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3 Myxobacterial depsipeptide chondramides interrupt SARS-CoV-2 entry by targeting its broad, cell
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4 Effect of charged mutation on aggregation of a pentapeptide: Insights from molecular dynamics
simulations. Proteins: Structure, Function and Bioinformatics, 2022, 90, 405-417. 1.5 2
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neutralizing antibody complexes. Proteins: Structure, Function and Bioinformatics, 2022, 90, 824-834. 1.5 16

6 Srinivasan (1962â€“2021) in Bioinformatics and beyond. Bioinformatics, 2022, 38, 2377-2379. 1.8 2

7 Tumor Heterogeneity and Molecular Characteristics of Glioblastoma Revealed by Single-Cell RNA-Seq
Data Analysis. Genes, 2022, 13, 428. 1.0 2

8 Understanding the mutational frequency in SARS-CoV-2 proteome using structural features.
Computers in Biology and Medicine, 2022, 147, 105708. 3.9 6

9 Ab-CoV: a curated database for binding affinity and neutralization profiles of coronavirus-related
antibodies. Bioinformatics, 2022, 38, 4051-4052. 1.8 1

10 Prediction of proteinâ€“carbohydrate complex binding affinity using structural features. Briefings in
Bioinformatics, 2021, 22, . 3.2 9
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Computational studies of drug repurposing and synergism of lopinavir, oseltamivir and ritonavir
binding with SARS-CoV-2 protease against COVID-19. Journal of Biomolecular Structure and Dynamics,
2021, 39, 2673-2678.

2.0 325

12 MPTherm: database for membrane protein thermodynamics for understanding folding and stability.
Briefings in Bioinformatics, 2021, 22, 2119-2125. 3.2 18

13 Mutations in transmembrane proteins: diseases, evolutionary insights, prediction and comparison
with globular proteins. Briefings in Bioinformatics, 2021, 22, . 3.2 17

14 Why are <scp>ACE2</scp> binding coronavirus strains <scp>SARSâ€•CoV</scp>/<scp>SARSâ€•CoV</scp>â€•2
wild and <scp>NL63</scp> mild?. Proteins: Structure, Function and Bioinformatics, 2021, 89, 389-398. 1.5 25

15 ANuPP: A Versatile Tool to Predict Aggregation Nucleating Regions in Peptides and Proteins. Journal of
Molecular Biology, 2021, 433, 166707. 2.0 23

16 Predicting potential residues associated with lung cancer using deep neural network. Mutation
Research - Fundamental and Molecular Mechanisms of Mutagenesis, 2021, 822, 111737. 0.4 6

17 ProThermDB: thermodynamic database for proteins and mutants revisited after 15 years. Nucleic Acids
Research, 2021, 49, D420-D424. 6.5 102

18 MPTherm-pred: Analysis and Prediction of Thermal Stability Changes upon Mutations in
Transmembrane Proteins. Journal of Molecular Biology, 2021, 433, 166646. 2.0 10
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20 Molecular dynamics simulations of cognate and non-cognate AspRS-tRNA<sup>Asp</sup> complexes.
Journal of Biomolecular Structure and Dynamics, 2021, 39, 493-501. 2.0 2

21 Deciphering the Role of Residues Involved in Disorder-To-Order Transition Regions in Archaeal tRNA
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22 Understanding disorder-to-order transitions in proteinâ€“RNA complexes using molecular dynamics
simulations. Journal of Biomolecular Structure and Dynamics, 2021, , 1-11. 2.0 3

23 Exploring Common Therapeutic Targets for Neurodegenerative Disorders Using Transcriptome Study.
Frontiers in Genetics, 2021, 12, 639160. 1.1 11
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Tackling Covidâ€•19 using disorderedâ€•toâ€•order transition of residues in the spike protein upon
angiotensinâ€•converting enzyme 2 binding. Proteins: Structure, Function and Bioinformatics, 2021, 89,
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1.5 9

25 Exploring antibody repurposing for COVID-19: beyond presumed roles of therapeutic antibodies.
Scientific Reports, 2021, 11, 10220. 1.6 12

26 Evaluation of <i>in silico</i> tools for the prediction of protein and peptide aggregation on diverse
datasets. Briefings in Bioinformatics, 2021, 22, . 3.2 5

27 Investigations on the binding specificity of Î²-galactoside analogues with human galectin-1 using
molecular dynamics simulations. Journal of Biomolecular Structure and Dynamics, 2021, , 1-12. 2.0 0

28 Exploring the sequence features determining amyloidosis in human antibody light chains. Scientific
Reports, 2021, 11, 13785. 1.6 16

29 PPAR-Responsive Elements Enriched with Alu Repeats May Contribute to Distinctive PPARÎ³â€“DNMT1
Interactions in the Genome. Cancers, 2021, 13, 3993. 1.7 2

30 AbsoluRATE: An in-silico method to predict the aggregation kinetics of native proteins. Biochimica Et
Biophysica Acta - Proteins and Proteomics, 2021, 1869, 140682. 1.1 8

31 Protein aggregation: in silico algorithms and applications. Biophysical Reviews, 2021, 13, 71-89. 1.5 36

32
Identification of Transcription Factors, Biological Pathways, and Diseases as Mediated by
N6-methyladenosine Using Tensor Decomposition-Based Unsupervised Feature Extraction. Applied
Sciences (Switzerland), 2021, 11, 213.

1.3 2

33
Guest Editorial for Special Section on the 15<sup>th</sup> International Conference on Intelligent
Computing (ICIC). IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2021, 18,
1730-1732.

1.9 0

34 Illustrative Tutorials for ProThermDB: Thermodynamic Database for Proteins and Mutants. Current
Protocols, 2021, 1, e306. 1.3 0

35 A novel hybrid SEIQR model incorporating the effect of quarantine and lockdown regulations for
COVID-19. Scientific Reports, 2021, 11, 24073. 1.6 11

36 AggreRATE-Pred: a mathematical model for the prediction of change in aggregation rate upon point
mutation. Bioinformatics, 2020, 36, 1439-1444. 1.8 12
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37 ProAffiMuSeq: sequence-based method to predict the binding free energy change of proteinâ€“protein
complexes upon mutation using functional classification. Bioinformatics, 2020, 36, 1725-1730. 1.8 28

38
Design of fluorinated sialic acid analog inhibitor to H5 hemagglutinin of H5N1 influenza virus
through molecular dynamics simulation study. Journal of Biomolecular Structure and Dynamics,
2020, 38, 3504-3513.
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39 Identifying suitable tools for variant detection and differential gene expression using RNA-seq data.
Genomics, 2020, 112, 2166-2172. 1.3 8

40 Predâ€•MutHTP: Prediction of diseaseâ€•causing and neutral mutations in human transmembrane proteins.
Human Mutation, 2020, 41, 581-590. 1.1 21

41 Multi-omics-based identification of SARS-CoV-2 infection biology and candidate drugs against
COVID-19. Computers in Biology and Medicine, 2020, 126, 104051. 3.9 71

42 VEPAD - Predicting the effect of variants associated with Alzheimer's disease using machine learning.
Computers in Biology and Medicine, 2020, 124, 103933. 3.9 14
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New insights into the stereospecific reduction by an (<i>S</i>) specific carbonyl reductase
from<i>Candida parapsilosis</i>ATCC 7330: experimental and QM/MM studies. Catalysis Science and
Technology, 2020, 10, 5925-5934.

2.1 5

44 Insights into changes in binding affinity caused by disease mutations in protein-protein complexes.
Computers in Biology and Medicine, 2020, 123, 103829. 3.9 21

45 ProCaff: proteinâ€“carbohydrate complex binding affinity database. Bioinformatics, 2020, 36, 3615-3617. 1.8 11
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48
CPAD 2.0: a repository of curated experimental data on aggregating proteins and peptides. Amyloid: the
International Journal of Experimental and Clinical Investigation: the Official Journal of the
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49 Neurodegenerative Diseases â€“ Is Metabolic Deficiency the Root Cause?. Frontiers in Neuroscience,
2020, 14, 213. 1.4 148

50 Proteinâ€“carbohydrate complexes: Binding site analysis, prediction, binding affinity and molecular
dynamics simulations. , 2020, , 299-332. 4

51 Therapeutic Targets and Computational Approaches on Drug Development for COVID-19. Current
Topics in Medicinal Chemistry, 2020, 20, 2210-2220. 1.0 16

52 Quantitative structureâ€“activity relationship in ligand-based drug design: Concepts and applications. ,
2020, , 333-349. 0

53 Guest Editorial for Special Section on the 14th International Conference on Intelligent Computing
(ICIC). IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2020, 17, 1474-1475. 1.9 0

54 Binding affinity of proteinâ€“protein complexes: experimental techniques, databases and computational
methods. , 2020, , 87-108. 1
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55 Identification of Potential Inhibitors for Targets Involved in Dengue Fever. Current Topics in
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56 Exploring the selective vulnerability in Alzheimer disease using tissue specific variant analysis.
Genomics, 2019, 111, 936-949. 1.3 19

57 Protein Structural Bioinformatics: An Overview. , 2019, , 445-459. 23

58 Guest Editorial for Special Section on the 13th International Conference on Intelligent Computing
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59 Prediction of disease-associated mutations in the transmembrane regions of proteins with known 3D
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Investigation on the binding specificity of Agrocybe cylindracea galectin towards Î±(2,6)-linked
sialyllactose by molecular modeling and molecular dynamics simulations. Journal of Carbohydrate
Chemistry, 2019, 38, 566-585.
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61 Mutational Landscape of the BAP1 Locus Reveals an Intrinsic Control to Regulate the miRNA Network
and the Binding of Protein Complexes in Uveal Melanoma. Cancers, 2019, 11, 1600. 1.7 30

62 Molecular dynamics simulation studies on influenza A virus H5N1 complexed with sialic acid and
fluorinated sialic acid. Journal of Biomolecular Structure and Dynamics, 2019, 37, 4813-4824. 2.0 7

63 HuVarBase: A human variant database with comprehensive information at gene and protein levels. PLoS
ONE, 2019, 14, e0210475. 1.1 29

64 Structural insights into the aggregation mechanism of huntingtin exon 1 protein fragment with
different polyQâ€•lengths. Journal of Cellular Biochemistry, 2019, 120, 10519-10529. 1.2 14

65
Amarogentin, a secoiridoid glycoside, activates AMP- activated protein kinase (AMPK) to exert
beneficial vasculo-metabolic effects. Biochimica Et Biophysica Acta - General Subjects, 2019, 1863,
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66 Seq2Feature: a comprehensive web-based feature extraction tool. Bioinformatics, 2019, 35, 4797-4799. 1.8 18

67 Statistical analysis of diseaseâ€•causing and neutral mutations in human membrane proteins. Proteins:
Structure, Function and Bioinformatics, 2019, 87, 452-466. 1.5 14

68 Investigating the energy crisis in Alzheimer disease using transcriptome study. Scientific Reports, 2019,
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69 Structural basis of flavonoids as dengue polymerase inhibitors: insights from QSAR and docking
studies. Journal of Biomolecular Structure and Dynamics, 2019, 37, 104-115. 2.0 24
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71 Exploring additivity effects of double mutations on the binding affinity of proteinâ€•protein complexes.
Proteins: Structure, Function and Bioinformatics, 2018, 86, 536-547. 1.5 7

72 MutHTP: mutations in human transmembrane proteins. Bioinformatics, 2018, 34, 2325-2326. 1.8 25
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Complexes. Protein and Peptide Letters, 2018, 25, 379-389. 0.4 7

81 Drug-Target Interactions: Prediction Methods and Applications. Current Protein and Peptide Science,
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Identification of novel natural inhibitor for NorM â€“ a multidrug and toxic compound extrusion
transporter â€“ an <i>insilico</i> molecular modeling and simulation studies. Journal of Biomolecular
Structure and Dynamics, 2017, 35, 58-77.
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Integrating computational methods and experimental data for understanding the recognition
mechanism and binding affinity of protein-protein complexes. Progress in Biophysics and Molecular
Biology, 2017, 128, 33-38.
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84 Importance of functional groups in predicting the activity of small molecule inhibitors for Bclâ€•2 and
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85 Aggregation prone regions in human proteome: Insights from largeâ€•scale data analyses. Proteins:
Structure, Function and Bioinformatics, 2017, 85, 1099-1118. 1.5 25
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87
Investigating mutation-specific biological activities of small molecules using quantitative
structure-activity relationship for epidermal growth factor receptor in cancer. Mutation Research -
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97
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protein-protein interaction networks. BMC Systems Biology, 2016, 10, 103. 3.0 24
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101 Prediction of change in protein unfolding rates upon point mutations in two state proteins.
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103 Guest Editorial for Special Section on the 10th International Conference on Intelligent Computing
(ICIC). IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2016, 13, 1-3. 1.9 2
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fragment-based approaches and molecular dynamics study. Journal of Biomolecular Structure and
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of Biomolecular Structure and Dynamics, 2016, 34, 508-516. 2.0 5

108 Computational Analysis of Similar Protein-DNA Complexes from Different Organisms to Understand
Organism Specific Recognition. Lecture Notes in Computer Science, 2016, , 888-894. 1.0 0



8

Gromiha Michael

# Article IF Citations

109 Identification of potential inhibitors based on compound proposal contest: Tyrosine-protein kinase
Yes as a target. Scientific Reports, 2015, 5, 17209. 1.6 33

110
Theoretical investigation on the glycan-binding specificity of<i>Agrocybe cylindracea</i>galectin
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113
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114 Folding RaCe: a robust method for predicting changes in protein folding rates upon point mutations.
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117 Response to the comment on â€˜protein-protein binding affinity prediction from amino acid sequenceâ€™.
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118 Discrimination of driver and passenger mutations in epidermal growth factor receptor in cancer.
Mutation Research - Fundamental and Molecular Mechanisms of Mutagenesis, 2015, 780, 24-34. 0.4 28

119 Prediction of protein disorder on amino acid substitutions. Analytical Biochemistry, 2015, 491, 18-22. 1.1 9
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