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complex multifactorial diseases. Pacific Symposium on Biocomputing Pacific Symposium on
Biocomputing, 2002, , 53-64.

0.7 9

385 Cross Validation Consistency for the Assessment of Genetic Programming Results in Microarray
Studies. Lecture Notes in Computer Science, 2003, , 99-106. 1.3 8

386 Genome-wide association studies for the identification of biomarkers in metabolic diseases. Expert
Opinion on Medical Diagnostics, 2010, 4, 39-51. 1.6 8

387 STATISTICAL EPISTASIS NETWORKS REDUCE THE COMPUTATIONAL COMPLEXITY OF SEARCHING
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Epidemiology, 2017, 41, 790-800. 1.3 8

390 Ensemble representation learning. , 2017, , . 8
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137, 413-425. 3.8 8
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Chemoradiation. International Journal of Radiation Oncology Biology Physics, 2019, 105, E139-E140. 0.8 8
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396 Common single nucleotide polymorphisms in the promoter region of the human factor XI gene.
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397 Human-Computer Interaction in a Computational Evolution System for the Genetic Analysis of Cancer.
Genetic and Evolutionary Computation, 2011, , 153-171. 1.0 7

398 Key genes for modulating information flow play a temporal role as breast tumor coexpression
networks are dynamically rewired by letrozole. BMC Medical Genomics, 2013, 6, S2. 1.5 7
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susceptibility. BioData Mining, 2014, 7, 5. 4.0 7
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study. BioData Mining, 2014, 7, 19. 4.0 7
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Decision Making, 2019, 19, 147. 3.0 7

405 OMNIREP: originating meaning by coevolving encodings and representations. Memetic Computing, 2019,
11, 251-261. 4.0 7
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American Board of Family Medicine, 2019, 32, 790-800. 1.5 5
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Genomics, 2021, 15, 70. 2.9 5
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459 Genetic Population Structure Analysis in New Hampshire Reveals Eastern European Ancestry. PLoS
ONE, 2009, 4, e6928. 2.5 4

460 The disconnect between classical biostatistics and the biological data mining community. BioData
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Notes in Computer Science, 2016, , 514-524. 1.3 4
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Population. Global Heart, 2017, 12, 133. 2.3 4
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Genetic Epidemiology, 2020, 44, 52-66. 1.3 4
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477 Inferring Human Phenotype Networks from Genome-Wide Genetic Associations. Lecture Notes in
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481 Translational Bioinformatics: Biobanks in the Precision Medicine Era. , 2019, , . 4
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experiments. Computer Networks, 2015, 83, 349-362. 5.1 3
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490
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EXPOSURE INTERACTIONS IN COMPLEX DISEASES. Pacific Symposium on Biocomputing Pacific Symposium
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504 Detection of linear and nonlinear dependencies in time series using the method of surrogate data in
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505 Linear dynamic features of ambulatory blood pressure in a population-based study. Blood Pressure
Monitoring, 2004, 9, 259-267. 0.8 2

506 Multifactor dimensionality reduction analysis identifies specific nucleotide patterns promoting
genetic polymorphisms. BioData Mining, 2009, 2, 2. 4.0 2

507 Identification of SNPs associated with variola virus virulence. BioData Mining, 2013, 6, 3. 4.0 2
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522 Anticancer Therapy at the End of Life: Lessons From a Community Cancer Institute. Journal of
Palliative Care, 2021, 36, 87-92. 1.0 2
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523 Lossless integration of multiple electronic health records for identifying pleiotropy using summary
statistics. Nature Communications, 2021, 12, 168. 12.8 2

524 Leveraging Automated Machine Learning for the Analysis of Global Public Health Data: A Case Study in
Malaria. International Journal of Public Health, 2021, 66, 614296. 2.3 2

525 EBIC.JL. , 2021, , . 2
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Lecture Notes in Computer Science, 2010, , 74-85. 1.3 2
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Classifier System. Genetic and Evolutionary Computation, 2018, , 55-71. 1.0 2

532
Genome-wide genetic interaction analysis of glaucoma using expert knowledge derived from human
phenotype networks. Pacific Symposium on Biocomputing Pacific Symposium on Biocomputing, 2015, ,
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533 Leveraging putative enhancer-promoter interactions to investigate two-way epistasis in Type 2 Diabetes
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534 Gene-Interaction-Sensitive enrichment analysis in congenital heart disease. BioData Mining, 2022, 15, 4. 4.0 2

535 Basic Statistics. Current Protocols in Human Genetics, 2003, 37, Appendix 3M. 3.5 1

536 Analysis of Geneâ€•Gene Interactions. Current Protocols in Human Genetics, 2003, 39, Unit 1.14. 3.5 1
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541 Mining beyond the exome. BioData Mining, 2011, 4, 14. 4.0 1

542 Data mining and the evolution of biological complexity. BioData Mining, 2011, 4, 7. 4.0 1

543 Random artificial incorporation of noise in a learning classifier system environment. , 2011, , . 1

544 Coevolution of rules and topology in cellular automata. , 2013, , . 1
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548 Two-Dimensional Enrichment Analysis for Mining High-Level Imaging Genetic Associations. Lecture
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552 GPU Accelerated Browser for Neuroimaging Genomics. Neuroinformatics, 2018, 16, 393-402. 2.8 1

553 Evolutionary computation. , 2018, , . 1

554 Solution and Fitness Evolution (SAFE): A Study of Multiobjective Problems. , 2019, , . 1
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558 Translational Bioinformatics: Integrating Electronic Health Record and Omics Data. , 2020, , . 1
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559 An Automated Functional Annotation Pipeline That Rapidly Prioritizes Clinically Relevant Genes for
Autism Spectrum Disorder. International Journal of Molecular Sciences, 2020, 21, 9029. 4.1 1

560 Empowering the data science scientist. BioData Mining, 2021, 14, 8. 4.0 1

561 Socio-cognitive Evolution Strategies. Lecture Notes in Computer Science, 2021, , 329-342. 1.3 1

562 Epistasis Analysis Using Artificial Intelligence. Methods in Molecular Biology, 2015, 1253, 327-346. 0.9 1
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Evolvable Machines, 2021, 22, 463-493. 2.2 1
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567 Systems genetics of alcoholism. Alcohol Research, 2008, 31, 14-25. 1.0 1
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573 Analysis of Complex Datasets. , 0, , 207-222. 0
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578 Testing multiple hypotheses through IMP weighted FDR based on a genetic functional network with
application to a new zebrafish transcriptome study. , 2014, , . 0
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592 Gene-Gene Interactions: An Essential Component to Modeling Complexity for Precision Medicine. ,
2019, , 171-177. 0
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2020, .

3.0 0



35

Jason H Moore

# Article IF Citations

595 Integration of molecular and cellular pathogenesis - a bioinformatics approach. , 2020, , 201-207. 0
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597 1 Personalized medicine. , 2020, , 1-14. 0
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