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to increased fatty acid metabolism. Cell Reports, 2021, 36, 109748 106 1

158

Recent advances in trajectory inference from single-cell omics data. Current Opinion in Systems
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An interactive ImageJ plugin for semi-automated image denoising in electron microscopy. Nature
Communications, 2020, 11, 771

Classification of Human White Blood Cells Using Machine Learning for Stain-Free Imaging Flow
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44 in the Fatty Liver. Immunity, 2020, 53, 641-657.e14 323 79

TinGa: fast and flexible trajectory inference with Growing Neural Gas. Bioinformatics, 2020, 36, i66-i74

Asynchronous Processing for Latent Fingerprint Identification on Heterogeneous CPU-GPU
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60  Evolutionary undersampling for imbalanced big data classification 2015, 22

CATCh, an ensemble classifier for chimera detection in 16S rRNA sequencing studies. Applied and
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SBFC: An Efficient Feature Frequency-Based Approach to Tackle Cross-Lingual Word Sense o
Disambiguation. Lecture Notes in Computer Science, 2012, 248-255 9

HIGH-PRECISION BIO-MOLECULAR EVENT EXTRACTION FROM TEXT USING PARALLEL BINARY
CLASSIFIERS. Computational Intelligence, 2011, 27, 645-664

Peakbin selection in mass spectrometry data using a consensus approach with estimation of
distribution algorithms. /EEE/ACM Transactions on Computational Biology and Bioinformatics, 2011, 3 22
8,760-74

An alternative approach to avoid overfitting for surrogate models 2011,

A greedy, graph-based algorithm for the alignment of multiple homologous gene lists.

Bioinformatics, 2011, 27, 749-56 j2 i

Robust biomarker identification for cancer diagnosis with ensemble feature selection methods.
Bioinformatics, 2010, 26, 392-8

Discriminative and informative features for biomolecular text mining with ensemble feature 5 5
selection. Bioinformatics, 2010, 26, i554-60 7 4

Highlights of the BioTM 2010 workshop on advances in bio text mining. BMC Bioinformatics, 2010,
11,

Toward a gold standard for promoter prediction evaluation. Bioinformatics, 2009, 25, i313-20 72 52

Analyzing text in search of bio-molecular events 2009,

Robust Feature Selection Using Ensemble Feature Selection Techniques. Lecture Notes in Computer 6
Science, 2008, 313-325 0.9 2063

Generic eukaryotic core promoter prediction using structural features of DNA. Genome Research,
2008, 18, 310-23

FunSiP: a modular and extensible classifier for the prediction of functional sites in DNA.
Bioinformatics, 2008, 24, 1532-3 72

ProSOM: core promoter prediction based on unsupervised clustering of DNA physical profiles.
Bioinformatics, 2008, 24, i24-31

A review of estimation of distribution algorithms in bioinformatics. BioData Mining, 2008, 1, 6 43 46

Validating module network learning algorithms using simulated data. BMC Bioinformatics, 2007, 8
Suppl 2, S5

In search of the small ones: improved prediction of short exons in vertebrates, plants, fungi and 5 o
protists. Bioinformatics, 2007, 23, 414-20 % 3

Translation initiation site prediction on a genomic scale: beauty in simplicity. Bioinformatics, 2007,

23,i418-23

10



(-2007)

24 A review of feature selection techniques in bioinformatics. Bioinformatics, 2007, 23, 2507-17 7.2 3212

Enhancing Coding Potential Prediction for Short Sequences Using Complementary Sequence
Features and Feature Selection. Lecture Notes in Computer Science, 2007, 107-118

Predicting Human Immunodeficiency Virus (HIV) Drug Resistance Using Recurrent Neural

22 Networks. Lecture Notes in Computer Science, 2007, 234-243

09 6

Genome analysis of the smallest free-living eukaryote Ostreococcus tauri unveils many unique
features. Proceedings of the National Academy of Sciences of the United States of America, 2006, 103, 11 64752

20 Feature Extraction Using Clustering of Protein. Lecture Notes in Computer Science, 2006, 614-623 09 2

Feature Ranking Using an EDA-based Wrapper Approach. Studies in Fuzziness and Soft Computing,
2006, 243-257

18 Feature Ranking Using an EDA-based Wrapper Approach 2006, 243-257

Large-scale structural analysis of the core promoter in mammalian and plant genomes. Nucleic Acids
Research, 2005, 33, 4255-64

SpliceMachine: predicting splice sites from high-dimensional local context representations.

16 Bioinformatics, 2005, 21, 1332-8 72 76

Building genomic profiles for uncovering segmental homology in the twilight zone. Genome
Research, 2004, 14, 1095-106

L Feature selection for splice site prediction: a new method using EDA-based feature ranking. BMC 6
4 Bioinformatics, 2004, 5, 64 3 35

Digging into Acceptor Splice Site Prediction: An Iterative Feature Selection Approach. Lecture Notes
in Computer Science, 2004, 386-397

Fast feature selection using a simple estimation of distribution algorithm: a case study on splice

12 site prediction. Bioinformatics, 2003, 19 Suppl 2, ii179-88 72 30

Investigating ancient duplication events in the Arabidopsis genome. Journal of Structural and
Functional Genomics, 2003, 3, 117-129

10 Investigating ancient duplication events in the Arabidopsis genome 2003, 117-129 5

Investigating ancient duplication events in the Arabidopsis genome. Journal of Structural and
Functional Genomics, 2003, 3, 117-29

The automatic detection of homologous regions (ADHoRe) and its application to microcolinearity

between Arabidopsis and rice. Genome Research, 2002, 12, 1792-801 97 105

SCORPIUS improves trajectory inference and identifies novel modules in dendritic cell development

11



YVAN SAEYS

6 A cell atlas of human thymic development defines T cell repertoire formation 17

dyngen: a multi-modal simulator for spearheading new single-cell omics analyses

Single cell profiling of immature human postnatal thymocytes resolves the complexity of
4 intra-thymic lineage differentiation and thymus seeding precursors

A comparison of single-cell trajectory inference methods: towards more accurate and robust tools

2 Trajectory-based differential expression analysis for single-cell sequencing data 9

Classification of human white blood cells using machine learning for stain-free imaging flow cytometry

12



