdIns (3,4,5) P3 molecules, respectively. The same simulation setup and  
procedures were used for these two systems.

References
1. van West, P. Saprolegnia parasitica, an oomycete pathogen with a fishy appetite: new challenges for an old problem. Mycologist 20, 

99–104 (2006).
2. Lairson, L. L., Henrissat, B., Davies, G. J. & Withers, S. G. Glycosyltransferases: structures, functions, and mechanisms. Annu. Rev. 

Biochem. 77, 521–55 (2008).
3. Grenville-Briggs, L. J. et al. Cellulose synthesis in Phytophthora infestans is required for normal appressorium formation and 

successful infection of potato. Plant Cell 20, 720–738 (2008).
4. Fugelstad, J. et al. Identification of the cellulose synthase genes from the Oomycete Saprolegnia monoica and effect of cellulose 

synthesis inhibitors on gene expression and enzyme activity. Fungal Genet. Biol. 46, 759–767 (2009).
5. Lemmon, M. A., Ferguson, K. M. & Schlessinger, J. P. H. domains: Diverse sequences with a common fold recruit signaling 

molecules to the cell surface. Cell 85, 621–624 (1996).
6. Downes, C. P., Gray, A. & Lucocq, J. M. Probing phosphoinositide functions in signaling and membrane trafficking. Trends Cell Biol. 

15, 259–268 (2005).
7. Fugelstad, J. et al. Functional characterization of the pleckstrin homology domain of a cellulose synthase from the oomycete 

Saprolegnia monoica. Biochem. Biophys. Res. Commun. 417, 1248–1253 (2012).
8. Yoon, H. S. et al. Solution Structure of a Pleckstrin-Homology Domain. Nature 369, 672–675 (1994).
9. Edlich, C., Stier, G., Simon, B., Sattler, M. & Muhle-Goll, C. Structure and phosphatidylinositol-(3,4)-bisphosphate binding of the 

C-terminal PH domain of human pleckstrin. Structure 13, 277–286 (2005).
10. Macias, M. J. et al. Structure of the Pleckstrin Homology Domain from Beta-Spectrin. Nature 369, 675–677 (1994).
11. Ferguson, K. M., Lemmon, M. A., Schlessinger, J. & Sigler, P. B. Structure of the High-Affinity Complex of Inositol Trisphosphate 

with a Phospholipase-C Pleckstrin Homology Domain. Cell 83, 1037–1046 (1995).
12. Hyvonen, M. & Saraste, M. Structure of the PH domain and Btk motif from Bruton’s tyrosine kinase: Molecular explanations for 

X-linked agammaglobulinaemia. EMBO J. 16, 3396–3404 (1997).
13. Baraldi, E. et al. Structure of the PH domain from Bruton’s tyrosine kinase in complex with inositol 1,3,4,5-tetrakisphosphate. 

Structure 7, 449–460 (1999).
14. Ferguson, K. M., Lemmon, M. A., Schlessinger, J. & Sigler, P. B. Crystal-Structure at 2.2-Ångstrom Resolution of the Pleckstrin 

Homology Domain from Human Dynamin. Cell 79, 199–209 (1994).
15. Ferguson, K. M. et al. Structural basis for discrimination of 3-phosphoinositides by pleckstrin homology domains. Mol. Cell 6, 

373–384 (2000).
16. Thomas, C. C., Dowler, S., Deak, M., Alessi, D. R. & van Aalten, D. M. Crystal structure of the phosphatidylinositol 3,4-bisphosphate-

binding pleckstrin homology (PH) domain of tandem PH-domain-containing protein 1 (TAPP1): molecular basis of lipid specificity. 
Biochem. J. 358, 287–294 (2001).

17. Pan, D. & Matsuura, Y. Structures of the pleckstrin homology domain of Saccharomyces cerevisiae Avo1 and its human orthologue 
Sin1, an essential subunit of TOR complex 2. Acta Crystallogr. Sect. F: Struct. Biol. Cryst. Commun. 68, 386–392 (2012).

18. Lietzke, S. E. et al. Structural basis of 3-phosphoinositide recognition by pleckstrin homology domains. Mol. Cell 6, 385–394 (2000).
19. Hyvonen, M. et al. Structure of the Binding-Site for Inositol Phosphates in a PH Domain. EMBO J. 14, 4676–4685 (1995).
20. Lumb, C. N. et al. Biophysical and Computational Studies of Membrane Penetration by the GRP1 Pleckstrin Homology Domain. 

Structure 19, 1338–1346 (2011).
21. Dowler, S., Currie, R. A., Downes, C. P. & Alessi, D. R. DAPP1: a dual adaptor for phosphotyrosine and 3-phosphoinositides. 

Biochem. J. 342, 7–12 (1999).
22. Sievers, F. et al. Fast, scalable generation of high-quality protein multiple sequence alignments using Clustal Omega. Mol. Syst. Biol. 

7, 1–6 (2011).
23. Dowler, S. et al. Identification of pleckstrin-homology-domain-containing proteins with novel phosphoinositide-binding 

specificities. Biochem. J. 351, 19–31 (2000).
24. Laskowski, R. A., Macarthur, M. W., Moss, D. S. & Thornton, J. M. Procheck-a Program to Check the Stereochemical Quality of 

Protein Structures. J. Appl. Crystallogr. 26, 283–291 (1993).
25. Hornak, V., Abel, R., Okur, A., Strockbine, B., Roitberg, A. & Simmerling, C. Comparison of multiple Amber force fields and 

development of improved. Proteins. 65, 712–725 (2006).
26. Barducci, A., Bonomi, M. & Parrinello, M.  Metadynamics. WIREs Comput. Mol. Sci. 1, 826–843 (2011).
27. Friesner, R. A. et al. Glide: A new approach for rapid, accurate docking and scoring. 1. Method and assessment of docking accuracy. 

J. Med. Chem. 47, 1739–1749 (2004).
28. Fiser, A. & Sali, A. Modeller: generation and refinement of homology-based protein structure models. Methods Enzymol. 374, 

461–491 (2003)
29. Melo, F. & Sali, A. Fold assessment for comparative protein structure modeling. Protein Sci. 16, 2412–2426 (2007).
30. Shen, M. Y. & Sali, A. Statistical potential for assessment and prediction of protein structures. Protein Sci. 15, 2507–2524 (2006).
31. Price, D. J. & Brooks, C. L. A modified TIP3P water potential for simulation with Ewald summation. J. Chem. Phys. 121, 

10096–10103 (2004).
32. Huang, J. & MacKerell, A. D. CHARMM36 all-atom additive protein force field: Validation based on comparison to NMR data.  

J. Comput. Chem. 34, 2135–2145 (2013).
33. Olsson, M. H. M., Sondergaard, C. R., Rostkowski, M. & Jensen, J. H. PROPKA3: Consistent Treatment of Internal and Surface 

Residues in Empirical pKa Predictions. J. Chem. Theory Comput. 7, 525–537 (2011).
34. Essmann, U. et al. A Smooth Particle Mesh Ewald Method. J. Chem. Phys. 103, 8577–8593 (1995).
35. Hess, B., Bekker, H., Berendsen, H. J. C. & Fraaije, J. G. E. M. LINCS: A linear constraint solver for molecular simulations. J. Comput. 

Chem. 18, 1463–1472 (1997).
36. Bonomi, M. et al. PLUMED: A portable plugin for free-energy calculations with molecular dynamics. Comput. Phys. Commun. 180, 

1961–1972 (2009).
37. Tribello, G. A., Bonomi, M., Branduardi, D., Camilloni, C. & Bussi, G. PLUMED 2: New feathers for an old bird. Comput. Phys. 

Commun. 185, 604–613 (2014).



www.nature.com/scientificreports/

1 1Scientific RepoRts | 6:20555 | DOI: 10.1038/srep20555

38. Morris, G. M. et al. AutoDock4 and AutoDockTools4: Automated Docking with Selective Receptor Flexibility. J. Comput. Chem. 30, 
2785–2791 (2009).

39. Morris, G. M. et al. Automated docking using a Lamarckian genetic algorithm and an empirical binding free energy function.  
J. Comput. Chem. 19, 1639–1662 (1998).

40. Vanommeslaeghe, K. et al. CHARMM General Force Field: A Force Field for Drug-Like Molecules Compatible with the CHARMM 
All-Atom Additive Biological Force Fields. J. Comput. Chem. 31, 671–690 (2010).

41. Vanommeslaeghe, K. & MacKerell, A. D. Automation of the CHARMM General Force Field (CGenFF) I: Bond Perception and Atom 
Typing. J. Chem. Inf. Model. 52, 3144–3154 (2012).

42. Vanommeslaeghe, K., Raman, E. P. & MacKerell, A. D. Automation of the CHARMM General Force Field (CGenFF) II: Assignment 
of Bonded Parameters and Partial Atomic Charges. J. Chem. Inf. Model. 52, 3155–3168 (2012).

43. Laio, A. & Gervasio, F. L. Metadynamics: a method to simulate rare events and reconstruct the free energy in biophysics, chemistry 
and material science. Rep. Prog. Phys. 71, 126601, (2008).

44. Di Leva, F. S., Novellino, E., Cavalli, A., Parrinello, M. & Limongelli, V. Mechanistic insight into ligand binding to G-quadruplex 
DNA. Nucleic Acids Res. 42, 5447–5455 (2014).

45. Barducci, A., Bussi, G. & Parrinello, M. Well-tempered metadynamics: A smoothly converging and tunable free-energy method. 
Phys. Rev. Lett. 100, 020603 (2008).

46. Pietrucci, F. & A. Laio. A collective variable for the efficient exploration of protein beta-structures with metadynamics: application 
to sh3 and gb1. J. Chem. Theory Comput. 5, 2197–2201 (2009).

47. Sun, X. Q. et al. Residues remote from the binding pocket control the antagonist selectivity towards the corticotropin-releasing 
factor receptor-1. Sci. Rep. 5, 8066, (2015).

48. Miao, Y., Nichols, S. E., Gasper, P. M., Metzger, V. T. & McCammon, J. A. Activation and dynamic network of the M2 muscarinic 
receptor. Proc. Natl. Acad. Sci. USA 110, 10982–10987 (2013).

49. Wu, E. L. et al. CHARMM-GUI membrane builder toward realistic biological membrane simulations. J. Comput. Chem. 35, 
1997–2004 (2014).

50. Schrödinger, LLC, The PyMOL Molecular Graphics System, Version 1.3r1. In 2010.
51. Humphrey, W., Dalke, A. & Schulten, K. VMD: Visual molecular dynamics. J. Mol. Graphics 14, 33–38 (1996).
52. Baker, N. A., Sept, D., Joseph, S., Holst, M. J. & McCammon, J. A. Electrostatics of nanosystems: Application to microtubules and the 

ribosome. Proc. Natl. Acad. Sci. USA 98, 10037–10041 (2001).

Acknowledgements
Computations were performed on resources provided by the Swedish National Infrastructure for Computing 
(SNIC) at the PDC Centre for High Performance Computing (PDC-HPC) by the project “Modeling of protein-
ligand binding”, SNIC2014-1-326. G.K. acknowledges the China Scholarship Council for financial support.

Author Contributions
G.K. and Y.T. conceived and designed the simulations. G.K. performed the simulations, analyzed the data and 
wrote the paper. Y.T. is responsible for the project. V.B. and Y.T. discussed the results and reviewed the manuscript 
with G.K.

Additional Information
Supplementary information accompanies this paper at http://www.nature.com/srep
Competing financial interests: The authors declare no competing financial interests.
How to cite this article: Kuang, G. et al. Computational studies of the binding profile of phosphoinositide 
PtdIns (3,4,5) P3 with the pleckstrin homology domain of an oomycete cellulose synthase. Sci. Rep. 6, 20555; 
doi: 10.1038/srep20555 (2016).

This work is licensed under a Creative Commons Attribution 4.0 International License. The images 
or other third party material in this article are included in the article’s Creative Commons license, 

unless indicated otherwise in the credit line; if the material is not included under the Creative Commons license, 
users will need to obtain permission from the license holder to reproduce the material. To view a copy of this 
license, visit http://creativecommons.org/licenses/by/4.0/

http://www.nature.com/srep
http://creativecommons.org/licenses/by/4.0/

	srep20555.pdf
	Computational studies of the binding profile of phosphoinositide PtdIns (3,4,5) P3 with the pleckstrin homology domain of a ...
	Results and Discussion
	Sequence and Structure of SmCesA2-PH. 
	Binding profile of SmCesA2-PH with the inositol head groups of PtdIns (3,4,5) P3. 
	Binding profile of SmCesA2-PH with PtdIns (3,4,5) P3 in a POPC lipid bilayer. 

	Conclusion
	Methods
	Preparation of the protein-ligand complexes. 
	Metadynamics. 
	Adsorption on the membrane. 

	Acknowledgements
	Author Contributions
	Figure 1.  The common fold of the PH domains from different proteins (pleckstrin, β-spectrin, phospholipase C-δ1, Bruton’s tyrosine kinase, dynamin, DAPP1 and TAPP1).
	Figure 2.  Sequence alignment and structure comparison of TAPP1-PH and SmCesA2-PH.
	Figure 3.  The hydrophobic cluster formed by Trp179 (in the ball-and-stick mode) and the residues from the β-sandwich structure (in the stick mode).
	Figure 4.  Dynamic behavior of SmCesA2-PH in two independent MD simulations.
	Figure 5.  The binding profiles of Ins (b1-b4), Ins (1) P (c1-c4) and Ins (3,4,5) P3 (d1-d4) with SmCesA2-PH.
	Figure 6.  Binding profile of SmCesA2-PH with Ins (3,4,5) P3.
	Figure 7.  Binding profile of SmCesA2-PH with PtdIns (3,4,5) P3/POPC membrane.





