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Tuesday, July 5
Author Title Section

Pavel Vychyk BacRegDB: a database of bacterial regulatory elements with structural evidence

1.2 Regulatory genomics

Ekaterina Shitik Capsid modifications of adeno-associated virus serotype 2

Guzel Gazizova Dormice functional genome annotation project: the first insights on regulation of hibernation

Alexander Osypov Evolutionary role of genomic DNA physical properties in the realization of its elements' biological functions

Victoria Dikaya Grass frog (Rana temporaria) tandem repeats in the genome and oocytes' transcriptome

Ruslan Sharipov Heterogeneity of transcription factor binding sites within ChIP-Seq datasets

Vladimir Raditsa Massive comparison of the ‘genomic’ and ‘shuffled’ background set generation approaches for efficiency of de novo motif search in A.thaliana ChIP-seq data

Elena Voropaeva Methylation of p53-responsive microRNA genes in tumor tissue of lymphoma

Pavel Vorozheykin mitomiRs as the common regulators of gene silencing

Nadezhda Sorokina Potential bacteriophage recombination sites inside genes containing cysteine repeats

Shilpa Harshan Tocilizumab partially reverses the altered transcriptional regulation of glycolysis in circulating CD8+ T cells of rheumatoid arthritis patients

Semyon Kolmykov Transcription factor binding sites: data integration, stable identifiers and incremental builds

Dmitry Konanov Applicability of the Oxford Nanopore sequencing technology to DNA modifications analysis

2.1 Reconstruction, computational analysis and modeling of biological systems

Maria Elistratova Computer analysis of genes associated with Kaposi's sarcoma

Pavel Demenkov Development of an algorithm for facts extraction from the texts of biomedical articles

Elena Ignatieva Functional and evolutionary characteristics of the gene network controlling appetite in mice: lessons from knockout or knock-down animals

Regina Shakirova Gene network reconstruction and functional association studies for oncological diseases using online bioinformatics tools

Ilya Akberdin Impact of negative feedbacks on de novo pyrimidines biosynthesis in E.coli

Maria Bograya MiRNA-dependent regulation of ERBB signaling pathway genes in patients with NASH

Alisa Son Modeling of contractile activity-induced fatigue in human skeletal muscle

Tatiana Bukharina Morphogenesis of Drosophila melanogaster Mechanoreceptors: System Regulation

Polina Revva Reconstruction and analysis of the gene network of hepatocellular carcinoma under mechanical stress of the cell

Anna Adamovskaya Reconstruction and analysis of the gene network of the external pathway of apoptosis in viral hepatitis C

Tatiana Lakhova Reconstruction of mathematical frame models of bacterial transcription regulation based on transcriptional regulatory networks

Alexander Spirov Variability and Robustness of the Functioning of Gene Regula-tory Networks: Role in the Evolution of Early Embryogenesis

Elena Aliper A model of SARS-CoV-2 spike transmembrane domain linked to the HR2 region: structural organisation and possible role in membrane fusion

3.2 Structural biology of proteins and membranes

Erik Kot Activation of a Trk receptor is mediated by a disordered extracellular juxtamembrane region

Eduard Bocharov All-D-enantiomeric peptide designed for Alzheimer´s disease treatment dynamically interacts with amyloidogenic region of membrane-bound amyloid-β peptide precursor

Vasily Unguryan Analysis of binding properties of influenza hemagglutinins and human receptor analog

Yaroslav Bershatsky Application of X-Ray, SAXS and essential dynamics simulations to study conformational transitions of oligopeptidase B

Pavel Bashkirov Bending compliance of lipid bilayer regulates the curvature threshold and pathway of membrane structural stability loss

Pavel Natashin Can Ca2+-regulated photoproteins perform different functions than bioluminescence?

Vladislav Lushpa Changes in the structure and dynamics of the intracellular domain of Toll-like receptors 1 under the action of Zn2+

Vera Panova Classification of families of DNA-recognizing protein domains based on structural features of DNA-protein complexes

Anastasia Anashkina Comparison of Hemoglobin Sequences of Normoxic Species to Hypoxia-Resistant Heterocephalus glaber (Naked mole rat)

Anastasiia Sivkina Comparison of nucleosome unfolding by yeast and human FACT: electron microscopy analysis

Yaroslav Bershatsky Diversity of structural-dynamic properties of transmembrane domains among the insulin receptor family

Mahsa Mirzaei Evaluation of the effect of site-directed mutagenesis on the affinity of anti-PD1 nanobody by in silico modeling

Elham Anbar Shirazi In silico engineering towards enhancement of Anti-CD20 nanobody binding affinity

Alina Bakunova Interaction of D-cycloserine with a D-amino acid transaminase from Haliscomenobacter hydrossis

Lev Sukovatyi Molecular modeling of osmolytes' effect on bacterial luciferase

Erik Kot NMR study of lipid/protein interactions in trifluoroethanol-water mixtures proposes the strategy for the refolding of helical membrane proteins

Tatiana Kotova Protein design and crystallization trials for constitutively active CysLT2R with oncogenic L129Q mutation

Daria Dmitrieva Protein design strategy for structure determination of a peptide GPCR

Marina Goncharuk Sampling the parameter space for heterologous bacterial production of intracellular domain of TLR1 reveals multiple optima

Pavel Volynsky Small-angle X-ray scattering study of histone-like protein from Spiroplasma melliferum in solution

Anna Deeva Structural features of bacterial luciferase related to temperature adaptation

Sophia Shilova Structure features of novel D-amino acid transaminase from Aminobacterium colombiense

Alina Konstantinova Transfer Learning for protein stability prediction

Tatiana Bikchurina Chromosome synapsis and recombination in intraspecific and interspecific heterozygotes for chromosomal rearrangements in voles of the genus Alexandromys

7.1 Animal Models of Pathologies
Tatiana Peretolchina Genetic diversity of bryozoan relict Hislopia placoides (Gymnolaemata: Hislopiidae) in Lake Baikal

Aleksei Menzorov Production of fox FGF2 for fox pluripotent stem cell culture

Ivan Sorokin Short day exposition affects the brain serotonin system in zebrafish Danio rerio

Tatiana Babochkina The gene expression fluctuation asymmetry as an indicator of development instability in different MHC compatibility models of mother-fetus interactions in mouse strains

Anastasia Mutovina Different immune challenges alter hypothalamus microglia and astrocytes activity in the adult BTBR and C57Bl/6 mice.

7.3 Neurogenomics and genetics of Behavior

Snezhanna Saydakova Distribution of cell junction proteins in the descending colon of Muc2 mice

Irina Kovalenko Effects of chronic social stress on the expression of carcinogenesis-associated and apoptosis-associated genes in the hypothalamus of mice

Alexander Pupyshev Oral trehalose intake as an experimental therapy for Alzheimer’s disease in a mouse model induced by the central administration of amyloid-β
Anna Akopyan Restoration of Parkinson’s disease-like deficits with rapamycin and trehalose in a “postponed” mode in murine models

Emma-Yanina Gild The effect of diol on behavior in a MPTP-induced model of Parkinson's disease in mice

Nataliya Bgatova Еxamination of myocardium and adrenal glands structure in patients with COVID-19

8.1 Cellular and Molecular Biology in Human Health and Diseases

Elena Epimakhova Effect of DNA-hydrolyzing catalytic IgGs from schizophrenia patients on cell viability of the SH-SY5Y cell line

Natalia Obanina ER stress in mice prefrontal cortex pyramidal neurons in peripheral tumor growth

Elviray Sobolevskaya Evaluation of the long-term effects of endovascular therapy for patients with critical limb ischemia

Pavel Mokrushnikov Lipids lateral diffusion study associated with structural changes in cytoplasmic membranes

Aigul Akimniyazova piRNAs regulate the expression of candidate esophageal adenocarcinoma genes

Valeriia Danilchenko Specific allelic diversity of the SLC26A4 gene associated with hearing loss in the indigenous peoples of Southern Siberia (Russia)

Dmitry Oshchepkov Stress reactivity, susceptibility to hypertension, and differential expression of genes in hypertensive compared to normotensive patients

Elena Mishchenko THE CURRENT STATUS OF MECHANOSENSITIVE MOLECULAR INTERACTIONS IN ATHEROGENIC REGIONS OF THE ARTERIES: DEVELOPMENT OF ATHEROSCLEROSIS

Olga Cherkashina The pattern of YAP1 distribution in the normal and pathological state of the human epidermis

Svetlana Miroshnichenko Effect of a sorbent on aluminum oxide and polydimethylsiloxane on thymus cellular composition in mice under 24-hour lighting

8.2 Experimental Pharmacology 
Lubov Rachkovskaya Effect of silver-containing sorbent on erythrocytes of erythrocyte mass during perfusion in vitro Rachkovskaya L.N.

Sergey Sedyh Milk exosomes – perspective agents for drug delivery

Tatyana Karogodina N-Nitroso-BODIPY derivatives as effective Light activated NO donors

Aleksandr Moskalensky Nucleoside analogues with photoremovable protecting groups for efficient light-controlled inhibition of viral infection

Andrey Akinshin Сardiac rhythm and conduction disturbances in patients with ankylosing spondylitis.
8.3 Innovative Technologies in Digital and Clinical MedicineYury Orlov Digital medicine education problems and online solutions

Evgeny Ermakov Multiplex analysis of serum cytokine profiles in patients with multiple sclerosis and systemic lupus erythematosus



Wednesday, July 6
Author Title Section

Evgeny Malyugin Computer annotation of plant protein sequences based on sequence similarity and orthology

1.1 Genomics and transcriptomics of plants and animals

Evgeniy Mozheiko Efficient detection of structural variations using capture-Hi-C data

Olga Kozlova First insight into regeneration potential of the ears of Acomys cahirinus in the single-cell resolution

Elizaveta Sigova Genome assembly of Colletotrichum lini from long Nanopore reads

Natalia Nenasheva Less is more: filtering and trimming ONT sequencing data

Iuliia Baiandina Light perception in Beroidae ctenophores: evidence from laboratory experiments and genomics data

Asan Emirsaliiev Longread-only approach to the organellar genome assembly of a rare endemic non-model species Crepis callicephala Juz. (Asteraceae)

Polina Kisaretova Meta-analysis of transcriptomic changes in prefrontal cortex after chronic social defeat stress

Yakov Meger Peroxidase gene family in Prunus persica (L.)

Ekaterina DvorianinovaSequencing Linum usitatissimum L. genomic DNA extracted from nuclei

Ekaterina Kamanova Viral metagenomic analysis of publicly available genomic and transcriptomic samples from Simuliidae and Ceratopogonidae insects

Kirill Ulianov Chromatin loops are involved in spatial organization of repli-cation in budding yeast 1.3 Functional and applied 3D genomics

Efim Frisman Bifurcation mechanisms leading to the genetic divergence of two populations coupled by migration

2.2 Modeling of population and ecological systems and processes
Anastasiya Poroshina Influence of breeding strategy on genetic diversity of individuals

Galina Neverova Modeling dynamics of a plankton community using a discrete-time model

Alexandra Klimenko Modelling of eco-evolutionary dynamics in microbial communities with haploid evolutionary constructor

Polina Khorn Protein-lipid nanoparticles for studying G-protein coupled receptors functional properties3.1 The role of synchrotron radiation and advanced instrumental techniques for 
macromolecular crystallography and pharmacologyAnton Korobkov β-Turns Parameters Refinement Using Neutron Diffraction Data

Davyd Bohdan A non-redundant set of long-range RNA tertiary interactions and their classification

3.3 Chemoinformatics and chemical biology

Yury Pakharukov Anthelmintic activity of antioxidants: in vitro effects on the liver fluke Opisthorchis felineus

Anna Timofeeva Catalytic antibodies after COVID-19 and vaccination hydrolyze SARS-CoV-2 S-protein and corresponding oligopeptides

Ivan Stetsenko Detecting broad specter of viral nucleic acids via NGS: novel k-mer-based algorithm for multiplex degenerate primer sets design

Ansuman Lahiri Developing an accurate force field for simulating modified RNA

Nancy Joseline Ontiveros EuanG-quadruplex structures in the genomes of Human Papilomaviruses 16, 18 and 58: Promising molecular targets

Anastasya ZheleznyakModeling of Mammalian Ribonuclease Inhibitor Complex With Bacterial Ribonuclease Binase

Irina Chadaeva Domestication explains two-thirds of differential gene expression variance between domestic and wild animals; the remaining one-third reflects intra-specific and interspecific variation

7.2 Population and evolutionary genomics of wild and domestic animals

Nikolay Yudin Estimating telomere length in the local Russian and imported to Russia cattle breeds from whole genome sequence data

Sergei Shekhovtsov Freezing-induced metabolic changes in the liver and hindlimb muscle of the moor frog Rana arvalis and the Siberian salamander Salamandrella keyserlingii

Alexander Igoshin Imputation-based whole-genome analysis identifies candidate variants affecting body temperature under the cold stress in Siberian cattle

Alexander Zlobin Loci associated with negative heterosis for viability and meat productivity in interspecies sheep hybrids

Yakov Meger Phylogeography and local endemism of Artemia salina (Cruatacea, Anostraca) in the hypersaline Lake Sasyk-Sivash (Crimea)

Grigorii Romashov Search for convergently evolving and selected in parallel amino acids in domestic and wild animals

Elena Romanova The architecture of the large mitochondrial genome of a pelagic amphipod Macrohectopus branickii, and mitochondrial genome length variability in animals

Kamilla Yamileva CDH13 and it's signaling partners in the functioning of the endothelium cells

8.4 Genotyping, Personalized Medicine and Bioinformatics

Elizaveta Kulaeva Exploring lncRNA-mRNA signatures in relapsed acute myeloid leukemia compared with primary tumors

Arina Degtyareva Functional study of rs2072580 (SART3 and ISCU genes) associated with breast cancer

Elena Antontseva Functional study of rs590352 (ATXN7L3B) associated with colorectal cancer

Nataliia Karpova In silico determination of the risk haplotype for developing AMD

Viktor Prokofiev Integrated bioinformatics analysis of the gene structure of polygenic diseases to develop effective methods for their early prognosis

Ming Chen Medical genetics and cancer studies based on next-gen sequenc-ing presented at the bioinformatics conferences and young sci-entists schools

Karina Zolotareva Natural selection against insufficiency in sarcomeric proteins reduces the risks of cardiomyopathy in humans versus chimpanzees as conventionally the nearest wild congeners, for whom it is the most common cause of spon-taneous mortality

Ranajit Das Note on genomic ancestry and variation in disease susceptibility

Evgeniya Antropova Prioritization of pathologies based on the analysis of gene net-works of various macrophage phenotypes using ANDSystem

Anastasia Efremova Research and analysis of genes associated with hereditary pre-disposition to Crohn's disease and reconstruction of the gene network using bioinformatics tools

Elizaveta Starikova The resistome of human-associated microbial communities, its mobility and temporal dynamics

Viktor Prokofiev Topology of the associative cytokine gene network in primary open-angle glaucoma

Olga Saik Uncovering the genes linking glucose variability with endothelial dysfunction in diabetes by the analysis of gene networks

Sergey Vasytkin Investigation of various hemodynamic regimes in elastic vessels

8.5 Experimental Modeling in Biomedicine
Irina Ishchenko Melatonin effect on the thymus cell composition in mice with functional pinealectomy

Ezhena StarodubtsevaOptical control of intercellular communication between platelets during activation

Aleksandr MoskalenskyStudy of platelet activation in a system continuously releasing nitric oxide

Anatoliy Ivashchenko Features of the interaction of human piRNAs with the SARS-CoV-2 coronavirus genome
9.1 Mathematical immunology

Kirill Vinogradov Genetic traits of the delta variant in the Russian Federation and its spread during the epidemic caused by the SARS-CoV-2 virus

Ilya Kiselev A Delay Differential Equation approach to model the COVID-19 pandemic
9.2 Mathematical epidemiology

Daria Matyushkina Autoimmune effect of antibodies against the SARS-Cov-2 nu-cleoprotein

Alena Burnyasheva Alterations of glutamatergic/GABAergic systems during healthy aging and AlzheimerвЂ™s disease-like pathology in rats

12.0 Systems biology of aging: experimental and computational approaches

Daniil Peunov Analysis of changes in microglia and cerebral endothelium in hippocampus of OXYS rats during progression of Alzheimer's disease-like pathology.

Daniil Yukhtanov Analysis of mitochondrial supply of neuronal processes during the postnatal brain maturation in OXYS rats – a model of sporadic Alzheimer’s disease

Oyuna Kozhevnikova Aqueous humor complement factor I concentration is associated with SNP of CFI gene

Olga Krasnova Autophagy activation in 3D-spheroid leads to the mesenchymal stem cells rejuvenation

Darya Telegina Both melatonin and mitochondrial antioxidant SkQ1 had different effect on the retinal glutamate / GABA in healthy Wistar and senescence-accelerated OXYS rats

Elena Kondakova Comprehensive biomarkers of accelerated aging and mortality risk in end-stage renal disease

Natalia Myraleva MEK1/2-ERK 1/2–dependent alphaB-crystallin phosphorylation in retina: a focus on aging and age-related macular degeneration

Tatiana Kozlova Morphological feature of the postnatal blood-brain barrier formation as one of predictors of AD-like pathology development in rats

Anna Antonenko The daily cycle of glutamate in the retina of OXYS rats during aging and the development of retinopathy

Dmitrii Smirnov The emerging role of SIRT6 in the mitochondrial regulation



Thursday, July 7
Author Title Section

Elena ShagimardanovaAlleles and haplotypes diversity of HLA-A, -B, -C, -DRB1, and -DQB1 genes in Russia

4.1 Human medical/population genomics and genetics

Fenghua Lan Alternative splicing of human FMR1 gene in peripheral blood: making a single-gene transcriptome

Varvara NurmukanovaApplication of a novel k-mer primer design algorithm for detecting antibiotic resistance determinants

Viktoriia Sofronova Clinical and molecular characteristics of ichthyosis in Yakutia.

Xenia Sukhanova Discovery of somatic recombination events in APP and analysis of its occurrence

Alla Koltsova Effect of estrogen and progesterone on the frequency and spectrum of karyotypically abnormal cells in cultured uterine leiomyomas

Marina Smolnikova Ficoline-3 and MASP-2 gene variants in Russian Arctic populations

Vladislav Buslaev Functional enrichment analysis of cytochrome P450 genes differential expression in non-smoking lung cancer patients

Ksenia Kobzeva Genes for aryl hydrocarbon receptor signaling are associated with uterine fibroids susceptibility

Olga Bushueva Genes, encoding heat-resistant obscure (Hero) proteins: new players in ischemic stroke pathogenesis

Polina Golikova Mutation c.396dupT in the CLN6 gene - the main cause of neuronal ceroid lipofucinosis in Yakutia

Inna Pristyazhnyuk Pluripotent stem cell lines from two patients with COH1 gene mutations as the valuable in vitro model of Cohen Syndrome

Olga Kudryavtseva Polymorphism in genes involved in glutathione metabolism is associated with the risk of uterine fibroids

Ludmila TabikhanovaPolymorphism rs1800795 of the IL6 gene in samples of Siberian indigenous ethnic groups

Nadezhda BabushkinaRe-analysis of DNA methylation data from tuberculosis-infected individuals with a focus on target genes

Nadezhda BabushkinaRe-analysis of DNA methylationin genes associated with bronchial asthma

Yana Valova Screening of the pathogenic variant c.3751dupA of the BRCA2 gene in women from the Republic of Bashkortostan

Aleksandra YakovlevaThe spectrum of mutations in the EXT1 gene among patients with Multiple Hereditary Exostoses in the Republic of Sakha (Yakutia)

Anton Changalidi Trans-biobank genome-wide association analysis for pregnancy complications

Anna Pelevina Р hosphate-accumulating microbial community selection in a sequencing batch reactor (SBR)

5.2 Microbial communities of natural and anthropogenic habitats

Olga Slovareva Bacteria species diversity on winter grain crops of the field experimental station of RSAU-MTAA named after K.A. Timiryazev

Alexander Kolosov Bioleaching of sulfide copper-nickel ores

Kirill Tarasov Isolation of new methylotrophic species Cytobacillus baksanea from deep underground hot spring of Baksan Neutrino Observatory

Sergei Bukin Producers and oxidizers of methane in the bottom sediments of Lake Baikal and their potential role in the formation of anomalously 13C-enriched authigenic carbonates

Elena Koteneva Creation of a collection of variants of the Bacillus anthracis 1 CO strain with different biological properties to study the adaptation of the anthrax microbe to different living conditions

5.3 Industrial biotechnologies: creation of producer strains

Elizaveta Shedko Impact of terahertz irradiation on the antimicrobial resistance of E. coli JM 103

Aleksander Kalinin Individual features of the development of anthrax pathogen strains with different phenotypes on a soil environment model

Ekaterina Kovaleva On the question of activity of oxidative branch of Pentose Phosphate shunt in pgl mutant of E. coli

Asya Vasileva On the search for markers formed in the processes of microbiological metabolism of industrial waste on the example of lignin and oil sludge by gas chromatography-mass spectrometry (GC-MS)

Mikhail Baboshin Software package for retrosynthesis-based prediction of metabolic pathways

Margarita Lalova Study of the scaling possibility of the process of obtaining feed protein from natural gas

Svetlana Bannikova Terahertz radiation proteomic response of the thermophilic bacterium Geo-bacillus icigianus

Irina MeshcheryakovaThe minimal medium irradiated with terahertz radiation induces proteins of homeostasis of transition metal ions and represses proteins of amino acid metabolism when E. coli cells are cultivated on it

Pavel Demenkov Assembly and annotation pipeline for microorganism genomes from sequence to gene networks

5.4 Modeling and computer analysis of microbiological systems and processes

Anna Karyagina-ZhulinaDiversity and distribution of restriction-modification systems in natural mi-crobial multi-species community of Antarctic Deep Lake

Bogdan Kirillov Finite element modeling of physical processes in multilayer spheroids based on Functional Representations

Aleksandra KorenskaiaIntegration of transcriptomic, genomic, and proteomic data in order to assess the impact of translation efficiency features on protein abundance for various prokaryotes

Ilya Akberdin Reconstruction of a genome-scale metabolic model for chicken whole embryo considering transcriptomics data

Evgeniy Komyshev Analysis of the size and color characteristics of wheat grains and their relationship to storage time and germination

6.1 Genomics, genetics and system biology of plants

Eduard Fomin Changes in the Phenology of Perennial Plants in Western Siberia against the Background of Global Warming

Kirill Larichev Development of CRISPR/Cas9-based genome editing constructs for Nevsky and Udacha potato cultivars

Elena Potokina GBS assaying of F1 population obtained from self-pollination of muscadine grapevine cv. Dixie (Muscadinia rotundifolia Michaux.)

Grigory Chepurnov Inheritance of the type growth and maturity in Aegilops squarrosa, a donor of the D hexaploid wheat genome

Roman Perfil`ev Natural variation of E1-E4, E9, GmFT5a genes in 180 soybean accessions adapted to Novosibirsk regions

Maria Duk Structural Variation in Flax Linum Usitatissimum L. Genome

Valeryia AleksandrovichThe low level of variability is depicted in plastomes of early soybean varieties

Ekaterina Vodiasova The molecular response to low-temperature stress in peach cul-tivars with different cold tolerance

Olga Kiryanova The new method of DNA barcoding

Anatoly Zhigunov Towards identification of genetic factors underlying curly birch wood patterning using high-throughput genotyping

Vladislav Stanin Transcriptional profiling of fusarium wilt in flax

Liubov Povkhova Transcriptome analysis of flax seeds and capsules

Elena Pushkova Transcriptomic analysis of generative and vegetative organs of male and female poplar plants

Mikhail Kozhekin Wheat yield estimation based on analysis of UAV images at low altitude

Vasiliy Kelbin Whole genome sequencing and development of KASP markers for genotyping the West Siberian wheat stem rust population

Viktoriya Lavrekha CisCross web service: a gene set enrichment analysis to predict the upstream regulators in Arabidopsis thaliana

6.2 Developmental biology of plants: computational and experimental 
approaches

Anna Petrova Role of the formation of fibers with a tertiary cell wall in the biomechanical system of the whole plant

Vasilina KovrizhnykhSalicylic acid and abiotic stress: nature of interaction

Nadya OmelyanchukSalicylic acid treatment changes plant root system patterning

Anatoliy IvashchenkoFeatures of the interaction of human piRNAs with the SARS-CoV-2 coronavirus genome
9.1 Mathematical immunology

Kirill Vinogradov Genetic traits of the delta variant in the Russian Federation and its spread during the epidemic caused by the SARS-CoV-2 virus

Ilya Kiselev A Delay Differential Equation approach to model the COVID-19 pandemic
9.2 Mathematical epidemiology

Daria Matyushkina Autoimmune effect of antibodies against the SARS-Cov-2 nu-cleoprotein

Olga Kladova Activity of natural polymorphic variants G118V and R149I of DNA polymerase ОІ

11.0 Systems biology and bioinformatics of DNA repair processes and 
programmed cell death

Aleksei Popov Assessment of the Nucleotide Excision Repair System Activity Ex Vivo

Anastasia DavletgildeevaFeatures of the substrate specificity of a novel AP endonuclease from Pyrococcus furiosus

Mingxing Zhao Functional role of active site amino acid residues of human ALKBH2 during recognition of methylated DNA bases

Ekaterina Ilina Interaction of triazinylamidophosphate-containing oligonucleotides with cells and DNA-binding proteins

Timofey Tyugashev Molecular dynamics insight into mechanism of nucleotide incorporation specificity of human terminal deoxynucleotidyltransferase

Konstantin NaumenkoRegulation of poly(ADP-ribose) polymerase 1 activity by Y-box-binding protein 1

Anatoliy Bulygin Structural features of substrate recognition by APE1-like endonucleases

Alexander UkraintsevStudy of Interaction of the PARP Family DNA-Dependent Proteins with Nucleosomes by Atomic Force Microscopy

Ekaterina Semina Targeting urokinase receptor uPAR in cancer: high expectations, modest achievements

Evgeniya Dolgova The new general biological property of stem-like tumor cells

Aleksandra KuznetsovaThe pre-steady state analysis of human terminal deoxynucleotidyltransferase conformational dynamics under DNA synthesis

Svetlana SenchurovaThe role of active-site amino acids in template-independent DNA synthesis by human terminal deoxynucleotidyl transferase

Irina Chernyshova Tyrosyl-DNA phosphodiesterase 1 Inhibitors as topotecan sensitizers

Artemiy Bakman Using fluorescently labeled proteins to study the interactions of APE1 with DNA and PolОІ during the BER pathway

Tatyana Kornienko Usnic acid derivative antitumor, antimetastatic, and hematoprotective effects in the Lewis carcinoma model



Friday, July 8
Author Title Section

Katerina Tishakova Composition of sex chromosomes of veiled chameleon (Chamaeleo calyptratus, Iguania, Squamata) reveals new insights into sex chromosome evolution of iguanian lizards

1.4 Evolutionary genomics, bioinformatics, and molecular phylogeny

Vadim Efimov Correlation between the Variability of Mammalian Molecular Genetic Sequences and the Geoclimatic Characteristics of Their Habitats

Sergei Shekhovtsov Cryptic diversity in the Dendrobaena schmidti complex (Lumbricidae, Annelida)

Violetta Beklemisheva Detailed analysis of distribution of repetitive sequences across genomes of Martes (Mustelidae, Carnivora, Mammalia)

Galina Koksharova Different approaches to chromosome rearrangement detection in the model cell line

Denis Moshensky Essential and advantageous genes detection in prokaryotic genomes

Oxana Galzitskaya Evaluation of the bacterial ribosomal protein S1 gene (rpsA) from the position of structural repetition

Alexandra Klimenko Genome assembly of a new Wolbachia pipientis strain: a promising source for studying Drosophila melanogaster endosymbiosis

Elena Zolotovskaya Low molecular weight protein from baikal amphipod hemocytes as a potential antimicrobial peptide

Maria Prostova Noncanonical prokaryotic X family DNA polymerases

Sergey Spirin PhyloBench, a benchmark for evaluation of phylogenetic programs

Svjetlana Tesic Plasmid genome dynamics of sequenced strains of Xanthomonas campestris pv. campestris

Aleksandra Kozlova Search and analysis of prophages related to phage AP-16-3 in genomes of Sinorhizobium spp.

Oleg Tarasov Search for coevolution in protein interaction network of translation termination factors

Olga Makarikova Study of distribution and evolution of restriction-modification systems with restriction endonuclease of the AlwI family

Anton Shikov The recombination between 3-domain Cry-toxin genes as a mechanism to extend the list of affected hosts

Sergey Tkachev The use of next-generation sequencing for genetic characterization of tick-borne encephalitis virus variants from Western Siberia

Eugeny Elisaphenko Tracing the origin and evolution of the locus containing paralogous CENH3 genes in cereals

Alena Yakhnenko Universal microsatellite markers for Baikal endemic sponge family Lubomirskiidae

Elena Shagimardanova Alleles and haplotypes diversity of HLA-A, -B, -C, -DRB1, and -DQB1 genes in Russia

4.1 Human medical/population genomics and genetics

Fenghua Lan Alternative splicing of human FMR1 gene in peripheral blood: making a single-gene transcriptome

Varvara Nurmukanova Application of a novel k-mer primer design algorithm for detecting antibiotic resistance determinants

Viktoriia Sofronova Clinical and molecular characteristics of ichthyosis in Yakutia.

Xenia Sukhanova Discovery of somatic recombination events in APP and analysis of its occurrence

Alla Koltsova Effect of estrogen and progesterone on the frequency and spectrum of karyotypically abnormal cells in cultured uterine leiomyomas

Marina Smolnikova Ficoline-3 and MASP-2 gene variants in Russian Arctic populations

Vladislav Buslaev Functional enrichment analysis of cytochrome P450 genes differential expression in non-smoking lung cancer patients

Ksenia Kobzeva Genes for aryl hydrocarbon receptor signaling are associated with uterine fibroids susceptibility

Olga Bushueva Genes, encoding heat-resistant obscure (Hero) proteins: new players in ischemic stroke pathogenesis

Polina Golikova Mutation c.396dupT in the CLN6 gene - the main cause of neuronal ceroid lipofucinosis in Yakutia

Inna Pristyazhnyuk Pluripotent stem cell lines from two patients with COH1 gene mutations as the valuable in vitro model of Cohen Syndrome

Olga Kudryavtseva Polymorphism in genes involved in glutathione metabolism is associated with the risk of uterine fibroids

Ludmila Tabikhanova Polymorphism rs1800795 of the IL6 gene in samples of Siberian indigenous ethnic groups

Nadezhda Babushkina Re-analysis of DNA methylation data from tuberculosis-infected individuals with a focus on target genes

Nadezhda Babushkina Re-analysis of DNA methylationin genes associated with bronchial asthma

Yana Valova Screening of the pathogenic variant c.3751dupA of the BRCA2 gene in women from the Republic of Bashkortostan

Aleksandra Yakovleva The spectrum of mutations in the EXT1 gene among patients with Multiple Hereditary Exostoses in the Republic of Sakha (Yakutia)

Anton Changalidi Trans-biobank genome-wide association analysis for pregnancy complications

Gulnara Svishcheva New framework for gene-based association analysis using GWAS summary statistics and functional annotations
4.2 Genome-wide association studies

Irina Zorkoltseva New genes predisposing to coronary artery disease detected by genome-wide gene-based association analysis

Anna Pelevina Р hosphate-accumulating microbial community selection in a sequencing batch reactor (SBR)

5.2 Microbial communities of natural and anthropogenic habitats

Olga Slovareva Bacteria species diversity on winter grain crops of the field experimental station of RSAU-MTAA named after K.A. Timiryazev

Alexander Kolosov Bioleaching of sulfide copper-nickel ores

Kirill Tarasov Isolation of new methylotrophic species Cytobacillus baksanea from deep underground hot spring of Baksan Neutrino Observatory

Sergei Bukin Producers and oxidizers of methane in the bottom sediments of Lake Baikal and their potential role in the formation of anomalously 13C-enriched authigenic carbonates

Elena Koteneva Creation of a collection of variants of the Bacillus anthracis 1 CO strain with different biological properties to study the adaptation of the anthrax microbe to different living conditions

5.3 Industrial biotechnologies: creation of producer strains

Elizaveta Shedko Impact of terahertz irradiation on the antimicrobial resistance of E. coli JM 103

Aleksander Kalinin Individual features of the development of anthrax pathogen strains with different phenotypes on a soil environment model

Ekaterina Kovaleva On the question of activity of oxidative branch of Pentose Phosphate shunt in pgl mutant of E. coli

Asya Vasileva On the search for markers formed in the processes of microbiological metabolism of industrial waste on the example of lignin and oil sludge by gas chromatography-mass spectrometry (GC-MS)

Mikhail Baboshin Software package for retrosynthesis-based prediction of metabolic pathways

Margarita Lalova Study of the scaling possibility of the process of obtaining feed protein from natural gas

Svetlana Bannikova Terahertz radiation proteomic response of the thermophilic bacterium Geo-bacillus icigianus

Irina Meshcheryakova The minimal medium irradiated with terahertz radiation induces proteins of homeostasis of transition metal ions and represses proteins of amino acid metabolism when E. coli cells are cultivated on it

Evgeniy Komyshev Analysis of the size and color characteristics of wheat grains and their relationship to storage time and germination

6.1 Genomics, genetics and system biology of plants

Eduard Fomin Changes in the Phenology of Perennial Plants in Western Siberia against the Background of Global Warming

Kirill Larichev Development of CRISPR/Cas9-based genome editing constructs for Nevsky and Udacha potato cultivars

Elena Potokina GBS assaying of F1 population obtained from self-pollination of muscadine grapevine cv. Dixie (Muscadinia rotundifolia Michaux.)

Grigory Chepurnov Inheritance of the type growth and maturity in Aegilops squarrosa, a donor of the D hexaploid wheat genome

Roman Perfil`ev Natural variation of E1-E4, E9, GmFT5a genes in 180 soybean accessions adapted to Novosibirsk regions

Maria Duk Structural Variation in Flax Linum Usitatissimum L. Genome

Valeryia Aleksandrovich The low level of variability is depicted in plastomes of early soybean varieties

Ekaterina Vodiasova The molecular response to low-temperature stress in peach cul-tivars with different cold tolerance

Olga Kiryanova The new method of DNA barcoding

Anatoly Zhigunov Towards identification of genetic factors underlying curly birch wood patterning using high-throughput genotyping

Vladislav Stanin Transcriptional profiling of fusarium wilt in flax

Liubov Povkhova Transcriptome analysis of flax seeds and capsules

Elena Pushkova Transcriptomic analysis of generative and vegetative organs of male and female poplar plants

Mikhail Kozhekin Wheat yield estimation based on analysis of UAV images at low altitude

Vasiliy Kelbin Whole genome sequencing and development of KASP markers for genotyping the West Siberian wheat stem rust population

Anna Shvaikovskaya Concordance between the in vivo concentrations of neurospecific proteins (BDNF, NSE) in the brain and blood in patients with epilepsy

10.0 Cognitive sciences, neurogenetics, neuroinformatics and systems 
computational biology

Ekaterina Semina Identification of a novel small RNA encoded in the mouse urokinase receptor uPAR gene (Plaur) and its molecular targets

Renata Enikeeva Impact of P2RX7 and TNF/LTA gene polymorphisms in non-verbal intelligence in mentally healthy individuals

Alexey Zakluta Influence of sulfur metabolism genes on processes related to learning and memory in Drosophila melanogaster.

Maryana MorozovaInvestigation of influence of the gut microbial composition associated with colitis on mice behavior

Ekaterina Zalomaeva Memory formation in Drosophila with neurospecific suppression limk1 gene expression in nervous system

Alena Burnyasheva Alterations of glutamatergic/GABAergic systems during healthy aging and AlzheimerвЂ™s disease-like pathology in rats

12.0 Systems biology of aging: experimental and computational approaches

Daniil Peunov Analysis of changes in microglia and cerebral endothelium in hippocampus of OXYS rats during progression of Alzheimer's disease-like pathology.

Daniil Yukhtanov Analysis of mitochondrial supply of neuronal processes during the postnatal brain maturation in OXYS rats – a model of sporadic Alzheimer’s disease

Oyuna Kozhevnikova Aqueous humor complement factor I concentration is associated with SNP of CFI gene

Olga Krasnova Autophagy activation in 3D-spheroid leads to the mesenchymal stem cells rejuvenation

Darya Telegina Both melatonin and mitochondrial antioxidant SkQ1 had different effect on the retinal glutamate / GABA in healthy Wistar and senescence-accelerated OXYS rats

Elena Kondakova Comprehensive biomarkers of accelerated aging and mortality risk in end-stage renal disease

Natalia Myraleva MEK1/2-ERK 1/2–dependent alphaB-crystallin phosphorylation in retina: a focus on aging and age-related macular degeneration

Tatiana Kozlova Morphological feature of the postnatal blood-brain barrier formation as one of predictors of AD-like pathology development in rats

Anna Antonenko The daily cycle of glutamate in the retina of OXYS rats during aging and the development of retinopathy

Dmitrii Smirnov The emerging role of SIRT6 in the mitochondrial regulation

Yuriy Orlov Artificial Intelligence implementation in pharmaceutical products lifecycle

13.0 Big genetic Data Analysis, deep learning, mathematical modeling and 
supercomputing

Nikita Artemenko Glume pubescence prediction of spikelets using computer vision techniques

Shaburova Elizaveta Improved MHC peptide class I interaction prediction with pretrained transformer

Gaik Tamazian Pygenomics: Python package for processing genomic intervals and bioinformatic data formats

Igor Busov The system of computer vision for extracting quantitative characteristics of wheat shoots


