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Abstract

Pyruvate kinase M2 (PKM2) plays a key role in tumor metabolism and regulates the rate-limiting 

final step of glycolysis. In tumor cells, there are two allosteric effectors of fructose-1,6-

bisphosphate (FBP) and serine for PKM2. However, the relationship between FBP and serine for 

allosteric regulation of PKM2 is unknown. Here we constructed residue/residue fluctuation 

correlation network based on all-atom molecular dynamics simulations to reveal the regulation 

mechanism. The results suggest that the correlation network in bound PKM2 is distinctly different 

from that in the free state, FBP/PKM2, or Ser/PKM2. The community network analysis indicates 

that the information can freely transfer from the allosteric sites of FBP and serine to the substrate 

site in bound PKM2, while there exists a bottleneck for information transfer in the network of the 

free state. Furthermore, the binding free energy between the substrate and PKM2 for bound PKM2 
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is significantly lower than either of FBP/PKM2 or Ser/PKM2. Thus, a hypothesis of “synergistic 

allosteric mechanism” is proposed for the allosteric regulation of FBP and serine. This hypothesis 

was further confirmed by the perturbational and mutational analyses of community networks and 

binding free energies. Finally, two possible synergistic allosteric pathways of FBP-K433-T459-

R461-A109-V71-R73-MG2-OXL and Ser-I47-C49-R73-MG2-OXL were identified based on the 

shortest path algorithm and were confirmed by the network perturbation analysis. Interestingly, no 

similar pathways could be found in the free state. The process targeting on the allosteric pathways 

can better regulate the glycolysis of PKM2 and significantly inhibit the progression of tumor.
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Introduction

It has been pointed out that metabolic regulation between normal and tumor cells is 

different.1 For example, previous study reports that cancer cells utilize glucose at higher 

rates than normal tissue. Furthermore, tumor cells use aerobic glycolysis with reduced 

mitochondrial oxidative phosphorylation for glucose metabolism and ultimately led to 

tumorigenesis.2 While pyruvate kinase M2 (PKM2) regulates the rate-limiting final step of 

glycolysis.3 Due to its fundamental function in tumor metabolism regulation, PKM2 has 

been proposed as antitumor drug target.4

The crystal structure of PKM2 was released in 2013 (pdb code: 4B2D).5 The structure 

(Figure 1) includes four domains (A, B, C, N-terminus domains) and three binding sites of 

two allosteric sites for fructose-1,6-bisphosphate (FBP) and serine and one substrate site. It 

lays down the foundation for deciphering the molecular mechanisms of glycolysis, 

prompting many further questions, for example, 1) what is the relationship between these 

two allosteric effectors? 2) does there exist a synergistic allosteric mechanism? 3) how does 

the information transfer from the allosteric sites to the substrate site? and 4) what are the 

allosteric pathways in PKM2?
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To answer these questions, dynamical correlation networks, which were previously used to 

illustrate the allosteric phenomenon of aminoacyl-tRNA synthetase,6 were constructed based 

on all-atom molecular dynamics (MD) simulations of the wild type and mutant PKM2. From 

the comparisons of the networks between free and bound PKM2, the synergistic allosteric 

pathway was proposed for transferring the metabolism information from the FBP and serine 

allosteric sites to the substrate site. Multiple key residues were also identified to illustrate 

their roles in allosteric pathways.

Materials and Methods

Molecular dynamics simulation

The atomic coordinates of the PKM2 complex were extracted from PDB database (PDB 

code: 4B2D and 4FXF).5, 7 S437Y and H464A are the mutants mentioned in the previous 

works to reveal the independent activation mechanism by FBP and serine, respectively.5 

R73A mutant also was used to reveal the regulation of activation by allosteric effectors. 

These mutant structures were constructed using SYBYL®-X 2.1.1.8 All structural 

visualizations were conducted in PyMOL 1.7.9

All initial structures were first minimized in SYBYL®-X 2.1.1 to eliminate any possible 

overlaps or clashes. AMBER12 was used to perform efficient simulations with periodic 

boundary conditions.10 Hydrogen atoms were added using the LEaP module of AMBER12. 

Counter-ions were used to maintain system neutrality. All systems were solvated in a 

truncated octahedron box of TIP3P waters with a buffer of 10 Å. The pairwise interactions 

(van der Waals and direct Coulomb) were computed with a cutoff distance of 8 Å. Particle 

Mesh Ewald (PME) was employed to treat long-range electrostatic interactions in 

AMBER12.11 The improved ff99SBildn force field was used for the intramolecular 

interactions. The Langevin thermostat was used in the preparation runs with a friction 

constant of 1 ps−1 and the Berendson thermostat was used in the production runs.9, 12 All 

MD simulations were accelerated with the CUDA version of PMEMD in GPU cores of 

NVIDIA® Tesla K20.

To relieve any further structural clash in the solvated systems, initial minimization with 

macromolecule frozen was performed using 500-step steepest descent minimization and 

2000-step conjugate gradient minimization. Next the whole system was followed by 1000-

step steepest descent minimization and 19000-step conjugate gradient minimization. After 

minimization, a 400-ps’ heating up and a 200-ps’ equilibration in the NVT ensemble at 

310K were performed before MD simulation was conducted in the NPT ensemble at 310K.

To compare the difference among the chosen PKM2 systems, seven systems including four 

wild types and three mutants were simulated and detailed simulation conditions are listed in 

Table 1. 1.9 μs trajectories in all were collected at 310K.

Data analysis

Interaction assignment was handled with in-house software.13, 14 The residues and substrate 

or effectors are in hydrophobic interaction when mass centers of their side chains and 

ligands are closer than 6.5 Å for the complex. A previous study has shown that charge-to-
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charge interactions up to 11 Å were found to contribute to protein/protein binding free 

energies.15 Thus, electrostatic (i.e. charge-charge) interactions are assigned when the 

distances between the mass centers of charge residues are less than 11 Å. Hydrogen bond is 

defined that the distance between the donor and acceptor is less than 3.5 Å and the bond 

angle is larger than 120 degree.

The landscape of distance difference was mapped by calculating normalized probability 

from a histogram analysis, and plotted with Origin 8.5. For each simulation, sampling was 

conducted every 10 ps. Radius of gyration (Rg) and root mean standard deviation (RMSD) 

were both separated into 8 bins. The energy landscape was plotted among these 64 (8×8) 

bins. Average structures were extracted from the structure ensembles of the lowest 

energy.15-18

MM/PBSA free energy calculation

Free-energy calculation together with MD simulations can provide quantitative predictions 

of PKM2–ligand binding energies. The free energy of binding (ΔGbind) is estimated by Eq. 

1.

(1)

where GR+L,GR, and GL is the free energies of the PKM2 complex, free PKM2, and the 

allosteric effectors or substrate, respectively. In the MM/PBSA approach,16, 19-21 each free 

energy term in Eq. 1 is calculated as Eq. 2.

(2)

where Ebond is the bond energy including the bond, angle and dihedral energies; Evdw is the 

van der Waals energy contribution; Eelec is the electrostatic energy; GPB and GSA are the 

solvation energy corresponding to polar and non-polar contributions; T is the absolute 

temperature and SS is the solute entropy. The PBSA model in MMPBSA was used to 

calculate the binding free energies.16, 19-21 Only the last 50ns of MD trajectories from the 

equilibration period was employed to handle the binding free energy.

Correlation and Network Analyses

Every amino acid or ligand was defined as one node for dynamics network. The fluctuation 

correlation between any pair of nodes i and j was calculated with Equ. 3.

(3)

where  is the position of node i at time t, and 

❬·❭ represents a time averaging. These elements were conveniently organized as a covariance 
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matrix for simulated system. In the current study, the covariance matrix for each system was 

constructed using snapshots (every 2 ps) in the last 50 ns of all simulated trajectories. 

Besides nodes, “edge” that transfers allosteric information from one node to another is 

defined between any two nodes without covalent bond and the distance between two heavy 

atoms from two nodes are closer than 4.5 Å over 75% sampling time. The strength of the 

edge between nodes i and j is defined as the absolute value of the inter-node correlation 

(Cij). The number of connected edges at each node is defined as the degree of the node. 

Correlation-weighted degree, which is the summation of strengths of all edges connected to 

a given node, indicates the importance of the node. After the network construction, 

Cytoscape3.1.122 was used to calculated the network topological parameters. The shortest 

path between any two nodes in the network was identified with the Floyd-Warshall 

algorithm. Girvan-Newman algorithm was utilized to build the community network.6, 23, 24

Results

Stability of PKM2 in free and complex states

Cα RMSD relative to the initial structure shows that 150 ns simulations are sufficient for the 

equilibration of the wild types and mutant systems at 310K (supplementary Figure S1). Root 

mean squared fluctuations of Cα atom for four wild type systems are shown in Figure 2. To 

our surprise, Cα variation of the bound PKM2 is much higher than that of the free PKM2, 

especially for the residues of domain B. The observed flexibility difference might be 

induced by the allosteric effectors of FBP and serine. That is, domain B becomes obvious 

unstable upon FBP and serine binding. This phenomenon is also confirmed by the systems 

of FBP/PKM2 and Ser/PKM2.

In order to evaluate the conformational adjustment of PKM2, pairwise Cα distance 

difference between bound and free PKM2 was analyzed. Figure 3 illustrates the 

conformational adjustment of PKM2 upon binding FBP and serine. Blue regions represent 

negative differences, indicating more compact structure, while red regions indicate Cα 
atoms pushed further away (more extended structure). In this figure, red regions are located 

between residues 100 and 200, suggesting that domain B moves further away from domain 

C upon FBP and serine binding. Consistent observations are also found in the principal 

component analysis (PCA) as to be discussed below.

Distance different landscape indicates that domain B undergoes significant conformational 

changes. To quantitatively identify the conformational adjustment, PCA was carried out on 

the four wild type systems to study the motion mode. Overall the three most dominant 

components (named PC1, PC2, and PC3) represent over 67% of the overall fluctuations. In 

addition, B and C domains contribute most of the fluctuations. To clearly display the motion 

of B and C domains, structural projections along the first principal component (~40%) are 

shown in Figure 4. For the free PKM2, no significant conformational changes were 

observed. Upon binding allosteric effectors of FBP and serine, B and C domains of bound 

PKM2 are in the opening motion mode. This motion was induced by the binding of 

allosteric effectors. We can also find similar motion mode for B and C domains of FBP/

PKM2 and Ser/PKM2.
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To confirm the reliability and robustness of MD simulations, the binding free energies 

between allosteric effector (FBP or serine) and PKM2 for the wild type and mutants are 

calculated with MMPBSA16, 19-21 and listed in Table 2. Although the binding free energies 

were over-estimated because of the limitations of the MMPBSA approach, it is still possible 

to extract interesting conclusions from the difference of free energy between mutant and 

wild type 25. The MMPBSA analysis shows that the binding free energy of the wild type is 

always lower than that of mutant. For example, the binding free energy between FBP and 

PKM2 for the S437Y mutant is about 17.55 kcal/mol higher than that of bound PKM2. This 

is in qualitative agreement with experiment in that the S437Y mutant significantly decreases 

the binding affinity of FBP 26. At the same time, the binding free energy between serine and 

PKM2 for the H464A mutant is 16.87 kcal/mol higher than that of the wild type. This is also 

consistent with experiment in that serine cannot directly bind PKM2 for the H464A 

mutant 5. In summary, the MD simulation and binding free energy analysis are in good 

accord with previous experimental observations 5, 26.

Correlation Networks of Free and PKM2 Complex Are Different

In order to reveal the allosteric mechanism, the dynamic correlation network analysis was 

used to illustrate the residue fluctuation correlation. To construct the correlation network, the 

covariance matrices were first calculated. Then fluctuation correlation networks were built. 

The topology parameters of network for four wild systems are listed in Table 3.

The values of topology parameters for network of the bound PKM2 are the highest among 

these four systems. This suggests that the characters of network for the bound PKM2 are 

significant different from those of other systems. The correlation networks for the bound and 

the free PKM2 are shown in Figure 5. It shows that the number of nodes with weighted 

degree higher than 10 (more than 10 edges) is 10 in the bound network and more than that of 

the free network (6). [Does the previous sentence define the hub nodes?] The important hub 

nodes might play key roles in network model, such as R73, H84, L61, M64, T363, K270, 

I283, I181, V197, and FBP, with higher degree in the bound PKM2 network. The correlation 

networks for FBP/PKM2 and Ser/PKM2 are shown in supplementary Figure S2. The 

number of nodes with weighted degree higher than 10 for FBP/PKM2 or Ser/PKM2 is also 

more than that for the free PKM2. This suggests that the allosteric effectors indeed increase 

the correlation of nodes for PKM2 complex.

In order to illustrate the differences of networks among the four systems, a Wilcoxon test 

was used to analyze the correlation-weighted degrees of any two networks (Table 4). The P-

values among these four systems are less than 0.05, indicating that the networks among the 

four systems have significantly difference. This is consistent with the results of topology 

parameter for the network.

Information Transfer Pathways in the Networks

The analysis of correlation network shows that the networks are significantly different 

among the four simulated systems. To reveal the information transfer pathways, the Girvan-

Newman algorithm was used to split these networks into communities. The community 

network analysis (Figure 6) shows that the community network of the free PKM2 has 14 

Yang et al. Page 6

J Chem Inf Model. Author manuscript; available in PMC 2016 November 18.

A
uthor M

anuscript
A

uthor M
anuscript

A
uthor M

anuscript
A

uthor M
anuscript



communities including three isolated clusters (gray). The information difficultly transfers 

from domain B to domain C in the fragmented network. However the community network 

becomes more centralized upon binding to FBP and/or serine: there are only 10 communities 

with one isolated cluster for FBP/PKM2; 9 communities with one isolated cluster for Ser/

PKM2; and only 8 communities without isolated cluster for the bound PKM2. This 

demonstrates that the effects of binding to both FBP and serine are needed for optimal 

integrity of the community in the complexes. The relevant residues belonging to each 

community for free and bound PKM2 are listed in Tables S1-S2. Isolated cluster of 

community 2 includes A215 and D217 that located at the loop between domains C and A, 

and isolated cluster 4 includes P517 which is near the binding pocket of FBP. That is, the 

information could not freely transfer from FBP allosteric pocket to substrate site for free 

PKM2. However, for the connected community network of the bound PKM2, the 

information flow can freely transfer from FBP and serine allosteric sites to the substrate site. 

Relevant residues associated with each community for FBP/PKM2 and Ser/PKM2 are listed 

in Tables S3-S4. There are some isolated residues of A215 or P517 [incomplete logic flow]. 

Of course the information flow can also transfer for FBP to substrate for FBP/PKM2 or from 

serine to substrate for Ser/PKM2. However, the efficiency of information transfer would be 

reduced in the more fragmented community networks with isolated cluster than bound 

PKM2. This will be confirmed by the allosteric pathway analysis below.

Moreover, structural analysis indicates that there are eleven hydrogen bonds and five 

electrostatic interactions between FBP and PKM2, and three hydrogen bonds and five 

electrostatic interactions between serine and PKM2 with population higher than 40% 

(supplementary Figure S3) in the bound PKM2. Thus two allosteric effectors introduce 

strong interactions with PKM2. Furthermore, the binding free energy between the substrate 

and PKM2 for bound PKM2 is significantly lower than that for FBP/PKM2 or Ser/PKM2 

(listed in Table 5). Their binding effects for FBP and serine in the community network lead 

us to propose the hypothesis of “synergistic allosteric mechanism” to explain the regulation 

mode for PKM2.

Modifications Used to Perturb the Community Network

In order to validate the above hypothesis, modifications to weaken the interactions between 

FBP or serine and PKM2 for bound PKM2 were used to study the effects on the community 

networks. These modifications were realized by just deleting the edges between FBP or 

serine and PKM2 nodes in the network. The community networks of weakened systems are 

shown in Figure 7. [In the following you want to lead readers first that these weakening 

operations lead to more fragmented networks, therefore less efficient info flow. And what 

quantitative measure is used to show this (number of communities? But this is not always 

true.)] For the weakened FBP, the number of community increases from 8 to 9 including an 

isolated community. The connections between domain B and domain A increase two from 

one. For the weakened serine, the number of communities decreases from 11 from 8. 

Furthermore, domains B and C are split into more communities than that of bound PKM2. In 

both weakened community networks, there are 11 communities and more than those of the 

bound PKM2 [The two highlighted sentences are conflicting.]. At the same time, there are 

two isolated communities in weakening system.
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In addition, the relevant residues belonging to each community for FBP and/or serine 

modifications are listed in Tables S5-S6. These residues in community are significantly 

different among these systems [You need to say why they can reduce flow efficiency]. In 

summary these modifications lead to significant repartition of the community networks [You 

have to say why this repartition matters.]. This finding confirms that the interactions 

between FBP/serine and PKM2 indeed influence the community network and further 

support our hypothesis of synergistic allosteric mechanism.

Validation of Synergistic Allosteric Mechanism by Mutation

In order to evaluate the independent activation of PKM2 by either FBP or serine, previous 

work reports two mutants of S437Y and H464A 5, demonstrating that the H464A mutant is 

activated by FBP but the binding to serine is abolished 5. Conversely, the S437Y mutant is 

activated by serine but the binding to FBP is abolished 26. Both mutants decrease ~ 9-19 fold 

activation in the bound PKM2. To further evaluate the hypothesis of “synergistic allosteric 

mechanism”, the networks of these mutants are constructed and shown in supplementary 

Figure S4, indicating that their networks are different from that of wild type for bound 

PKM2.

The community networks of the two mutants are shown in Figure 8. There is one isolated 

community and the number of community increases to 12 for the H464A mutant. For the 

S437Y mutant, even the number of community has not significant change, the residues 

belong to each community are different from those of wild type (listed in Tables S8-S9). 

[There is a logical gap here from what you see and what you conclude next.] Even if the 

information can transfer from the FBP or serine allosteric site to the substrate site, the 

efficiency is reduced due to the fragmentation of the community networks, leading to 

reduced allosteric effect.

FBP and Serine Allosteric Pathways

The network and community analyses of the wild type and mutants confirm that the FBP 

and serine binding induces synergistic allostery of PKM2. Next, it is natural to identify the 

synergistic allosteric pathway based on the shortest path analysis which was used to identify 

the allosteric pathway between the allosteric site and the active site.27 Two pathways were 

identified in the bound PKM2: FBP, K433, T459, R461, A109, V71, R73, MG2, OXL 

(oxalic acid) and SER, I47, C49, R73, MG2, OXL (Figure 9A). However, we could not find 

a similar pathway in the free PKM2. This indicates that K433, T459, R461, A109, V71, 

R73, I47, and C49 are key nodes for information transfer in the bound PKM2. Two 

communication pathways along with strong correlation residues between the allosteric site 

and the substrate site are shown in supplementary Figure S5. These strong correlation 

residues may play certain roles in allosteric effectors. Note also that the information 

intensity of the shortest pathway for the bound PKM2 community network (10.30) is also 

higher than the sum of similar pathways in FBP/PKM2 (4.92) and Ser/PKM2 (4.07). This 

indicates that the efficiency of information transfer is 47.77% for FBP/PKM2 and 39.51% 

for Ser/PKM2 if the bound PKM2 efficiency is 100%. This further supports the hypothesis 

of synergistic allosteric mechanism.
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Hypothetical network alteration was used to validate the two allosteric pathways. Worth 

noting is that R73 is at the junction of the two proposed pathways and is thus crucial for the 

information flow. In order to further confirm the key function of R73, the R73A mutant was 

simulated for 150 ns. The binding free energy between substrate and PKM2 was about 

−44.99 ± 5.46 kcal/mol and much higher than that of wild type. The community of R73A is 

shown in Figure 9B. Four isolated clusters were found. The number of community increases 

from 8 to 12. Therefore, the efficiency of information flow is significantly reduced due to the 

fragmentation of the network. This suggests that the proposed allostery pathways, at least 

R73 before the junction, play key roles in the synergistic allostery.

Discussion

Conformation Adjustment Corresponding to Synergistic Allostery

In order to illustrate the relationship between synergistic allostery and conformation 

adjustment, the average RMSDs between free and bound PKM2 among 3 trajectories vs. the 

distances from the allosteric site (FBP or serine) are shown in Figure 10. The RMSD first 

fluctuates, and then reaches a plateau for the FBP site. This suggests that the area of 

conformational change did not just focus on the FBP binding site, but also extended to the 

substrate site. The conformation distributions between free and bound PKM2 were evaluated 

with two sample Kolmogorov–Smirnov (KS) test.28 In order to investigate the statistical 

significance for the conformational deviations, the KS P value test was analyzed. Note that 

the KS test, as a nonparametric test, is a good choice for this study because the conformation 

distributions do not fit well to any distribution used for parametric tests. As shown in Figure 

10B, the conformational differences are statistically significant up to 60Å away from the 

FBP binding site, with the median P values typically less than 0.05. This suggests that the 

allosteric effect can be far away from the allosteric site of FBP.

At the serine binding site, the RMSD gradually increases and then reaches a plateau (Figure 

10C). This suggests that the area of conformational change is far away from the binding site 

of serine. The KS test also suggests that the conformational differences are statistically 

significant up to 50Å away from the serine allosteric site. In summary, both FBP and serine 

allosteric effectors significantly induce long-range conformational adjustments in the MD 

simulations.

Conformation Adjustments via Community Networks

In order to further link the conformational adjustments and the community network for 

bound PKM2, the dynamical cross-correlation map (DCCM) was used in this study29 and 

the DCCMs of free and bound PKM2 are shown in Figure 11. The figure suggests that the 

correlations among residues are small and consistent with the slight conformational change 

for free PKM2. It is interesting to see that residues 100-200 of domain B are strongly 

correlated with residues 400-500 of domain C and anti-correlated with residues 20-100 of N-

terminus domain. Residues 200-400 of domain A are also strongly anti-correlated with 

residues 100-200 of domain B. Domain C has strongly correlation/anti-correlation with N-

terminus, A and B domains. These results indicate that the conformational adjustments of 

bound PKM2 are through the interaction between different domains. Note also, the network 
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of bound PKM2 has more hub nodes than that of free PKM2. The similar results are also 

found that the residues among these domains have strong correlation and correlated with 

conformational change for FBP/PKM2 and Ser/PKM2 (shown in supplementary Figure S6).

Comparison with Previous Experiments

The previous work reports that in vitro activity of recombinant human PKM2 is about 35-

fold activation in the presence of FBP or serine, while the activity of the H464A mutant is 

about 26-fold activation in the presence of FBP and the S437Y mutant is about 6-fold 

activation in the presence of serine.5 Although PKM2 can be independently activated by 

FBP or serine, these mutations destroy the allosteric pathway of FBP or serine and the 

activity of PKM2 will significantly decrease from 9 to 29-fold. This partially supports the 

synergistic allosteric mechanism of PKM2 upon FBP and serine binding.

The structural analysis has shown that Arg43, Asn44, and Arg106 are the critical residues in 

stabilizing the complex.5 Two stable electrostatic interactions were found for Arg43/serine 

and Arg106/serine in our room temperature simulation. Furthermore, a stable hydrogen bond 

was formed between Asn44 and serine. These results are in good agreement with the 

structure analysis that Arg43, Asn44, and Arg106 form important interactions with serine. 

The literature also illustrates that Thr432, Lys433, Ser434, Ser437, Trp482, Arg489, Glu514, 

Gly518, Ser519, Gly 520, and Phe521 form important interactions for the wild type between 

FBP and PKM2.30 Eleven stable hydrogen bonds and five electrostatic interactions were 

found in simulation with population higher than 40%, such as Ser519/FBP, Thr432/FBP, 

Ser434/FBP, Lys433/FBP, Arg489/FBP, between FBP and PKM2. These results are also in 

agreement with the structural analysis.5

In order to confirm the synergistic allostery mechanism, the driver/anchor atom analysis was 

also used in this study. Nussinov et al reports that driver and anchor atoms exhibit specific 

interactions with the host protein, with the driver atoms mainly responsible for the allosteric 

efficacy and the anchor atoms for the binding affinity.31 In order to identify the possible 

driver and anchor atoms in bound PKM2, the global backbone displacement (GBD) of 

corresponding atom pairs 31 were used to assign the possible driver and anchor atoms. The 

results are shown in Figure 12. These functional atoms might play key roles in the allosteric 

activation in PKM2. In summary, the driver/anchor analysis was in agreement with 

Kolmogorov–Smirnov (KS) P value test that the allosteric effect can be far away from the 

allosteric sites.

Conclusion

Residue/residue fluctuation correlation network was used to reveal the allosteric mechanism 

of PKM2 upon binding to allosteric effectors of FBP and serine. The results suggest that the 

dynamics correlation network of bound PKM2 has more hub nodes than that of the free 

state. The community network of the bound PKM2 is clustered into an intact community 

without isolated cluster. However, there are three isolated clusters for free PKM2. The 

information flow can freely transfer from the FBP and serine allosteric sites to the substrate 

site for bound PKM2. The efficiency of information transfer for bound PKM2 is higher than 

that of FBP/PKM2 or serine/PKM2. The binding free energy between the substrate and 
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PKM2 for the bound PKM2 is significantly lower than that of one allosteric effector system. 

Therefore, a hypothesis of “synergistic allosteric mechanism” is used to explain the PKM2 

glycolysis and FBP/serine binding. These observations were further confirmed by 

community analysis based on the Girvan-Newman algorithm for two mutants and network-

weakened systems. Finally, two possible allosteric pathways are also identified based on the 

analysis of the network for bound PKM2 and confirmed by network perturbation. 

Interestingly, no similar pathways could be found in other systems.

Supplementary Material

Refer to Web version on PubMed Central for supplementary material.
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Figure 1. 
Ribbon representation of the crystal structure for bound PKM2. N-terminus (green), A 

Domain (blue), B Domain (yellow), C Domain (red), FBP, serine, and substrate are labeled, 

respectively.
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Figure 2. 
Average fluctuations of Cα atoms for four systems.
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Figure 3. 
Pairwise Cα distance difference between bound PKM2 and free PKM2. Red regions mean 

the average distance between related atoms pair (Cα-Cα) in bound structure is larger than in 

free structure (extension upon binding); correspondingly, blue regions mean compaction 

upon binding.
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Figure 4. 
Motion modes from PCA analysis. A: Free PKM2. B: FBP/PKM2. C: Ser/PKM2. D: Bound 

PKM2.
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Figure 5. 
Correlation networks for free and bound PKM2. The size of node is drawn based on the 

value of correlation-weighted degree and the color of node according to its structural 

domain. Node with correlation-weighted degree higher than 10.0 is labelled with the name 

of residue. Edges are colored with their betweennesses, thin green lines for lower 

betweenness and thick red lines for higher betweenness. A: free PKM2. B: bound PKM2.
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Figure 6. 
Community networks for free and the complex PKM2. A: free PKM2. B: FBP/PKM2. C: 

Ser/PKM2. D: bound PKM2. Communities were split using the Girvan-Newman algorithm 

based on the edges and correlations between nodes in the dynamic correlation networks. 

Different colors represent different domains. Blue represents domain A, yellow for domain 

B, red for domain C, green for N-terminus, gray for isolated cluster without connection with 

other residues.
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Figure 7. 
Communities of weakened systems for bound PKM2. A: Free PKM2 as control. B: FBP 

Weakened. C: Serine Weakened. D: Both FBP and serine weakened.
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Figure 8. 
Mutant community networks for bound PKM2. A: S437Y mutant. B: H464A mutant.
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Figure 9. 
FBP and serine allosteric pathways in bound PKM2. A: Shortest pathway from FBP and 

serine binding sites to substrate site. B: Community network of R73A mutant.
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Figure 10. 
Cα atomic RMSD (red lines) and number of included atoms (blue lines) vs. distance from 

FBP or serine allosteric site in bound PKM2. The data were averaged over three sets of 

simulated Bound and free PKM2 trajectories. Significance of local structural changes was 

elaborated by the Komogorov–Smirnov test, shown with median of P values. (A) RMSD vs 

distance from the FBP binding site; (B) KS test for the FBP binding site; (C) RMSD vs 

distance from the serine binding site; (D) KS test for the serine binding site.
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Figure 11. 
Dynamical cross-correlation map for free and bound PKM2. A: free PKM2. B: bound 

PKM2. The strong (Cij=±0.7-1.0), moderate (Cij=±0.5-0.7), and weak (Cij=±0.3-0.5) ones 

are colored with black, black gray, and slight gray, respectively. The lower and upper 

triangles correspond to negative and positive correlations, respectively.
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Figure 12. 
Identification of driver and anchor atoms in bound PKM2. A: Global view. B: Zoomed-in at 

the FBP-binding region. C: Zoomed-in at the serine-binding region. The driver atom is 

labeled as a cyan sphere and the anchor atom is labeled as a magenta sphere. The residue 

that interacts with the driver atoms of FBP is S434. Residues that interact with anchor atoms 

are L431 and T432. The residues that interact with the driver atoms of serine are R43 and 

R106. Residue that interacts with anchor atoms is N44. PKM2 is represented as ribbon. FBP 

and serine are depicted as stick. The dark color of the ribbons indicates regions with large 

conformational changes, where the global backbone displacement (GBD) of corresponding 

pairs is greater than a preset distance (0.8Å). The local structural environment (LSE) is 

0.9Å, the driver atom is in cyan sphere and the critical anchor atom in magenta sphere, with 

the corresponding dash line representing the interactions of driver and anchor atoms with the 

residues around. The driver and anchor atoms were identified with given operational 

structural criteria with a GBD of 0.8 Å and LSE of 0.9 Å.
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Table 1

Simulation conditions for seven studied systems.

System Composition Temp (K) Time (ns) No.
Traj. Ions

Free PKM2 PKM2 100 3 2 Mg2+, 1 K+, 1Cl−

Ser/PKM2 Ser/PKM2 310 100 3 2 Mg2+, 1 K+, 1Cl−

Bound PKM2 FBP/Ser/PKM2 100 3 2 Mg2+, 4 K+

FBP/PKM2 FBP/PKM2 150 3 2 Mg2+, 4 K+

S437Y FBP/Ser/PKM2 150 1 2 Mg2+, 4 K+

H464A FBP/Ser/PKM2 150 1 2 Mg2+, 4 K+

R73A FBP/Ser/PKM2 150 1 2 Mg2+, 5 K+
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Table 2

Binding free energies (kcal/mol) between allosteric effectors and PKM2.

System ΔG between FBP and
PKM2

System ΔG between serine and
PKM2

Bound PKM2 −104.3 ± 14.8 Bound PKM2 −19.3 ± 4.7

S437Y −86.75 ± 7.61 H464A −2.43 ± 3.18

J Chem Inf Model. Author manuscript; available in PMC 2016 November 18.



A
uthor M

anuscript
A

uthor M
anuscript

A
uthor M

anuscript
A

uthor M
anuscript

Yang et al. Page 27

Table 3

Network parameters for free and bound systems.

Parameters Free PKM2 Ser/PKM2 FBP/PKM2 Bound PKM2

Number of edges 1873 1913 1891 1935

Clustering coefficient 0.253 0.260 0.263 0.267

Network centralization 0.013 0.013 0.017 0.02

Avg number of neighbors 7.20 7.326 7.259 7.396

Number of nodes 520 522 521 523
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Table 4

P-values of Wilcoxon test among four PKM2 systems.

System Bound PKM2 FBP/PKM2 Ser/PKM2

Free PKM2 0.0199 3.01e-27 3.05e-59

Bound PKM2 - 7.00e-22 1.20e-31

FBP/PKM2 - - 1.25e-5
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Table 5

Binding free energies between substrate and PKM2.

System
Binding free energy (kcal/mol)

Average
50-60ns 60-70ns 70-80ns 80-90ns 90-100ns

Bound
PKM2

−59.98 ±
5.95

−59.95 ±
5.78

−59.38 ±
5.77

−58.86 ±
6.10

−59.11 ±
6.16 −59.46±0.50

Free PKM2 −30.82 ±
5.33

−30.25 ±
4.97

−31.71 ±
5.80

−40.16 ±
5.60

−45.65 ±
4.80 −35.72±6.86

Ser/PKM2 −53.40 ±
5.67

−50.45 ±
4.74

−46.59 ±
4.98

−47.14 ±
5.08

−45.91 ±
5.03 −48.70±3.16

FBP/PKM2

100-110ns 110-120ns 120-130ns 130-140ns 140-150ns

−54.56±2.76−53.91 ±
4.42

−57.32 ±
5.02

−56.71 ±
5.37

−54.50 ±
5.36

−50.34 ±
4.98
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