Cnucok nyoJuKkanuii mo TemMe ONMOHUPYEMOH AUCCePTALMH

opuuuaIbHOrO onmoHenra a.0.H. Kynakosckoro U.B.

. (2025) A. Buyan, G. Meshcheryakov, V. Safronov, S. Abramov, A. Boytsov, V. Nozdrin,
E.F. Baulin, S. Kolmykov, J. Vierstra, F. Kolpakov, V.J. Makeev, [.V. Kulakovskiy.
Statistical framework for calling allelic imbalance in high-throughput sequencing data.
Nature Communications, 16, 1739, do1:10.1038/s41467-024-55513-2

. (2025) V. Agarwal, F. Inoue, M. Schubach, D. Penzar, B.K. Martin, P.M. Dash, P.
Keukeleire, Z. Zhang, A. Sohota, J. Zhao, 1. Georgakopoulos-Soares, W.S. Noble, G.G.
Yardimci, L.V. Kulakovskiy, M. Kircher, J. Shendure, N. Ahituv. Massively parallel

characterization of transcriptional regulatory elements. Nature, doi:10.1038/s41586-024-
08430-9

. (2024) A.M. Rafi, D. Nogina, D. Penzar, D. Lee, D. Lee, N. Kim, S. Kim, D. Kim, Y.
Shin, I. Kwak, G. Meshcheryakov, A. Lando, A. Zinkevich, B. Kim, J. Lee, T. Kang,
E.D. Vaishnav, P. Yadollahpour, Random Promoter DREAM Challenge Consortium,
S. Kim, J. Albrecht, A. Regev, W. Gong, 1.V. Kulakovskiy, P. Meyer., C. de Boer. A
community effort to optimize sequence-based deep learning models of gene regulation.
Nature Biotechnology, doi:10.1038/s41587-024-02414-w

. (2024) L.E. Vorontsov, I.A. Eliseeva, A. Zinkevich, M. Nikonov, S. Abramov, A. Boytsov,
V. Kamenets, A. Kasianova, S. Kolmykov, L.S. Yevshin, A. Favorov, Y.A. Medvedeva, A.
Jolma, F. Kolpakov, V.J. Makeev, 1.V. Kulakovskiy. HOCOMOCO in 2024: a rebuild of

the curated collection of binding models for human and mouse transcription factors.
Nucleic Acids Research, gkad1077, doi:10.1093/nar/gkad1077

. (2024) The Critical Assessment of Genome Interpretation Consortium. CAGI, the Critical
Assessment of Genome Interpretation, establishes progress and prospects for

computational genetic variant interpretation methods. Genome Biol, 25, 53,
doi:10.1186/s13059-023-03113-6

. (2023) D. Penzar, D. Nogina, E. Noskova, A. Zinkevich, G. Meshcheryakov, A. Lando,
A.M. Rafi, C. de Boer, L.V. Kulakovskiy. LegNet: a best-in-class deep learning model for
short DNA regulatory regions. Bioinformatics, 39(8), btad457,
doi:10.1093/bioinformatics/btad457

. (2023) R.M. Deviatiiarov, A. Gams, 1.V. Kulakovskiy, A. Buyan, G. Meshcheryakov, R.
Syunyaev, R. Singh, P. Shah, T.V. Tatarinova, O. Gusev, l.R. Efimov. An atlas of
transcribed human cardiac promoters and enhancers reveals an important role of

regulatory elements in heart failure. Nature Cardiovascular Research, 2, 58-75,
doi:10.1038/s44161-022-00182-x

. (2023) A.N. Uvarova,E.M. Stasevich, A.S. Ustiugova, N.A. Mitkin, E.A. Zheremyan,
S.A. Sheetikov, K.V. Zornikova, A.V. Bogolyubova, M.A. Rubtsov, [.V. Kulakovskiy,




D.V. Kuprash, K.V. Korneev, A. M. Schwartz. rs71327024 Associated with COVID-19
Hospitalization Reduces CXCR6 Promoter Activity in Human CD4+ T Cells via
Disruption of c-Myb Binding. Int. J. Mol. Sci., 24, 13790. doi:10.3390/ijms241813790

9. (2023) D. Marakulina, I.E. Vorontsov, I.V. Kulakovskiy, A. Lennartsson, F. Drablgs, Y.A.
Medvedeva. EpiFactors 2022: expansion and enhancement of a curated database of

human epigenetic factors and complexes, Nucleic Acids Research, gkac989,
doi:10.1093/nar/gkac989

10.(2022) A. Boytsov, S. Abramov, A.Z. Aiusheeva, A.M. Kasianova, E. Baulin,
[.A. Kuznetsov, Y.S. Aulchenko, S. Kolmykov, I. Yevshin, F. Kolpakov, I.LE. Vorontsov,
V.J. Makeeyv, [.V. Kulakovskiy. ANANASTRA: annotation and enrichment analysis of

allele-specific transcription factor binding at SNPs. Nucleic Acids Research, gkac262,
doi:10.1093/nar/gkac262

11.(2022) A. Boytsov, S. Abramov, V.J. Makeev, [.V. Kulakovskiy. Positional weight
matrices have sufficient prediction power for analysis of noncoding variants. #7000,
11:33, doi:10.12688/f1000research.75471.3

12.(2022) M. Kuiper, J. Bonello, J.T. Fernandez-Breis, P. Bucher, M.E. Futschik, P. Gaudet,
L.V. Kulakovskiy, L. Licata, C. Logie, R.C. Lovering, V.J. Makeev, S. Orchard, S. Panni,
L. Perfetto, D. Sant, S. Schulz, S. Vercruysse, D.R. Zerbino, A. Laegreid. The gene
regulation knowledge commons: the action area of GREEKC. BBA - Gene Regulatory
Mechanisms, 1865(1):194768, doi:10.1016/j.bbagrm.2021.194768

13.(2021) A.S. Ershova, I.A. Eliseeva, O.S. Nikonov, A.D. Fedorova, I.E. Vorontsov,
D. Papatsenko, 1.V. Kulakovskiy. Enhanced C/EBP binding to G- T mismatches facilitates

fixation of CpG mutations in cancer and adult stem cells. Cell Reports, 35(10):109221,
doi:10.1016/j.celrep.2021.109221

14.(2021) S. Abramov, A. Boytsov, D. Bykova, D.D. Penzar, 1. Yevshin, S.K. Kolmykov,
M.V. Fridman, A.V. Favorov, I.E. Vorontsov, E. Baulin, F. Kolpakov, V.J. Makeeyv,
[.V. Kulakovskiy. Landscape of allele-specific transcription factor binding in the human
genome. Nature Communications, 12:2751, doi:10.1038/s41467-021-23007-0

15.(2021) R.C. Lovering, P. Gaudet, M.L. Acencio, A. Ignatchenko, A. Jolma, O. Fornes, M.
Kuiper, 1.V. Kulakovskiy, A. Laegreid, M.J. Martin, C. Logie. A GO catalogue of human
DNA-binding transcription factors. BBA - Gene Regulatory Mechanisms, 1864(11-
12):194765, doi:10.1016/j.bbagrm.2021.194765




