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Invited talks

1.

(2016) April 6, Seminar @Mathematical Biology and Bioinformatics Laboratory,
Peter the Great Saint-Petersburg Polytechnic University; Comprehensive collection
of transcription factor binding motifs in human and mouse: current state, software
tools, practical applications in regulatory genomics.

Komnekuusi Momesneit MOTHBOB CAaTOB CBSI3bIBAHUS ST (PAKTOPOB TPAHCKPHUIIITMH MHIIIN U
YyesoBeKa: 0030p JAaHHHIX, TPOTPAMMHBIX HHCTPYMEHTOB U IIPAKTHUYECKUX IPUI0KEHUH IS
3afa4 PeryiIsiTOPHOM TeHOMUKH.

(2015) June 2-6, IV International Conference “Modern Problems of Genetics,
Radiobiology, Radioecology, and Evolution” dedicated to the 115th anniversary of
the birth of N.W.Timofeeff-Ressovsky and his international scientific school,
St.Petersburg, Russia; [plenary talk] L.V. Kulakovskiy; Is there a nucleotide-level
genetic code for gene expression control?

(2014) [In Russian] May 23, Seminar @Biophysics Department, Faculty of Physics,
Lomonosov Moscow State University, Moscow, Russia; Interplay of transcriptional
and translational control in mTOR response as seen by motif analysis in silico.
B3auMocBsi3aHHas PETySIus TPaHCKPUIIUY 1 TpaHcnsauuu B mTOR-oTBeTe

C TOYKH 3PEHUS aHalln3a II0CJIeNOBaTEJIbHOCTEU.

(2014) March 24, Seminar @Institut de Medicina Predictiva I Personalitzada del
Cancer, Barcelona, Spain; Sequence analysis suggests an interplay of
transcriptional and translational control in mTOR response.

(2012) November 22-24, The Third International Scientific and Practical Conference
“Postgenomic methods of analysis in biology, and laboratory and clinical
medicine”, POSTGENOME'2012, Kazan, Russia; How transcription start site can
affect translational regulation? A case study on mRNA targets of mTOR cascade.

(2012) June 25-29, The Eighth International Conference on Bioinformatics of
Genome Regulation and Structure/Systems Biology, BGRS\SB’12, Novosibirsk,
Russia; [keynote talk] Comprehensive collection of human transcription factor
binding site models.

(2010) November 8-10, LIX Bioinformatics Colloquium, Paris, France; Deep and
wide digging for binding motifs in ChIP-Seq data.

(2010) June 15-17, Bioinformatics after Next Generation Sequencing, Zvenigorod,
Russia; ChIPMunk: digging for transcription factor binding motifs in ChIP-Seq
data.

(2010) April 21-22, Seminar @Institute of Computer Science, Faculty of Natural
Sciences III, Martin Luther University Halle-Wittenberg, Germany; Motif discovery
using positional preferences and data integration.

Conference abstracts

1.

(2016) November 6-9, RECOMB/ISCB Conference on Regulatory & Systems Genomics
with DREAM Challenges & Cytoscape Workshop, Phoenix, Arizona, USA; A.S. Lando,
I.E. Vorontsov, V. Boeva, G.V. Sapunov, I.A. Eliseeva, V.]. Makeev, I.V. Kulakovskiy;
Preselection of training cell types improves prediction of transcription factor binding




sites.

(2016) September 3-7, 15th European Conference on Computational Biology,

ECCB 2016, The Hague, Netherlands

2.1. L.A.Eliseeva, L.E. Vorontsov, L.V. Kulakovskiy; Can transcription determine
mRNA translation in mammals? Digging evidence with sequence analysis.

2.2. LV. Kulakovskiy, I.E. Vorontsov, I. Yevshin, H. Ashoor, W. Ba-Alawi, A.S.
Kasianov, Y. Medvedeva, V. Bajic, F. Kolpakov, V. Makeev; HOCOMOCO: data
integration for building collection of reliable transcription factor binding sites
models.

(2016) August 29-September 2, 10th anniversary International Multiconference

“Bioinformatics of Genome Regulation and Structure\Systems Biology” (BGRS\SB-

2016), Novosibirsk, Russia

3.1. [talk] L.E. Vorontsov, Y.A. Medvedeva, V.]. Makeev, [.Kulakovskiy; HOCOMOCO
COmprehensive MOdel COllection as a practical gateway to regulatory motif-
ome of human and mouse transcription factors. p. 335

3.2. K.Kozlov, A.V. Svichkarev, V.V. Gursky, L.V. Kulakovskiy, S.Y. Surkova, and M.G.
Samsonova; Two models of the drosophila gap gene network with variation of
maternal input. p. 149

(2016) June 14-16, SocBiN Bioinformatics 2016, Moscow, Russia

4.1. [talk] I.V. Kulakovskiy; HOCOMOCO collection of transcription factor binding
sites models: Expansion, enhancement and practical applications. p. 24

4.2. ILE. Vorontsov, I.V. Kulakovskiy, G. Khimulya, E.N. Lukianova, [.A. Eliseeva, D.
Nikolaeva, V.]. Makeev; Selection of somatic mutations within transcription
factor binding motifs in human cancers. p. 41

4.3. 1.A.Eliseeva, I.E. Vorontsov, I.V. Kulakovskiy; Can transcription determine
future of mRNAs? A case study on mTOR translational control in mammals. p.
20

(2015) July 16-19, Moscow Conference on Computational Molecular Biology

(MCCMB'15); [talk] I.E. Vorontsov, L.V. Kulakovskiy, G.N. Khimulya, D.D. Nikolaeva,

V.]. Makeev; Selection pressure on breast cancer somatic mutations revealed by

bioinformatics sequence analysis.

(2015) July 10-14, 23" Annual International Conference on Intelligent Systems for
Molecular Biology / 14™ European Conference on Computational Biology, ISMB/ECCB
2015, Dublin, Ireland; [talk @ VarI Special Interest Group] I.E. Vorontsov, LV..
Kulakovskiy, G. Khimulya, D. Nikolaeva, V.]. Makeev; Sequence analysis of regulatory
variants reveals selection pressure on somatic mutations in breast cancer.

(2015) January 12-15, 6™ International Conference on Bioinformatics Models,
Methods and Algorithms, BIOINFORMATICS 2015, Lisbon, Portugal; I.E. Vorontsov,
L.V. Kulakovskiy, G. Khimulya, D.D. Nikolaeva, V.J. Makeev; PERFECTOS-APE:
Predicting Regulatory Functional Effect of SNPs by Approximate P-value Estimation.
p.102-108, DOI: 10.5220/0005189301020108

(2014) June 23-28, The ninth international conference on bioinformatics of genome
regulation and structure\systems biology, BGRS\SB-2014, Novosibirsk, Russia
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13.

14.

8.1. K.N.Kozlov, V.V. Gursky, L.V. Kulakovskiy, V.V. Muzhichenko, M.G. Samsonova;
Sequence-based model of gap gene regulatory network. p. 87

8.2. D.Y. Oshchepkov, V.G. Levitsky, L.V. Kulakovskiy, N.I. Ershov, V.]. Makeev,
T.I. Merkulova; Experimentally verified transcription factor binding sites
models applied for computational analysis of ChIP-Seq data. p. 119

(2014) March 27-28, Integrative and Computational Biology, V IMPPC Annual
Conference and 4DCellFate Workshop, Barcelona, Spain

9.1. L.A.Eliseeva, L.E. Vorontsov, K.E. Babeyev, S.M. Buyanova, M.A. Sysoeva, F.A.
Kondrashov, L.V. Kulakovskiy; mTOR mRNA targets and transcription-
translation rendezvous: a peep through sequence analysis keyhole.

9.2. LE. Vorontsov, LV. Kulakovskiy, V.]. Makeev; Large non-redundant collection of
binding motifs for human transcription factors.

9.3. Y.A.Medvedeva, A. Khamis, L.V. Kulakovskiy, W. Ba-Alawi, M.S.I. Bhuyan, H.
Kawaji, T. Lassmann, A.R.R. Forrest, M.Herbers, The FANTOM consortium, V.B.
Bajic; Effects of cytosine methylation on transcription factor binding sites.

9.4. L. Kulakovskiy, I. Vorontsov, G. Khimulya, V. Makeev; Comparison and
classification of transcription factor binding sites models with application to
functional annotation of regulatory sequence variants.

(2013) July 21-23, 21st Annual International Conference on Intelligent Systems for

Molecular Biology, 12th European Conference on Computational Biology,

ISMB/ECCB 2013, Berlin, Germany

10.1. [talk @Regulatory Genomics Special Interest Group] L. Kulakovskiy;
diChIPMunk: utilizing ChIP-Seq data to construct advanced dinucleotide
models of transcription factor binding sites.

10.2. 1. Vorontsov, 1. Kulakovskiy, V. Makeev; Jaccard Index to Compare Position
Weight Matrices of Transcription Factor Binding Sites.

10.3. V. Kulakovskiy, V.G. Levitsky, D.G. Oshchepkov, I.E. Vorontsov, V.]. Makeev;
diChIPMunk: deriving dinucleotide TFBS models from ChIP-Seq data.

(2013) July 25-28, Moscow Conference on Computational Molecular Biology,
MCCMB'13, Moscow, Russia; [talk] L.V. Kulakovskiy, V.G. Levitsky, D.G. Oshchepkov,
I.E. Vorontsov, V.J. Makeev; From ChIP-Seq data to improved transcription factor
binding sites models.

(2013) July 6-11, 38" FEBS Congress, Saint Petersburg, Russia; M. Fridman, L.

Kulakovskiy, D. Lvovs, N. Oparina, V. Makeev; Distribution of tandem repeats in
human genome. FEBS Journal, Volume 20 Supplement 1, p. 20

(2013) February 11-14, 4™ International Conference on Bioinformatics Models,
Methods and Algorithms, BIOINFORMATICS 2013, Barcelona, Spain;

[talk] LV. Kulakovskiy, V.G. Levitsky, D.G. Oshchepkov, I.E. Vorontsov, V.]. Makeev;
Learning advanced TFBS models from ChIP-Seq data. p.146-150, DOI:
10.5220/0004238201460150

(2012) November 22-24, The Third International Scientific and Practical Conference
“Postgenomic methods of analysis in biology, and laboratory and clinical medicine”,
POSTGENOME'2012, Kazan, Russia; I.E. Vorontsov, L.V. Kulakovskiy, V.J. Makeev;
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16.

17.

18.

19.

20.

21.

Comparing DNA motifs specifically recognized by transcription factors.

(2012) October 29 - November 2, FANTOMS5 Timecourses meeting, Workshop: Motifs

and composite elements for time-courses, RIKEN Yokohama Institute, Tsurumi,

Japan

15.1. LV. Kulakovskiy, Y.A. Medvedeva, I.E. Vorontsov, V.].Makeev; Preferred pair
distance templates for detection of TFBS composite elements in FANTOMS5
Timecourse data.

15.2. [talk] I.A. Eliseeva, K.E. Babeev, S.M. Buyanova, M.A. Sysoeva, F.A. Kondrashov,
L.V. Kulakovskiy; Sequence analysis of TSSs for mRNAs translationally regulated
by mTOR cascade.

(2012) September 9-12, 11th European Conference on Computational Biology,
ECCB'12, Basel, Switzerland; I.V. Kulakovskiy, Y.A. Medvedeva, A.S. Kasianov,
I.E. Vorontsov, U. Schaefer, V.B. Bajic, V.]. Makeev; Comprehensive collection of
human transcription factor binding sites models (HOCOMOCO).

(2012) September 11-14, SysPatho Workshop "System biology and medicine",
St.Petersburg, Tsarskoe selo; V.G. Levitsky, D.Y. Oshchepkov, G.V. Vasiliev, N.I. Ershov,
T.I. Merkulova, I.V. Kulakovskiy, V.]J. Makeev; In silico verification of TFBS in ChIP-
Seq data. p. 43

(2012) June 25-29, The Eighth International Conference on Bioinformatics of
Genome Regulation and Structure/Systems Biology, BGRS\SB’12, Novosibirsk, Russia
18.1. V.G. Levitsky, D.Y. Oshchepkov, G.V. Vasiliev, N.I. Ershov, T.I. Merkulova,

L.V. Kulakovskiy , V.J. Makeev; In silico verification of ChIP-Seq data. p. 181
18.2. N.Y. Oparina, M. Fridman, L.V. Kulakovskiy, V.]. Makeev; Place makes a

sequence: the influence of high and low copy repeats on the origin and fate of
microsatellites in vertebrate genomes. p. 224

(2011) July 21-24, The International Moscow Conference on Computational
Molecular Biology, MCCMB'11, Moscow, Russia

19.1. M. Fridman, N. Oparina, I. Kulakovskiy, V. Makeev; The role of recombination in
the multiplication of Alu-associated microsatellites, p.113

19.2. LV. Kulakovskiy, A.A. Belostotsky, A.S. Kasianov, Y.A. Medvedeva, I.A. Eliseeva,
V.]. Makeev; Preferred Pair Distance Templates for Analysis of Transcription
Regulation Code, p.182-4

19.3. V.J. Makeev, L.V. Kulakovskiy, I.S. Yevshin, T.F. Valeev; BioUML: the ChIPMunk
Plugin for Motif Discovery in ChIP-Seq Data, p.212-3

19.4. L. Uroshlev, S. Rakhmanov, 1. Kulakovskiy, V. Makeev; GPGPU-assisted
prediction of ion binding sites in proteins; p.375

(2011) July 15-19, 19" Annual International Conference on Intelligent Systems for
Molecular Biology & 10" European Conference on Computational Biology, BioREG
SIG (Bioinformatics for Regulatory Genomics), Vienna, Austria

[talk] LV. Kulakovskiy, A.A. Belostotsky, A.S. Kasianov, [.A. Eliseeva, V.]. Makeev;
Preferred Pair Distance Templates reveal functional transcription factor binding
sites.

(2011) June 14-18, Albany 2011: The 17th conversation, Albany, NY, USA




22.

23.

24.

25.

26.

21.1. V. Kulakovskiy, Y.A. Medvedeva, V.]. Makeev; Cis-Regulatory Modules:
Identification in silico and Understanding of Gene Regulatory Networks. Jounal
of Biomolecular Structure & Dynamics, Volume 28, Issue #6, p.1126-7

21.2. [talk] L.V. Kulakovskiy, A.A. Belostotsky, V.]. Makeev; Preferred Pair Distance
Templates for Identification of Functional Binding Sites for Interacting
Transcription Factors. Jounal of Biomolecular Structure & Dynamics, Volume 28,
Issue #6, p.1127-8

(2010) September 26-29, 9" European Conference on Computational Biology,
ECCB'10, Ghent, Belgium; L.V. Kulakovskiy, V.A. Boeva, A.V. Favorov, V.]. Makeev; Fast
and accurate digging for binding motifs in ChIP-Seq data using ChIPMunk software.

(2010) June 20-27, The 7" International Conference on Bioinformatics of Genome
Regulation and Structure\Systems Biology, BGRS\SB'10, Novosibirsk, Russia

23.1. A.A. Belostotsky, I.V. Kulakovskiy, V.]. Makeev; Identification of eukaryotic
transcription regulatory regions using protein-protein interaction data. p.41

23.2. M.V. Fridman, L.V. Kulakovskiy, N.]. Oparina, V.J. Makeev; Frequent repeats in
mammal genomes and active retroposones. p.74

23.3. L.V. Kulakovskiy, V.A. Boeva, A.V. Favorov, V.]. Makeev; ChIPMunk: discovery of
transcription factor binding motifs in ChIP-Seq data. p.152

23.4. S.V. Rahmanov, L.V. Kulakovskiy, L.A. Uroshlev, V.]. Makeev; Local geometry of
protein surface is highly optimized for hydration. p.240

23.5. L.A. Uroshlev, V. Kulakovskiy, S.V. Rahmanov, V.M. Makeev; GPGPU-computing
for prediction of small ligand binding sites in proteins. p.296

(2010) April 14-17, The 4™ ESF Conference on Functional Genomics & Disease,

Dresden, Germany

24.1. A.A. Belostotsky, I.V. Kulakovskiy, V.J. Makeev; Identification of composite
elements in eukaryotic transcription regulatory regions using protein-protein
interaction data. New Biotechnology, Volume 27, Supplement 1, P1.66, S47

24.2. L.V. Kulakovskiy, V.A. Boeva, A.V. Favorov, V.]. Makeev; Motif discovery for
transcription factor binding sites using a priori information on potential
similarity regions at different resolution scales. New Biotechnology, Volume 27,
Supplement 1, P1.52, S41

(2009) July 20-23, The 4™ International Moscow Conference on Computational

Molecular Biology, MCCMB'09, Moscow, Russia

25.1. R.T. Boekhorst, I. Abnizova, F. Naumenko, . V. Kulakovskiy, W. Lorenz; Using
SVM and a measure of motif 'surprise' to distinguish regulatory DNA. p.46-47

25.2. [talk] L.V. Kulakovskiy, V.A. Boeva, A.V. Favorov, V.]. Makeev; ChIPMunk: a fast
DNA motif finder for ChIP data and its application to data integration from
different experimental sources. p.194-196

25.3. S. Rahmanov, . V. Kulakovskiy, V. Makeev; Predicting binding sites of ions in
protein structures. p.305-306

(2008) September 29 -October 3, Information Technologies and Systems Conference,
ITAS-2008, Gelendzhik, Russia; Y.A. Medvedeva, M.V. Fridman, N.]. Oparina, D.B.



27.

28.

29.

Malko, E.O. Ermakova, L.V. Kulakovskiy, V.]. Makeev; Non-5' CpG islands in the
human genome: probable involvement in transcription regulation. p.298-299

(2008) June 22-28, The Sixth International Conference on Bioinformatics of Genome
Regulation and Structure, BGRS'2008, Novosibirsk, Russia

27.1. A. Heinzel, L.V. Kulakovskiy, V.J. Makeev; Comparison of ChIP-chip Sp1 binding
location data for human chromosome 21, 22 with PWM hits. p.97

27.2. [talk] LV. Kulakovskiy, A.V. Favorov, V.]. Makeev; Incorporating different types
of experimental data on DNA-protein binding into the single in silico model.
p.129

(2008) February 27-29 , Helmholtz Russian German Workshop on Systems Biology,
Moscow, Russia; L.V. Kulakovskiy; Integrated tool for analysis of DNA-protein
binding data. p.45

(2007) July 27-31, The 3-rd Moscow Conference on Computational Molecular Biology,
MCCMB'07, Moscow, Russia; I.V. Kulakovskiy, V.]. Makeev; Constructing PWM from
unaligned TFBS footprints. p.167-168

Conference abstracts [In Russian]

1.

(2016) 4-8 okTs6ps1, V che3m Gpu3noIoros CHI, V che3n OHOXUMUKOB POCCHM, KOHMEPEeHIIHS
adflim, Couu-Taromeic, Poccus; U.B. Kynakosckutt, U.E. Boponnos, A.C. Jlarmo. B.}O. Makees;
[TonuMopGhU3MbI ¥ COMAaTUYECKHUE MYTAIIUU B PETYIISITOPHEIX CETMEHTaX OHK U
TKaHecIenupuyeckas sxcnpeccus reHos. Acta Naturae, Crnensriniyck ToM 2, 2016, cTp.116

(2011) 14-17 mos16ps, Il MmexmyHapogHas Hay4YHO-IIPaKTUYecKas KoHpepeHIUs «II0CTTeHOMHEIE
MeTO[IH aHanu3a B 6uoyioruu, 1abopaToOpHOM U KIMHUYECKON MeOUINHe: TeHOMUKA, ITPOTE0MUKA,
ouonHpopMaTuKa», HoBocubupck, Akagemroponok, Poccus; [1.}0. Omenkos, B.I'. JIeBuikui,
W.B. Kynaxosckuii, H.W. Epmos, I'.B. Bacunwes, T.U. Mepkynosa; AHanu3 JaHHEIX MacCOBOU
MMMYHOIIPEIIUNIUTAINY XPOMaTHHA C TOMOIIBI0 9KCIIEPUMEHTAIbHO BepUGUIIMIPOBAHHEIX METOLOB
pacno3HaBaHUS CalUTOB CBA3BIBAHUS TPAHCKPUIIIMOHHEIX (pakTOpoB FoxA. Tom 2, cTp 187.

(2011) 11 mas, OdunmanbHOe OTKPHITHE IeHTPa KOJJIEKTUBHOTO MMojb30BaHus (LIKIT)
«buounpopmaTtrka», HoBocubupck, Akamemroponok, Poccust; U.B. Kynakosckwuii, A.C.
KacesiroB, B.JO. MakeeB; AnropuTMuueckue mpobaeMel aHanu3a qaHHex ChIP-Seq.

(2009) 30 HOs6PSs, Becepoccuiickasi KOHGEPEHIUS C 3JIeMEHTAMK HayYHOMU IIKOJTbI IJIST MOJIOMIEKH
«[IpoBegeHNe HayYHBIX UCCIENOBAaHUM O]l PYKOBOICTBOM ITpUTJIALIEHHEIX NCCIIeIOBATENEN»,
Mocksa, Poccus; A.C. KacearoB, E.JO. Knumosa, A.A. Benocroukuu, U.B. Kynakosckui, [1.B.
Marnsko, [I.I. Haymos, M.B. ®pugmaH, E.A. [lepmuHa, B. FO. MakeeB; ABTomMaTuyeckas
CTPYKTYPHOU ¥ QYHKUIMOHAIBHON aHHOTAIIMN HYKJIEOTUOHBIX ITOCTIeJ0BaTEeIbHOCTEN TeHOMOB,
HCII0Ib3YEeMBIX B OMOTEXHOIOT MY, IIONTyYEHHBIX C ITIOMOIIbI0 CEKBEHATOPOB HOBOTO TIOKOJIEHUS.

(2008) 11-15 masg, IV cpre3n Poccuiickoro obuiecTBa 6MOXUMUKOB U MOJIEKYJIIPHEIX GHOJIOTOB,
HoBocubupck, Akagemropomnok, Poccust; U.B. Kynakosckuit, A.A. BenocToukwuii, A.B. ®aBopos,
B.A. Boesa, [.B. Maneko, B.}O. Makees; UHTerpaius pa3nuyHbIX TUIIOB 9KCIIEPUMEHTAIBHIX
OaHHBIX 71 aHaIu3a MOCIefoBaTeIbHOCTEN PEeTYIITOPHBEIX PalOHOB 9YKapuoT. CTP.278

(2007) 18-21 cents6ps, MudopmanmonHble TexHomoruu u cucteMel, UtuC'07, 3seHuropoy,
Poccusi; A.B. ®aBopos, M.C. I'enbdann, A. ['epacumoBa, [I.A. PaBueeB, U.B. KynakoBckuii, A.A.
Muponos, B.}O. Makees; Anroputm SeSiMCMC pjis novcka y4acTKOB CIeUpUIecKoro
CBSI3BIBaHUS OEJIKOB-PETYIATOPOB TPAHCKPUNILIUHU. CTP.334-337

Additional education

(2008) June, The BGRS'2008 Summer School “Evolution, Systems Biology and
High Performance Computing Bioinformatics”, Institute of Cytology and Genetics,
Novosibirsk, Akademgorodok, Russia



(2007) October, short-term internship, Project ALGO, INRIA Rocquencourt, France

Software tools and web-resources

1.  http://autosome.ru/ and http://opera.autosome.ru/

Hub and web-interface for various bioinformatics software developed by our team.
2.  http://hocomoco.autosome.ru/

HOmo sapiens COmprehensive MOdel COllection (HOCOMOCO) contains
transcription factor (TF) binding models obtained by careful integration of data from
different sources. In the current release (v10) models for 601 human TFs are
accompanied by a separate set of models for 396 mouse TFs.

3. http://autosome.ru/ChIPMunk/

ChIPMunk is a fast heuristic DNA motif digger based on a greedy approach
accompanied by subsampling. ChIPMunk identifies the strong motif with the
maximum Discrete Information Content in a set of DNA sequences. diChIPMunk is a
“dinucleotide offspring” of ChIPMunk and accounts for dinucleotide composition.

Awards and fellowships
(2016) Academia Europaea prize for young russian scientists
(2015) Medal "The Phenomenon of Life" in memory of V.I. Korogodin
(2015) Certificate of Merit from Russian Academy of Sciences for series of
publications on transcription factors of higher eukaryotes
(2014) 1* prize at young scientists research contest, Engelhardt Institute of
Molecular Biology, Moscow, Russia
(2011, 2013) Young scientists stipend of Engelhardt Institute of Molecular Biology,
Moscow, Russia
(2012) Dynasty Foundation Postdoctoral fellowship, Moscow, Russia
(2012) 11th European Conference on Computational Biology travel fellowship;
Basel, Switzerland
(2011) Russian Fund for Basic Research travel grant to participate in “Albany
2011: The 17th Conversation”, Albany NY, USA
(2010) 9th European Conference on Computational Biology travel fellowship;
Ghent, Belgium
(2010) Russian Fund for Basic Research travel grant to participate in the 4th ESF
Conference on Functional Genomics and Disease, Dresden, Germany

(2008) The BGRS'2008 Summer School “Evolution, Systems Biology and High
Performance Computing Bioinformatics” travel fellowship; Novosibirsk,
Akademgorodok, Russia

(2004) Mytischi's award for excellent study (Mytischi, Russia)

Grants

(2015) Russian Fund for Basic Research grant 15-34-20423-mol ved “Advanced
sequence motifs to study DNA-protein recognition for regulatory genomics of


http://autosome.ru/ChIPMunk/
http://hocomoco.autosome.ru/
http://hocomoco.autosome.ru/
http://opera.autosome.ru/
http://opera.autosome.ru/
http://autosome.ru/

higher eukaryotes”, Moscow, Russia

(2014) Russian Fund for Basic Research grant 14-04-01838 a “Regulatory interplay
between transcription and translation in cell response to growth stimulus”,
Moscow, Russia

(2012) Russian Fund for Basic Research grant 12-04-32082-mol a “In silico
prediction of putative single-nucleotide genome variations effecting transcription
in human”, Moscow, Russia

Educational Activities

Invited lecture @Big data analysis in bioinformatics and applications, 2016,
Moscow, Russia http://bioinformatics2016.fbras.ru/conference/school

ChIP-Seq analysis @NGS bioinformatics course, Bioinformatics School, 2015,
Moscow, Russia http://bioinfschool.ru/ngs [In Russian]

ChIP-Seq analysis @NGS data analysis course 2014,2015, FBB MSU, Moscow,
Russia http://bioinf.fbb.msu.ru/wiki/index.php/NgsCourse [In Russian]
Guest lecture in “BIOINFORMATICS, COMPARATIVE GENOMICS AND SYSTEMS
BIOLOGY?” (course by Mikhail Gelfand), 2015 @Skoltech, Skolkovo, Russia
Invited lecture @Omics data analysis course 2015, @ Skolkovo, Russia
http://biologica.org/omics-data-program/

Invited lecture @Bioinformatics Summer school, Moscow region, Russia
http://bioinformaticsinstitute.ru/summer2015 [In Russian]

Invited lecture @Next-generation sequencing data analysis course 2016,
Peter the Great Saint-Petersburg Polytechnic University

School of Molecular and Theoretical Biology 2012-2015 (Project of The Dynasty /
Zimin Foundation), Pushchino, Russia http://molbioschool.com/en/

Membership
(2014-2016) BIOSTEC Bioinformatics conference, Program Committee member
(2010-2016) Member of the International Society for Computational Biology (ISCB)


http://molbioschool.com/en/
http://bioinformaticsinstitute.ru/summer2015
http://biologica.org/omics-data-program/
http://bioinf.fbb.msu.ru/wiki/index.php/NgsCourse
http://bioinfschool.ru/ngs
http://bioinformatics2016.fbras.ru/conference/school
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