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Spatial specificity of auxin responses coordinates wood formation. Nature Communications, 2018, 9,

875.

FROM BINDING MOTIFS IN CHIP-SEQ DATA TO IMPROVED MODELS OF TRANSCRIPTION FACTOR BINDING 0.8 58
SITES. Journal of Bioinformatics and Computational Biology, 2013, 11, 1340004. :

Computational analysis of auxin responsive elements in the Arabidopsis thaliana L. genome. BMC
Genomics, 2014, 15, S4.

Architecture of DNA elements mediating ARF transcription factor binding and auxin-responsive gene
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Nucleosome formation potential of eukaryotic DNA: calculation and promoters analysis.
Bioinformatics, 2001, 17, 998-1010.

Tissue-specific transcriptome profiling of the Arabidopsis inflorescence stem reveals local cellular 6.6 48
signatures. Plant Cell, 2021, 33, 200-223. :

Diversity of cis-regulatory elements associated with auxin response in Arabidopsis thaliana. Journal
of Experimental Botany, 2018, 69, 329-339.

RECON: a program for prediction of nucleosome formation potential. Nucleic Acids Research, 2004, 32, 145 42
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Auxin regulates functional gene groups in a fold-change-specific manner in Arabidopsis thaliana
roots. Scientific Reports, 2017, 7, 2489.

Effective transcription factor binding site prediction using a combination of optimization, a genetic
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adjacent transposable elements. BMC Genomics, 2016, 17, 337.

Application of experimentally verified transcription factor binding sites models for computational
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Meta-analysis of transcriptome data identified TGTCNN motif variants associated with the response to
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Polytene Chromosomes &€ A Portrait of Functional Organization of the Drosophila Genome. Current 16 30
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Combined experimental and computational approaches to study the regulatory elements in eukaryotic
genes. Briefings in Bioinformatics, 2007, 8, 266-274.

Genetic basis of olfactory cognition: extremely high level of DNA sequence polymorphism in promoter
regions of the human olfactory receptor genes revealed using the 1000 Genomes Project dataset. 2.1 28
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A single ChlIP-seq dataset is sufficient for comprehensive analysis of motifs co-occurrence with MCOT
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Investigating extended regulatory regions of genomic DNA sequences. Bioinformatics, 1999, 15, 644-653. 4.1 27
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Protein and Genetic Composition of Four Chromatin Types in Drosophila melanogaster Cell Lines.
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Genes Containing Long Introns Occupy Series of Bands and Interbands in Drosophila melanogaster
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