
Сведения об оппонентах и ведущей организации 

 

Кулаковский Иван Владимирович 

 

Кандидат физико-математических наук по специальности Биоинформатика 

 

Федеральное государственное бюджетное учреждение науки 

Институт Молекулярной биологии им. В.А. Энгельгардта 

ГСП-1, 119991, г. Москва, ул. Вавилова, 32. 

Лаборатория вычислительных методов системной биологии 

Старший научный сотрудник 

 

Основные публикации по теме диссертации: 

 

 A promoter-level mammalian expression atlas/A.R.R. Forrest, H. Kawaji, M. Rehli, J.K. 

Baillie, M.J.L. de Hoon, V. Haberle,  T. Lassmann, I.V. Kulakovskiy, M. Lizio, M. Itoh 

et al.// Nature. -2014 – V.507 – P.462–470 

 The  FANTOM consortium; Effects of cytosine methylation on transcription factor  

binding sites/Y.A. Medvedeva, A.M. Khamis, I.V. Kulakovskiy, W. Ba-Alawi, M.S.I.  

Bhuyan, H. Kawaji, T. Lassmann, M. Harbers, A.R.R. Forrest, V.B. Bajic// BMC 

Genomics – 2014 – V.15(1) – P.119 

 Application of experimentally verified transcription  factor binding sites models for 

computational analysis of ChIP-Seq data/V.G. Levitsky, I.V. Kulakovskiy, N.I. Ershov, 

D.Y. Oschepkov, V.J. Makeev,  T.C. Hodgman, T.I. Merkulova//BMC Genomics – 2014 

-  V.15(1) – P.80 

 In silico motif analysis suggests an interplay of transcriptional and translational control in 

mTOR response/I.A. Eliseeva, I.E. Vorontsov, K.E. Babeyev, S.M. Buyanova, M.A. 

Sysoeva, F.A. Kondrashov, I.V. Kulakovskiy//Translation - 2013 – V.1(2) 

 Jaccard index based similarity measure to compare transcription factor binding site 

models/I.E. Vorontsov, I.V. Kulakovskiy, V.J. Makeev//Algorithms for Molecular 

Biology - 2013 – V.8(23) 

 From binding motifs in ChIP-Seq data to improved models of transcription factor binding 

sites/ I. Kulakovskiy, V. Levitsky, D. Oshchepkov, L. Bryzgalov, I. Vorontsov, 

V. Makeev//Journal of Bioinformatics and Computational Biology (J Bioinform Comput 

Biol) - 2013 – V.11(1) -  P.1340004 

 HOCOMOCO: a comprehensive collection of human transcription factor binding sites 

models/ I.V. Kulakovskiy, Y.A. Medvedeva, U. Schaefer, A.S. Kasianov, I.E. Vorontsov, 

V.B. Bajic, V.J. Makeev//Nucleic Acids Research - 2013 - V.41(D1) - D195-D202 

 Предпочтительные расстояния между участками ДНК, связывающими белковые 

факторы, регулирующие инициацию транскрипции/И.В. Кулаковский, А.С. 

Касьянов, А.А. Белостоцкий, И.А. Елисеева, В.Ю. Макеев//Биофизика - 2011 – Т. 

56(1) – С.136-139 

 A deeper look into transcription regulatory code by preferred pair distance templates for 

transcription factor binding sites/I.V. Kulakovskiy, A. A. Belostotsky, A. S. Kasianov, N. 



G. Esipova, Y. A. Medvedeva, I. A. Eliseeva and V. J. Makeev//Bioinformatics - 2011 – 

V.27(19) -  PP. 2621-2624 

 Preferred distances between transcription factor binding sites/I.V. Kulakovskiy, A.S. 

Kasianov, A.A. Belostotsky, I.A. Eliseeva, V.J. Makeev//Biophysics - 2011 – V.56(1) – 

PP.114-116 

 

 

 

 

Самсонова Мария Георгиевна 

 

Доктор биологических наук по специальности Биоинформатика 

 

Федеральное государственное автономное образовательное учреждение высшего 

образования Санкт-Петербургский государственный политехнический университет 

195251, Санкт Петербург, Политехническая ул., 29 

Кафедра прикладной математики и Центр перспективных исследований 

Профессор 

Начальник отдела компьютерной биологии 

 

Основные публикации по теме диссертации: 

 

 Quantitative imaging of gene expression in Drosophila embryos/Surkova S., Myasnikova 

E., Kozlov K.N., Pisarev A., Reinitz J., Samsonova M.//Cold Spring Harb Protoc. - 2013 

- V.2013(6) - P. 488-497 

 Preparation of Drosophila embryos for quantitative imaging of gene expression/Surkova 

S., Myasnikova E., Kozlov K.N., Pisarev A., Reinitz J., Samsonova M.//Cold Spring 

Harb Protoc.  - 2013 - V.2013(6) - P.533-536. 

 Quantitative dynamics and increased variability of segmentation gene expression in the 

Drosophila Krüppel and knirps mutants/Surkova S., Golubkova E., Manu, Panok L., 

Mamon L., Reinitz J., Samsonova M.//Dev Biol. - 2013 - V.376(1) - P.99-112. 

 Modeling of gap gene expression in Drosophila Kruppel mutants/Kozlov K., Surkova S., 

Myasnikova E., Reinitz J., Samsonova M.//PLoS Comput Biol. - 2012 - V.8(8) - 

e1002635. 

 Mechanisms of gap gene expression canalization in the Drosophila blastoderm/Gursky 

V.V., Panok L., Myasnikova E.M., Manu, Samsonova M.G., Reinitz J., Samsonov 

A.M.//BMC Syst Biol.  - 2011 - V.5 - P. 118. 

 A regression system for estimation of errors introduced by confocal imaging into gene 

expression data in situ/Myasnikova E., Surkova S., Stein G., Pisarev A., Samsonova 

M.//BMC Bioinformatics. - 2011 - V.12 - P.320 

 

 

 



Федеральное государственное бюджетное учреждение науки  

Институт общей генетики им. Н.И. Вавилова Российской академии наук 

(ИОГен РАН) 

 

119991, ГСП-1, Москва,  ул. Губкина, дом 3 

+7 (499) 135 62 13  

iogen@vigg.ru  

http://vigg.ru/ 

 

Основные публикации по теме диссертации: 

 

 A promoter-level mammalian expression atlas/The FANTOM Consortium and the 

RIKEN PMI and CLST (DGT)/ Nature - 2014 - V. 507 - P.462–470 

 Medvedeva YA, Khamis AM, Kulakovskiy IV, Ba-Alawi W, Bhuyan MS, Kawaji H, 

Lassmann T, Harbers M, Forrest AR, Bajic VB; FANTOM consortium. Effects of 

cytosine methylation on transcription factor binding sites. / BMC Genomics - 2014 _ V. 

15(1) - P.119. 

 Levitsky VG, Kulakovskiy IV, Ershov NI, Oschepkov DY, Makeev VJ, Hodgman TC, 

Merkulova TI. Application of experimentally verified transcription factor binding sites 

models for computational analysis of ChIP-Seq data/ BMC Genomics - 2014 - V.15(1) - 

P.80. 

 Davydov II, Wohlgemuth I, Artamonova II, Urlaub H, Tonevitsky AG, Rodnina 

MV./Evolution of the protein stoichiometry in the L12 stalk of bacterial and organellar 

ribosomes.//Nat Commun. - 2013 - V.4- P.1387. 

 Kulakovskiy IV, Medvedeva YA, Schaefer U, Kasianov AS, Vorontsov IE, Bajic VB, 

Makeev VJ./HOCOMOCO: a comprehensive collection of human transcription factor 

binding sites models./Nucleic Acids Res. - 2013 - V.41(Database issue) - P. D195-202. 

 Makeev VJ.Predictive biology using systems and integrative analysis and methods./J 

Biomol Struct Dyn. - 2013 - V.31(1) - P. 1-3. 

 Bykova NA, Favorov AV, Mironov AA. Hidden Markov models for evolution and 

comparative genomics analysis./PLoS One - 2013 - V. 8(6) - P.e65012. 

http://vigg.ru/


 Gordienko EN, Kazanov MD, Gelfand MS. Evolution of Pan-Genomes of Escherichia 

coli, Shigella spp., and Salmonella enterica./J Bacteriol - 2013 - V. 195(12) - P.2786-

2792. 

 Kulakovskiy IV, Makeev VJ. DNA Sequence Motif: A Jack of All Trades for ChIP-Seq 

Data./Adv Protein Chem Struct Biol. - 2013 - V.91 - 135-171. 

 Vorontsov IE, Kulakovskiy IV, Makeev VJ. Jaccard index based similarity measure to 

compare transcription factor binding site models./Algorithms Mol Biol. - 2013 - V.8(1) - 

P.23. 

 Kulakovskiy I, Levitsky V, Oshchepkov D, Bryzgalov L, Vorontsov I, Makeev V. From 

binding motifs in ChIP-Seq data to improved models of transcription factor binding 

sites./J Bioinform Comput Biol. - 2013 - V.11(1) - P.1340004. 

 Kulakovskiy IV, Belostotsky AA, Kasianov AS, Esipova NG, Medvedeva YA, Eliseeva 

IA, Makeev VJ. A deeper look into transcription regulatory code by preferred pair 

distance templates for transcription factor binding sites./Bioinformatics - 2011 - V.27(19) 

- P.2621-2624. 

 Kulakovskiy IV, Boeva VA, Favorov AV, Makeev VJ. Deep and wide digging for 

binding motifs in ChIP-Seq data./Bioinformatics - 2010 - V.26(20) - P.2622-2623. 

 Genome sequence analysis indicates that the model eukaryote Nematostella vectensis 

harbors bacterial consorts. Artamonova II, Mushegian AR./Appl Environ Microbiol. - 

2013 - V.79(22) - P. 6868-6873. 

 Genomics of sponge-associated Streptomyces spp. closely related to Streptomyces albus 

J1074: insights into marine adaptation and secondary metabolite biosynthesis potential. 

Ian E, Malko DB, Sekurova ON, Bredholt H, Ruckert C, Borisova ME, Albersmeier A, 

Kalinowski J, Gelfand MS, Zotchev SB./PLoS One - 2014 - V. 9(5) - P.e96719. 

 

 

 

 

 

 


