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ABSTRACT 

Enzymes are critical biological catalysts involved in maintaining the intricate balance of metabolic 

processes within living organisms. Mutations in enzymes can result in disruptions to their 

functionality, that may lead to a range of diseases. This review focuses on computational studies 

that investigate the effects of disease-associated mutations in various enzymes. Through 

molecular dynamics simulations, multiscale calculations, and machine learning approaches, 

computational studies provide detailed insights into how mutations impact enzyme structure, 

dynamics, and catalytic activity. This review emphasizes the increasing impact of computational 

simulations in understanding molecular mechanisms behind enzyme (dis)function by highlighting 

the application of key computational methodologies to selected enzyme examples, aiding in the 

prediction of mutation effects and the development of therapeutic strategies.  
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INTRODUCTION 

Proteins are essential macromolecules that perform a vast array of functions in living 

organisms, from providing structural support to facilitating chemical reactions. Their significance 

in human biology cannot be overstated, as they play crucial roles in processes such as cell 

signaling, immune response, and tissue repair. Among these proteins, enzymes stand out as 

indispensable catalysts that accelerate biochemical reactions, enabling life-sustaining processes 

like DNA replication, metabolism, and cellular respiration.1, 2 Without the precise action of 

enzymes, these processes would occur too slowly to sustain life, making them vital for maintaining 

cellular homeostasis and metabolic balance. 

Given their central role in biological systems, enzymes are the focus of numerous studies. 

The International Union of Biochemistry and Molecular Biology (IUBMB) has classified enzymes 

into seven major categories based on the reactions they catalyze (Figure 1). Enzymes can be 

affected due to varied factors including changes in the environment3, amino acid substitutions,4-8 

post translational modifications,9 protein-protein interactions.10 These alterations can result in 

significant changes in enzyme structure and function, leading to disruptions in catalysis, substrate 

binding, or protein folding, which can have profound biological consequences. 
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 Figure 1. Classification of enzymes into their different families. These enzymes catalyze a plethora of 
reactions, and the ones shown are an example of, but not limited to, the type of reactions catalyzed by 
the said class of enzymes. Abbreviations used are as follows: LDH- Lactose Dehydrogenase, NAD- 
Nicotinamide Adenine Dinucleotide, ATP- Adenosine Triphosphate, ADP- Adenosine Diphosphate, PDC- 
Pyruvate Decarboxylate, PGI- Glucose-6-Phospho Isomerase, ACS-Acetyl-CoA Synthase. 

 

Permanent alterations in the DNA sequence can arise due to a myriad reasons, from natural 

and spontaneous to anthropogenic11-13, and give rise to mutations. Mutations can be of different 

types such as missense mutations, which changes an amino acid in the protein, a nonsense 

mutation that introduces a premature stop codon, or a silent mutation that has no effect on the 

protein. Insertions and deletions (indels) can add or remove nucleotides, potentially causing a 

frameshift that alters the entire downstream protein sequence, often resulting in nonfunctional 

proteins.14 Other mutations include duplications, where a segment of DNA is copied, and splice 

site mutations, which affect mRNA splicing and may lead to incorrect protein production. While 

some mutations are harmful and can cause diseases, others may be neutral or even beneficial, 

contributing to genetic diversity and evolution. 
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Extensive experimental research has been conducted to understand the effects of disease-

related mutations on enzymes. Through biochemical and structural analyses, scientists have 

gained valuable insights into the mechanisms by which these mutations disrupt enzyme function, 

providing the foundation for therapeutic interventions.12-16 Mutations in enzymes have been linked 

to neurological disorders,15-17 metabolic,18-22 immune system disorders,23, 24 and various forms of 

cancers.25-30 

In recent years, computational simulations have provided a useful tools for the study of 

enzyme mutations, offering atomic-level insights into how these mutations affect enzyme structure 

and function.31-35 Methods such as molecular dynamics (MD) simulations, protein structure 

prediction algorithms, coupled quantum mechanics/molecular mechanics (QM/MM) calculations, 

and machine learning (ML) tools have emerged as powerful approaches for modeling enzyme 

function and mutation effects. These tools enable researchers to simulate and predict the impact 

of mutations on enzymes, shedding light on their roles in disease. 

Various MD simulation techniques, such as classical atomistic Molecular Dynamics (MD),36-

39 Accelerated MD (aMD),40, 41 Coarse-Grained MD (CGMD),42 Ab Initio MD (AIMD),43 and Monte 

Carlo44 allow detailed structural and dynamical analyses using force fields like OPLS,45 AMBER,46 

GROMOS,47 CHARMM,48 AMOEBA,49 GEM,50 and others. Furthermore, coupled QM/MM 

methods offer a balance between accuracy and efficiency by applying quantum mechanical 

methods to enzyme active sites and molecular mechanics to the rest of the system.51-53, 54 In 

conjunction with these tools, various visualization programs such as VMD,55 UCSF Chimera,56 

PyMOL,57 among others, are used for structural preparation, introducing mutations and certain 

analyses. 

In addition to analyzing existing mutations, computational approaches have been developed 

to predict potential mutations and their effects. Energy Decomposition Analysis (EDA),58-62 has 

also been utilized in mutation studies to reveal how mutations alter non-bonded interactions.63-68 

The combination of bioinformatics techniques and computational tools, such as Hypothesis-

Driven-SNP-Search69, 70 (HyDn-SNP-S) can be used to identify SNPs associated with missense 

mutations. A web-based pathogenicity prediction tool, PredictSNP,71  is effective at predicting 

mutations. There are various other methods that have also been used for such predictions, and 

the recent development of machine learning methods have also been very effective. Methods 

such as RoseTTAFold,72 Alphafold3,73 ColabFold,74 ESMFold,75 OmegaFold76 etc. are used to 

predict protein structure. Tools such as DDMut77 have also been successfully used to predict the 

effects of mutations.78  

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/


This review highlights the use of computational methods and predictive tools to investigate 

the effects of disease-causing mutations on different enzyme classes, focusing on certain studies 

in detail.  

DISCUSSION 

OXIDOREDUCTASES  

Oxidoreductases (classified as EC 1) are a superfamily of enzymes encompassing a vast 

group that catalyzes redox reactions, which are essential for various biochemical processes 

including oxygen incorporation, hydride transfer, and proton extraction. They play critical roles in 

numerous metabolic pathways, utilizing various cofactors like nicotinamide adenine dinucleotide 

(NAD), flavin adenine dinucleotide (FAD), or nicotinamide adenine dinucleotide phosphate 

(NADP). These enzymes are also used in various industrial applications73-77 and play a pivotal 

role in diagnosing, prognosing, and treating various diseases.79-81 Various computational studies 

have been performed on oxidoreductases to study different aspects.64, 67, 82-97  A few studies 

highlighting pathogenic mutations are described below.  

Some key members of this superfamily, notable for how mutations affect their function, have 

been studied computationally. P450 oxidoreductases (POR) are essential members of this 

superfamily in humans and are involved in various biochemical processes, including drug 

metabolism, steroidogenesis, and the breakdown of toxic substances. Deficiency or mutations in 

POR can lead to disruptions in steroid hormone production, causing various health issues, 

including disorders of sexual development, skeletal malformations, and, in milder cases, infertility. 

Kumar et al.,82 Cui et al.,83 Zhang et al.,84 and Sahakitrungruang et al.85 have employed various 

types of MD simulations, along with protein tunnel analysis, molecular mechanics-generalized 

Born surface area (MM-GBSA), and principal component analysis (PCA), to investigate how 

deficiency-related mutations in (POR and cytochrome P450 enzymes (CYP 17A1 and CYP 1A2) 

impact structural dynamics, ligand transport pathways, and enzymatic activity. Their 

computational findings, reinforced by experimental evidence from their studies, revealed that 

these mutations disrupt key interactions, diminish binding affinity, and impair enzyme function. 

NADPH oxidases (NOX) are another member of the oxidoreductase superfamily primarily 

found in immune cells, such as neutrophils and macrophages, where they play a crucial role in 

producing reactive oxygen species (ROS) to defend against pathogens. Mutations or malfunctions 

in NADPH oxidases can impair immune function, contributing to conditions such as chronic 

granulomatous disease (CGD) and systemic lupus erythematosus (SLE). Researchers have 
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studied how mutations affect NADPH oxidase function using computational approaches such as 

mapping anchoring spots on protein surface (ANCHORSMAP),86  rigid body docking,87 and protein-

protein docking, supported by MD simulations.  

Jacob et al.88 investigated variants associated with systemic lupus erythematosus (SLE), 

identifying that the H389Q mutation weakens the interaction between Neutrophil Cytosolic Factor 

2 (NCF2) and Vav1, leading to reduced ROS production. Similarly, Meijles et al.89 demonstrated 

that phosphorylation of the p47phox subunit at Ser-379 acts as a molecular switch for enzyme 

activation, with the S379A mutation preventing key interactions and halting superoxide production. 

Together, these studies emphasize how mutations in NADPH oxidase disrupt its activity and 

contribute to immune-related diseases.  

Human AlkB (AlkBH1–AlkBH9), and ten-eleven translocation (TET1, TET2, and TET3) 

enzymes belong to the Fe(II)/αKG-dependent dioxygenases. As key members of the 

oxidoreductase superfamily, these enzymes facilitate oxidation reactions in critical biochemical 

processes. AlkB is involved in DNA repair by oxidatively demethylating damaged nucleobases,98, 

99 while TET enzymes catalyze the oxidation of 5-methylcytosine (mC) to 5-

hydroxymethylcytosine (hmC) and further derivatives, playing a crucial role in DNA demethylation 

and epigenetic regulation. Mutations in these enzymes can impair their redox function, disrupting 

electron transfer and substrate oxidation, leading to consequences such as increased DNA 

damage or cancer (in AlkB and TET mutations). These disruptions highlight the critical role of 

redox reactions in maintaining cellular function and tissue integrity.  

Researchers have increasingly employed integrative computational-experimental 

approaches to interpret the biological functions of these mutations and their pathological 

consequences. By employing HyDn-SNP-S (Hypothesis Driven-SNP-Search), coupled with MD 

simulations and non-covalent interaction (NCI) analysis, Walker et al.90 investigated a prostate 

cancer-associated SNP in AlkBH7, a key enzyme involved in fat metabolism and programmed 

necrosis. Their identified mutation, R191Q, was predicted to alter cofactor binding, which was 

confirmed through experimental validation within the same study.  

Another important member of the oxidoreductase superfamily is the lysyl hydroxylase (LH1, 

LH2, and LH3) family. LH2 in the human body is essential for forming stable hydroxylysine 

aldehyde-derived collagen cross-links (HLCCs) via telopeptidyl lysine residues.100, 101 This stability 

helps maintain the extracellular matrix, while excessive LH2 expression can cause fibrosis, 

sarcoma, and metastasis in lung and breast cancers.102-105 Maghsoud et al.91 and Lee et al.92 

collaboratively studied the inhibition of LH2 by employing molecular docking, polarizable-MD, 
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QM/MM, sequence alignment, protein tunnel analysis, and multiple experimental assays. They 

identified major oxygen-transporting tunnels in the apoenzyme containing several common 

residues. Through sequence alignment of the three LH enzymes in Homo sapiens with fourteen 

other organisms, they demonstrated that all the tunnel-defining residues (V653, Y655, L663, 

H666, D668, T673, N675, C690, H710, H718, E719, G720, I730, V732, and F734) are conserved 

across these species (see Figure 2). Through complimentary QM/MM computations and NCI 

analysis, they found several of these residues interact with the active site. These findings offer 

valuable insights into key factors for LH2 inhibition and provide a basis for future mutagenesis 

studies on the LH family, focusing on these conserved residues. 

 

Figure 2. (A) O2-transporti tunnels with the largest calculated percentages along the trajectory observed 
in the apoenzyme. (B) Close-up of the approximate positions of the tunnel-lining residues with more than 
∼80% presence in all calculated tunnels/representatives. (C) Condensed sequence alignment between 

human LH2 and selected members of the LH family. This figure has been reprinted, with permission, 
from reference (91), copyright (2023), American Chemical Society 
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Waheed et al.106 performed computational studies on second sphere mutations on TET2, 

namely W1291A, N1387A, Y1902A, H1904R, and distal mutations including M1293A-Y1294A 

and K1299E-S1303N or a combination of both second-sphere and distal: S1290A-Y1295A. MD 

simulations were performed on the wild-type and all the variants. MM-GBSA analysis showed that 

the mutations affect substrate binding, which alters stability of protein-DNA complex. Hydrogen 

bond analysis shows that the mutants disrupt hydrogen bond networks. PCA analysis showed 

that the correlated movement between the Cys-rich N-terminal domain and the GS linker 

stabilizes the DNA-protein interactions in the WT more than the mutant. Additional QM/MM 

studies with ChemShell107 package showed that the mutations cause a decrease in activity by 

increasing the reaction barrier. It is also seen that the mutants influence molecular orbital 

interactions. Electric field calculations, done using TITAN code,108 showed that the mutations 

altered the electric field, which leads to higher barrier in some mutations.  

TRANSFERASES 

Transferases (classified as EC 2) are a diverse class of enzymes that catalyze the transfer 

of functional groups from a donor to an acceptor molecule. Functional groups can include methyl, 

glycosyl, phosphate etc. 109, 110 These enzymes play a fundamental role in various biochemical 

pathways such as cellular metabolism, signal transduction, detoxification and gene regulation, 

utilizing various divalent ions or cofactors such as ATP, NAD+, etc.111, 112 Transferases are crucial 

for maintaining cellular homeostasis, and hence, alterations and mutations in transferases can 

cause disruption of key functions and lead to various diseases such as cancer due to dysregulated 

pathways, liver diseases such hepatitis and cirrhosis, congenital disorders, among others.113-117 

Various studies on transferases using different computational methods have provided insight into 

the various aspects of transferases. 63 118-136 A few of them with a focus on pathogenic mutations 

are highlighted below.  

Saxena et al. performed an in silico investigation on mutations on the glutamic-oxaloacetic 

transaminase 1 (GOT1), which is essential for encoding aspartate aminotransferase (AST), 

necessary for amino acid metabolism118. The study involved screening of 220 missense non-

synonymous(ns) SNPs using sequence-based tools, such as PROVEAN137, PANTHER138, 

PolyPhen-2139 among others for predicting the effect of protein structure and function, and 

SuSPect140, PMut141, SNAP142 etc. to predict disease association. Further, deleterious mutations 

predicted by majority of these tools were studied using structure-based tools such as DynaMut143, 

CUPSAT143, iStable144 etc. From the analysis, four highly deleterious mutations (L36R, Y159C, 
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W162C and L345P) were chosen for further investigation as they were predicted to decrease 

stability of the protein. 

 ConSurf145 was further used to investigate the impact of these mutations depending on 

residue conservation. Based on this analysis, it was observed that L36R and Y159C were in high 

conservation residues, W162C was at a moderately conserved residue and L345P was in an 

extremely variable residue. However, multiple sequence alignment146 (MSA) showed that all four 

of these residues are highly conserved. To analyze the phenotypic association of these mutations, 

FATHMM147 was utilized, and it was seen that all of these mutations are dangerous and associated 

to central nervous system diseases and brain diseases. Proximal structural effect of the SNPs 

were studied using the HOPE148 server, which shows that apart from L36R, the other mutations 

changed the secondary structure in its surroundings. Due to the changes in size and charge of 

the L36R mutation, this mutation might cause changes in interactions that are essential in binding.  

MD simulations on the wild type (WT) and the variants were performed and the trajectories 

were analyzed for more understanding. It was revealed that the L36R and Y159C variants were 

less stable when compared to the WT, as evident by higher root mean square deviation (RMSD) 

values, along with all the four variants having higher flexibility, indicated by a higher root mean 

square fluctuation (RMSF). A radius of gyration (Rg) analysis showed that other than the W162C 

variant, the rest of the variants showed less compactness and higher flexibility than the WT.  

Analysis of the hydrogen bonds during the trajectory reveals that L36R and Y159C mutations 

show decreased number of hydrogen bonds, which conforms to the results of the HOPE server148. 

Secondary structure analysis also shows that these mutations cause changes in the formation of 

several secondary structures, due to changes in interactions. Principal component analysis (PCA) 

showed that all the four mutations altered the dynamics of the system and caused the system to 

have a more flexible motion when compared to the WT. Post-translational modification analysis 

of the protein predicts that the Y159C variant effects the most, due to it being present in the 

domain necessary for PTM, with L36R also being detrimental, due to its proximity. Overall, these 

studies show the deleterious effects of such mutations on the proteins, with L36R seen to be the 

most destabilizing. This study can be used to lay a cornerstone for future experimental studies on 

nsSNPs of this protein.  

Polymerases are enzymes that catalyze the synthesis of long chains of polymers, such as 

polysaccharides, polyanhydrides, chitosan etc. or nucleic acids, such as DNA or RNA, and have 

proof reading and error correction capabilities.149 Mutations in polymerases lead to a plethora of 

diseases150 , including various cancer phenotypes.151 Geronimo et al. investigated the effects of 
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8-oxoguanine (8OG) on the DNA damaging processing by polymerases152. MD simulations of the 

ternary structures of Pol μ and Pol β with 8OG incorporated into them were carried out, with 

metadynamics implemented to properly dock 8OG into the active site of the polymerases. It was 

seen that the Pol bound 8OG was in a higher energy conformation, whereas it adopted a lower 

energy conformation in isolated DNA. They speculated that this occurs due to the interactions of 

the phosphate group of 8OG with the polymerase residues, which was confirmed by free energy 

calculations. Further analysis of the effects of the R442 and R446 residues were studied using 

the R442A mutation and R442K/R446A double mutation in pol μ. It was seen that when these 

mutations were present, 8OG tends to adopt a low energy conformation. This study shows that 

by mutating the residues in the polymerase, the 8OG conformation can be regulated, and DNA 

damage can be repaired, which leads to prevention of diseases.  

Parkash et al. investigated the most common cancer-associated mutation (P301R) in DNA 

Pol  using both computational and experimental methods, X-Ray crystal structures were obtained 

for both the mutant and the WT of Pol  exonuclease domain, and it was seen that they had 

minimal structural differences127. Examining the crystal structures and MD simulations of both the 

systems, both ternary and apo, it was revealed that R301 is largely positioned in an orientation 

that would cause steric clashes with the 3’-end of the DNA. This was validated by further 

population analysis of dihedral conformations. Due to being conformationally dynamic, the R301 

residue might, at times, adopt a more favorable orientation for the DNA to bind to the active site. 

However, this incorporation of DNA is seen to cause change in catalytic orientation of the DNA, 

where the incoming nucleotide loses metal binding to one of the catalytic metals due to the 

displacement of one of the metals, which might hinder activity. Furthermore, a study of distances 

of the flexible regions of the exo loop to a more rigid residue shows that the loop is more flexible 

in the mutant than the WT, even though the conformation remains the same. The results might 

suggest the lack of exonuclease activity of the mutant to the steric hindrance, which is different 

from other commonly known cancer mutations to pol . 

 Swett et al. developed Hypothesis Driven-SNP-Search (HyDn-SNP-S ) an approach that 

combines bioinformatics and atomistic simulations to uncover and characterize disease-

associated mutations.70   The application of HyDn-SNP-S to four cancer phenotypes (melanoma, 

lung, pancreatic and breast) on DNA polymerases yielded two previously unreported SNP on DNA 

Pol λ, which results in Pol λ R432W. MD simulations, correlation analysis and generalized masked 

Delaunay (GMD) analysis, revealed that the R432W mutation affects the dynamics of loop1. This 

loop has been experimentally reported to play an important role in fidelity.149 The authors 
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hypothesized that the impact on the dynamics of this important loop could affect fidelity and thus 

be a factor on the observed breast cancer association. This mutation was validated by an 

experimental study a few years later, where they confirmed that this DNA polλ variant is 

associated with estrogen driven breast cancer.153 HyDn-SNP-S has been subsequently extended 

to create the DNA repair cancer database comprising eight cancer phenotypes and twenty-two 

genes coding for DNA transaction enzymes. 69 

Along with structural and dynamic changes, computational analysis can also be used to study 

the change in activity. Maghsoud et al. reported a study on DNA Pol κ and its cancer-associated 

Y432S variant using MD simulations and QM/MM simulations.63 Their results revealed that the 

mutation does not significantly affect the protein’s overall structure and dynamics but causes 

considerable changes in the interactions. Additionally, it is seen that in the active site, the mutation 

changes the coordination of the metallic co-factors, causing certain structural changes, when 

compared to the WT. Energy decomposition analysis (EDA) of the two systems showed that the 

active site of the mutant is considerably more stabilized by interactions of the rest of the protein 

than that of the WT, suggesting the protein environment stabilizing the active site to counteract 

the changes in structure. QM/MM studies using Layered Interactive CHEmical Model (LICHEM)53, 

54 shed light on the lowered activity of the Y432S variant, where it was seen that the reaction was 

endoergic with a higher barrier in the mutation as compared to an exoergic reaction with a lower 

barrier in the wild-type (Figure 3). EDA of the transition state of both systems showed that the 

transition state of the wild-type was considerably more stable in terms of pair-wise interactions 

than the reactant, in contrast to the mutant where interactions in the transition state had a 

destabilizing effect. These results conform to experimental results by Stern et al., that showed the 

reduction of enzyme activity in presence of the mutation.124 
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Figure 3. A. Optimized geometries for the reactant, product and transition states for the phosphoryl 

transfer in the active site for WT DNA Pol (top) and Y432S variant (bottom). B. Minimum energy path for 

the phosphoryl transfer, showing a higher energy barrier and reaction energy for the Y432S variant (blue) 
than the WT (red). This figure has been reprinted, with permission, from reference (63), copyright (2024), 
American Chemical Society 

 

HYDROLASES 

Hydrolases (classified as EC 3) catalyze the breaking of chemical bonds using water. They 

are crucial to the working of the human body, as they are involved in efficient excretion, energy 

production, signaling and various synthetic cycles. Hydrolases are classified into thirteen 

categories, based on the types of bonds they cleave. Many computational methods are used to 

study mutations on these proteins154-180. A few are highlighted below. 

Apolipoprotein B mRNA-editing enzyme catalytic polypeptide (APOBEC) is a family of 7 

members that catalyze RNA and DNA cytosine deamination, converting guanine to promutagenic 

uracil. The resulting lesions can cause mutations, making APOBEC a natural antiviral response 
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protein by disrupting viral replication. A combined computational and experimental study by Hix 

et al. investigated the effects of oncogenic mutations on APOBEC3H (A3H)161. Molecular 

Dynamics simulations (MD) were used to study five different systems: WT A3H, K121E cancer 

variant (associated to lung cancer, uncovered by HyDn-SNP-S), K117E/K121E, K117E and 

G105R. The simulation results revealed that the K121E variant results in new hydrogen bond 

interactions compared to the WT, leading to increased strain on the active site and dimer interface, 

which were predicted to affect activity and dimerization ability. (Figure 4). The K121E variant also 

showed increased flexibility in the rest of the protein other than the residues involved in changes 

in hydrogen bonding, as indicated by RMSF data. Further correlation and principal component 

analysis revealed altered correlation around the mutation site, along with constrained and higher 

correlated motion when compared to the WT.  

 

Figure 4. A. A3H Hap I (in pink) with RNA interface (purple) and DNA substrate (ice blue). The residues 
G105 (orange), K117 (cyan) and K121 (green) are also shown. B. Residues important for RNA binding. C. 
K121E mutations causes new hydrogen bond interactions. D. Table of largest HBond contributors, based 
on percentage simulation time. This figure has been reprinted, with permission, from reference (161), 
copyright(2020), Oxford University Press 

The enhanced hydrogen bond networks were seen to involve the K117 residue, and hence it 

was predicted that mutating this residue would rescue the K121E variant. Analysis of the 

K117E/K121E variant shows that the hydrogen bond networks that are necessary for the protein 

stability and function are partially restored. It was also seen that the K117E/K121E variant shows 

similar motion to that of WT, with similar correlated motion, along with similar fluctuations of the 

loop. The predicted effects of the K121 cancer variants with respect to activity and dimerization, 

as well as the rescue phenotype of the K117E/K121E double mutant were all confirmed 

experimentally in the same study161.   

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/


MutY DNA glycosylase (MUTYH) is involved in the repair of DNA in case of oxidative damage. 

It is involved in the first step of Base Excision Repair (BER) which is the deglycosylation of 

deoxyadenosine in 8-oxo-7,8-dihydroguanine (8OG):A mispair. Mutations in the MUTYH gene 

mainly cause MUTYH associated polyposis (MAP), an autosomal recessive disorder, that 

increases the risk of colorectal cancer. A study by Nikkel et al. focused on the Y126F and N146S 

variants in the wild-type MUTYH bacterial homologue. The N146S mutation is analogous to 

N224S mutation of MUTYH that is associated with MAP in humans162. They conducted MD 

simulations with AMBER and QM/MM (ONIOM) 181 calculations to study the structural and 

catalytic differences between WT and mutant systems.  According to hydrogen bond analysis, 

they observed that there is a hydrogen bond between N146 and D144 which supported the 

hypothesis that N146 is important for positioning of D144 in the active site. In similar way, Y126 

is proposed to be vital for positioning of E43 and a strong hydrogen bond was observed between 

Y126 and E43 during MD simulation. Y126F caused alterations in this interaction leading to 

structural destabilization of the active site. The N146S mutant disrupted hydrogen bond 

interactions that are crucial for cross-link formation, leading to a different catalytically incompetent 

structural conformation which D144 positions away from the active site.  

Furthermore, QM/MM calculations revealed that Y126F shows an increase of the reaction 

barrier by 6.8 kJ/mol for the rate of hydrolysis reaction than WT. Another study by Trasviña-Arenas 

et al.182 investigated two cancer-associated mutations in MUTYH; R241Q and N238S, that are 

important in allosteric network interactions between abasic (AP) site and [4Fe-4S] cluster, using 

both experimental and computational tools. Both variants showed a reduction in the local stability 

of the protein with total non-bonded inter-molecular interaction energy compared to WT, while 

R241Q has a larger impact on the stability of catalytic residue, D236 and AP site. A dynamic 

network analysis showed a connected network passing through R241 and N238 between the 

[4Fe-4S] cluster and the AP site, which is disrupted by both mutations. Additionally, the optimal 

path between AP site and [4Fe-4S] in WT is observed to go through R241 while this path is altered 

for all mutant systems. These results provided an explanation for the observed experimental 

phenotype in that that the mutations impact both the structural dynamics and the interconnections 

among the residues in the structural bridge between the two sites.  

LYASES 

Lyases (classified as EC 4) are enzymes that catalyze the breaking of chemical bonds by 

means other than hydrolysis and oxidation, often forming a new double bond or a new ring 

structure.183-185 The lyase family includes fumarate hydratase, guanylate cyclase, 
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adenylosuccinate lyase, isocitrate lyase, lactoylglutathione lyase, among others and are crucial 

for certain bodily functions. Computational studies on various lyases have been carried out186-192.  

Fumarate Hydratase (FH) is an enzyme in the tricarboxylic acid cycle that converts fumarate 

to malate.193 Mutations in FH have been linked to different diseases, including hereditary 

leiomyomatosis and renal cell cancer (HLRCC).194, 195 Shorthouse et al. used MD simulations to 

investigate R233H FH186. This variant is known to impact FH function, but the mechanism was 

unknown. Structural analysis of angle of key domains showed that this mutation disrupts the hinge 

regions in the protein, resulting in conformational changes that occludes the catalytic site, 

reducing the enzyme’s efficiency, thus categorizing the mutation as a loss-of-function (LOF). 

Additional study of the R268G mutant also showed conformational changes that influence 

catalytic activity.  

Guanylin, encoded by the Guanylate  Cyclase Activator 2A (GUCA2A ) gene, is responsible 

for the activation of guanylate cyclase, consequently regulating water and electrolyte transport.196, 

197 Its structure is stabilized by two disulfide bonds, and disruptions in guanylin function are linked 

to gastrointestinal diseases, such as colon adenocarcinoma, adenoma and intestinal polyps.187, 

198, 199 Porto et al.187 identified five deleterious SNPs in the GUCA2A gene (L6P, C104R, C112S, 

G114R, and C115Y), and MD simulations were used to study their effects. The L6P and G114R 

variants did not significantly alter the guanylin peptide structure, with G114R retaining the disulfide 

bonds. However, the C115Y variant exhibited structural characteristics with lower flexibility and 

higher values for radius of gyration (Rg) and solvent-accessible surface area. C104R and C112S 

disrupted a key disulfide bond, resulting in greater flexibility, though no significant changes in 

solvation potential energy were found. MD simulations suggest that C104R, C112S, and C115Y 

might be associated with diseases due to these structural disruptions. Additionally, two nonsense 

mutations at sites Glu89 and Tyr109 also showed truncated guanylin peptides, incapable of 

disulfide bonds. 

Adenylosuccinate lyase (ADSL) is an enzyme in the purine salvage pathway that is required 

for the survival of Leishmania donovani, the pathogen that causes visceral leishmaniasis.200-202 It 

catalyzes the conversion of adenylosuccinate into adenosine monophosphate (AMP) and 

fumarate, and its disruption can compromise the pathogen's ability for survival and replication.  

Bora et al. investigated two double mutants, N335Y/T367R (mutant I) and S321C/E334A (mutant 

II), and found that these mutations reduced AMP binding affinity, leading to decreased substrate 

binding.188 MD simulations revealed that both mutants exhibited increased structural fluctuations 

compared to the native enzyme. MMPBSA calculations were performed to assess the binding 
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energy, indicating that these mutations negatively affected the enzyme’s catalytic efficiency. The 

orientation of two important catalytic residues, His118 and His196, was changed by these 

mutations, which further decreased the enzyme’s substrate specificity and activity. Mutant II 

showed slightly better efficacy at lowering functionality of the enzyme than mutant I, suggesting 

these mutations impair ADSL and could be targeted to inhibit pathogen survival. 

Mycobacterium tuberculosis isocitrate lyase (MtbICL), an antituberculosis drug target, is a 

key enzyme in the glyoxylate cycle. The enzyme catalyzes the conversion of isocitrate into 

glyoxylate and succinate, aiding in carbon anaplerosis during the TCA cycle.203 Shukla et al. 

investigated F345A, L418A, and H46A mutations in MtbICL(Figure 5), revealing significant 

impacts on enzyme structure and function despite their distance from the active site.189 190 191          

F345A and L418A mutations increased flexibility and disrupted structural stability, reducing 

enzyme activity. The H46A mutation (Figure 5B), though far from the active site, caused rigidity 

in the catalytic region, leading to a complete loss of activity. Principal component analysis (PCA) 

and cross-correlation analysis revealed that the H46A mutant enzyme had lost structural plasticity, 

resulting in decreased flexibility and increased rigidity in the catalytic region. Additionally, residue 

interaction network (RIN) analysis revealed that the mutation disturbed key residue interactions 

within the active site, further destabilizing its geometry. These findings highlight the importance of 

distal regions in maintaining enzyme function and suggest potential targets for anti-tuberculosis 

drug development. 

 

Figure 5. Structure of MtbICL. (A) Ribbon structure of the tetrameric MtbICL (PDB ID: 1F8I) with each 
subunit highlighted in a different color. (B) Chain A of MtbICL tetramer showing the position of His46 in blue 
stick and active site signature sequence (189KKCGH193) in yellow sticks. This figure has been reprinted, 
with permission, from reference (191), copyright (2018), Elsevier 
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Glyoxalase-1 (Glo-1) is an important enzyme in the Glyoxalase system that protects against 

dicarbonyl stress by detoxifying toxic byproducts like methylglyoxal (MGO).204 Glo-1 is the major 

enzyme that neutralizes MGO. Lowered expression or activity of GLO1 has been seen to be 

associated with type 2 diabetes mellitus. Syed et al. investigated the structural impact of the R38Q 

missense mutation using molecular docking and MD simulations.192 These simulations showed 

that the R38Q mutant protein had higher RMSD values, indicating reduced protein stability. The 

mutant also showed increased flexibility in specific residue locations and decreased compactness 

during simulation, as evidenced by the Rg analysis. Furthermore, hydrogen bond analysis 

revealed a loss of key interactions in the mutant, weakening ligand binding, which was further 

supported by MM/GBSA binding energy and center-of-mass (CoM) analyses. In conclusion, the 

R38Q mutation significantly lowers Glo-1 stability and compactness, affecting ligand-binding 

interactions and potentially contributing to disease through decreased enzyme function.  

ISOMERASES 

Isomerases (classified as EC 5) are a class of enzymes that catalyze the conversion of a 

molecule from one of its isomers to another. Isomers are a set of molecules that have the same 

molecular formula but differ in the orientation and position of the atoms, for example, glucose, 

fructose and galactose.205, 206  They play a vital role in various metabolic pathways, such as 

carbohydrate metabolism, nucleotide biosynthesis, glycolysis and amino acid metabolism.207  

Mutations in isomerases lead to disruption in enzymatic functions. Deficiencies of isomerases due 

to certain mutations in the encoding gene can result in certain immune disorders, various 

autosomal disorders such as cardiac myopathy, chronic haemolytic anemia, among others, along 

with certain cancers and neurodegeneration.208-210 Computational tools have been used to study 

various aspects of isomerases.211-225 Some studies with a focus on disease-causing mutations are 

highlighted below.  

Epimerases catalyze stereochemical changes within biological molecules and are involved 

in the metabolic breakdown of various amino acids and the conversion of galactose to glucose.226 

An important epimerase is UDP-galactose 4’-epimerase (GALE). This enzyme is responsible for 

galactose metabolism, and mutations in the epimerase gene lead to type III galactosemia.227 

McCorvie et al. 211 employed SNPeffect 4.0 server228 to predict the biochemical effects of 

missense mutations on GALE. SNPeffect 4.0 server has been designed with four programs which 

has the ability to detect tendency to aggregate (TANGO)229, form amyloids (WALTZ)230, ability to 

bind chaperones (LIMBO), changes in stability (Fold-X)231.They also implement I-Mutant 3.0232 to 

detect the energetic change in experimental condition.  These methods were applied to a set of 
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26 mutants, whose effects were unknown, of which three mutations (identified p.I14T, p.R184H 

and p.G302R) were seen to be severely impairing. Even though they found these mutations to 

structurally destabilize the system, it does not directly correlate to enzyme activity. They also 

suggest that mutations in the cofactor-substrate binding site may cause more disruption to 

enzyme activity.  

Other important isomerases are the cis-trans isomerases, that catalyze the conversion 

between cis and trans isomers.233, 234 These isomerases are important for protein folding, cell 

cycle progression and cancer regulation.233, 235, 236 Rodriguez-Bussey et.al. investigated 

cyclophilin A (WT) and mutated analogues (V6I, V6T, V29L, and V29T), necessary for diverse 

biological processes and associated with various diseases using MD simulation.215  The mutations 

perturbed  active site dynamics  along three distinct allosteric pathways, with two experimentally 

verified and one newly suggested by the investigators, complemented by residue-residue contact 

analysis. Additionally, a study by Wang et.al. on Protein interaction with NIMA1 (Pin1) enzyme 

investigated the effects of mutations on two conservative histidine residues through experiments 

and MD simulation.215 It was observed that these mutations increased the flexibility of the PPIase 

domain, along with disrupting hydrogen bond networks in the protein system  as observed from 

RMSD, RMSF, Rg, distance and hydrogen bond analysis.  

Phosphoglucomutase (PGM) is an enzyme that catalyzes the transformation between 

glucose-1-phosphate and glucose-6-phosphate.237, 238 Variants in PGM1 cause the inherited 

metabolic disease PGM1 deficiency, an autosomal recessive disorder that affects patients with 

hypoglycemia, hyperinsulinemia, heart, liver, and muscle pathologies. Gouliaev et al.studied the 

L516P mutation of PGM1239. Experimentally, they saw that this mutation causes reduced activity 

of the protein, most likely due to misfolding and proteasomal degradation. To further analyze such 

effects of mutations on PGM1, in silico techniques were employed on all possible single-site 

missense variants in human PGM1. A protein sequence alignment of 1468 distinct PGM1 

orthologues was created, and then the Global Epistatic Model for predicting Mutational Effects 

(GEMME) 240 model was applied to it. This model identifies individual residues as well as residue 

pair conservation to determine variant effects and provides scores based on the effects of the 

mutations. This study revealed that neutral (WT-like) amino acid substitutions do not usually effect 

the stability of protein much, and have a score close to 0, The L516P variant was seen to have 

some negative effect on protein structure and function, with a score of -1.5. Furthermore, the 

Rapid Stability Prediction (RaSP) 241  model was utilized to predict the change in thermodynamic 

protein stability along with L516P, 18 other variants were compared for their stability to the WT. 

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/


The study showed that most of the SNPs to this protein were well tolerated, even though in most 

positions a proline substitution was detrimental to the stability of the protein. The L516P was also 

seen to be structurally unstable, conforming to the earlier claim. These results were further 

validated by comparative studies with previously submitted variant data in the gromAD database.  

Currently 20 missense mutations of PGM1 have been characterized for PGM1 deficiency. 

They are either seen to affect the active site and catalytic efficiency or affect the protein folding 

and stability (Figure 6). Stiers et al. investigated a novel R422Q variant using different 

experimental procedure along with MD simulation. 217The study revealed that this variant did not 

affect the catalytic activity but highly reduces the stability of the protein as observed from RMSD. 

Additionally, substrate binding to the variant further reduces protein stability, unlike the stabilizing 

effect seen in the WT. Another study by Stiers et al. 242 demonstrated the effects of eight mutations 

that are present in the highly conserved substrate-binding loop in domain 4 of PGM1 using 

experiments and MD simulation.  In addition to RMSF, they utilized residence density, which 

represents a time-averaged distribution of atoms within a specific volumetric region throughout 

the simulation.  It was observed that mutations at the R503 site and R515 site do not affect the 

protein structure directly but alter the flexible site of the D4 loop leading to enzyme disfunction. 

Investigation of the R503Q variant shows that the mutation causes conformational changes in the 

D4 loop, rendering it incapable of ligand binding. Other variants such as G506R, G511R, R515W 

and R515Q also have deleterious effects on PGM1, that were seen in vitro. Further computational 

analysis of these variants might provide more insight into their effects on the enzyme. 
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Figure 6. Crystal structure of human PGM1 highlighting carious missense mutations with different effects: 
red indicates effect on catalysis, whereas blue indicates effects on folding and/or stability. G6P is shown in 
yellow and Ser117 in green. The bound Mg2+ ion is shown as an orange sphere. This figure has been 
reprinted, with permission, from reference (217), copyright (2020), John Wiley and Sons 

 

LIGASES 

Ligases (classified as EC 6) are crucial enzymes that catalyze the formation of covalent 

bonds (e.g. C-N, C-O, C-S, phosphodiester etc.) between biomolecules, often using ATP for 

energy. They are classified into six subclasses based on the type of bond formed and are crucial 

to various biological applications such as DNA replication, repair and protein regulation, among 

others. Various computational studies have been done on ligases.243-262  A few studies focusing 

on pathogenic mutations are highlighted below. 

DNA ligases (LIG1, LIG2, LIG3, LIG4) catalyze the formation of phosphodiester bonds, which 

facilitate the joining of DNA strands. Both experimental and computational studies suggest that 

specific mutations (E566K, P529L, R641L, R771W, A624T) in LIG1 disrupt the enzyme's 

functionality, leading to diseases like leukopenia, neutropenia, lymphopenia, hypogamma, 

globulinemia, etc. Alajlan et al.262 studied the A624T mutation on DNA LIG1 both experimentally 

and MD simulation using a coarse-grained force field.  The superposition of protein structure 

dynamics between WT and A624T shows the difference in structural description mainly in three 
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loops (335–344, 640–646 and 853–865). They further computed residue interaction network (RIN) 

which predicts the connection among the protein residues and consequently build a network 

system based on covalent and non-covalent interactions (vander waals, H-bond, π-π etc). RIN 

analysis revealed the allosteric regulation in mutated system (missing in WT) associated with the 

LIG1 high-fidelity magnesium (335-344), as well as on DNA binding within the adenylation domain 

(640-646). 

E3 ubiquitin ligases are crucial for determining substrate specificity and facilitating the transfer of 

ubiquitin from E2 enzymes to substrates in the ubiquitination system,.254-256 While several studies 

have investigated mutations in E3 ligases, computational research has primarily focused on the 

BRCA1-BARD1 domain. The N-terminal RING domain of the Breast cancer type 1 susceptibility 

protein – BRCA1 Associated Ring domain (BRCA1-BARD1) heterodimer exhibits E3 ubiquitin 

ligase activity, aiding tumor suppression through DNA repair. During DNA damage, it localizes to 

the damaged site and transfers ubiquitin from the E2 enzyme (UBE2D3) to lysines 125, 127, and 

129 on H2A, facilitating repair.261, 263-266  Mutations in the RING domain of BRCA1-BARD1 abolish 

the interactions between them which subsequently hamper the E3 ubiquitin ligase activity 

increasing the chance of breast and ovarian cancers.267-269  

Choudhury et al. investigated two cancer-predisposing mutations (A658C and I738V) in BARD1-

BRCT using atomistic classical MD simulations.246  They analyzed the trajectories of both WT and 

mutants through RMSD, RMSF, radius of gyration (Rg), SASA, hydrogen bond, covariance matrix 

principle component analysis (PCA) etc to predict the differences in dynamical structural change 

and flexibility of the systems. The I738V mutant showed greater flexibility and structural changes 

compared to the WT and R658C, leading to disruptions of interactions within the protein. It further 

suggested that the I738V mutation destabilizes the BARD1-BRCT domain, potentially affecting its 

stability and function. Further study examined mutations C645R, V695L, and S761N244, 246, 251  in 

the BARD1-BRCT domain employing similar methodological approaches. These mutants showed 

greater structural shifts compared to the WT, with C645R and S761N causing local changes and 

V695L leading to global alterations. Hydrogen bonding patterns indicated reduced interactions for 

V695L and S761N as compared to WT and C645R. V695L displayed increased flexibility and 

differed significantly in interaction profiles as observed from MD analysis tools mentioned above.  

Choudhury et al.‘s results suggested that substitution of valine, having extra –CH2– groups, in 

V695L increases flexibility while reducing stability and hindering functionality. Later they 

investigated the structural aspects of similar variants in BRCA1 and BARD1 domains to 

characterize the folding pattern of that region. Here also they adopted similar tools for trajectory 
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analysis which suggest that mutations don’t perturb the structures significantly but exhibit region 

dependent flexibility. They predicted residue region 1798−180 of BRCA1 and 744 of BARD1 

shows lower flexibility than WT. Their analysis concluded that the residues which are structurally 

aligned and identical between the two BRCT domains for WT and the mutants are important for 

functional characterization to reveal their potential role in health conditions and uncover their 

clinical significance. 

A computational investigation by Kiewhuo et al.247 analyzed sixteen BRCA1-BARD1 RING domain 

mutations to study their impact on the structure and function of the BRCA1-BARD1 heterodimer. 

They selected eleven BRCA1 mutations and five BARD1 mutations.248-250 Along with RMSD, 

RMSF here they considered MM/PBSA to calculate the binding energy between two protein 

domains and how it is affected on mutations. Apart from that they used PIMA and PPcheck server 

to calculate the protein-protein interactions. They have also employed residue network analysis 

using NAPS and RING webservers to detect how mutation modulate the protein networks. They 

observed that the mutations caused local disruptions and higher structural fluctuations, 

particularly at Zn²⁺ binding sites and central helices, affecting heterodimer function. Although E3 

ligase activity was impaired in some cases, the BRCA1-BARD1 dimer often remained intact and 

maintaining stability through hotspot residues (Trp34, Leu114 in BARD1 and BRCA1 Ile89) 

predicted by hotspot residue prediction servers. The study suggested that structural changes in 

mutant BRCA1 near the E2 binding site could hinder E2 interaction, reducing E3 ligase function 

and promoting cancer progression.252 These results were consistent with experimental data 

showing that RING domain integrity is vital for E2 binding and ubiquitin transfer.  

TRANSLOCASES 

Translocases (classified as EC 7)  are a class of enzymes that facilitate the transport of 

entities-such as ions, proteins, or other small compounds across cell membranes.270-272 

Translocases are further categorized into several subclasses based on the type of entities they 

transport and the mechanisms they employ. The translocation process is driven by reactions that 

are linked to oxidoreductase reactions, nucleoside triphosphate and diphosphate hydrolysis and 

decarboxylation reactions.273  Translocases are essential for maintaining cellular homeostasis, 

metabolic regulation, and intracellular signaling. Many investigations on translocases employing 

diverse computational methods have shed light on how mutations influence different 

characteristics of these enzymes.274-286  
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ATPases287, 288 are ATP-dependent transport proteins and are essential for various 

physiological processes.289 290 Intracellular copper levels are regulated by Cu(I)-ATPases,  290such 

as ATPase copper-transporting alpha (ATP7A) and ATPase copper-transporting beta (ATP7B).291, 

292 Mutations in these transporters can lead to copper imbalances, causing diseases like Menkes 

disease (copper deficiency) or Wilson disease (copper accumulation) in various tissues.293-295 

ATP7B protein is a transporter that loads Cu(I) onto newly formed cupro-enzymes in the trans-

Golgi network (TGN) and removes excess copper by moving from TGN to the plasma membrane.  

A study from Braiterman et al. 282 investigated seven mutations at the Ser653 site of ATP7B 

by varying the size, charge and the hydrophobicity. SASA calculations showed that S653 is buried 

within transmembrane (TM) segments. S653 in ATP7B was found to form a hydrogen bond with 

G710, and SWISS-MODEL structural bioinformatics server predicted that S653A, S653C, S653T 

mutations have minor structural changes while S653Y mutation causes the Y653 side chain to 

rotate outward, increasing SASA and disrupting the hydrogen bond with G710. Also, S653Y 

mutation decreased the exposure of neighboring residue Y713 in TM2 than WT.  S653F had 

similar but less pronounced effect on Y713. Furthermore, they calculated electrostatic potential of 

the structures using adaptive Poisson-Boltzmann surface analysis (APBS) and identified a pocket 

near TM1 S653, TM2 G710 and TM2 helix. This pocket was less accessible with more neutral 

surface charges for S653Y. S653E and S653D caused significant changes in surface charge near 

the pocket while D653 increased negatively charged area and 653E showed less strong negative 

charge suggesting it is deeply buried within the protein. MD simulations using the generalized-

born simple-switching approach and SASA calculations indicated that bulky substitutions and 

negative charge at Ser653 cause local distortions, which alter interaction between TM1 and TM2 

and prevented the proteins from exiting the TGN. These findings were consistent with the 

experimental mutational analysis. 

ABCB1 is one of the ATP binding cassette (ABC) genes which plays a key role in cellular 

homeostasis. 296, 297 Various immunosuppressive drugs have been introduced over the past two 

decades to ensure sustained graft survival for renal transplantation, among which Tacrolimus 

(TAC) is the most widely used and least toxic.298, 299 Mallina et al.283 conducted a study to 

investigate the effect of gene polymorphisms (S893T) in ABCB1 on the toxicity of TAC in renal 

transplantation patients. They studied the effect of the variant on protein stability using seven 

stability analysis tools including i- Mutant2.0232, SDM300, iStable144, mCSM301, MUpro302, DUET303, 

and ENCoM304. These tools calculated ΔΔG values to determine whether the variant stabilizes or 

destabilizes the protein. All tools, except i- Mutant2.0, predicted that the mutant destabilizes the 
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ABCB1 protein. Combining stability and amino acid interaction analysis, it was found that S893T 

reduces the flexibility of the protein. 

The mitochondrial pyruvate carrier (MPC) protein is essential for transporting pyruvate, a key 

metabolic intermediate, from the intermembrane space into the mitochondrial matrix, where it 

enters the citric acid cycle.305 Mutations in human MPC1 are associated with cancer, heart failure 

and neurodegeneration.306 Xu et al.286 developed de novo models of human MPC complexes, and 

the conformational dynamics of the MPC heterodimer (MPC1/2) were explored. Several distances 

of paired residues between MPC1 and MPC2 were calculated in WT and mutant systems to 

assess the conformational dynamics of the MPC1/2 heterodimer (Figure 7). The open or close 

conformation of the outward-facing side of MPC1/2 was determined by the distance between P48 

of MPC1 and P63 of MPC2 and the inward-facing side of MPC1/2 was assessed by the distance 

between P75 of MPC1 and P91 of MPC2. A salt bridge was expected between D43 of MPC1 and 

R62 of MPC2 when there is minimal distance < 3.0 through the simulation. Another distance was 

calculated between two bulky hydrophobic residues which act as gating residues, Y62 of MPC1 

and W82 of MPC2 to characterize the open or close conformation of the central path in MPC1/2. 

The results show that the functional MPC1/2 complex in WT prefers an inward-open conformation, 

with the carrier open toward the matrix, while outward-open states are less common. Consistent 

with experimental data, the MPC1 L79H mutation significantly disrupts the conformation of 

MPC1/2, impairing substrate transport, whereas the MPC1 R97W mutation retains transport 

activity. 

 

Figure 7. (A) Conformation representation of the MPC1/2 heterodimer in an inward-open state. Blue 
represents MPC1 and relevant residues, and red represents MPC2 and relevant residues. (B) Distance 
analysis over simulations between Pro48 of MPC1 and Pro63 of MPC2 and between Pro75 of MPC1 and 
Pro91 of MPC2. (C) Distance analysis between Asp43 of MPC1 and Arg62 of MPC2 over simulations. (D) 
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Distance analysis between gating residues Tyr62 of MPC1 and Trp82 of MPC2. This figure has been 
reprinted, with permission, from reference (286), copyright (2021), American Chemical Society 

SUMMARY AND PERSPECTIVE 

Computational analysis of disease-associated mutations in proteins has emerged as a 

powerful tool in understanding the molecular mechanisms that underlie the functional, structural 

and/or dynamical impacts of these mutations. Through methods such as molecular dynamics 

simulations, protein structure modeling, catalytic studies, and bioinformatics tools, researchers 

can predict how mutations affect enzyme stability, dynamics, and activity. These computational 

techniques allow for the identification of critical regions within enzyme structures that are 

particularly susceptible to mutations, providing valuable insights into how structural and functional 

alterations disrupt enzyme functionality. Such computational approaches are not only 

complementary to experimental studies but also offer atomistic detail that experimental methods 

might not capture. Moreover, they enable large-scale mutation screening, making these methods 

both efficient and cost-effective for exploring a wide variety of mutations. 

Advances in bioinformatics and machine learning-based approaches, have further 

accelerated the prediction and analysis of enzyme mutations, enhancing our ability to anticipate 

their effects on catalysis, binding affinity, and overall stability. This integration of machine learning 

and computational tools provides a framework for identifying potential therapeutic targets, which 

is crucial for drug discovery and mutagenesis studies. Additionally, hybrid QM/MM methods 

provide deeper insights into the chemical and catalytic processes, improving the balance between 

computational efficiency and accuracy. These advancements allow researchers to explore the 

consequences of mutations not only on enzyme dynamics but also on their catalytic pathways 

and substrate interactions at a much finer resolution. 

In addition to studying mutations, computational tools have also been effectively applied to 

explore other protein properties, such as substrate specificity, cofactor interactions, long-range 

allosteric effects, to name a few. This opens new avenues for research into enzyme engineering 

and the development of new biocatalysts, as well as applications in synthetic biology and 

industrial enzyme design. The continued refinement of these computational approaches, 

combined with experimental validation, holds great promise for advancing our understanding of 

protein-related diseases and their potential treatments. 

REFERENCES 

(1) Lehninger, A. L.; Nelson, D. L.; Cox, M. M. Lehninger principles of biochemistry; Macmillan, 
2005. 

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/


(2) Robinson, P. K. Enzymes: principles and biotechnological applications. Essays in 
Biochemistry 2015, 59, 1-41. DOI: 10.1042/bse0590001 (acccessed 10/3/2024). 

(3) Yang, H.; Lei, M.; Huang, L.; Wang, Y.; Sun, N.; Ban, L.; Wang, X.; Zhang, H. Study on the 
effects of environmental factors on enzyme activities during growth of Hypsizygus marmoreus. 
Plos one 2022, 17 (8), e0268107. 

(4) Kokkonen, P.; Slanska, M.; Dockalova, V.; Pinto, G. P.; Sánchez-Carnerero, E. M.; 
Damborsky, J.; Klán, P.; Prokop, Z.; Bednar, D. The impact of tunnel mutations on enzymatic 
catalysis depends on the tunnel-substrate complementarity and the rate-limiting step. 
Computational and Structural Biotechnology Journal 2020, 18, 805-813. DOI: 
10.1016/j.csbj.2020.03.017 (acccessed 2024/10/02). 

(5) Morgenthaler, A. B.; Kinney, W. R.; Ebmeier, C. C.; Walsh, C. M.; Snyder, D. J.; Cooper, V. 
S.; Old, W. M.; Copley, S. D. Mutations that improve efficiency of a weak-link enzyme are rare 
compared to adaptive mutations elsewhere in the genome. Elife 2019, 8, e53535. 

(6) Teng, S.; Srivastava, A. K.; Schwartz, C. E.; Alexov, E.; Wang, L. Structural assessment of 
the effects of Amino Acid Substitutions on protein stability and protein? protein interaction. 
International journal of computational biology and drug design 2010, 3 (4), 334-349. 

(7) Ishida, T. Effects of Point Mutation on Enzymatic Activity: Correlation between Protein 
Electronic Structure and Motion in Chorismate Mutase Reaction. Journal of the American 
Chemical Society 2010, 132 (20), 7104-7118. DOI: 10.1021/ja100744h. 

(8) Gerton, J. L.; Ohgi, S.; Olsen, M.; DeRisi, J.; Brown, P. O. Effects of mutations in residues 
near the active site of human immunodeficiency virus type 1 integrase on specific enzyme-
substrate interactions. Journal of virology 1998, 72 (6), 5046-5055. 

(9) Zhong, Q.; Xiao, X.; Qiu, Y.; Xu, Z.; Chen, C.; Chong, B.; Zhao, X.; Hai, S.; Li, S.; An, Z.; et 
al. Protein posttranslational modifications in health and diseases: Functions, regulatory 
mechanisms, and therapeutic implications. MedComm (2020) 2023, 4 (3), e261. DOI: 
10.1002/mco2.261. 

(10) Sedov, I. A.; Zuev, Y. F. Recent Advances in Protein-Protein Interactions. Int J Mol Sci 2023, 
24 (2). DOI: 10.3390/ijms24021282. 

(11) Brown, T. A. Genomes 5; CRC Press, 2023. 

(12) Seplyarskiy, V. B.; Soldatov, R. A.; Koch, E.; McGinty, R. J.; Goldmann, J. M.; Hernandez, 
R. D.; Barnes, K.; Correa, A.; Burchard, E. G.; Ellinor, P. T.; et al. Population sequencing data 
reveal a compendium of mutational processes in the human germ line. Science 2021, 373 (6558), 
1030-1035. DOI: doi:10.1126/science.aba7408. 

(13) Seplyarskiy, V. B.; Sunyaev, S. The origin of human mutation in light of genomic data. Nature 
Reviews Genetics 2021, 22 (10), 672-686. DOI: 10.1038/s41576-021-00376-2. 

(14) Jiang, Y.; Neti, S. S.; Sitarik, I.; Pradhan, P.; To, P.; Xia, Y.; Fried, S. D.; Booker, S. J.; 
O'Brien, E. P. How synonymous mutations alter enzyme structure and function over long 
timescales. Nat Chem 2023, 15 (3), 308-318. DOI: 10.1038/s41557-022-01091-z. 

(15) Perrier, S.; Gauquelin, L.; Fallet-Bianco, C.; Dishop, M. K.; Michell-Robinson, M. A.; Tran, L. 
T.; Guerrero, K.; Darbelli, L.; Srour, M.; Petrecca, K. Expanding the phenotypic and molecular 
spectrum of RNA polymerase III–related leukodystrophy. Neurology: Genetics 2020, 6 (3), e425. 

(16) Bernard, G.; Chouery, E.; Putorti, M. L.; Tétreault, M.; Takanohashi, A.; Carosso, G.; 
Clément, I.; Boespflug-Tanguy, O.; Rodriguez, D.; Delague, V. Mutations of POLR3A encoding a 
catalytic subunit of RNA polymerase Pol III cause a recessive hypomyelinating leukodystrophy. 

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/


The American Journal of Human Genetics 2011, 89 (3), 415-423. 

(17) Stumpf, J. D.; Saneto, R. P.; Copeland, W. C. Clinical and molecular features of POLG-
related mitochondrial disease. Cold Spring Harbor perspectives in biology 2013, 5 (4), a011395. 

(18) Radivoyevitch, T.; Munch-Petersen, B.; Wang, L.; Eriksson, S. A mathematical model of 
human thymidine kinase 2 activity. Nucleosides, Nucleotides and Nucleic Acids 2011, 30 (3), 203-
209. 

(19) Phillips, J. D.; Bergonia, H. A.; Reilly, C. A.; Franklin, M. R.; Kushner, J. P. A porphomethene 
inhibitor of uroporphyrinogen decarboxylase causes porphyria cutanea tarda. Proceedings of the 
National Academy of Sciences 2007, 104 (12), 5079-5084. 

(20) Van Kuilenburg, A. B.; Stroomer, A. E.; Van Lenthe, H.; Abeling, N. G.; Van Gennip, A. H. 
New insights in dihydropyrimidine dehydrogenase deficiency: a pivotal role for beta-
aminoisobutyric acid? Biochemical journal 2004, 379 (1), 119-124. 

(21) Zinn, A. B.; Kerr, D. S.; Hoppel, C. L. Fumarase deficiency: a new cause of mitochondrial 
encephalomyopathy. New England Journal of Medicine 1986, 315 (8), 469-475. 

(22) Bianchi, M.; Magnani, M. Hexokinase mutations that produce nonspherocytic hemolytic 
anemia. Blood Cells, Molecules, and Diseases 1995, 21 (1), 2-8. 

(23) Yoshihama, S.; Vijayan, S.; Sidiq, T.; Kobayashi, K. S. NLRC5/CITA: a key player in cancer 
immune surveillance. Trends in cancer 2017, 3 (1), 28-38. 

(24) Muul, L. M.; Tuschong, L. M.; Soenen, S. L.; Jagadeesh, G. J.; Ramsey, W. J.; Long, Z.; 
Carter, C. S.; Garabedian, E. K.; Alleyne, M.; Brown, M.; et al. Persistence and expression of the 
adenosine deaminase gene for 12 years and immune reaction to gene transfer components: long-
term results of the first clinical gene therapy trial. Blood 2003, 101 (7), 2563-2569. DOI: 
10.1182/blood-2002-09-2800 (acccessed 10/3/2024). 

(25) Jafri, M. A.; Ansari, S. A.; Alqahtani, M. H.; Shay, J. W. Roles of telomeres and telomerase 
in cancer, and advances in telomerase-targeted therapies. Genome Medicine 2016, 8 (1), 69. 
DOI: 10.1186/s13073-016-0324-x. 

(26) Altman, B. J.; Stine, Z. E.; Dang, C. V. From Krebs to clinic: glutamine metabolism to cancer 
therapy. Nature Reviews Cancer 2016, 16 (10), 619-634. DOI: 10.1038/nrc.2016.71. 

(27) Cox, A. D.; Fesik, S. W.; Kimmelman, A. C.; Luo, J.; Der, C. J. Drugging the undruggable 
RAS: Mission Possible? Nature Reviews Drug Discovery 2014, 13 (11), 828-851. DOI: 
10.1038/nrd4389. 

(28) Parsons, D. W.; Jones, S.; Zhang, X.; Lin, J. C.-H.; Leary, R. J.; Angenendt, P.; Mankoo, P.; 
Carter, H.; Siu, I.-M.; Gallia, G. L.; et al. An Integrated Genomic Analysis of Human Glioblastoma 
Multiforme. Science 2008, 321 (5897), 1807-1812. DOI: doi:10.1126/science.1164382. 

(29) Church, D. N.; Briggs, S. E.; Palles, C.; Domingo, E.; Kearsey, S. J.; Grimes, J. M.; Gorman, 
M.; Martin, L.; Howarth, K. M.; Hodgson, S. V. DNA polymerase ɛ and δ exonuclease domain 
mutations in endometrial cancer. Human molecular genetics 2013, 22 (14), 2820-2828. 

(30) Bryant, H. E.; Schultz, N.; Thomas, H. D.; Parker, K. M.; Flower, D.; Lopez, E.; Kyle, S.; 
Meuth, M.; Curtin, N. J.; Helleday, T. Specific killing of BRCA2-deficient tumours with inhibitors of 
poly (ADP-ribose) polymerase. Nature 2005, 434 (7035), 913-917. 

(31) Kumar, A.; Rajendran, V.; Sethumadhavan, R.; Purohit, R. Evidence of Colorectal Cancer-
Associated Mutation in MCAK: A Computational Report. Cell Biochemistry and Biophysics 2013, 
67 (3), 837-851. DOI: 10.1007/s12013-013-9572-1. 

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/


(32) N, N.; Zhu, H.; Liu, J.; V, K.; C, G. P. D.; Chakraborty, C.; Chen, L. Analysing the Effect of 
Mutation on Protein Function and Discovering Potential Inhibitors of CDK4: Molecular Modelling 
and Dynamics Studies. PLOS ONE 2015, 10 (8), e0133969. DOI: 10.1371/journal.pone.0133969. 

(33) Kulshreshtha, S.; Chaudhary, V.; Goswami, G. K.; Mathur, N. Computational approaches for 
predicting mutant protein stability. Journal of Computer-Aided Molecular Design 2016, 30 (5), 
401-412. DOI: 10.1007/s10822-016-9914-3. 

(34) Pan, Q.; Nguyen, T. B.; Ascher, D. B.; Pires, D. E. V. Systematic evaluation of computational 
tools to predict the effects of mutations on protein stability in the absence of experimental 
structures. Briefings in Bioinformatics 2022, 23 (2). DOI: 10.1093/bib/bbac025 (acccessed 
10/3/2024). 

(35) Ben-Tal, N.; Kihara, D.; Pandurangan, A. P. Editorial: Computational Approaches to Study 
the Impact of Mutations on Disease and Drug Resistance. Frontiers in Molecular Biosciences 
2021, 8, Editorial. DOI: 10.3389/fmolb.2021.813552. 

(36) Berger, M. B.; Cisneros, G. A. Distal Mutations in the β-Clamp of DNA Polymerase III* Disrupt 
DNA Orientation and Affect Exonuclease Activity. Journal of the American Chemical Society 
2023, 145 (6), 3478-3490. DOI: 10.1021/jacs.2c11713. 

(37) Cisneros, G. A.; Perera, L.; Schaaper, R. M.; Pedersen, L. C.; London, R. E.; Pedersen, L. 
G.; Darden, T. A. Reaction Mechanism of the ε Subunit of E. coli DNA Polymerase III: Insights 
into Active Site Metal Coordination and Catalytically Significant Residues. Journal of the American 
Chemical Society 2009, 131 (4), 1550-1556. DOI: 10.1021/ja8082818. 

(38) Simonin-Wilmer, I.; Ossio, R.; Leddin, E. M.; Harland, M.; Pooley, K. A.; Martil de la Garza, 
M. G.; Obolenski, S.; Hewinson, J.; Wong, C. C.; Iyer, V.; et al. Population-based analysis of 
&lt;em&gt;POT1&lt;/em&gt; variants in a cutaneous melanoma case–control cohort. Journal of 
Medical Genetics 2023, 60 (7), 692. DOI: 10.1136/jmg-2022-108776. 

(39) Casalino, L.; Gaieb, Z.; Goldsmith, J. A.; Hjorth, C. K.; Dommer, A. C.; Harbison, A. M.; 
Fogarty, C. A.; Barros, E. P.; Taylor, B. C.; McLellan, J. S.; et al. Beyond Shielding: The Roles of 
Glycans in the SARS-CoV-2 Spike Protein. ACS Cent Sci 2020, 6 (10), 1722-1734. DOI: 
10.1021/acscentsci.0c01056. 

(40) Hamelberg, D.; Mongan, J.; McCammon, J. A. Accelerated molecular dynamics: a promising 
and efficient simulation method for biomolecules. The Journal of chemical physics 2004, 120 (24), 
11919-11929. 

(41) Wang, J.; Arantes, P. R.; Bhattarai, A.; Hsu, R. V.; Pawnikar, S.; Huang, Y. M.; Palermo, G.; 
Miao, Y. Gaussian accelerated molecular dynamics (GaMD): principles and applications. Wiley 
Interdiscip Rev Comput Mol Sci 2021, 11 (5). DOI: 10.1002/wcms.1521. 

(42) Kmiecik, S.; Gront, D.; Kolinski, M.; Wieteska, L.; Dawid, A. E.; Kolinski, A. Coarse-Grained 
Protein Models and Their Applications. Chemical Reviews 2016, 116 (14), 7898-7936. DOI: 
10.1021/acs.chemrev.6b00163. 

(43) Iftimie, R.; Minary, P.; Tuckerman, M. E. <i>Ab initio</i> molecular dynamics: Concepts, 
recent developments, and future trends. Proceedings of the National Academy of Sciences 2005, 
102 (19), 6654-6659. DOI: doi:10.1073/pnas.0500193102. 

(44) Paquet, E.; Viktor, H. L. Molecular dynamics, monte carlo simulations, and langevin 
dynamics: a computational review. BioMed research international 2015, 2015 (1), 183918. 

(45) Jorgensen, W. L.; Maxwell, D. S.; Tirado-Rives, J. Development and Testing of the OPLS 
All-Atom Force Field on Conformational Energetics and Properties of Organic Liquids. Journal of 
the American Chemical Society 1996, 118 (45), 11225-11236. DOI: 10.1021/ja9621760. 

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/


(46) Love, O.; Pacheco Lima, M. C.; Clark, C.; Cornillie, S.; Roalstad, S.; Cheatham Iii, T. E. 
Evaluating the accuracy of the AMBER protein force fields in modeling dihydrofolate reductase 
structures: misbalance in the conformational arrangements of the flexible loop domains. J Biomol 
Struct Dyn 2023, 41 (13), 5946-5960. DOI: 10.1080/07391102.2022.2098823  From NLM. 

(47) Schmid, N.; Eichenberger, A. P.; Choutko, A.; Riniker, S.; Winger, M.; Mark, A. E.; van 
Gunsteren, W. F. Definition and testing of the GROMOS force-field versions 54A7 and 54B7. Eur 
Biophys J 2011, 40 (7), 843-856. DOI: 10.1007/s00249-011-0700-9  From NLM. 

(48) Vanommeslaeghe, K.; Hatcher, E.; Acharya, C.; Kundu, S.; Zhong, S.; Shim, J.; Darian, E.; 
Guvench, O.; Lopes, P.; Vorobyov, I.; 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 2010, 31 (4), 671-690. DOI: 10.1002/jcc.21367  From NLM. 

(49) Eastman, P.; Swails, J.; Chodera, J. D.; McGibbon, R. T.; Zhao, Y.; Beauchamp, K. A.; Wang, 
L. P.; Simmonett, A. C.; Harrigan, M. P.; Stern, C. D.; et al. OpenMM 7: Rapid development of 
high performance algorithms for molecular dynamics. PLoS Comput Biol 2017, 13 (7), e1005659. 
DOI: 10.1371/journal.pcbi.1005659  From NLM. 

(50) Cisneros, G. A.; Piquemal, J.-P.; Darden, T. A. Generalization of the Gaussian electrostatic 
model: Extension to arbitrary angular momentum, distributed multipoles, and speedup with 
reciprocal space methods. The Journal of Chemical Physics 2006, 125 (18). DOI: 
10.1063/1.2363374 (acccessed 10/10/2024). 

(51) Watanabe, H. C.; Cui, Q. Quantitative Analysis of QM/MM Boundary Artifacts and Correction 
in Adaptive QM/MM Simulations. Journal of Chemical Theory and Computation 2019, 15 (7), 
3917-3928. DOI: 10.1021/acs.jctc.9b00180. 

(52) Tzeliou, C. E.; Mermigki, M. A.; Tzeli, D. Review on the QM/MM methodologies and their 
application to metalloproteins. Molecules 2022, 27 (9), 2660. 

(53) Kratz, E. G.; Walker, A. R.; Lagardère, L.; Lipparini, F.; Piquemal, J.-P.; Andrés Cisneros, G. 
LICHEM: A QM/MM program for simulations with multipolar and polarizable force fields. Journal 
of Computational Chemistry 2016, 37 (11), 1019-1029. DOI: https://doi.org/10.1002/jcc.24295. 

(54) Gökcan, H.; Vázquez-Montelongo, E. A.; Cisneros, G. A. LICHEM 1.1: Recent Improvements 
and New Capabilities. J Chem Theory Comput 2019, 15 (5), 3056-3065. DOI: 
10.1021/acs.jctc.9b00028. 

(55) Humphrey, W.; Dalke, A.; Schulten, K. VMD: Visual molecular dynamics. Journal of 
Molecular Graphics 1996, 14 (1), 33-38. DOI: https://doi.org/10.1016/0263-7855(96)00018-5. 

(56) Pettersen, E. F.; Goddard, T. D.; Huang, C. C.; Couch, G. S.; Greenblatt, D. M.; Meng, E. C.; 
Ferrin, T. E. UCSF Chimera--a visualization system for exploratory research and analysis. J 
Comput Chem 2004, 25 (13), 1605-1612. DOI: 10.1002/jcc.20084  From NLM. 

(57) Schrödinger, L. The PyMOL Molecular Graphics System, Version 1.8. (No Title) 2015. 

(58) Emmett Leddin; Cisneros Research Group; G. Andres Cisneros. CisnerosResearch/AMBER-
EDA: Updated StdDev Calculation (v1.0). 2021. (accessed. 

(59) Levine, D. S.; Head-Gordon, M. Energy decomposition analysis of single bonds within Kohn-
Sham density functional theory. Proc Natl Acad Sci U S A 2017, 114 (48), 12649-12656. DOI: 
10.1073/pnas.1715763114. 

(60) Talbot, J. J.; Chakraborty, R.; Shen, H.; Head-Gordon, M. A Free Energy Decomposition 
Analysis: Insight into Binding Thermodynamics from Absolutely Localized Molecular Orbitals. J 
Phys Chem Lett 2023, 14 (23), 5432-5440. DOI: 10.1021/acs.jpclett.3c01397. 

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.1002/jcc.24295
https://doi.org/10.1016/0263-7855(96)00018-5
https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/


(61) Zhang, Y.; Xiong, X.; Wu, W.; Su, P. Real-space energy decomposition analysis method for 
qualitative and quantitative interpretations. J Chem Phys 2024, 161 (8). DOI: 10.1063/5.0221644. 

(62) Lu, T.; Chen, Q. Simple, Efficient, and Universal Energy Decomposition Analysis Method 
Based on Dispersion-Corrected Density Functional Theory. J Phys Chem A 2023, 127 (33), 7023-
7035. DOI: 10.1021/acs.jpca.3c04374. 

(63) Maghsoud, Y.; Roy, A.; Leddin, E. M.; Cisneros, G. A. Effects of the Y432S Cancer-
Associated Variant on the Reaction Mechanism of Human DNA Polymerase κ. Journal of 
Chemical Information and Modeling 2024, 64 (10), 4231-4249. DOI: 10.1021/acs.jcim.4c00339. 

(64) Maghsoud, Y.; Dong, C.; Cisneros, G. A. Computational characterization of the inhibition 
mechanism of xanthine oxidoreductase by topiroxostat. ACS catalysis 2023, 13 (9), 6023-6043. 

(65) Naseem-Khan, S.; Berger, M. B.; Leddin, E. M.; Maghsoud, Y.; Cisneros, G. A. Impact of 
remdesivir incorporation along the primer strand on SARS-CoV-2 RNA-Dependent RNA 
polymerase. Journal of chemical information and modeling 2022, 62 (10), 2456-2465. 

(66) Maghsoud, Y.; Jayasinghe-Arachchige, V. M.; Kumari, P.; Cisneros, G. A.; Liu, J. Leveraging 
QM/MM and Molecular Dynamics Simulations to Decipher the Reaction Mechanism of the Cas9 
HNH Domain to Investigate Off-Target Effects. Journal of Chemical Information and Modeling 
2023, 63 (21), 6834-6850. DOI: 10.1021/acs.jcim.3c01284. 

(67) Maghsoud, Y.; Dong, C.; Cisneros, G. A. Investigation of the inhibition mechanism of 
xanthine oxidoreductase by oxipurinol: A computational study. Journal of Chemical Information 
and Modeling 2023, 63 (13), 4190-4206. 

(68) Torabifard, H.; Cisneros, G. A. Insight into wild-type and T1372E TET2-mediated 5hmC 
oxidation using ab initio QM/MM calculations. Chemical science 2018, 9 (44), 8433-8445. 

(69) Silvestrov, P.; Maier, S. J.; Fang, M.; Cisneros, G. A. DNArCdb: A database of cancer 
biomarkers in DNA repair genes that includes variants related to multiple cancer phenotypes. 
DNA Repair 2018, 70, 10-17. DOI: https://doi.org/10.1016/j.dnarep.2018.07.010. 

(70) Swett, R. J.; Elias, A.; Miller, J. A.; Dyson, G. E.; Andrés Cisneros, G. Hypothesis driven 
single nucleotide polymorphism search (HyDn-SNP-S). DNA Repair (Amst) 2013, 12 (9), 733-
740. DOI: 10.1016/j.dnarep.2013.06.001  From NLM. 

(71) Bendl, J.; Stourac, J.; Salanda, O.; Pavelka, A.; Wieben, E. D.; Zendulka, J.; Brezovsky, J.; 
Damborsky, J. PredictSNP: Robust and Accurate Consensus Classifier for Prediction of Disease-
Related Mutations. PLOS Computational Biology 2014, 10 (1), e1003440. DOI: 
10.1371/journal.pcbi.1003440. 

(72) Baek, M.; DiMaio, F.; Anishchenko, I.; Dauparas, J.; Ovchinnikov, S.; Lee, G. R.; Wang, J.; 
Cong, Q.; Kinch, L. N.; Schaeffer, R. D.; et al. Accurate prediction of protein structures and 
interactions using a three-track neural network. Science 2021, 373 (6557), 871-876. DOI: 
10.1126/science.abj8754  From NLM. 

(73) Jumper, J.; Evans, R.; Pritzel, A.; Green, T.; Figurnov, M.; Ronneberger, O.; 
Tunyasuvunakool, K.; Bates, R.; Žídek, A.; Potapenko, A.; et al. Highly accurate protein structure 
prediction with AlphaFold. Nature 2021, 596 (7873), 583-589. DOI: 10.1038/s41586-021-03819-
2. 

(74) Mirdita, M.; Schütze, K.; Moriwaki, Y.; Heo, L.; Ovchinnikov, S.; Steinegger, M. ColabFold: 
making protein folding accessible to all. Nature Methods 2022, 19 (6), 679-682. DOI: 
10.1038/s41592-022-01488-1. 

(75) Lin, Z.; Akin, H.; Rao, R.; Hie, B.; Zhu, Z.; Lu, W.; Smetanin, N.; Verkuil, R.; Kabeli, O.; 

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.1016/j.dnarep.2018.07.010
https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/


Shmueli, Y.; et al. Evolutionary-scale prediction of atomic-level protein structure with a language 
model. Science 2023, 379 (6637), 1123-1130. DOI: doi:10.1126/science.ade2574. 

(76) Wu, R.; Ding, F.; Wang, R.; Shen, R.; Zhang, X.; Luo, S.; Su, C.; Wu, Z.; Xie, Q.; Berger, B.; 
et al. High-resolution de novo structure prediction from primary sequence. bioRxiv 2022, 
2022.2007.2021.500999. DOI: 10.1101/2022.07.21.500999. 

(77) Zhou, Y.; Pan, Q.; Pires, D. E. V.; Rodrigues, C. H. M.; Ascher, D. B. DDMut: predicting 
effects of mutations on protein stability using deep learning. Nucleic Acids Res 2023, 51 (W1), 
W122-w128. DOI: 10.1093/nar/gkad472  From NLM. 

(78) Zhu, J.; Wang, J.; Han, W.; Xu, D. Neural relational inference to learn long-range allosteric 
interactions in proteins from molecular dynamics simulations. Nat Commun 2022, 13 (1), 1661. 
DOI: 10.1038/s41467-022-29331-3. 

(79) Berry, C. E.; Hare, J. M. Xanthine oxidoreductase and cardiovascular disease: molecular 
mechanisms and pathophysiological implications. The Journal of physiology 2004, 555 (3), 589-
606. 

(80) Raja, M.; Raja, A.; Imran, M.; Santha, A.; Devasena, K. Enzymes application in diagnostic 
prospects. Biotechnology 2011, 10 (1), 51-59. 

(81) Hoidal, J. R.; Xu, P.; Huecksteadt, T.; Sanders, K.; Pfeffer, K.; Sturrock, A. Lung injury and 
oxidoreductases. Environmental health perspectives 1998, 106 (suppl 5), 1235-1239. 

(82) Kumar, R.; Jayaraman, M.; Ramadas, K.; Chandrasekaran, A. Computational identification 
and analysis of deleterious non-synonymous single nucleotide polymorphisms (nsSNPs) in the 
human POR gene: a structural and functional impact. Journal of Biomolecular Structure and 
Dynamics 2024, 42 (3), 1518-1532. DOI: 10.1080/07391102.2023.2211674. 

(83) Cui, Y.-L.; Zheng, Q.-C.; Zhang, J.-L.; Xue, Q.; Wang, Y.; Zhang, H.-X. Molecular dynamic 
investigations of the mutational effects on structural characteristics and tunnel geometry in 
CYP17A1. Journal of chemical information and modeling 2013, 53 (12), 3308-3317. 

(84) Zhang, T.; Liu, L. A.; Lewis, D. F. V.; Wei, D.-Q. Long-Range Effects of a Peripheral Mutation 
on the Enzymatic Activity of Cytochrome P450 1A2. Journal of Chemical Information and 
Modeling 2011, 51 (6), 1336-1346. DOI: 10.1021/ci200112b. 

(85) Sahakitrungruang, T.; Huang, N.; Tee, M. K.; Agrawal, V.; Russell, W. E.; Crock, P.; Murphy, 
N.; Migeon, C. J.; Miller, W. L. Clinical, Genetic, and Enzymatic Characterization of P450 
Oxidoreductase Deficiency in Four Patients. The Journal of Clinical Endocrinology & Metabolism 
2009, 94 (12), 4992-5000. DOI: 10.1210/jc.2009-1460 (acccessed 10/2/2024). 

(86) Ben-Shimon, A.; Eisenstein, M. Computational mapping of anchoring spots on protein 
surfaces. Journal of molecular biology 2010, 402 (1), 259-277. 

(87) Ben‐Zeev, E.; Kowalsman, N.; Ben‐Shimon, A.; Segal, D.; Atarot, T.; Noivirt, O.; Shay, T.; 
Eisenstein, M. Docking to single‐domain and multiple‐domain proteins: old and new challenges. 

Proteins: Structure, Function, and Bioinformatics 2005, 60 (2), 195-201. 

(88) Jacob, C. O.; Eisenstein, M.; Dinauer, M. C.; Ming, W.; Liu, Q.; John, S.; Quismorio Jr, F. P.; 
Reiff, A.; Myones, B. L.; Kaufman, K. M. Lupus-associated causal mutation in neutrophil cytosolic 
factor 2 (NCF2) brings unique insights to the structure and function of NADPH oxidase. 
Proceedings of the National Academy of Sciences 2012, 109 (2), E59-E67. 

(89) Meijles, D. N.; Fan, L. M.; Howlin, B. J.; Li, J.-M. Molecular insights of p47phox 
phosphorylation dynamics in the regulation of NADPH oxidase activation and superoxide 
production. Journal of Biological Chemistry 2014, 289 (33), 22759-22770. 

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/


(90) Walker, A. R.; Silvestrov, P.; Müller, T. A.; Podolsky, R. H.; Dyson, G.; Hausinger, R. P.; 
Cisneros, G. A. ALKBH7 variant related to prostate cancer exhibits altered substrate binding. 
PLOS Computational Biology 2017, 13 (2), e1005345. 

(91) Maghsoud, Y.; Vázquez-Montelongo, E. A.; Yang, X.; Liu, C.; Jing, Z.; Lee, J.; Harger, M.; 
Smith, A. K.; Espinoza, M.; Guo, H.-F. Computational investigation of a series of small molecules 
as potential compounds for lysyl hydroxylase-2 (LH2) inhibition. Journal of chemical information 
and modeling 2023, 63 (3), 986-1001. 

(92) Lee, J.; Guo, H.-f.; Wang, S.; Maghsoud, Y.; Vázquez-Montelongo, E. A.; Jing, Z.; Sammons, 
R. M.; Cho, E. J.; Ren, P.; Cisneros, G. A. Unleashing the Potential of 1, 3-Diketone Analogues 
as Selective LH2 Inhibitors. ACS Medicinal Chemistry Letters 2023, 14 (10), 1396-1403. 

(93) Liu, M. Y.; Torabifard, H.; Crawford, D. J.; DeNizio, J. E.; Cao, X.-J.; Garcia, B. A.; Cisneros, 
G. A.; Kohli, R. M. Mutations along a TET2 active site scaffold stall oxidation at 5-
hydroxymethylcytosine. Nature Chemical Biology 2017, 13 (2), 181-187. DOI: 
10.1038/nchembio.2250. 

(94) Thomas, M. G.; Jaber Sathik Rifayee, S. B.; Chaturvedi, S. S.; Gorantla, K. R.; White, W.; 
Wildey, J.; Schofield, C. J.; Christov, C. Z. The Unique Role of the Second Coordination Sphere 
to Unlock and Control Catalysis in Nonheme Fe(II)/2-Oxoglutarate Histone Demethylase KDM2A. 
Inorg Chem 2024, 63 (23), 10737-10755. DOI: 10.1021/acs.inorgchem.4c01365. 

(95) Waheed, S. O.; Varghese, A.; Chaturvedi, S. S.; Karabencheva-Christova, T. G.; Christov, 
C. Z. How Human TET2 Enzyme Catalyzes the Oxidation of Unnatural Cytosine Modifications in 
Double-Stranded DNA. ACS Catal 2022, 12 (9), 5327-5344. DOI: 10.1021/acscatal.2c00024. 

(96) Krishnan, A.; Waheed, S. O.; Melayikandy, S.; LaRouche, C.; Paik, M.; Schofield, C. J.; 
Karabencheva-Christova, T. G. Effects of Clinical Mutations in the Second Coordination Sphere 
and Remote Regions on the Catalytic Mechanism of Non-Heme Fe(II)/2-Oxoglutarate-Dependent 
Aspartyl Hydroxylase AspH. Chemphyschem 2024, 25 (18), e202400303. DOI: 
10.1002/cphc.202400303. 

(97) Muzammal, M.; Di Cerbo, A.; Almusalami, E. M.; Farid, A.; Khan, M. A.; Ghazanfar, S.; Al 
Mohaini, M.; Alsalman, A. J.; Alhashem, Y. N.; Al Hawaj, M. A.; et al. In Silico Analysis of the L-
2-Hydroxyglutarate Dehydrogenase Gene Mutations and Their Biological Impact on Disease 
Etiology. Genes (Basel) 2022, 13 (4). DOI: 10.3390/genes13040698. 

(98) Fang, D.; Lord, R. L.; Cisneros, G. A. Ab initio QM/MM calculations show an intersystem 
crossing in the hydrogen abstraction step in dealkylation catalyzed by AlkB. J Phys Chem B 2013, 
117 (21), 6410-6420. DOI: 10.1021/jp403116e. 

(99) Fang, D.; Cisneros, G. A. Alternative Pathway for the Reaction Catalyzed by DNA Dealkylase 
AlkB from Ab Initio QM/MM Calculations. J Chem Theory Comput 2014, 10 (11), 5136-5148. DOI: 
10.1021/ct500572t. 

(100) Yamauchi, M.; Sricholpech, M. Lysine post-translational modifications of collagen. Essays 
Biochem 2012, 52, 113-133. DOI: 10.1042/bse0520113. 

(101) Pornprasertsuk, S.; Duarte, W. R.; Mochida, Y.; Yamauchi, M. Lysyl hydroxylase-2b directs 
collagen cross-linking pathways in MC3T3-E1 cells. J Bone Miner Res 2004, 19 (8), 1349-1355. 
DOI: 10.1359/JBMR.040323. 

(102) van der Slot, A. J.; Zuurmond, A. M.; van den Bogaerdt, A. J.; Ulrich, M. M.; Middelkoop, 
E.; Boers, W.; Karel Ronday, H.; DeGroot, J.; Huizinga, T. W.; Bank, R. A. Increased formation 
of pyridinoline cross-links due to higher telopeptide lysyl hydroxylase levels is a general fibrotic 
phenomenon. Matrix Biol 2004, 23 (4), 251-257. DOI: 10.1016/j.matbio.2004.06.001. 

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/


(103) van der Slot, A. J.; Zuurmond, A. M.; Bardoel, A. F.; Wijmenga, C.; Pruijs, H. E.; Sillence, 
D. O.; Brinckmann, J.; Abraham, D. J.; Black, C. M.; Verzijl, N.; et al. Identification of PLOD2 as 
telopeptide lysyl hydroxylase, an important enzyme in fibrosis. J Biol Chem 2003, 278 (42), 
40967-40972. DOI: 10.1074/jbc.M307380200. 

(104) Gilkes, D. M.; Bajpai, S.; Chaturvedi, P.; Wirtz, D.; Semenza, G. L. Hypoxia-inducible factor 
1 (HIF-1) promotes extracellular matrix remodeling under hypoxic conditions by inducing P4HA1, 
P4HA2, and PLOD2 expression in fibroblasts. J Biol Chem 2013, 288 (15), 10819-10829. DOI: 
10.1074/jbc.M112.442939. 

(105) Gilkes, D. M.; Bajpai, S.; Wong, C. C.; Chaturvedi, P.; Hubbi, M. E.; Wirtz, D.; Semenza, G. 
L. Procollagen lysyl hydroxylase 2 is essential for hypoxia-induced breast cancer metastasis. Mol 
Cancer Res 2013, 11 (5), 456-466. DOI: 10.1158/1541-7786.MCR-12-0629. 

(106) Waheed, S. O.; Chaturvedi, S. S.; Karabencheva-Christova, T. G.; Christov, C. Z. Catalytic 
Mechanism of Human Ten-Eleven Translocation-2 (TET2) Enzyme: Effects of Conformational 
Changes, Electric Field, and Mutations. ACS Catalysis 2021, 11 (7), 3877-3890. DOI: 
doi.org/10.1021/acscatal.0c05034. 

(107) Lu, Y.; Sen, K.; Yong, C.; Gunn, D. S. D.; Purton, J. A.; Guan, J.; Desmoutier, A.; Abdul 
Nasir, J.; Zhang, X.; Zhu, L.; et al. Multiscale QM/MM modelling of catalytic systems with 
ChemShell. Phys Chem Chem Phys 2023, 25 (33), 21816-21835. DOI: 10.1039/d3cp00648d. 

(108) Stuyver, T.; Huang, J.; Mallick, D.; Danovich, D.; Shaik, S. TITAN: A Code for Modeling and 
Generating Electric Fields-Features and Applications to Enzymatic Reactivity. J Comput Chem 
2020, 41 (1), 74-82. DOI: 10.1002/jcc.26072. 

(109) Zhang, M.; An, C.; Gao, Y.; Leak, R. K.; Chen, J.; Zhang, F. Emerging roles of Nrf2 and 
phase II antioxidant enzymes in neuroprotection. Progress in Neurobiology 2013, 100, 30-47. 
DOI: https://doi.org/10.1016/j.pneurobio.2012.09.003. 

(110) Mehta, P. K.; Christen, P. The Molecular Evolution of Pyridoxal-5′-Phosphate-Dependent 
Enzymes. In Advances in Enzymology and Related Areas of Molecular Biology, 2000; pp 129-
184. 

(111) Wang, Z.; Cole, P. A. Catalytic mechanisms and regulation of protein kinases. Methods in 
enzymology 2014, 548, 1-21. 

(112) Zheng, J.; Knighton, D. R.; ten Eyck, L. F.; Karlsson, R.; Xuong, N.; Taylor, S. S.; Sowadski, 
J. M. Crystal structure of the catalytic subunit of cAMP-dependent protein kinase complexed with 
MgATP and peptide inhibitor. Biochemistry 1993, 32 (9), 2154-2161. DOI: 10.1021/bi00060a005  
From NLM. 

(113) Freeze, H. H. Genetic defects in the human glycome. Nature Reviews Genetics 2006, 7 (7), 
537-551. DOI: 10.1038/nrg1894. 

(114) Freeze, H. H.; Sharma, V. Metabolic manipulation of glycosylation disorders in humans and 
animal models. Semin Cell Dev Biol 2010, 21 (6), 655-662. DOI: 10.1016/j.semcdb.2010.03.011  
From NLM. 

(115) Prati, D. Transmission of hepatitis C virus by blood transfusions and other medical 
procedures: a global review. J Hepatol 2006, 45 (4), 607-616. DOI: 10.1016/j.jhep.2006.07.003  
From NLM. 

(116) Schenone, M.; Dančík, V.; Wagner, B. K.; Clemons, P. A. Target identification and 
mechanism of action in chemical biology and drug discovery. Nature Chemical Biology 2013, 9 
(4), 232-240. DOI: 10.1038/nchembio.1199. 

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.1016/j.pneurobio.2012.09.003
https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/


(117) Cohen, P. Protein kinases — the major drug targets of the twenty-first century? Nature 
Reviews Drug Discovery 2002, 1 (4), 309-315. DOI: 10.1038/nrd773. 

(118) Saxena, S.; Achyuth B, S.; Murthy, T. P. K.; Chandramohan, V.; Yadav, A. K.; Singh, T. R. 
Structural and functional analysis of disease-associated mutations in GOT1 gene: An in silico 
study. Computers in Biology and Medicine 2021, 136, 104695. DOI: 
https://doi.org/10.1016/j.compbiomed.2021.104695. 

(119) Patil, K.; Jordan, E. J.; Park, J. H.; Suresh, K.; Smith, C. M.; Lemmon, A. A.; Mossé, Y. P.; 
Lemmon, M. A.; Radhakrishnan, R. Computational studies of anaplastic lymphoma kinase 
mutations reveal common mechanisms of oncogenic activation. Proceedings of the National 
Academy of Sciences 2021, 118 (10), e2019132118. 

(120) Dixit, A.; Torkamani, A.; Schork, N. J.; Verkhivker, G. Computational modeling of structurally 
conserved cancer mutations in the RET and MET kinases: the impact on protein structure, 
dynamics, and stability. Biophysical journal 2009, 96 (3), 858-874. 

(121) Umair, M.; Khan, S.; Mohammad, T.; Shafie, A.; Anjum, F.; Islam, A.; Hassan, M. I. Impact 
of single amino acid substitution on the structure and function of TANK‐binding kinase‐1. Journal 

of cellular biochemistry 2021, 122 (10), 1475-1490. 

(122) Rajasekaran, M.; Abirami, S.; Chen, C. Effects of single nucleotide polymorphisms on 
human N-acetyltransferase 2 structure and dynamics by molecular dynamics simulation. PLoS 
One 2011, 6 (9), e25801. DOI: 10.1371/journal.pone.0025801. 

(123) Walker, A. R.; Cisneros, G. A. Computational Simulations of DNA Polymerases: Detailed 
Insights on Structure/Function/Mechanism from Native Proteins to Cancer Variants. Chemical 
Research in Toxicology 2017, 30 (11), 1922-1935. DOI: 10.1021/acs.chemrestox.7b00161. 

(124) Antczak, N. M.; Walker, A. R.; Stern, H. R.; Leddin, E. M.; Palad, C.; Coulther, T. A.; Swett, 
R. J.; Cisneros, G. A.; Beuning, P. J. Characterization of Nine Cancer-Associated Variants in 
Human DNA Polymerase κ. Chem Res Toxicol 2018, 31 (8), 697-711. DOI: 
10.1021/acs.chemrestox.8b00055. 

(125) Park, J.; Herrmann, G. K.; Roy, A.; Shumate, C. K.; Cisneros, G. A.; Yin, Y. W. An interaction 
network in the polymerase active site is a prerequisite for Watson-Crick base pairing in Pol γ. 
Science Advances 2024, 10 (21), eadl3214. 

(126) Singh, W.; Karabencheva-Christova, T. G.; Black, G. W.; Ainsley, J.; Dover, L.; Christov, C. 
Z. Conformational Dynamics, Ligand Binding and Effects of Mutations in NirE an S-Adenosyl-L-
Methionine Dependent Methyltransferase. Sci Rep 2016, 6, 20107. DOI: 10.1038/srep20107. 

(127) Parkash, V.; Kulkarni, Y.; Ter Beek, J.; Shcherbakova, P. V.; Kamerlin, S. C. L.; Johansson, 
E. Structural consequence of the most frequently recurring cancer-associated substitution in DNA 
polymerase ε. Nat Commun 2019, 10 (1), 373. DOI: 10.1038/s41467-018-08114-9. 

(128) Parkash, V.; Kulkarni, Y.; Bylund, G. O.; Osterman, P.; Kamerlin, S. C. L.; Johansson, E. A 
sensor complements the steric gate when DNA polymerase ϵ discriminates ribonucleotides. 
Nucleic Acids Res 2023, 51 (20), 11225-11238. DOI: 10.1093/nar/gkad817. 

(129) Palermo, G.; Cavalli, A.; Klein, M. L.; Alfonso-Prieto, M.; Dal Peraro, M.; De Vivo, M. 
Catalytic metal ions and enzymatic processing of DNA and RNA. Acc Chem Res 2015, 48 (2), 
220-228. DOI: 10.1021/ar500314j. 

(130) Geronimo, I.; Vidossich, P.; Donati, E.; De Vivo, M. Computational investigations of 
polymerase enzymes: Structure, function, inhibition, and biotechnology. Wiley Interdisciplinary 
Reviews: Computational Molecular Science 2021, 11 (6), e1534. 

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.1016/j.compbiomed.2021.104695
https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/


(131) Zhang, M.; Maloney, R.; Liu, Y.; Jang, H.; Nussinov, R. Activation mechanisms of clinically 
distinct B-Raf V600E and V600K mutants. Cancer Commun (Lond) 2023, 43 (3), 405-408. DOI: 
10.1002/cac2.12395. 

(132) Durairaj, G.; Demir, Ö.; Lim, B.; Baronio, R.; Tifrea, D.; Hall, L. V.; DeForest, J. C.; Lauinger, 
L.; Jebril Fallatah, M. M.; Yu, C.; et al. Discovery of compounds that reactivate p53 mutants in vitro 
and in vivo. Cell Chem Biol 2022, 29 (9), 1381-1395.e1313. DOI: 
10.1016/j.chembiol.2022.07.003. 

(133) Rathinaswamy, M. K.; Gaieb, Z.; Fleming, K. D.; Borsari, C.; Harris, N. J.; Moeller, B. E.; 
Wymann, M. P.; Amaro, R. E.; Burke, J. E. Disease-related mutations in PI3Kγ disrupt regulatory 
C-terminal dynamics and reveal a path to selective inhibitors. Elife 2021, 10. DOI: 
10.7554/eLife.64691. 

(134) Yang, L.; Arora, K.; Beard, W. A.; Wilson, S. H.; Schlick, T. Critical role of magnesium ions 
in DNA polymerase beta's closing and active site assembly. J Am Chem Soc 2004, 126 (27), 
8441-8453. DOI: 10.1021/ja049412o. 

(135) Arora, K.; Schlick, T. In silico evidence for DNA polymerase-beta's substrate-induced 
conformational change. Biophys J 2004, 87 (5), 3088-3099. DOI: 10.1529/biophysj.104.040915. 

(136) Freudenthal, B. D.; Beard, W. A.; Perera, L.; Shock, D. D.; Kim, T.; Schlick, T.; Wilson, S. 
H. Uncovering the polymerase-induced cytotoxicity of an oxidized nucleotide. Nature 2015, 517 
(7536), 635-639. DOI: 10.1038/nature13886. 

(137) Choi, Y.; Chan, A. PROVEAN web server: a tool to predict the functional effect of amino 
acid substitutions and indels. Bioinformatics 2015, 31 (16), 2745-2747, Article. DOI: 
10.1093/bioinformatics/btv195. 

(138) Tang, H.; Thomas, P. D. PANTHER-PSEP: predicting disease-causing genetic variants 
using position-specific evolutionary preservation. Bioinformatics 2016, 32 (14), 2230-2232. DOI: 
10.1093/bioinformatics/btw222. 

(139) Adzhubei, I.; Jordan, D. M.; Sunyaev, S. R. Predicting functional effect of human missense 
mutations using PolyPhen-2. Curr Protoc Hum Genet 2013, Chapter 7, Unit7.20. DOI: 
10.1002/0471142905.hg0720s76. 

(140) Yates, C. M.; Filippis, I.; Kelley, L. A.; Sternberg, M. J. SuSPect: enhanced prediction of 
single amino acid variant (SAV) phenotype using network features. J Mol Biol 2014, 426 (14), 
2692-2701. DOI: 10.1016/j.jmb.2014.04.026. 

(141) López-Ferrando, V.; Gazzo, A.; de la Cruz, X.; Orozco, M.; Gelpí, J. L. PMut: a web-based 
tool for the annotation of pathological variants on proteins, 2017 update. Nucleic Acids Res 2017, 
45 (W1), W222-W228. DOI: 10.1093/nar/gkx313. 

(142) Bromberg, Y.; Yachdav, G.; Rost, B. SNAP predicts effect of mutations on protein function. 
Bioinformatics 2008, 24 (20), 2397-2398. DOI: 10.1093/bioinformatics/btn435. 

(143) Rodrigues, C. H.; Pires, D. E.; Ascher, D. B. DynaMut: predicting the impact of mutations 
on protein conformation, flexibility and stability. Nucleic Acids Res 2018, 46 (W1), W350-W355. 
DOI: 10.1093/nar/gky300. 

(144) Chen, C. W.; Lin, J.; Chu, Y. W. iStable: off-the-shelf predictor integration for predicting 
protein stability changes. BMC Bioinformatics 2013, 14 Suppl 2 (Suppl 2), S5. DOI: 10.1186/1471-
2105-14-S2-S5. 

(145) Ashkenazy, H.; Abadi, S.; Martz, E.; Chay, O.; Mayrose, I.; Pupko, T.; Ben-Tal, N. ConSurf 
2016: an improved methodology to estimate and visualize evolutionary conservation in 

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/


macromolecules. Nucleic Acids Res 2016, 44 (W1), W344-350. DOI: 10.1093/nar/gkw408. 

(146) Chatzou, M.; Magis, C.; Chang, J. M.; Kemena, C.; Bussotti, G.; Erb, I.; Notredame, C. 
Multiple sequence alignment modeling: methods and applications. Brief Bioinform 2016, 17 (6), 
1009-1023. DOI: 10.1093/bib/bbv099. 

(147) Shihab, H. A.; Gough, J.; Cooper, D. N.; Stenson, P. D.; Barker, G. L.; Edwards, K. J.; Day, 
I. N.; Gaunt, T. R. Predicting the functional, molecular, and phenotypic consequences of amino 
acid substitutions using hidden Markov models. Hum Mutat 2013, 34 (1), 57-65. DOI: 
10.1002/humu.22225. 

(148) Venselaar, H.; Te Beek, T. A.; Kuipers, R. K.; Hekkelman, M. L.; Vriend, G. Protein structure 
analysis of mutations causing inheritable diseases. An e-Science approach with life scientist 
friendly interfaces. BMC Bioinformatics 2010, 11, 548. DOI: 10.1186/1471-2105-11-548. 

(149) Garcia-Diaz, M.; Bebenek, K. Multiple functions of DNA polymerases. Critical reviews in 
plant sciences 2007, 26 (2), 105-122. 

(150) Loeb, L. A.; Monnat Jr, R. J. DNA polymerases and human disease. Nature Reviews 
Genetics 2008, 9 (8), 594-604. 

(151) Lange, S. S.; Takata, K.-i.; Wood, R. D. DNA polymerases and cancer. Nature reviews 
cancer 2011, 11 (2), 96-110. 

(152) Geronimo, I.; Vidossich, P.; De Vivo, M. On the Role of Molecular Conformation of the 8-
Oxoguanine Lesion in Damaged DNA Processing by Polymerases. J Chem Inf Model 2023, 63 
(5), 1521-1528. DOI: 10.1021/acs.jcim.2c01430. 

(153) Nemec, A. A.; Bush, K. B.; Towle-Weicksel, J. B.; Taylor, B. F.; Schulz, V.; Weidhaas, J. 
B.; Tuck, D. P.; Sweasy, J. B. Estrogen Drives Cellular Transformation and Mutagenesis in Cells 
Expressing the Breast Cancer-Associated R438W DNA Polymerase Lambda Protein. Mol Cancer 
Res 2016, 14 (11), 1068-1077. DOI: 10.1158/1541-7786.Mcr-16-0209  From NLM. 

(154) Martins, L.; Rodrigues, T. L.; Ribeiro, M. M.; Saito, M. T.; Giorgetti, A. P.; Casati, M. Z.; 
Sallum, E. A.; Foster, B. L.; Somerman, M. J.; Nociti, F. H. Novel ALPL genetic alteration 
associated with an odontohypophosphatasia phenotype. Bone 2013, 56 (2), 390-397. DOI: 
10.1016/j.bone.2013.06.010. 

(155) Martins, L.; de Almeida, A. B.; Dos Santos, E. J. L.; Foster, B. L.; Machado, R. A.; Kantovitz, 
K. R.; Coletta, R. D.; Nociti, F. H. A novel combination of biallelic ALPL mutations associated with 
adult hypophosphatasia: A phenotype-genotype association and computational analysis study. 
Bone 2019, 125, 128-139. DOI: 10.1016/j.bone.2019.05.005. 

(156) Martins, L.; Dos Santos, E. L.; de Almeida, A. B.; Machado, R. A.; Lyrio, A. M.; Foster, B. 
L.; Kantovitz, K. R.; Coletta, R. D.; Nociti, F. H. A novel de novo heterozygous ALPL nonsense 
mutation associated with adult hypophosphatasia. Osteoporos Int 2020, 31 (11), 2251-2257. DOI: 
10.1007/s00198-020-05490-1. 

(157) Xiao, F.; Zhou, Z.; Song, X.; Gan, M.; Long, J.; Verkhivker, G.; Hu, G. Dissecting mutational 
allosteric effects in alkaline phosphatases associated with different Hypophosphatasia 
phenotypes: An integrative computational investigation. PLoS Comput Biol 2022, 18 (3), 
e1010009. DOI: 10.1371/journal.pcbi.1010009. 

(158) Smith, I. N.; Thacker, S.; Jaini, R.; Eng, C. Dynamics and structural stability effects of 
germline PTEN mutations associated with cancer versus autism phenotypes. J Biomol Struct Dyn 
2019, 37 (7), 1766-1782. DOI: 10.1080/07391102.2018.1465854. 

(159) He, D.; Huang, L.; Xu, Y.; Pan, X.; Liu, L. Computational analysis and enzyme assay of 

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/


inhibitor response to disease single nucleotide polymorphisms (SNPs) in lipoprotein lipase. J 
Bioinform Comput Biol 2016, 14 (5), 1650028. DOI: 10.1142/S0219720016500281. 

(160) Shahoei, R.; Pangeni, S.; Sanders, M. A.; Zhang, H.; Mladenovic-Lucas, L.; Roush, W. R.; 
Halvorsen, G.; Kelly, C. V.; Granneman, J. G.; Huang, Y. M. Molecular Modeling of ABHD5 
Structure and Ligand Recognition. Front Mol Biosci 2022, 9, 935375. DOI: 
10.3389/fmolb.2022.935375. 

(161) Hix, M. A.; Wong, L.; Flath, B.; Chelico, L.; Cisneros, G. A. Single-nucleotide polymorphism 
of the DNA cytosine deaminase APOBEC3H haplotype I leads to enzyme destabilization and 
correlates with lung cancer. NAR cancer 2020, 2 (3), zcaa023. 

(162) Nikkel, D. J.; Wetmore, S. D. Distinctive Formation of a DNA-Protein Cross-Link during the 
Repair of DNA Oxidative Damage: Insights into Human Disease from MD Simulations and 
QM/MM Calculations. J Am Chem Soc 2023, 145 (24), 13114-13125. DOI: 10.1021/jacs.3c01773. 

(163) Srikumar, P. S.; Rohini, K.; Rajesh, P. K. Molecular dynamics simulations and principal 
component analysis on human laforin mutation W32G and W32G/K87A. Protein J 2014, 33 (3), 
289-295. DOI: 10.1007/s10930-014-9561-2. 

(164) Deng, J.; Cui, Q. Second-Shell Residues Contribute to Catalysis by Predominately 
Preorganizing the Apo State in PafA. J Am Chem Soc 2023, 145 (20), 11333-11347. DOI: 
10.1021/jacs.3c02423. 

(165) Acosta-Tapia, N.; Galindo, J. F.; Baldiris, R. Insights into the Effect of Lowe Syndrome-
Causing Mutation p.Asn591Lys of OCRL-1 through Protein-Protein Interaction Networks and 
Molecular Dynamics Simulations. J Chem Inf Model 2020, 60 (2), 1019-1027. DOI: 
10.1021/acs.jcim.9b01077. 

(166) Bergman, J. E.; Janssen, N.; van der Sloot, A. M.; de Walle, H. E.; Schoots, J.; Rendtorff, 
N. D.; Tranebjaerg, L.; Hoefsloot, L. H.; van Ravenswaaij-Arts, C. M.; Hofstra, R. M. A novel 
classification system to predict the pathogenic effects of CHD7 missense variants in CHARGE 
syndrome. Hum Mutat 2012, 33 (8), 1251-1260. DOI: 10.1002/humu.22106. 

(167) Shen, R.; Brownless, A. R.; Alansson, N.; Corbella, M.; Kamerlin, S. C. L.; Hengge, A. C. 
SHP-1 Variants Broaden the Understanding of pH-Dependent Activities in Protein Tyrosine 
Phosphatases. JACS Au 2024, 4 (8), 2874-2885. DOI: 10.1021/jacsau.4c00078. 

(168) Crnjar, A.; Griñen, A.; Kamerlin, S. C. L.; Ramírez-Sarmiento, C. A. Conformational 
Selection of a Tryptophan Side Chain Drives the Generalized Increase in Activity of PET 
Hydrolases through a Ser/Ile Double Mutation. ACS Org Inorg Au 2023, 3 (2), 109-119. DOI: 
10.1021/acsorginorgau.2c00054. 

(169) Alzahrani, F. A.; Ahmed, F.; Sharma, M.; Rehan, M.; Mahfuz, M.; Baeshen, M. N.; Hawsawi, 
Y.; Almatrafi, A.; Alsagaby, S. A.; Kamal, M. A.; et al. Investigating the pathogenic SNPs in BLM 
helicase and their biological consequences by computational approach. Sci Rep 2020, 10 (1), 
12377. DOI: 10.1038/s41598-020-69033-8. 

(170) Deng, H.; Li, J.; Shah, A. A.; Ge, L.; Ouyang, W. Comprehensive in-silico analysis of 
deleterious SNPs in APOC2 and APOA5 and their differential expression in cancer and 
cardiovascular diseases conditions. Genomics 2023, 115 (2), 110567. DOI: 
10.1016/j.ygeno.2023.110567. 

(171) Glisic, S.; Arrigo, P.; Alavantic, D.; Perovic, V.; Prljic, J.; Veljkovic, N. Lipoprotein lipase: A 
bioinformatics criterion for assessment of mutations as a risk factor for cardiovascular disease. 
Proteins 2008, 70 (3), 855-862. DOI: 10.1002/prot.21581. 

(172) Tseng, Y. Y.; Sanders, M. A.; Zhang, H.; Zhou, L.; Chou, C. Y.; Granneman, J. G. Structural 

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/


and functional insights into ABHD5, a ligand-regulated lipase co-activator. Sci Rep 2022, 12 (1), 
2565. DOI: 10.1038/s41598-021-04179-7. 

(173) Maryam, A.; Vedithi, S. C.; Khalid, R. R.; Alsulami, A. F.; Torres, P. H. M.; Siddiqi, A. R.; 
Blundell, T. L. The Molecular Organization of Human cGMP Specific Phosphodiesterase 6 
(PDE6): Structural Implications of Somatic Mutations in Cancer and Retinitis Pigmentosa. Comput 
Struct Biotechnol J 2019, 17, 378-389. DOI: 10.1016/j.csbj.2019.03.004. 

(174) Grønbæk-Thygesen, M.; Voutsinos, V.; Johansson, K. E.; Schulze, T. K.; Cagiada, M.; 
Pedersen, L.; Clausen, L.; Nariya, S.; Powell, R. L.; Stein, A.; et al. Deep mutational scanning 
reveals a correlation between degradation and toxicity of thousands of aspartoacylase variants. 
Nat Commun 2024, 15 (1), 4026. DOI: 10.1038/s41467-024-48481-0. 

(175) Cavalli, A.; Bottegoni, G.; Raco, C.; De Vivo, M.; Recanatini, M. A computational study of 
the binding of propidium to the peripheral anionic site of human acetylcholinesterase. J Med Chem 
2004, 47 (16), 3991-3999. DOI: 10.1021/jm040787u. 

(176) East, K. W.; Newton, J. C.; Morzan, U. N.; Narkhede, Y. B.; Acharya, A.; Skeens, E.; Jogl, 
G.; Batista, V. S.; Palermo, G.; Lisi, G. P. Allosteric Motions of the CRISPR-Cas9 HNH Nuclease 
Probed by NMR and Molecular Dynamics. J Am Chem Soc 2020, 142 (3), 1348-1358. DOI: 
10.1021/jacs.9b10521. 

(177) Casalino, L.; Nierzwicki, Ł.; Jinek, M.; Palermo, G. Catalytic Mechanism of Non-Target DNA 
Cleavage in CRISPR-Cas9 Revealed by. ACS Catal 2020, 10 (22), 13596-13605. DOI: 
10.1021/acscatal.0c03566. 

(178) Liu, Y.; Zhang, W.; Jang, H.; Nussinov, R. SHP2 clinical phenotype, cancer, or 
RASopathies, can be predicted by mutant conformational propensities. Cell Mol Life Sci 2023, 81 
(1), 5. DOI: 10.1007/s00018-023-05052-8. 

(179) Magits, W.; Steklov, M.; Jang, H.; Sewduth, R. N.; Florentin, A.; Lechat, B.; Sheryazdanova, 
A.; Zhang, M.; Simicek, M.; Prag, G.; et al. K128 ubiquitination constrains RAS activity by 
expanding its binding interface with GAP proteins. EMBO J 2024, 43 (14), 2862-2877. DOI: 
10.1038/s44318-024-00146-w. 

(180) Jones, K. F. M.; Shehata, M.; Carpenter, M. A.; Amaro, R. E.; Harki, D. A. APOBEC3A 
Catalytic Inactivity Mutation Induces Tertiary Structure Destabilization. ACS Med Chem Lett 2023, 
14 (3), 338-343. DOI: 10.1021/acsmedchemlett.2c00517. 

(181) Chung, L. W.; Sameera, W. M.; Ramozzi, R.; Page, A. J.; Hatanaka, M.; Petrova, G. P.; 
Harris, T. V.; Li, X.; Ke, Z.; Liu, F.; et al. The ONIOM Method and Its Applications. Chem Rev 
2015, 115 (12), 5678-5796. DOI: 10.1021/cr5004419. 

(182) Trasviña-Arenas, C. H.; Dissanayake, U. C.; Tamayo, N.; Hashemian, M.; Lin, W.-J.; Demir, 
M.; Hoyos-Gonzales, N.; Fisher, A. J.; Cisneros, G. A.; Horvath, M. P.; et al. Structure of human 
MUTYH and functional profiling of cancer-associated variants reveal an allosteric network 
between its [4Fe-4S] cluster cofactor and active site required for DNA repair. bioRxiv 2024. DOI: 
doi.org/10.1101/2024.10.25.620305. 

(183) Juárez-Enríquez, E.; Levario-Gómez, A.; Ochoa-Reyes, E.; Tirado-Gallegos, J. M.; Baeza-
Jiménez, R.; Buenrostro-Figueroa, J. Chapter 34 - Significance of enzyme kinetics in food 
processing and production. In Value-Addition in Food Products and Processing Through Enzyme 
Technology, Kuddus, M., Aguilar, C. N. Eds.; Academic Press, 2022; pp 467-482. 

(184) Nunes, Y. L.; de Menezes, F. L.; de Sousa, I. G.; Cavalcante, A. L. G.; Cavalcante, F. T. T.; 
da Silva Moreira, K.; de Oliveira, A. L. B.; Mota, G. F.; da Silva Souza, J. E.; de Aguiar Falcão, I. 
R.; et al. Chemical and physical Chitosan modification for designing enzymatic industrial 

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/


biocatalysts: How to choose the best strategy? International Journal of Biological Macromolecules 
2021, 181, 1124-1170. DOI: https://doi.org/10.1016/j.ijbiomac.2021.04.004. 

(185) Demarche, P.; Junghanns, C.; Nair, R. R.; Agathos, S. N. Harnessing the power of enzymes 
for environmental stewardship. Biotechnology Advances 2012, 30 (5), 933-953. DOI: 
https://doi.org/10.1016/j.biotechadv.2011.05.013. 

(186) Shorthouse, D.; Hall, M. W. J.; Hall, B. A. Computational Saturation Screen Reveals the 
Landscape of Mutations in Human Fumarate Hydratase. Journal of Chemical Information and 
Modeling 2021, 61 (4), 1970-1980. DOI: 10.1021/acs.jcim.1c00063. 

(187) Porto, W. F.; Franco, O. L.; Alencar, S. A. Computational analyses and prediction of 
guanylin deleterious SNPs. Peptides 2015, 69, 92-102. DOI: 
https://doi.org/10.1016/j.peptides.2015.04.013. 

(188) Bora, N.; Nath Jha, A. An integrative approach using systems biology, mutational analysis 
with molecular dynamics simulation to challenge the functionality of a target protein. Chemical 
Biology & Drug Design 2019, 93 (6), 1050-1060. DOI: https://doi.org/10.1111/cbdd.13502. 

(189) Shukla, R.; Shukla, H.; Tripathi, T. Activity loss by H46A mutation in Mycobacterium 
tuberculosis isocitrate lyase is due to decrease in structural plasticity and collective motions of 
the active site. Tuberculosis (Edinb) 2018, 108, 143-150. DOI: 10.1016/j.tube.2017.11.013. 

(190) Shukla, H.; Shukla, R.; Sonkar, A.; Tripathi, T. Alterations in conformational topology and 
interaction dynamics caused by L418A mutation leads to activity loss of Mycobacterium 
tuberculosis isocitrate lyase. Biochem Biophys Res Commun 2017, 490 (2), 276-282. DOI: 
10.1016/j.bbrc.2017.06.036  From NLM. 

(191) Shukla, H.; Shukla, R.; Sonkar, A.; Pandey, T.; Tripathi, T. Distant Phe345 mutation 
compromises the stability and activity of Mycobacterium tuberculosis isocitrate lyase by 
modulating its structural flexibility. Scientific Reports 2017, 7 (1), 1058. DOI: 10.1038/s41598-
017-01235-z. 

(192) Syed, N. A.; Bhatti, A.; John, P. Molecular dynamics simulations and bioinformatics' analysis 
of deleterious missense single nucleotide polymorphisms in Glyoxalase-1 gene. J Biomol Struct 
Dyn 2023, 41 (23), 13707-13717. DOI: 10.1080/07391102.2023.2181654  From NLM. 

(193) Yang, M.; Soga, T.; Pollard, P. J.; Adam, J. The emerging role of fumarate as an 
oncometabolite. Front Oncol 2012, 2, 85. DOI: 10.3389/fonc.2012.00085  From NLM. 

(194) Alam, N. A.; Olpin, S.; Leigh, I. M. Fumarate hydratase mutations and predisposition to 
cutaneous leiomyomas, uterine leiomyomas and renal cancer. British Journal of Dermatology 
2005, 153 (1), 11-17. DOI: 10.1111/j.1365-2133.2005.06678.x (acccessed 10/3/2024). 

(195) Skala, S. L.; Dhanasekaran, S. M.; Mehra, R. Hereditary Leiomyomatosis and Renal Cell 
Carcinoma Syndrome (HLRCC): A Contemporary Review and Practical Discussion of the 
Differential Diagnosis for HLRCC-Associated Renal Cell Carcinoma. Archives of Pathology & 
Laboratory Medicine 2018, 142 (10), 1202-1215. DOI: 10.5858/arpa.2018-0216-RA (acccessed 
10/3/2024). 

(196) Singh, S.; Lowe, D. G.; Thorpe, D. S.; Rodriguez, H.; Kuang, W. J.; Dangott, L. J.; Chinkers, 
M.; Goeddel, D. V.; Garbers, D. L. Membrane guanylate cyclase is a cell-surface receptor with 
homology to protein kinases. Nature 1988, 334 (6184), 708-712. DOI: 10.1038/334708a0  From 
NLM. 

(197) Brierley, S. M. Guanylate cyclase-C receptor activation: unexpected biology. Curr Opin 
Pharmacol 2012, 12 (6), 632-640. DOI: 10.1016/j.coph.2012.10.005  From NLM. 

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.1016/j.ijbiomac.2021.04.004
https://doi.org/10.1016/j.biotechadv.2011.05.013
https://doi.org/10.1016/j.peptides.2015.04.013
https://doi.org/10.1111/cbdd.13502
https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/


(198) Steinbrecher, K. A.; Tuohy, T. M. F.; Heppner Goss, K.; Scott, M. C.; Witte, D. P.; Groden, 
J.; Cohen, M. B. Expression of Guanylin Is Downregulated in Mouse and Human Intestinal 
Adenomas. Biochemical and Biophysical Research Communications 2000, 273 (1), 225-230. 
DOI: https://doi.org/10.1006/bbrc.2000.2917. 

(199) Sindic, A. Current Understanding of Guanylin Peptides Actions. International Scholarly 
Research Notices 2013, 2013 (1), 813648. DOI: https://doi.org/10.5402/2013/813648. 

(200) Boitz, J. M.; Ullman, B.; Jardim, A.; Carter, N. S. Purine salvage in Leishmania: complex or 
simple by design? Trends in Parasitology 2012, 28 (8), 345-352. DOI: 10.1016/j.pt.2012.05.005 
(acccessed 2024/10/03). 

(201) Boitz, J. M.; Ullman, B. Adenine and adenosine salvage in Leishmania donovani. Molecular 
and Biochemical Parasitology 2013, 190 (2), 51-55. DOI: 
https://doi.org/10.1016/j.molbiopara.2013.06.005. 

(202) Brosius, J. L.; Colman, R. F. Three Subunits Contribute Amino Acids to the Active Site of 
Tetrameric Adenylosuccinate Lyase:  Lys268 and Glu275 Are Required. Biochemistry 2002, 41 
(7), 2217-2226. DOI: 10.1021/bi011998t. 

(203) Wheeler, P. R.; Ratledge, C. Use of Carbon Sources for Lipid Biosynthesis in 
Mycobacterium leprae: a Comparison with Other Pathogenic Mycobacteria. Microbiology 1988, 
134 (8), 2111-2121. DOI: https://doi.org/10.1099/00221287-134-8-2111. 

(204) Maessen, D. E.; Stehouwer, C. D.; Schalkwijk, C. G. The role of methylglyoxal and the 
glyoxalase system in diabetes and other age-related diseases. Clin Sci (Lond) 2015, 128 (12), 
839-861. DOI: 10.1042/cs20140683  From NLM. 

(205) Solano, Y. J.; Kiser, P. D. Double-duty isomerases: a case study of isomerization-coupled 
enzymatic catalysis. Trends Biochem Sci 2024, 49 (8), 703-716. DOI: 10.1016/j.tibs.2024.04.007  
From NLM. 

(206) Martínez Cuesta, S.; Rahman, S. A.; Thornton, J. M. Exploring the chemistry and evolution 
of the isomerases. Proceedings of the National Academy of Sciences 2016, 113 (7), 1796-1801. 
DOI: doi:10.1073/pnas.1509494113. 

(207) Martinez Cuesta, S.; Furnham, N.; Rahman, S. A.; Sillitoe, I.; Thornton, J. M. The evolution 
of enzyme function in the isomerases. Current Opinion in Structural Biology 2014, 26, 121-130. 
DOI: https://doi.org/10.1016/j.sbi.2014.06.002. 

(208) Rodríguez-Almazán, C.; Arreola, R.; Rodríguez-Larrea, D.; Aguirre-López, B.; de Gómez-
Puyou, M. T.; Pérez-Montfort, R.; Costas, M.; Gómez-Puyou, A.; Torres-Larios, A. Structural 
Basis of Human Triosephosphate Isomerase Deficiency: MUTATION E104D IS RELATED TO 
ALTERATIONS OF A CONSERVED WATER NETWORK AT THE DIMER INTERFACE. Journal 
of Biological Chemistry 2008, 283 (34), 23254-23263. DOI: 10.1074/jbc.M802145200 (acccessed 
2024/10/03). 

(209) Bilches Medinas, D.; Malik, S.; Yıldız-Bölükbaşı, E.; Borgonovo, J.; Saaranen, M. J.; Urra, 
H.; Pulgar, E.; Afzal, M.; Contreras, D.; Wright, M. T.; et al. Mutation in protein disulfide isomerase 
A3 causes neurodevelopmental defects by disturbing endoplasmic reticulum proteostasis. Embo 
j 2022, 41 (2), e105531. DOI: 10.15252/embj.2020105531  From NLM. 

(210) Plesner, P.; Ullrey, D. B.; Kalckar, H. M. Mutations in the phosphoglucose isomerase gene 
can lead to marked alterations in cellular ATP levels in cultured fibroblasts exposed to simple 
nutrient shifts. Proceedings of the National Academy of Sciences 1985, 82 (9), 2761-2763. DOI: 
doi:10.1073/pnas.82.9.2761. 

(211) McCorvie, T. J.; Timson, D. J. In silico prediction of the effects of mutations in the human 

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.1006/bbrc.2000.2917
https://doi.org/10.5402/2013/813648
https://doi.org/10.1016/j.molbiopara.2013.06.005
https://doi.org/10.1099/00221287-134-8-2111
https://doi.org/10.1016/j.sbi.2014.06.002
https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/


UDP-galactose 4′-epimerase gene: Towards a predictive framework for type III galactosemia. 
Gene 2013, 524 (2), 95-104. DOI: https://doi.org/10.1016/j.gene.2013.04.061. 

(212) Timson, D. J.; Lindert, S. Comparison of dynamics of wildtype and V94M human UDP-
galactose 4-epimerase—A computational perspective on severe epimerase-deficiency 
galactosemia. Gene 2013, 526 (2), 318-324. DOI: https://doi.org/10.1016/j.gene.2013.05.027. 

(213) Kumar, S. U.; Sankar, S.; Kumar, D. T.; Younes, S.; Younes, N.; Siva, R.; Doss, C. G. P.; 
Zayed, H. Molecular dynamics, residue network analysis, and cross-correlation matrix to 
characterize the deleterious missense mutations in GALE causing galactosemia III. Cell 
Biochemistry and Biophysics 2021, 79 (2), 201-219. DOI: 10.1007/s12013-020-00960-z. 

(214) Abdel-Naim, A. B.; Kumar, P.; Bazuhair, M. A.; Rizg, W. Y.; Niyazi, H. A.; Alkuwaity, K.; 
Niyazi, H. A.; Alharthy, S. A.; Harakeh, S.; Haque, S.; et al. Computational insights into dynamics 
and conformational stability of N-acetylmannosamine kinase mutations. Journal of Biomolecular 
Structure and Dynamics, 1-11. DOI: 10.1080/07391102.2024.2323702. 

(215) Rodriguez-Bussey, I.; Yao, X.-Q.; Shouaib, A. D.; Lopez, J.; Hamelberg, D. Decoding 
Allosteric Communication Pathways in Cyclophilin A with a Comparative Analysis of Perturbed 
Conformational Ensembles. The Journal of Physical Chemistry B 2018, 122 (25), 6528-6535. 
DOI: 10.1021/acs.jpcb.8b03824. 

(216) Gielniewski, B.; Poleszak, K.; Roura, A. J.; Szadkowska, P.; Jacek, K.; Krol, S. K.; Guzik, 
R.; Wiechecka, P.; Maleszewska, M.; Kaza, B.; et al. Targeted sequencing of cancer-related 
genes reveals a recurrent TOP2A variant which affects DNA binding and coincides with global 
transcriptional changes in glioblastoma. Int J Cancer 2023, 153 (5), 1003-1015. DOI: 
10.1002/ijc.34631. 

(217) Stiers, K. M.; Hansen, R. P.; Daghlas, B. A.; Mason, K. N.; Zhu, J.-S.; Jakeman, D. L.; 
Beamer, L. J. A missense variant remote from the active site impairs stability of human 
phosphoglucomutase 1. Journal of Inherited Metabolic Disease 2020, 43 (4), 861-870. DOI: 
https://doi.org/10.1002/jimd.12222. 

(218) Lu, W.; Cui, J.; Wang, W.; Hu, Q.; Xue, Y.; Liu, X.; Gong, T.; Lu, Y.; Ma, H.; Yang, X.; et al. 
PPIA dictates NRF2 stability to promote lung cancer progression. Nat Commun 2024, 15 (1), 
4703. DOI: 10.1038/s41467-024-48364-4. 

(219) Ferrera, L.; Cappiello, F.; Loffredo, M. R.; Puglisi, E.; Casciaro, B.; Botta, B.; Galietta, L. J. 
V.; Mori, M.; Mangoni, M. L. Esc peptides as novel potentiators of defective cystic fibrosis 
transmembrane conductance regulator: an unprecedented property of antimicrobial peptides. Cell 
Mol Life Sci 2021, 79 (1), 67. DOI: 10.1007/s00018-021-04030-2. 

(220) Nelson, D. L.; Applegate, G. A.; Beio, M. L.; Graham, D. L.; Berkowitz, D. B. Human serine 
racemase structure/activity relationship studies provide mechanistic insight and point to position 
84 as a hot spot for β-elimination function. J Biol Chem 2017, 292 (34), 13986-14002. DOI: 
10.1074/jbc.M117.777904. 

(221) Aissat, A.; de Becdelièvre, A.; Golmard, L.; Vasseur, C.; Costa, C.; Chaoui, A.; Martin, N.; 
Costes, B.; Goossens, M.; Girodon, E.; et al. Combined computational-experimental analyses of 
CFTR exon strength uncover predictability of exon-skipping level. Hum Mutat 2013, 34 (6), 873-
881. DOI: 10.1002/humu.22300. 

(222) Sanchez-Pulido, L.; Ponting, C. P. TM6SF2 and MAC30, new enzyme homologs in sterol 
metabolism and common metabolic disease. Front Genet 2014, 5, 439. DOI: 
10.3389/fgene.2014.00439. 

(223) Murthy, T. P. K.; Shukla, R.; Durga Prasad, N.; Swetha, P.; Shreyas, S.; Singh, T. R.; 

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.1016/j.gene.2013.04.061
https://doi.org/10.1016/j.gene.2013.05.027
https://doi.org/10.1002/jimd.12222
https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/


Pattabiraman, R.; Nair, S. S.; Mathew, B. B.; Kumar, K. M. Comprehensive analysis of non-
synonymous missense SNPs of human galactose mutarotase (GALM) gene: an integrated 
computational approach. J Biomol Struct Dyn 2023, 41 (20), 11178-11192. DOI: 
10.1080/07391102.2022.2160813. 

(224) Dorfman, R.; Nalpathamkalam, T.; Taylor, C.; Gonska, T.; Keenan, K.; Yuan, X. W.; Corey, 
M.; Tsui, L. C.; Zielenski, J.; Durie, P. Do common in silico tools predict the clinical consequences 
of amino-acid substitutions in the CFTR gene? Clin Genet 2010, 77 (5), 464-473. DOI: 
10.1111/j.1399-0004.2009.01351.x. 

(225) Duan, S.; Chen, Y.; Wang, G.; Li, Z.; Dong, S.; Wu, Y.; Wang, Y.; Ma, C.; Wang, R. A study 
of targeted mutation of l-rhamnose isomerase to improve the conversion efficiency of D-allose. 
Enzyme Microb Technol 2023, 168, 110259. DOI: 10.1016/j.enzmictec.2023.110259. 

(226) Allard, S. T. M.; Giraud, M. F.; Naismith, J. H. Epimerases: structure, function and 
mechanism. Cellular and Molecular Life Sciences CMLS 2001, 58 (11), 1650-1665. DOI: 
10.1007/PL00000803. 

(227) Fushinobu, S. Molecular evolution and functional divergence of UDP-hexose 4-epimerases. 
Current Opinion in Chemical Biology 2021, 61, 53-62. DOI: 
https://doi.org/10.1016/j.cbpa.2020.09.007. 

(228) De Baets, G.; Van Durme, J.; Reumers, J.; Maurer-Stroh, S.; Vanhee, P.; Dopazo, J.; 
Schymkowitz, J.; Rousseau, F. SNPeffect 4.0: on-line prediction of molecular and structural 
effects of protein-coding variants. Nucleic Acids Res 2012, 40 (Database issue), D935-939. DOI: 
10.1093/nar/gkr996. 

(229) Fernandez-Escamilla, A. M.; Rousseau, F.; Schymkowitz, J.; Serrano, L. Prediction of 
sequence-dependent and mutational effects on the aggregation of peptides and proteins. Nat 
Biotechnol 2004, 22 (10), 1302-1306. DOI: 10.1038/nbt1012. 

(230) Maurer-Stroh, S.; Debulpaep, M.; Kuemmerer, N.; Lopez de la Paz, M.; Martins, I. C.; 
Reumers, J.; Morris, K. L.; Copland, A.; Serpell, L.; Serrano, L.; et al. Exploring the sequence 
determinants of amyloid structure using position-specific scoring matrices. Nat Methods 2010, 7 
(3), 237-242. DOI: 10.1038/nmeth.1432. 

(231) Chakrabarty, B.; Naganathan, V.; Garg, K.; Agarwal, Y.; Parekh, N. NAPS update: network 
analysis of molecular dynamics data and protein-nucleic acid complexes. Nucleic Acids Res 2019, 
47 (W1), W462-W470. DOI: 10.1093/nar/gkz399. 

(232) Capriotti, E.; Fariselli, P.; Casadio, R. I-Mutant2.0: predicting stability changes upon 
mutation from the protein sequence or structure. Nucleic Acids Res 2005, 33 (Web Server issue), 
W306-310. DOI: 10.1093/nar/gki375. 

(233) Singh, M.; Kaur, K.; Sharma, A.; Kaur, R.; Joshi, D.; Chatterjee, M.; Dandapath, I.; Kaur, 
A.; Singh, H.; Singh, P. Genome-wide characterization of peptidyl-prolyl cis–trans isomerases in 
Penicillium and their regulation by salt stress in a halotolerant P. oxalicum. Scientific Reports 
2021, 11 (1), 12292. DOI: 10.1038/s41598-021-91602-8. 

(234) Galat, A. Introduction to Peptidyl-Prolyl cis/trans Isomerase (PPIase) Series. Biomolecules 
2019, 9 (2). DOI: 10.3390/biom9020074  From NLM. 

(235) Theuerkorn, M.; Fischer, G.; Schiene-Fischer, C. Prolyl cis/trans isomerase signalling 
pathways in cancer. Curr Opin Pharmacol 2011, 11 (4), 281-287. DOI: 
10.1016/j.coph.2011.03.007  From NLM. 

(236) Aranda-Chan, V.; Cárdenas-Guerra, R. E.; Otero-Pedraza, A.; Pacindo-Cabrales, E. E.; 
Flores-Pucheta, C. I.; Montes-Flores, O.; Arroyo, R.; Ortega-López, J. Insights into Peptidyl-Prolyl 

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.1016/j.cbpa.2020.09.007
https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/


cis-trans Isomerases from Clinically Important Protozoans: From Structure to Potential 
Biotechnological Applications. Pathogens 2024, 13 (8), 644. 

(237) Backe, P. H.; Laerdahl, J. K.; Kittelsen, L. S.; Dalhus, B.; Mørkrid, L.; Bjørås, M. Structural 
basis for substrate and product recognition in human phosphoglucomutase-1 (PGM1) isoform 2, 
a member of the α-d-phosphohexomutase superfamily. Scientific Reports 2020, 10 (1), 5656. 

(238) Doello, S.; Forchhammer, K. Phosphoglucomutase comes into the spotlight. Journal of 
Experimental Botany 2023, 74 (5), 1293-1296. 

(239) Gouliaev, F.; Jonsson, N.; Gersing, S.; Lisby, M.; Lindorff-Larsen, K.; Hartmann-Petersen, 
R. Destabilization and Degradation of a Disease-Linked PGM1 Protein Variant. Biochemistry 
2024, 63 (11), 1423-1433. DOI: 10.1021/acs.biochem.4c00042. 

(240) Laine, E.; Karami, Y.; Carbone, A. GEMME: A Simple and Fast Global Epistatic Model 
Predicting Mutational Effects. Mol Biol Evol 2019, 36 (11), 2604-2619. DOI: 
10.1093/molbev/msz179. 

(241) Blaabjerg, L. M.; Kassem, M. M.; Good, L. L.; Jonsson, N.; Cagiada, M.; Johansson, K. E.; 
Boomsma, W.; Stein, A.; Lindorff-Larsen, K. Rapid protein stability prediction using deep learning 
representations. Elife 2023, 12. DOI: 10.7554/eLife.82593. 

(242) Stiers, K. M.; Beamer, L. J. A Hotspot for Disease-Associated Variants of Human PGM1 Is 
Associated with Impaired Ligand Binding and Loop Dynamics. Structure 2018, 26 (10), 1337-
1345.e1333. DOI: 10.1016/j.str.2018.07.005. 

(243) Alshatwi, A. A.; Hasan, T. N.; Syed, N. A.; Shafi, G.; Grace, B. L. Identification of functional 
SNPs in BARD1 gene and in silico analysis of damaging SNPs: based on data procured from 
dbSNP database. PLoS One 2012, 7 (10), e43939. DOI: 10.1371/journal.pone.0043939  From 
NLM. 

(244) De Brakeleer, S.; De Grève, J.; Loris, R.; Janin, N.; Lissens, W.; Sermijn, E.; Teugels, E. 
Cancer predisposing missense and protein truncating BARD1 mutations in non-BRCA1 or BRCA2 
breast cancer families. Hum Mutat 2010, 31 (3), E1175-1185. DOI: 10.1002/humu.21200  From 
NLM. 

(245) Karppinen, S.-M.; Heikkinen, K.; Rapakko, K.; Winqvist, R. Mutation screening of the 
BARD1 gene: evidence for involvement of the Cys557Ser allele in hereditary susceptibility to 
breast cancer. Journal of medical genetics 2004, 41 (9), e114-e114. 

(246) Choudhary, R. K.; Vikrant; Siddiqui, Q. M.; Thapa, P. S.; Raikundalia, S.; Gadewal, N.; 
Kumar, N. S.; Hosur, M. V.; Varma, A. K. Multimodal approach to explore the pathogenicity of 
BARD1, ARG 658 CYS, and ILE 738 VAL mutants. J Biomol Struct Dyn 2016, 34 (7), 1533-1544. 
DOI: 10.1080/07391102.2015.1082149  From NLM. 

(247) Kiewhuo, K.; Priyadarsinee, L.; Sarma, H.; Sastry, G. N. Molecular dynamics simulations 
reveal the effect of mutations in the RING domains of BRCA1-BARD1 complex and its relevance 
to the prognosis of breast cancer. Journal of Biomolecular Structure and Dynamics 2023, 41 (22), 
12734-12752. 

(248) Ruffner, H.; Joazeiro, C. A.; Hemmati, D.; Hunter, T.; Verma, I. M. Cancer-predisposing 
mutations within the RING domain of BRCA1: loss of ubiquitin protein ligase activity and 
protection from radiation hypersensitivity. Proceedings of the National Academy of Sciences 
2001, 98 (9), 5134-5139. 

(249) Brzovic, P. S.; Keeffe, J. R.; Nishikawa, H.; Miyamoto, K.; Fox III, D.; Fukuda, M.; Ohta, T.; 
Klevit, R. Binding and recognition in the assembly of an active BRCA1/BARD1 ubiquitin-ligase 
complex. Proceedings of the National Academy of Sciences 2003, 100 (10), 5646-5651. 

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/


(250) Uckelmann, M.; Densham, R. M.; Baas, R.; Winterwerp, H. H.; Fish, A.; Sixma, T. K.; Morris, 
J. R. USP48 restrains resection by site-specific cleavage of the BRCA1 ubiquitin mark from H2A. 
Nature communications 2018, 9 (1), 229. 

(251) Birrane, G.; Varma, A. K.; Soni, A.; Ladias, J. A. Crystal structure of the BARD1 BRCT 
domains. Biochemistry 2007, 46 (26), 7706-7712. 

(252) Densham, R. M.; Garvin, A. J.; Stone, H. R.; Strachan, J.; Baldock, R. A.; Daza-Martin, M.; 
Fletcher, A.; Blair-Reid, S.; Beesley, J.; Johal, B. Human BRCA1–BARD1 ubiquitin ligase activity 
counteracts chromatin barriers to DNA resection. Nature structural & molecular biology 2016, 23 
(7), 647-655. 

(253) Li, W.; Gu, X.; Liu, C.; Shi, Y.; Wang, P.; Zhang, N.; Wu, R.; Leng, L.; Xie, B.; Song, C. A 
synergetic effect of BARD1 mutations on tumorigenesis. Nature Communications 2021, 12 (1), 
1243. 

(254) Zia, M.; Parveen, S.; Shafiq, N.; Rashid, M.; Farooq, A.; Dauelbait, M.; Shahab, M.; 
Salamatullah, A. M.; Brogi, S.; Bourhia, M. Exploring Citrus sinensis Phytochemicals as Potential 
Inhibitors for Breast Cancer Genes BRCA1 and BRCA2 Using Pharmacophore Modeling, 
Molecular Docking, MD Simulations, and DFT Analysis. ACS Omega 2024, 9 (2), 2161-2182. 
DOI: 10.1021/acsomega.3c05098  From NLM. 

(255) Cai, C.; Tang, Y.-D.; Zhai, J.; Zheng, C. The RING finger protein family in health and 
disease. Signal Transduction and Targeted Therapy 2022, 7 (1), 300. DOI: 10.1038/s41392-022-
01152-2. 

(256) Uchida, C.; Kitagawa, M. RING-, HECT-, and RBR-type E3 Ubiquitin Ligases: Involvement 
in Human Cancer. Curr Cancer Drug Targets 2016, 16 (2), 157-174. DOI: 
10.2174/1568009616666151112122801  From NLM. 

(257) Clausen, L.; Okarmus, J.; Voutsinos, V.; Meyer, M.; Lindorff-Larsen, K.; Hartmann-
Petersen, R. PRKN-linked familial Parkinson's disease: cellular and molecular mechanisms of 
disease-linked variants. Cell Mol Life Sci 2024, 81 (1), 223. DOI: 10.1007/s00018-024-05262-8. 

(258) Choudhary, R. K.; Siddiqui, M. Q.; Gadewal, N.; Kumar, N. S.; Kuligina, E. S.; Varma, A. K. 
Biophysical evaluation to categorize pathogenicity of cancer-predisposing mutations identified in 
the BARD1 BRCT domain. RSC Adv 2018, 8 (59), 34056-34068. DOI: 10.1039/c8ra06524a. 

(259) Barua, S. A.; Goswami, N.; Mishra, N.; Sawant, U. U.; Varma, A. K. In Silico and Structure-
Based Assessment of Similar Variants Discovered in Tandem Repeats of BRCT Domains of 
BRCA1 and BARD1 To Characterize the Folding Pattern. ACS Omega 2022, 7 (49), 44772-
44785. DOI: 10.1021/acsomega.2c04782. 

(260) Sarma, H.; Kiewhuo, K.; Jamir, E.; Sastry, G. N. In silico investigation on the mutational 
analysis of BRCA1-BARD1 RING domains and its effect on nucleosome recognition and 
ubiquitination. Biophys Chem 2023, 300, 107070. DOI: 10.1016/j.bpc.2023.107070. 

(261) Wu, L. C.; Wang, Z. W.; Tsan, J. T.; Spillman, M. A.; Phung, A.; Xu, X. L.; Yang, M. C.; 
Hwang, L. Y.; Bowcock, A. M.; Baer, R. Identification of a RING protein that can interact in vivo 
with the BRCA1 gene product. Nat Genet 1996, 14 (4), 430-440. DOI: 10.1038/ng1296-430  From 
NLM. 

(262) Alajlan, H.; Raducanu, V. S.; Lopez de Los Santos, Y.; Tehseen, M.; Alruwaili, H.; Al-
Mazrou, A.; Mohammad, R.; Al-Alwan, M.; De Biasio, A.; Merzaban, J. S.; et al. Severe Combined 
Immunodeficiency from a Homozygous DNA Ligase 1 Mutant with Reduced Catalytic Activity but 
Increased Ligation Fidelity. J Clin Immunol 2024, 44 (7), 151. DOI: 10.1007/s10875-024-01754-
1. 

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/


(263) Tutt, A.; Ashworth, A. The relationship between the roles of BRCA genes in DNA repair and 
cancer predisposition. Trends Mol Med 2002, 8 (12), 571-576. DOI: 10.1016/s1471-
4914(02)02434-6  From NLM. 

(264) Tarsounas, M.; Sung, P. The antitumorigenic roles of BRCA1–BARD1 in DNA repair and 
replication. Nature Reviews Molecular Cell Biology 2020, 21 (5), 284-299. DOI: 10.1038/s41580-
020-0218-z. 

(265) Miki, Y.; Swensen, J.; Shattuck-Eidens, D.; Futreal, P. A.; Harshman, K.; Tavtigian, S.; Liu, 
Q.; Cochran, C.; Bennett, L. M.; Ding, W.; et al. A strong candidate for the breast and ovarian 
cancer susceptibility gene BRCA1. Science 1994, 266 (5182), 66-71. DOI: 
10.1126/science.7545954  From NLM. 

(266) Kalb, R.; Mallery, D. L.; Larkin, C.; Huang, J. T.; Hiom, K. BRCA1 is a histone-H2A-specific 
ubiquitin ligase. Cell Rep 2014, 8 (4), 999-1005. DOI: 10.1016/j.celrep.2014.07.025  From NLM. 

(267) Wu-Baer, F.; Lagrazon, K.; Yuan, W.; Baer, R. The BRCA1/BARD1 heterodimer assembles 
polyubiquitin chains through an unconventional linkage involving lysine residue K6 of ubiquitin. J 
Biol Chem 2003, 278 (37), 34743-34746. DOI: 10.1074/jbc.C300249200  From NLM. 

(268) Brzovic, P. S.; Rajagopal, P.; Hoyt, D. W.; King, M. C.; Klevit, R. E. Structure of a BRCA1-
BARD1 heterodimeric RING-RING complex. Nat Struct Biol 2001, 8 (10), 833-837. DOI: 
10.1038/nsb1001-833  From NLM. 

(269) Brzovic, P. S.; Meza, J. E.; King, M. C.; Klevit, R. E. BRCA1 RING domain cancer-
predisposing mutations. Structural consequences and effects on protein-protein interactions. J 
Biol Chem 2001, 276 (44), 41399-41406. DOI: 10.1074/jbc.M106551200  From NLM. 

(270) Kunji, E. R. S.; Aleksandrova, A.; King, M. S.; Majd, H.; Ashton, V. L.; Cerson, E.; Springett, 
R.; Kibalchenko, M.; Tavoulari, S.; Crichton, P. G.; et al. The transport mechanism of the 
mitochondrial ADP/ATP carrier. Biochimica et Biophysica Acta (BBA) - Molecular Cell Research 
2016, 1863 (10), 2379-2393. DOI: https://doi.org/10.1016/j.bbamcr.2016.03.015. 

(271) Chand, M. K.; Carle, V.; Anuvind, K. G.; Saikrishnan, K. DNA-mediated coupling of ATPase, 
translocase and nuclease activities of a Type ISP restriction-modification enzyme. Nucleic Acids 
Research 2020, 48 (5), 2594-2603. DOI: 10.1093/nar/gkaa023 (acccessed 10/4/2024). 

(272) Koehler, C. M. Protein translocation pathways of the mitochondrion. FEBS Letters 2000, 
476 (1-2), 27-31. DOI: https://doi.org/10.1016/S0014-5793(00)01664-1. 

(273) Chen, Y.; Wu, L.; Liu, J.; Ma, L.; Zhang, W. Adenine nucleotide translocase: current 
knowledge in post‐translational modifications, regulations and pathological implications for human 

diseases. The FASEB Journal 2023, 37 (6), e22953. 

(274) Tang, N.; Sandahl, T. D.; Ott, P.; Kepp, K. P. Computing the Pathogenicity of Wilson's 
Disease ATP7B Mutations: Implications for Disease Prevalence. J Chem Inf Model 2019, 59 (12), 
5230-5243. DOI: 10.1021/acs.jcim.9b00852. 

(275) Squitti, R.; Siotto, M.; Bucossi, S.; Polimanti, R. In silico investigation of the ATP7B gene: 
insights from functional prediction of non-synonymous substitution to protein structure. BioMetals 
2014, 27 (1), 53-64. DOI: 10.1007/s10534-013-9686-3. 

(276) Li, M.; Ho, P. W.-L.; Pang, S. Y.-Y.; Tse, Z. H.-M.; Kung, M. H.-W.; Sham, P.-C.; Ho, S.-L. 
PMCA4 (ATP2B4) mutation in familial spastic paraplegia. PLoS One 2014, 9 (8), e104790. 

(277) Shinwari, K.; Rehman, H. M.; Liu, G.; Bolkov, M. A.; Tuzankina, I. A.; Chereshnev, V. A. 
Novel disease-associated missense single-nucleotide polymorphisms variants predication by 
algorithms tools and molecular dynamics simulation of human TCIRG1 gene causing congenital 

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.1016/j.bbamcr.2016.03.015
https://doi.org/10.1016/S0014-5793(00)01664-1
https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/


neutropenia and osteopetrosis. Frontiers in Molecular Biosciences 2022, 9, 879875. 

(278) Skjørringe, T.; Tümer, Z.; Møller, L. B. Splice site mutations in the ATP7A gene. PLoS One 
2011, 6 (4), e18599. DOI: 10.1371/journal.pone.0018599. 

(279) Kumari, N.; Kumar, A.; Pal, A.; Thapa, B. R.; Modi, M.; Prasad, R. In-silico analysis of novel 
p.(Gly14Ser) variant of ATOX1 gene: plausible role in modulating ATOX1-ATP7B interaction. Mol 
Biol Rep 2019, 46 (3), 3307-3313. DOI: 10.1007/s11033-019-04791-x. 

(280) Cheng, Y.; Regnier, M. Cardiac troponin structure-function and the influence of hypertrophic 
cardiomyopathy associated mutations on modulation of contractility. Arch Biochem Biophys 2016, 
601, 11-21. DOI: 10.1016/j.abb.2016.02.004. 

(281) Allocco, A. A.; Jin, S. C.; Duy, P. Q.; Furey, C. G.; Zeng, X.; Dong, W.; Nelson-Williams, C.; 
Karimy, J. K.; DeSpenza, T.; Hao, L. T.; et al. Recessive Inheritance of Congenital Hydrocephalus 
With Other Structural Brain Abnormalities Caused by Compound Heterozygous Mutations in. 
Front Cell Neurosci 2019, 13, 425. DOI: 10.3389/fncel.2019.00425. 

(282) Braiterman, L. T.; Murthy, A.; Jayakanthan, S.; Nyasae, L.; Tzeng, E.; Gromadzka, G.; 
Woolf, T. B.; Lutsenko, S.; Hubbard, A. L. Distinct phenotype of a Wilson disease mutation reveals 
a novel trafficking determinant in the copper transporter ATP7B. Proceedings of the National 
Academy of Sciences 2014, 111 (14), E1364-E1373. DOI: doi:10.1073/pnas.1314161111. 

(283) Mallina, H.; Elumalai, R.; F D Paul, S.; George Priya Doss, C.; Udhaya Kumar, S.; 
Ramanathan, G. Computational validation of ABCB1 gene polymorphism and its effect on 
tacrolimus dose concentration/levels in renal transplant individuals of South India. Computers in 
Biology and Medicine 2021, 139, 104971. DOI: 
https://doi.org/10.1016/j.compbiomed.2021.104971. 

(284) Bin Kanner, Y.; Ganoth, A.; Tsfadia, Y. Extracellular mutation induces an allosteric effect 
across the membrane and hampers the activity of MRP1 (ABCC1). Scientific Reports 2021, 11 
(1), 12024. DOI: 10.1038/s41598-021-91461-3. 

(285) Weigl, K. E.; Conseil, G.; Rothnie, A. J.; Arama, M.; Tsfadia, Y.; Cole, S. P. An outward-
facing aromatic amino acid is crucial for signaling between the membrane-spanning and 
nucleotide-binding domains of multidrug resistance protein 1 (MRP1; ABCC1). Molecular 
Pharmacology 2018, 94 (3), 1069-1078. 

(286) Xu, L.; Phelix, C. F.; Chen, L. Y. Structural Insights into the Human Mitochondrial Pyruvate 
Carrier Complexes. Journal of Chemical Information and Modeling 2021, 61 (11), 5614-5625. 
DOI: 10.1021/acs.jcim.1c00879. 

(287) Murphy, D. B.; Hiebsch, R. R.; Wallis, K. T. Identity and Origin of the ATPase activity 
associated with neuronal microtubules. I. The ATPase activity is associated with membrane 
vesicles. Journal of Cell Biology 1983, 96 (5), 1298-1305. DOI: 10.1083/jcb.96.5.1298 (acccessed 
10/4/2024). 

(288) Granja, S.; Tavares-Valente, D.; Queirós, O.; Baltazar, F. Value of pH regulators in the 
diagnosis, prognosis and treatment of cancer. Seminars in Cancer Biology 2017, 43, 17-34. DOI: 
https://doi.org/10.1016/j.semcancer.2016.12.003. 

(289) Zhang, G.; Li, S.; Cheng, K.-W.; Chou, T.-F. AAA ATPases as therapeutic targets: Structure, 
functions, and small-molecule inhibitors. European Journal of Medicinal Chemistry 2021, 219, 
113446. DOI: https://doi.org/10.1016/j.ejmech.2021.113446. 

(290) Gupta, A.; Lutsenko, S. Human Copper Transporters: Mechanism, Role in Human Diseases 
and Therapeutic Potential. Future Medicinal Chemistry 2009, 1 (6), 1125-1142. DOI: 
10.4155/fmc.09.84. 

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.1016/j.compbiomed.2021.104971
https://doi.org/10.1016/j.semcancer.2016.12.003
https://doi.org/10.1016/j.ejmech.2021.113446
https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/


(291) Schmidt, K.; Ralle, M.; Schaffer, T.; Jayakanthan, S.; Bari, B.; Muchenditsi, A.; Lutsenko, 
S. ATP7A and ATP7B copper transporters have distinct functions in the regulation of neuronal 
dopamine-&#x3b2;-hydroxylase. Journal of Biological Chemistry 2018, 293 (52), 20085-20098. 
DOI: 10.1074/jbc.RA118.004889 (acccessed 2024/10/03). 

(292) Telianidis, J.; Hung, Y. H.; Materia, S.; La Fontaine, S. Role of the P-Type ATPases, ATP7A 
and ATP7B in brain copper homeostasis. Frontiers in Aging Neuroscience 2013, 5, Review. DOI: 
10.3389/fnagi.2013.00044. 

(293) Mhaske, A.; Dileep, K. V.; Kumar, M.; Poojary, M.; Pandhare, K.; Zhang, K. Y. J.; Scaria, 
V.; Binukumar, B. K. ATP7A Clinical Genetics Resource &#x2013; A comprehensive clinically 
annotated database and resource for genetic variants in ATP7A gene. Computational and 
Structural Biotechnology Journal 2020, 18, 2347-2356. DOI: 10.1016/j.csbj.2020.08.021 
(acccessed 2024/10/03). 

(294) Kaler, S. G. ATP7A-related copper transport diseases—emerging concepts and future 
trends. Nature Reviews Neurology 2011, 7 (1), 15-29. DOI: 10.1038/nrneurol.2010.180. 

(295) Bitter, R. M.; Oh, S.; Deng, Z.; Rahman, S.; Hite, R. K.; Yuan, P. Structure of the Wilson 
disease copper transporter ATP7B. Science Advances 2022, 8 (9), eabl5508. DOI: 
doi:10.1126/sciadv.abl5508. 

(296) Devine, K.; Villalobos, E.; Kyle, C. J.; Andrew, R.; Reynolds, R. M.; Stimson, R. H.; Nixon, 
M.; Walker, B. R. The ATP-binding cassette proteins ABCB1 and ABCC1 as modulators of 
glucocorticoid action. Nature Reviews Endocrinology 2023, 19 (2), 112-124. DOI: 
10.1038/s41574-022-00745-9. 

(297) Hodges, L. M.; Markova, S. M.; Chinn, L. W.; Gow, J. M.; Kroetz, D. L.; Klein, T. E.; Altman, 
R. B. Very important pharmacogene summary. Pharmacogenetics and Genomics 2011, 21 (3), 
152-161. DOI: 10.1097/FPC.0b013e3283385a1c. 

(298) Alloway, R. R.; Sadaka, B.; Trofe-Clark, J.; Wiland, A.; Bloom, R. D. A Randomized 
Pharmacokinetic Study of Generic Tacrolimus Versus Reference Tacrolimus in Kidney Transplant 
Recipients. American Journal of Transplantation 2012, 12 (10), 2825-2831. DOI: 10.1111/j.1600-
6143.2012.04174.x (acccessed 2024/10/03). 

(299) Meier-Kriesche, H. U.; Li, S.; Gruessner, R. W. G.; Fung, J. J.; Bustami, R. T.; Barr, M. L.; 
Leichtman, A. B. Immunosuppression: Evolution in Practice and Trends, 1994&#x2013;2004. 
American Journal of Transplantation 2006, 6 (5), 1111-1131. DOI: 10.1111/j.1600-
6143.2006.01270.x (acccessed 2024/10/03). 

(300) Worth, C. L.; Preissner, R.; Blundell, T. L. SDM--a server for predicting effects of mutations 
on protein stability and malfunction. Nucleic Acids Res 2011, 39 (Web Server issue), W215-222. 
DOI: 10.1093/nar/gkr363. 

(301) Pires, D. E.; Ascher, D. B.; Blundell, T. L. mCSM: predicting the effects of mutations in 
proteins using graph-based signatures. Bioinformatics 2014, 30 (3), 335-342. DOI: 
10.1093/bioinformatics/btt691. 

(302) Cheng, J.; Randall, A.; Baldi, P. Prediction of protein stability changes for single-site 
mutations using support vector machines. Proteins 2006, 62 (4), 1125-1132. DOI: 
10.1002/prot.20810. 

(303) Pires, D. E.; Ascher, D. B.; Blundell, T. L. DUET: a server for predicting effects of mutations 
on protein stability using an integrated computational approach. Nucleic Acids Res 2014, 42 (Web 
Server issue), W314-319. DOI: 10.1093/nar/gku411. 

(304) Frappier, V.; Chartier, M.; Najmanovich, R. J. ENCoM server: exploring protein 

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/


conformational space and the effect of mutations on protein function and stability. Nucleic Acids 
Res 2015, 43 (W1), W395-400. DOI: 10.1093/nar/gkv343. 

(305) McCommis, Kyle S.; Finck, Brian N. Mitochondrial pyruvate transport: a historical 
perspective and future research directions. Biochemical Journal 2015, 466 (3), 443-454. DOI: 
10.1042/bj20141171 (acccessed 10/4/2024). 

(306) Buchanan, J. L.; Taylor, E. B. Mitochondrial pyruvate carrier function in health and disease 
across the lifespan. Biomolecules 2020, 10 (8), 1162. 

 

https://doi.org/10.26434/chemrxiv-2024-4jf0z ORCID: https://orcid.org/0000-0002-6991-3452 Content not peer-reviewed by ChemRxiv. License: CC BY-NC-ND 4.0

https://doi.org/10.26434/chemrxiv-2024-4jf0z
https://orcid.org/0000-0002-6991-3452
https://creativecommons.org/licenses/by-nc-nd/4.0/

	ABSTRACT
	INTRODUCTION
	DISCUSSION
	OXIDOREDUCTASES
	TRANSFERASES
	LYASES
	ISOMERASES
	TRANSLOCASES

	SUMMARY AND PERSPECTIVE
	REFERENCES

