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Studies. Lecture Notes in Computer Science, 2003, , 99-106. 1.0 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
THREE-LOCUS GENETIC MODELS. , 2012, , . 8

388 Sex, Adiposity, and Hypertension Status Modify the Inverse Effect of Marine Food Intake on Blood
Pressure in Alaska Native (Yupâ€™ik) People. Journal of Nutrition, 2015, 145, 931-938. 1.3 8

389 Phenotype validation in electronic health records based genetic association studies. Genetic
Epidemiology, 2017, 41, 790-800. 0.6 8

390 Ensemble representation learning. , 2017, , . 8

391 Leveraging epigenomics and contactomics data to investigate SNP pairs in GWAS. Human Genetics, 2018,
137, 413-425. 1.8 8

392 Machine Learning to Predict Toxicity in Head and Neck Cancer Patients Treated with Definitive
Chemoradiation. International Journal of Radiation Oncology Biology Physics, 2019, 105, E139-E140. 0.4 8

393 The Application of Pittsburgh-Style Learning Classifier Systems to Address Genetic Heterogeneity and
Epistasis in Association Studies. , 2010, , 404-413. 8

394 Genetics of Plasminogen Activator Inhibitor-1 (PAI-1) in a Ghanaian Population. PLoS ONE, 2015, 10,
e0136379. 1.1 8

395 Statistical epistasis networks reduce the computational complexity of searching three-locus genetic
models. Pacific Symposium on Biocomputing Pacific Symposium on Biocomputing, 2013, , 397-408. 0.7 8

396 Common single nucleotide polymorphisms in the promoter region of the human factor XI gene.
Journal of Thrombosis and Haemostasis, 2003, 1, 1854-1856. 1.9 7
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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. 0.7 7

399 Functional genomics annotation of a statistical epistasis network associated with bladder cancer
susceptibility. BioData Mining, 2014, 7, 5. 2.2 7

400 The genetic interacting landscape of 63 candidate genes in Major Depressive Disorder: an explorative
study. BioData Mining, 2014, 7, 19. 2.2 7

401 Retooling Fitness for Noisy Problems in a Supervised Michigan-style Learning Classifier System. , 2015, ,
. 7

402 Discovery and replication of SNP-SNP interactions for quantitative lipid traits in over 60,000
individuals. BioData Mining, 2017, 10, 25. 2.2 7

403 Identification of epistatic interactions between the human RNA demethylases FTO and ALKBH5 with
gene set enrichment analysis informed by differential methylation. BMC Proceedings, 2018, 12, 59. 1.8 7

404 Comparing drug safety of hepatitis C therapies using post-market data. BMC Medical Informatics and
Decision Making, 2019, 19, 147. 1.5 7

405 OMNIREP: originating meaning by coevolving encodings and representations. Memetic Computing, 2019,
11, 251-261. 2.7 7

406 Integrative Functional Annotation of 52 Genetic Loci Influencing Myocardial Mass Identifies Candidate
Regulatory Variants and Target Genes. Circulation Genomic and Precision Medicine, 2019, 12, e002328. 1.6 7

407 EBIC: an open source software for high-dimensional and big data analyses. Bioinformatics, 2019, 35,
3181-3183. 1.8 7

408 Does Complexity Matter? Artificial Evolution, Computational Evolution and the Genetic Analysis of
Epistasis in Common Human Diseases.. Genetic and Evolutionary Computation, 2009, , 1-19. 1.0 7

409 Exploratory Visual Analysis of statistical results from microarray experiments comparing high and
low grade glioma. Cancer Informatics, 2007, 5, 19-24. 0.9 7

410
ODAL: A one-shot distributed algorithm to perform logistic regressions on electronic health records
data from multiple clinical sites. Pacific Symposium on Biocomputing Pacific Symposium on
Biocomputing, 2019, 24, 30-41.

0.7 7

411 TargetTox: A Feature Selection Pipeline for Identifying Predictive Targets Associated with Drug
Toxicity. Journal of Chemical Information and Modeling, 2021, 61, 5386-5394. 2.5 7

412 AddGBoost: A gradient boosting-style algorithm based on strong learners. Machine Learning With
Applications, 2022, 7, 100243. 3.0 7

413 An Improved Grammatical Evolution Strategy for Hierarchical Petri Net Modeling of Complex Genetic
Systems. Lecture Notes in Computer Science, 2004, , 63-72. 1.0 6

414 Application of HapMap data to the evaluation of 8 candidate genes for pediatric slow transit
constipation. Journal of Pediatric Surgery, 2007, 42, 666-671. 0.8 6
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415 Environmental noise improves epistasis models of genetic data discovered using a computational
evolution system. , 2009, , . 6

416 Computational genetics analysis of grey matter density in Alzheimerâ€™s disease. BioData Mining, 2014, 7,
17. 2.2 6

417 A BIPARTITE NETWORK APPROACH TO INFERRING INTERACTIONS BETWEEN ENVIRONMENTAL EXPOSURES
AND HUMAN DISEASES. , 2014, , . 6

418 Lumping versus splitting: the need for biological data mining in precision medicine. BioData Mining,
2015, 8, 16. 2.2 6

419 SPARCoC: A New Framework for Molecular Pattern Discovery and Cancer Gene Identification. PLoS
ONE, 2015, 10, e0117135. 1.1 6

420 Big data - a 21st century science Maginot Line? No-boundary thinking: shifting from the big data
paradigm. BioData Mining, 2015, 8, 7. 2.2 6

421 Spectral gene set enrichment (SGSE). BMC Bioinformatics, 2015, 16, 70. 1.2 6

422 An Independent Filter for Gene Set Testing Based on Spectral Enrichment. IEEE/ACM Transactions on
Computational Biology and Bioinformatics, 2015, 12, 1076-1086. 1.9 6

423 The tip of the iceberg: challenges of accessing hospital electronic health record data for biological
data mining. BioData Mining, 2016, 9, 29. 2.2 6

424 Complex systems analysis of bladder cancer susceptibility reveals a role for decarboxylase activity in
two genome-wide association studies. BioData Mining, 2016, 9, 40. 2.2 6

425 Evolutionary triangulation: informing genetic association studies with evolutionary evidence.
BioData Mining, 2016, 9, 12. 2.2 6

426 Improving machine learning reproducibility in genetic association studies with proportional instance
cross validation (PICV). BioData Mining, 2018, 11, 6. 2.2 6

427 Evolutionary Computation in Microarray Data Analysis. , 2002, , 23-35. 6

428 Image Feature Learning with Genetic Programming. Lecture Notes in Computer Science, 2020, , 63-78. 1.0 6

429 Benchmarking Manifold Learning Methods on a Large Collection of Datasets. Lecture Notes in
Computer Science, 2020, , 135-150. 1.0 6

430 Genome-Wide Analysis of Epistasis Using Multifactor Dimensionality Reduction. , 0, , 2140-2153. 6

431 Using expert knowledge in initialization for genome-wide analysis of epistasis using genetic
programming. , 2008, , . 5

432 SMAD4â€•dependent polysome RNA recruitment in human pancreatic cancer cells. Molecular
Carcinogenesis, 2012, 51, 771-782. 1.3 5
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433 The role of visualization and 3-D printing in biological data mining. BioData Mining, 2015, 8, 22. 2.2 5

434 A Systems Genetics Approach to Dyslipidemia in Children and Adolescents. OMICS A Journal of
Integrative Biology, 2015, 19, 248-259. 1.0 5

435 Continuous Endpoint Data Mining with ExSTraCS. , 2015, , . 5

436 The golden era of biomedical informatics has begun. BioData Mining, 2016, 9, 15. 2.2 5

437 To know the objective is not (necessarily) to know the objective function. BioData Mining, 2018, 11, 21. 2.2 5

438 EBIC. , 2018, , . 5

439 Solution and Fitness Evolution (SAFE): Coevolving Solutions and Their Objective Functions. Lecture
Notes in Computer Science, 2019, , 146-161. 1.0 5

440 Prevalence and Characterization of Yoga Mentions in the Electronic Health Record. Journal of the
American Board of Family Medicine, 2019, 32, 790-800. 0.8 5

441 Global identifiability of latent class models with applications to diagnostic test accuracy studies: A
GrÃ¶bner basis approach. Biometrics, 2020, 76, 98-108. 0.8 5

442 Case contamination in electronic health records based caseâ€•control studies. Biometrics, 2021, 77, 67-77. 0.8 5

443 Novel EDGE encoding method enhances ability to identify genetic interactions. PLoS Genetics, 2021, 17,
e1009534. 1.5 5

444 Cellular Automata and Genetic Algorithms for Parallel Problem Solving in Human Genetics. Lecture
Notes in Computer Science, 2002, , 821-830. 1.0 5

445 Solving Complex Problems in Human Genetics Using Genetic Programming: The Importance of
Theorist-Practitionercomputer Interaction. , 2008, , 69-85. 5

446 Exploiting Expert Knowledge of Protein-Protein Interactions in a Computational Evolution System for
Detecting Epistasis. Genetic and Evolutionary Computation, 2011, , 195-210. 1.0 5

447 Exploring Interestingness in a Computational Evolution System for the Genome-Wide Genetic Analysis
of Alzheimerâ€™s Disease. Genetic and Evolutionary Computation, 2014, , 31-45. 1.0 5

448 Genome-Wide Epistasis and Pleiotropy Characterized by the Bipartite Human Phenotype Network.
Methods in Molecular Biology, 2015, 1253, 269-283. 0.4 5

449 Network-Guided Sparse Learning for Predicting Cognitive Outcomes from MRI Measures. Lecture
Notes in Computer Science, 2013, 8159, 202-210. 1.0 5

450 A SCREENING-TESTING APPROACH FOR DETECTING GENE-ENVIRONMENT INTERACTIONS USING SEQUENTIAL
PENALIZED AND UNPENALIZED MULTIPLE LOGISTIC REGRESSION. , 2014, , . 5
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451 Robust-ODAL: Learning from heterogeneous health systems without sharing patient-level data. , 2019, ,
. 5

452 Estimating prevalence of human traits among populations from polygenic risk scores. Human
Genomics, 2021, 15, 70. 1.4 5

453 Automating Predictive Toxicology Using ComptoxAI. Chemical Research in Toxicology, 2022, 35,
1370-1382. 1.7 5

454 Predictors of interindividual variation in ambulatory blood pressure and their time or activity
dependence. American Journal of Hypertension, 2000, 13, 52-60. 1.0 4

455 Improved Power of Sib-Pair Linkage Analysis Using Measures of Complex Trait Dynamics. Human
Heredity, 2001, 52, 113-115. 0.4 4

456 Bases, Bits and Disease: Bases, bits and disease: a mathematical theory of human genetics. European
Journal of Human Genetics, 2008, 16, 143-144. 1.4 4

457 Analysis of Geneâ€•Gene Interactions. Current Protocols in Human Genetics, 2008, 59, Unit 1.14. 3.5 4

458 Solving complex problems in human genetics using GP. ACM SIGEVOlution, 2008, 3, 2-8. 0.3 4

459 Genetic Population Structure Analysis in New Hampshire Reveals Eastern European Ancestry. PLoS
ONE, 2009, 4, e6928. 1.1 4

460 The disconnect between classical biostatistics and the biological data mining community. BioData
Mining, 2013, 6, 12. 2.2 4

461 Big Data analysis on autopilot?. BioData Mining, 2013, 6, 22. 2.2 4

462 Bioinformatics: What the Clinical Laboratorian Needs to Know and Prepare For. Clinical Chemistry,
2013, 59, 1301-1305. 1.5 4

463 Identification of Novel Genetic Models of Glaucoma Using the â€œEMERGENTâ€• Genetic
Programming-Based Artificial Intelligence System. Genetic and Evolutionary Computation, 2015, , 17-35. 1.0 4

464 Pareto Inspired Multi-objective Rule Fitness for Noise-Adaptive Rule-Based Machine Learning. Lecture
Notes in Computer Science, 2016, , 514-524. 1.0 4

465 A global test for geneâ€•gene interactions based on random matrix theory. Genetic Epidemiology, 2016,
40, 689-701. 0.6 4

466 Gene Set Enrichment Analyses: lessons learned from the heart failure phenotype. BioData Mining, 2017,
10, 18. 2.2 4

467 A heuristic method for simulating open-data of arbitrary complexity that can be used to compare and
evaluate machine learning methods. , 2018, , . 4

468 Mining Regional Imaging Genetic Associations via Voxel-wise Enrichment Analysis. , 2019, 2019, . 4
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469 Genetic Effects on the Correlation Structure of CVD Risk Factors: Exome-Wide Data From a Ghanaian
Population. Global Heart, 2017, 12, 133. 0.9 4

470 Genetic programming theory and practice: a fifteen-year trajectory. Genetic Programming and
Evolvable Machines, 2020, 21, 169-179. 1.5 4

471 Embracing study heterogeneity for finding genetic interactions in largeâ€•scale research consortia.
Genetic Epidemiology, 2020, 44, 52-66. 0.6 4

472 Conservation machine learning. BioData Mining, 2020, 13, 9. 2.2 4

473 How Computational Experiments Can Improve Our Understanding of the Genetic Architecture of
Common Human Diseases. Artificial Life, 2020, 26, 23-37. 1.0 4

474 Symbolic-regression boosting. Genetic Programming and Evolvable Machines, 2021, 22, 357-381. 1.5 4

475 Harnessing electronic health records to study emerging environmental disasters: a proof of concept
with perfluoroalkyl substances (PFAS). Npj Digital Medicine, 2021, 4, 122. 5.7 4

476 Systems Biology Modeling in Human Genetics Using Petri Nets and Grammatical Evolution. Lecture
Notes in Computer Science, 2004, , 392-401. 1.0 4

477 Inferring Human Phenotype Networks from Genome-Wide Genetic Associations. Lecture Notes in
Computer Science, 2013, , 23-34. 1.0 4

478 Image feature learning with a genetic programming autoencoder. , 2020, , . 4

479 SGP-DT. , 2020, , . 4

480 Epistatic Interactions in Genetic Regulation of t-PA and PAI-1 Levels in a Ghanaian Population. PLoS ONE,
2011, 6, e16639. 1.1 4

481 Translational Bioinformatics: Biobanks in the Precision Medicine Era. , 2019, , . 4

482
A screening-testing approach for detecting gene-environment interactions using sequential penalized
and unpenalized multiple logistic regression. Pacific Symposium on Biocomputing Pacific Symposium
on Biocomputing, 2015, , 183-94.

0.7 4

483
A heuristic method for simulating open-data of arbitrary complexity that can be used to compare and
evaluate machine learning methods. Pacific Symposium on Biocomputing Pacific Symposium on
Biocomputing, 2018, 23, 259-267.

0.7 4

484 Mask functions for the symbolic modeling of epistasis using genetic programming. , 2008, , . 3

485 LÃ©vy-Flight Genetic Programming: Towards a New Mutation Paradigm. Lecture Notes in Computer
Science, 2012, , 38-49. 1.0 3

486 Optimal Use of Biological Expert Knowledge from Literature Mining in Ant Colony Optimization for
Analysis of Epistasis in Human Disease. Lecture Notes in Computer Science, 2013, , 129-140. 1.0 3
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487 Message prioritization of epidemic forwarding in delay-tolerant networks. , 2014, , . 3

488 Delay-tolerant networks and network coding: Comparative studies on simulated and real-device
experiments. Computer Networks, 2015, 83, 349-362. 3.2 3

489 Up For A Challenge (U4C): Stimulating innovation in breast cancer genetic epidemiology. PLoS
Genetics, 2017, 13, e1006945. 1.5 3

490
Medication class enrichment analysis: a novel algorithm to analyze multiple pharmacologic exposures
simultaneously using electronic health record data. Journal of the American Medical Informatics
Association: JAMIA, 2018, 25, 780-789.

2.2 3

491 Attribute tracking. , 2018, , . 3

492 Exploration of a diversity of computational and statistical measures of association for genome-wide
genetic studies. BioData Mining, 2019, 12, 14. 2.2 3

493 Why mind-body medicine is poised to set a new standard for clinical research. Journal of Clinical
Epidemiology, 2019, 116, 167-170. 2.4 3

494 Testing the assumptions of parametric linear models: the need for biological data mining in disciplines
such as human genetics. BioData Mining, 2019, 12, 6. 2.2 3

495 Automated discovery of test statistics using genetic programming. Genetic Programming and
Evolvable Machines, 2019, 20, 127-137. 1.5 3

496 Ten important roles for academic leaders to promote equity, diversity, and inclusion in data science.
BioData Mining, 2021, 14, 22. 2.2 3

497 Towards effective GP multi-class classification based on dynamic targets. , 2021, , . 3

498 Artificial Immune Systems for Epistasis Analysis in Human Genetics. Lecture Notes in Computer Science,
2010, , 194-204. 1.0 3

499 The Role of Mutations in Whole Genome Duplication. Lecture Notes in Computer Science, 2012, , 122-133. 1.0 3

500 Supervising Random Forest Using Attribute Interaction Networks. Lecture Notes in Computer Science,
2013, , 104-116. 1.0 3

501 TRAINING THE NEXT GENERATION OF QUANTITATIVE BIOLOGISTS IN THE ERA OF BIG DATA. , 2014, , . 3

502 Evolution of Active Categorical Image Classification via Saccadic Eye Movement. Lecture Notes in
Computer Science, 2016, , 581-590. 1.0 3

503
AN INTEGRATED NETWORK APPROACH TO IDENTIFYING BIOLOGICAL PATHWAYS AND ENVIRONMENTAL
EXPOSURE INTERACTIONS IN COMPLEX DISEASES. Pacific Symposium on Biocomputing Pacific Symposium
on Biocomputing, 2016, 21, 9-20.

0.7 3

504 Detection of linear and nonlinear dependencies in time series using the method of surrogate data in
S-PLUS. Computer Methods and Programs in Biomedicine, 2000, 63, 117-121. 2.6 2
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505 Linear dynamic features of ambulatory blood pressure in a population-based study. Blood Pressure
Monitoring, 2004, 9, 259-267. 0.4 2

506 Multifactor dimensionality reduction analysis identifies specific nucleotide patterns promoting
genetic polymorphisms. BioData Mining, 2009, 2, 2. 2.2 2

507 Identification of SNPs associated with variola virus virulence. BioData Mining, 2013, 6, 3. 2.2 2

508 A multi-core parallelization strategy for statistical significance testing in learning classifier systems.
Evolutionary Intelligence, 2013, 6, 127-134. 2.3 2

509 Effect of Genetic Variants, Especially CYP2C9 and VKORC1, on the Pharmacology of Warfarin. Seminars
in Thrombosis and Hemostasis, 2013, 39, 112-112. 1.5 2

510 BUILDING THE NEXT GENERATION OF QUANTITATIVE BIOLOGISTS. , 2013, , . 2

511 Editorial (Thematic Issue: Pharmacogenetics and Molecular Medicine: â€œSo Close and Yet So Farâ€•).
Current Molecular Medicine, 2014, 14, 803-804. 0.6 2

512 Combining functional genomics strategies identifies modular heterogeneity of breast cancer intrinsic
subtypes. BioData Mining, 2014, 7, 27. 2.2 2

513 Delay-tolerant networks with network coding: How well can we simulate real devices?. , 2014, , . 2

514 GENOME-WIDE GENETIC INTERACTION ANALYSIS OF GLAUCOMA USING EXPERT KNOWLEDGE DERIVED FROM
HUMAN PHENOTYPE NETWORKS. , 2014, , . 2

515 Testing multiple hypotheses through IMP weighted FDR based on a genetic functional network with
application to a new zebrafish transcriptome study. BioData Mining, 2015, 8, 17. 2.2 2

516 Bicliques in Graphs with Correlated Edges: From Artificial to Biological Networks. Lecture Notes in
Computer Science, 2016, , 138-155. 1.0 2

517 On metaâ€• and megaâ€•analyses for geneâ€“environment interactions. Genetic Epidemiology, 2017, 41, 876-886. 0.6 2

518 Leveraging putative enhancer-promoter interactions to investigate two-way epistasis in Type 2 Diabetes
GWAS. , 2018, , . 2

519 How computational thought experiments can improve our understanding of the genetic architecture
of common human diseases. , 2018, , . 2

520 A multidimensional genetic programming approach for identifying epsistatic gene interactions. , 2018, ,
. 2

521 EBIC. , 2019, , . 2

522 Anticancer Therapy at the End of Life: Lessons From a Community Cancer Institute. Journal of
Palliative Care, 2021, 36, 87-92. 0.4 2
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523 Lossless integration of multiple electronic health records for identifying pleiotropy using summary
statistics. Nature Communications, 2021, 12, 168. 5.8 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. 1.0 2

525 EBIC.JL. , 2021, , . 2

526 A Model Free Method to Generate Human Genetics Datasets with Complex Gene-Disease Relationships.
Lecture Notes in Computer Science, 2010, , 74-85. 1.0 2

527 An Analysis of New Expert Knowledge Scaling Methods for Biologically Inspired Computing. Lecture
Notes in Computer Science, 2011, , 286-293. 1.0 2

528 Cell-Based Metrics Improve the Detection of Gene-Gene Interactions Using Multifactor Dimensionality
Reduction. Lecture Notes in Computer Science, 2013, , 200-211. 1.0 2

529 Data Science Approaches to Pharmacogenetics. Current Molecular Medicine, 2014, 14, 805-813. 0.6 2

530 Population Exploration on Genotype Networks in Genetic Programming. Lecture Notes in Computer
Science, 2014, , 424-433. 1.0 2

531 Problem Driven Machine Learning by Co-evolving Genetic Programming Trees and Rules in a Learning
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, ,
207-18.

0.7 2

533 Leveraging putative enhancer-promoter interactions to investigate two-way epistasis in Type 2 Diabetes
GWAS. Pacific Symposium on Biocomputing Pacific Symposium on Biocomputing, 2018, 23, 548-558. 0.7 2

534 Gene-Interaction-Sensitive enrichment analysis in congenital heart disease. BioData Mining, 2022, 15, 4. 2.2 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

537 Development and evaluation of an open-ended computational evolution system for the creation of
digital organisms with complex genetic architecture. , 2009, , . 1

538 Nature-inspired algorithms for the genetic analysis of epistasis in common human diseases:
Theoretical assessment of wrapper vs. filter approaches. , 2009, , . 1

539 Artificial Evolution Methods in the Biological and Biomedical Sciences. Journal of Artificial
Evolution and Applications, 2009, 2009, 1-1. 1.8 1

540 O3-06-01: Association analysis of candidate SNPs on hippocampal volume and shape in mild cognitive
impairment and older adults with cognitive complaints. , 2010, 6, S137-S138. 1
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541 Mining beyond the exome. BioData Mining, 2011, 4, 14. 2.2 1

542 Data mining and the evolution of biological complexity. BioData Mining, 2011, 4, 7. 2.2 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

545 Dissecting the obesity disease landscape: Identifying gene-gene interactions that are highly associated
with body mass index. , 2014, , . 1

546 Learning Classifier Systems: The Rise of Genetics-Based Machine Learning in Biomedical Data Mining. ,
2014, , 265-311. 1

547 Critical properties of cellular automata with evolving network topologies. , 2015, , . 1

548 Two-Dimensional Enrichment Analysis for Mining High-Level Imaging Genetic Associations. Lecture
Notes in Computer Science, 2015, 9250, 115-124. 1.0 1

549 AN INTEGRATED NETWORK APPROACH TO IDENTIFYING BIOLOGICAL PATHWAYS AND ENVIRONMENTAL
EXPOSURE INTERACTIONS IN COMPLEX DISEASES. , 2016, , . 1

550 Evolutionarily derived networks to inform disease pathways. Genetic Epidemiology, 2017, 41, 866-875. 0.6 1

551 NO-BOUNDARY THINKING IN BIOINFORMATICS. , 2017, 22, 646-648. 1

552 GPU Accelerated Browser for Neuroimaging Genomics. Neuroinformatics, 2018, 16, 393-402. 1.5 1

553 Evolutionary computation. , 2018, , . 1

554 Solution and Fitness Evolution (SAFE): A Study of Multiobjective Problems. , 2019, , . 1

555 Strategies for improving performance of evolutionary biclustering algorithm EBIC. , 2019, , . 1

556 A comparison of two workflows for regulome and transcriptomeâ€•based prioritization of genetic
variants associated with myocardial mass. Genetic Epidemiology, 2019, 43, 717-726. 0.6 1

557 Gamorithm. IEEE Transactions on Games, 2020, 12, 115-118. 1.2 1

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. 1.8 1

560 Empowering the data science scientist. BioData Mining, 2021, 14, 8. 2.2 1

561 Socio-cognitive Evolution Strategies. Lecture Notes in Computer Science, 2021, , 329-342. 1.0 1

562 Epistasis Analysis Using Artificial Intelligence. Methods in Molecular Biology, 2015, 1253, 327-346. 0.4 1

563 A semantic genetic programming framework based on dynamic targets. Genetic Programming and
Evolvable Machines, 2021, 22, 463-493. 1.5 1

564 An Open-Ended Computational Evolution Strategy for Evolving Parsimonious Solutions to Human
Genetics Problems. Lecture Notes in Computer Science, 2011, , 313-320. 1.0 1

565 Ten simple rules for writing a paper about scientific software. PLoS Computational Biology, 2020, 16,
e1008390. 1.5 1

566 Mask Functions for the Symbolic Modeling of Epistasis Using Genetic Programming. , 2008, 2008,
339-346. 1

567 Systems genetics of alcoholism. Alcohol Research, 2008, 31, 14-25. 1.0 1

568 Comparing Different Adverse Effects Among Multiple Drugs Using FAERS Data. Studies in Health
Technology and Informatics, 2017, 245, 1268. 0.2 1

569 Antihypertensive effects of yoga in a general patient population: real-world evidence from electronic
health records, a retrospective case-control study. BMC Public Health, 2022, 22, 186. 1.2 1

570 Quantitative Trait Linkage Analysis. , 0, , 237-253. 0

571 Towards human-human-computer interaction for biologically-inspired problem-solving in human
genetics. , 2007, , . 0

572 Exploratory Visual Analysis of Statistical Results from Microarray Experiments Comparing High and
Low Grade Glioma. Cancer Informatics, 2007, 5, 117693510700500. 0.9 0

573 Analysis of Complex Datasets. , 0, , 207-222. 0

574 The spatial dimension in biological data mining. BioData Mining, 2011, 4, 6. 2.2 0

575 The central role of biological data mining in connecting diverse disciplines. BioData Mining, 2013, 6, 14. 2.2 0

576 A simple multi-core parallelization strategy for learning classifier system evaluation. , 2013, , . 0
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577 Bipartite networks to study the genotype-to-phenotype relationship in cellular automata models. ,
2013, , . 0

578 Testing multiple hypotheses through IMP weighted FDR based on a genetic functional network with
application to a new zebrafish transcriptome study. , 2014, , . 0

579 O brave new world that has such machines in it. BioData Mining, 2014, 7, 26. 2.2 0

580 Innovation is often unnerving: the door into summer. BioData Mining, 2014, 7, 12. 2.2 0

581 First complex, then simple. BioData Mining, 2014, 7, 13. 2.2 0

582 The Critical Need for Computational Methods and Software for Simulating Complex Genetic and
Genomic Data. Genetic Epidemiology, 2015, 39, 1-1. 0.6 0

583 Prediction of relevant biomedical documents: a human microbiome case study. BioData Mining, 2015, 8,
28. 2.2 0

584 Pareto Inspired Multi-objective Rule Fitness for Adaptive Rule-based Machine Learning. , 2016, , . 0

585 Artificial intelligence: more human with human. BioData Mining, 2017, 10, 34. 2.2 0

586 Reading Between the Genes: Computational Models to Discover Function from Noncoding DNA. , 2018, ,
. 0

587 Comparing adverse effects of Hepatitis C drugs using FAERS data. , 2018, , . 0

588 Retrieving Impressions from Semantic Memory Modeled with Associative Pulsing Neural Networks. ,
2018, , . 0

589 Grammatical Evolution Strategies for Bioinformatics and Systems Genomics. , 2018, , 395-405. 0

590 Bootstrapped Sparse Canonical Correlation Analysis. , 2018, , 101-117. 0

591 Integration of Molecular and Cellular Pathogenesis. , 2018, , 243-249. 0

592 Gene-Gene Interactions: An Essential Component to Modeling Complexity for Precision Medicine. ,
2019, , 171-177. 0

593 Discovering test statistics using genetic programming. , 2019, , . 0

594
WellExplorer: an integrative resource linking hydraulic fracturing chemicals with hormonal
pathways and geographic location. Database: the Journal of Biological Databases and Curation, 2020,
2020, .
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595 Integration of molecular and cellular pathogenesis - a bioinformatics approach. , 2020, , 201-207. 0

596 Ten important roles for academic leaders in data science. BioData Mining, 2020, 13, 18. 2.2 0

597 1 Personalized medicine. , 2020, , 1-14. 0

598 REGENS: an open source Python package for simulating realistic autosomal genotypes. Journal of Open
Source Software, 2021, 6, 2743. 2.0 0

599 The Translational Machine: A novel machineâ€•learning approach to illuminate complex genetic
architectures. Genetic Epidemiology, 2021, 45, 485-536. 0.6 0

600 Rapid prototyping of evolution-driven biclustering methods in Julia. , 2021, , . 0

601 Integration of Molecular and Cellular Pathogenesis: A Bioinformatics Approach. , 2009, , 219-224. 0

602 Sexual Recombination in Self-Organizing Interaction Networks. Lecture Notes in Computer Science,
2010, , 41-50. 1.0 0

603 Integration of Molecular and Cellular Pathogenesis. , 2010, , 153-158. 0

604 Employing Publically Available Biological Expert Knowledge from Protein-Protein Interaction
Information. Lecture Notes in Computer Science, 2010, , 395-406. 1.0 0

605 Validating a Threshold-Based Boolean Model of Regulatory Networks on a Biological Organism.
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