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6 Modeling flexible RNA 3D structures and RNA-protein complexes. Current Opinion in Structural
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7 MODOMICS: a database of RNA modifications and related information. 2023 update. Nucleic Acids
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8 Conserved structures and dynamics in 5â€²-proximal regions of Betacoronavirus RNA genomes. Nucleic
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9 DEGRONOPEDIA: a web server for proteome-wide inspection of degrons. Nucleic Acids Research, 2024,
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10 SimRNAweb v2.0: a web server for RNA folding simulations and 3D structure modeling, with optional
restraints and enhanced analysis of folding trajectories. Nucleic Acids Research, 2024, 52, W368-W373. 15.5 27

11 ARTEMIS: a method for topology-independent superposition of RNA 3D structures and structure-based
sequence alignment. Nucleic Acids Research, 2024, 52, 10850-10861. 15.5 5

12 Advances in the field of RNA 3D structure prediction and modeling, with purely theoretical
approaches, and with the use of experimental data. Structure, 2024, 32, 1860-1876. 3.8 27

13 The three YTHDF paralogs and VIRMA are strong cross-histotype tumor driver candidates among m6A
core genes. NAR Cancer, 2024, 6, . 2.8 7

14 Cryo-EM Structure of raiA ncRNA From Clostridium Reveals a New RNA 3D Fold. Journal of Molecular
Biology, 2024, 436, 168833. 4.1 6

15 NACDDB: Nucleic Acid Circular Dichroism Database. Nucleic Acids Research, 2023, 51, D226-D231. 15.5 27

16 1D2DSimScore: A novel method for comparing contacts in biomacromolecules and their complexes.
Protein Science, 2023, 32, . 5.9 6

17 Structural interaction fingerprints and machine learning for predicting and explaining binding of
small molecule ligands to RNA. Briefings in Bioinformatics, 2023, 24, . 6.6 27

18 RNA target highlights in CASP15: Evaluation of predicted models by structure providers. Proteins:
Structure, Function and Bioinformatics, 2023, 91, 1600-1615. 2.6 49
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RNA tertiary structure prediction in CASP15 by the GeneSilico group: Folding simulations based on
statistical potentials and spatial restraints. Proteins: Structure, Function and Bioinformatics, 2023,
91, 1800-1810.
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20 RNA 3D structure modeling by fragment assembly with small-angle X-ray scattering restraints.
Bioinformatics, 2023, 39, . 4.7 13

21 A comprehensive survey of long-range tertiary interactions and motifs in non-coding RNA structures.
Nucleic Acids Research, 2023, 51, 8367-8382. 15.5 16

22 MODOMICS: a database of RNA modification pathways. 2021 update. Nucleic Acids Research, 2022, 50,
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23 DNAzymeBuilder, a web application for in situ generation of RNA/DNA-cleaving deoxyribozymes.
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24 Molecular insights into RNA recognition and gene regulation by the TRIM-NHL protein Mei-P26. Life
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25 fingeRNAtâ€”A novel tool for high-throughput analysis of nucleic acid-ligand interactions. PLoS
Computational Biology, 2022, 18, e1009783. 3.1 27

26 Computational Pipeline for Reference-Free Comparative Analysis of RNA 3D Structures Applied to
SARS-CoV-2 UTR Models. International Journal of Molecular Sciences, 2022, 23, 9630. 4.4 29
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28 AnnapuRNA: A scoring function for predicting RNA-small molecule binding poses. PLoS Computational
Biology, 2021, 17, e1008309. 3.1 79

29 RNA and DNA G-quadruplexes bind to human dicer and inhibit its activity. Cellular and Molecular Life
Sciences, 2021, 78, 3709-3724. 5.5 21

30 Constrained peptides mimic a viral suppressor of RNA silencing. Nucleic Acids Research, 2021, 49,
12622-12633. 15.5 21

31
A combined structural and biochemical approach reveals translocation and stalling of UvrB on the
DNA lesion as a mechanism of damage verification in bacterial nucleotide excision repair. DNA Repair,
2020, 85, 102746.
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32 Genome-wide mapping of SARS-CoV-2 RNA structures identifies therapeutically-relevant elements.
Nucleic Acids Research, 2020, 48, 12436-12452. 15.5 294

33 RNAProbe: a web server for normalization and analysis of RNA structure probing data. Nucleic Acids
Research, 2020, 48, W292-W299. 15.5 24

34 RNA-Puzzles Round IV: 3D structure predictions of four ribozymes and two aptamers. Rna, 2020, 26,
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35 RNA 3D structure prediction guided by independent folding of homologous sequences. BMC
Bioinformatics, 2019, 20, . 3.0 26

36 Petri netâ€“based model of the human DNA base excision repair pathway. PLoS ONE, 2019, 14, e0217913. 2.3 5
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38 Computational modeling of RNA 3D structure based on experimental data. Bioscience Reports, 2019, 39,
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39 Specific interaction of zinc finger protein Com with RNA and the crystal structure of a
self-complementary RNA duplex recognized by Com. PLoS ONE, 2019, 14, e0214481. 2.3 8

40 Crystal Structure and Directed Evolution of Specificity of NlaIV Restriction Endonuclease. Journal of
Molecular Biology, 2019, 431, 2082-2094. 4.1 3

41 Structural bases of peptidoglycan recognition by lysostaphin SH3b domain. Scientific Reports, 2019, 9, . 3.4 93

42 RRMdbâ€”an evolutionary-oriented database of RNA recognition motif sequences. Database: the Journal
of Biological Databases and Curation, 2019, 2019, . 2.7 12

43 Evolutionary plasticity of the NHL domain underlies distinct solutions to RNA recognition. Nature
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44 MODOMICS: a database of RNA modification pathways. 2017 update. Nucleic Acids Research, 2018, 46,
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45 Novel inhibitors of the rRNA ErmC' methyltransferase to block resistance to macrolides,
lincosamides, streptogramine B antibiotics. European Journal of Medicinal Chemistry, 2018, 146, 60-67. 5.3 20

46
Human RNA cap1 methyltransferase CMTr1 cooperates with RNA helicase DHX15 to modify RNAs with
highly structured 5â€² termini. Philosophical Transactions of the Royal Society B: Biological Sciences,
2018, 373, 20180161.

3.7 24

47 Bioinformatics Tools and Benchmarks for Computational Docking and 3D Structure Prediction of
RNA-Protein Complexes. Genes, 2018, 9, 432. 2.5 47
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49 Defining the crucial domain and amino acid residues in bacterial Lon protease for DNA binding and
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51 Mutations in human AID differentially affect its ability to deaminate cytidine and 5-methylcytidine in
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54 Impact of the structural integrity of the three-way junction of adenovirus VAI RNA on PKR inhibition.
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57 SimRNA: a coarse-grained method for RNA folding simulations and 3D structure prediction. Nucleic
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Methods, 2016, 107, 34-41. 3.5 12

61 Loss of Conserved Noncoding RNAs in Genomes of Bacterial Endosymbionts. Genome Biology and
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62 Computational modeling of RNA 3D structures and interactions. Current Opinion in Structural
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64 The architecture of the Schizosaccharomyces pombe CCR4-NOT complex. Nature Communications,
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65 Genome-wide survey of codons under diversifying selection in a highly recombining bacterial
species,<i>Helicobacter pylori</i>. DNA Research, 2016, 23, 135-143. 2.8 8

66 Sequence-specific cleavage of dsRNA by Mini-III RNase. Nucleic Acids Research, 2015, 43, 2864-2873. 15.5 32

67 Phylogenomics and sequence-structure-function relationships in the GmrSD family of Type IV
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68 Modeling of ribonucleic acidâ€“ligand interactions. Wiley Interdisciplinary Reviews: Computational
Molecular Science, 2015, 5, 425-439. 18.7 17

69 Biochemical Characterization and Validation of a Catalytic Site of a Highly Thermostable Ts2631
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70 Magnesium-binding architectures in RNA crystal structures: validation, binding preferences,
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71 An atlas of RNA base pairs involving modified nucleobases with optimal geometries and accurate
energies. Nucleic Acids Research, 2015, 43, 9573-9573. 15.5 21

72 The Signature of the Five-Stranded vRRM Fold Defined by Functional, Structural and Computational
Analysis of the hnRNP L Protein. Journal of Molecular Biology, 2015, 427, 3001-3022. 4.1 29
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119 Molecular evolution of dihydrouridine synthases. BMC Bioinformatics, 2012, 13, . 3.0 39
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â€“ methods and applications. Biotechnologia, 2011, 92, 249-264. 2.0 46
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methyltransferase NpmA from a clinical isolate and analysis of the NpmA interactions with the 30S
ribosomal subunit. Nucleic Acids Research, 2011, 39, 1903-1918.
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139 Identification of Lynch syndrome mutations in the MLH1-PMS2 interface that disturb dimerization and
mismatch repair. Human Mutation, 2010, 31, 975-982. 4.5 65
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Virtual Screening and Experimental Verification to Identify Potential Inhibitors of the ErmC
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