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Abstract

Bioinformatics has become an interdisciplinary subject due to its universal role in molecular biology research. The current status
of Russia’s bioinformatics research in Russia is not known. Here, we review the history of bioinformatics in Russia, present the
current landscape, and highlight future directions and challenges. Bioinformatics research in Russia is driven by four major industries:
information technology, pharmaceuticals, biotechnology, and agriculture. Over the past three decades, despite a delayed start, the
field has gained momentum, especially in protein and nucleic acid research. Dedicated and shared centers for genomics, proteomics,
and bioinformatics are active in different regions of Russia. Present-day bioinformatics in Russia is characterized by research issues
related to genetics, metagenomics, OMICs, medical informatics, computational biology, environmental informatics, and structural
bioinformatics. Notable developments are in the fields of software (tools, algorithms, and pipelines), use of high computation power
(e.g. by the Siberian Supercomputer Center), and large-scale sequencing projects (the sequencing of 100 000 human genomes).
Government funding is increasing, policies are being changed, and a National Genomic Information Database is being established.
An increased focus on eukaryotic genome sequencing, the development of a common place for developers and researchers to share
tools and data, and the use of biological modeling, machine learning, and biostatistics are key areas for future focus. Universities and
research institutes have started to implement bioinformatics modules. A critical mass of bioinformaticians is essential to catch up
with the global pace in the discipline.
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Introduction
Bioinformatics is an interdisciplinary field that uses the concepts
and techniques from applied biology, mathematics, statistics, data
science, computer science, information technology, physics, and
biochemistry [1]. It is also considered a switchboard between these
sciences because of its characteristic of ease of data translation
from one discipline to another [2]. Early use of the term “bioinfor-
matics” started in the last decade of the twentieth century, when
sequencing projects, e.g. human genome sequence [3], began to
produce large amounts of data and the need erose for databases to
host the data and tools to analyze it [4]. In general, bioinformatics
integrates methods and models to collect, classify, store, and ana-
lyze biological data generated from molecular genetics, genomics,
proteomics, phenomics, and metabolomics-related experiments.
Early bioinformatics began with the sequencing of insulin, which
later led to the development of protein sequencing methods,
analyses, and the use of computational methods [5]. Advances in
bioinformatics (since 1950s) are due to parallel developments in
deoxyribonucleic acid (DNA) sequencing methods and computer
science, cost reductions in whole genome sequencing (WGS) [6],
improvements in massively parallel sequencing methods, and
extreme competition among key market players (https://3billion.

io/index; accessed on 21 December 2023). Previously defined as
a “megascience” by the Organization of Economic Co-operation
and Development, it has now become an interdisciplinary subject
primarily because of its integration into medicine and health care,
and to a greater extent, into agriculture. It has been estimated
that by 2025, the annual acquisition and storage of genomics data
will amount to 1 Zetta bases and 2 to 40 exa bases per year,
respectively, making genomics the most demanding scientific
field in terms of data acquisition, storage, sharing, and analysis [7].
In this article we present the history and current state of research
and development in the field of bioinformatics in Russia.

Landscape of bioinformatics in Russia
State of the key industries that drive
developments in bioinformatics
Before looking at the state of bioinformatics in Russia, it is impor-
tant to understand the state of the key industries that drive the
developments in bioinformatics. Four major industries, i.e. infor-
mation technology, pharmaceuticals, biotechnology, and agricul-
ture can be considered as the drivers of the bioinformatics field.

Russia’s aggregate score of 88.9 in the information and com-
munication technologies (ICT) Development Index in 2021 [8],
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indicate that its IT market (12% per year) is growing faster than the
global market (5%) in dollar terms. By 2019, the gross value added
of the Russian IT industry reached 945 billion rubles. The Russian
ICT market is projected to reach a value of US$ 51.47 billion by
2027, up from US$ 34.26 billion in 2022. The cumulative revenue
opportunity for ICT providers in Russia is estimated at US$ 252.08
billion between 2022 and 2027 [9]. Similarly, the Russian IT market
is projected to grow to RUB 7 trillion by 2030 (Fig. 1). This growth in
the IT industry has a direct impact on bioinformatics and quan-
tum computational biology [12] due to the components of high-
performance computing (HPC) i.e. hardware, operating system,
and networks [13]. Notably, the availability of supercomputers
has driven development of algorithms for biological problem-
solving. The Center for Collective Use “Siberian Super Computer
Center (SSCC)” [14] allows solving biological problems related to
omics, biological process modeling, e.g. modeling of molecular
genetic systems MGSmodeller, evolution, molecular dynamics,
mathematical problems of bioinformatics, and genome sequence
analysis, e.g. ICGenomics [15]. The HPC has allowed bioinfor-
maticians to develop new software for genome sequencing data
(Chip-seq, ChIA-PET, and Hi-C) [15]. Hardware acceleration is
also linked with developments in genomics data analysis as it
solves several challenges, such as read alignment and mapping.
This is usually associated with the use of HPC clusters, cloud
computing clusters, graphic processing units, field programmable
gate arrays, etc. [16]. Researchers from the Laboratory of Statisti-
cal Multiomics and Bioinformatics, Ufa Federal Research Center
of the Russian Academy of Sciences (RAS) are developing an
online library of analytical tools (ANTE-OMICS platform) and an
electronic database for clinical data [17]. However, as in other
countries, the use of principles and practices of software engi-
neering for the development of bioinformatics tools is still limited
[18]. Moreover, these developments seem to be directly related
to the IT industry, but the components of HPC used in Russian
bioinformatics industry are imported. Thus, in a way, the Russian
bioinformatics industry relies on IT imports. This was recently
realized when the government introduced anti-Russian sanctions
move, such as the approval of the plan for the development of
electronics and microelectronics in Russia by 2030 [19].

As of 2024, Russia’s pharmaceutical market values 2805 billion
Rubles (Fig. 1), while it ranked 32nd in international market (in
2022) with an increasing import and export value of 13 billion
and 705 million USD, respectively [20]. Pharmaceutical production
is one of the priority industries of the country and is expected
to grow to a volume of 3757 billion Rubles by 2030 (Fig. 1). This
growth is driven by escalating healthcare expenditures, improved
lifestyles, and a ballooning aged population. The need for drug
discovery, metabolism, target identification, compound optimiza-
tion, and prediction of drug-target interaction leverages the devel-
opment of pipelines, algorithms, software, and databases [21].
A notable example in this regard is how the onset of SARS-
CoV-2 drove the development of vaccines, detection tests, and a
search for potential inhibitors (Information Box-1). Pharmaceuti-
cal industry is also shifting the landscape of the bioinformatics
where the integration of WGS into clinical practice is becoming
a routine, e.g. panels for immune disorders, hereditary disorder-
s/diseases, cancer, and exome sequencing (https://price.genomed.
ru/; accessed on 01 August 2024).

Information Box-1

Bioinformatics proved to be a key ally in the fight
against the COVID-19 pandemic [162]. The first confirmed

COVID-19 case was registered in Russia in late January 2020.
At the same time, the first SARS-CoV-2 genome was released
publicly on the Global Initiative on Sharing Avian Influenza
Data [163], which initiated a global race to develop vac-
cines and search for inhibitors. By 18 March 2020, Russia
had reported SARS-CoV-2 genome isolated from a Russian
patient by Smorodintsev Research Institute of Influenza,
the WHO National Influenza Centre of Russia [164]. The
center also established Russian Consortium for Sequenc-
ing Coronavirus Genomes. Several Russian institutes joined
the fight against the pandemic. These include FBIS Cen-
tral Research Institute of Epidemiology of Rospotrebnadzor,
Vector State Research Centre of Virology and Biotechnology,
Gamaleya Research Institute of Epidemiology and Microbi-
ology, Chumakov Federal Scientific Centre for Research and
Development of Immune-and-Biological Products, Petrovax,
Human Stem Cell Institute, St. Petersburg Research Institute
of Vaccines and Sera, and Biocad, etc. The availability of the
SARS-CoV-2 genome triggered the development of vaccines
and the first COVID-19 vaccine Sputnik-V was registered
on 11 August 2020 [165, 166]. Other laboratories also initi-
ated trials and registered several vaccine candidates (protein
subunit, non-replicating viral vector, and inactivated type)
and registered them such as rAd26 and rAd5 vector-based
heterologous prime-boost COVID-19 vaccine [167], EpiVac-
Corona [168], Sputnik Light [169], Aurora-CoV, CoviVac [170],
Gam-COVID-Vac [165, 166], and KoviVac [171, 172]. These
vaccines had a notable impact on the global response to
the SARS-CoV-2 pandemic during 2020 to 2022. By 2022,
>90 000 records of viruses were available in the Russian
coronavirus genome database (VGARus; established in June
2021). After vaccination, it is crucial to analyze the recog-
nition and possible hydrolysis of individual oligopeptides
corresponding to linear epitopes of viral antigens to pre-
dict antigen efficacy for vaccination. In this regard, a study
reported the catalytic activity of antibodies generated after
COVID-19 and Sputnik V adenovirus vaccination against nine
oligopeptides corresponding to the SARS-CoV-2 S protein
[173]. Another research group reported the identification of
antibody-mediated hydrolysis sites of oligopeptides corre-
sponding to the SARS-CoV-2 S protein [174]. In collabora-
tion with University of Ottwa, Krasnoyarsk Science Centre
of SB RAS discovered DNA aptamers targeting SARS-CoV-
2 nucleocapsid protein and protein binding epitopes [175].
Even after these reports, research on the inhibitors of SARS-
CoV-2 viruses to make broad-spectrum and effective drugs
remained active in Russia. For example, using synthetic
chemistry, bioinformatics-based analysis of S-protein, and
molecular docking, new usnic acid derivatives with protease
abilities were identified [176]. Another important avenue in
the fight against COVID-19 was the development of rapid
detection methods. In this regard, several research groups
used ML methods for diagnosis using routine blood values
[177] and rhythmogram [178] of patients. Therefore, through
this example, it is understandable that the pharmaceutical
and healthcare industries promoted research in the field of
bioinformatics.

Agriculture’s share in Russia’s GDP has been increasing since
2000, and in 2020, it was 4.10%, up from 2014 (3.90%). Accounting
for 8.8% of total exports (2020), agriculture is one of the key
sectors considered to be the backbone of the Russian economy.
The productivity index of the agriculture sector in 2020 was
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Figure 1. Value of four major Russian industries that contribute to the developments in bioinformatics; information technology [10], pharmaceuticals
(source: government of the Russian Federation, distribution document number 1495-r dated June 7, 2023), agriculture (source: government of the Russian
Federation, distribution document number 2567-r dated September 8, 2022), and biotechnology [11]. The 2023 and 2024 biotechnology market data were
estimated based on the 2022 projections.

120.7%, which is higher than that of industry (108.6%) [22]. The
Russian government has set the goal of increasing agricultural
productivity by at least 25% by 2030 [23]. How to achieve this goal
is a logical question since most of the registered crop varieties
are developed either by classical selection or breeding methods
(https://gossortrf.ru/registry/). The use of genome-wide associa-
tion studies in plant breeding is just starting, e.g. loci associated
with Zn, Mg, Mn, Ca, Cu, Fe, and K in the wheat grain of the Russian
collection have been recently reported [24]. This deficiency is
being recognized by the state as well as by plant breeders, and the
focus is shifting to the use of genome sequencing. For example,
genomic selection is underway for high protein content in wheat
and soybean (https://www.rscf.ru/project/21-76-30003/). Some
laboratories have initiated crop genome sequencing projects,
e.g. WGS of 100 Russian-bred Brassica oleracea L. accessions
to study associations with disease resistance by the Russian
State Agrarian University (personal communication), WGS of 29
soybean accessions, and transcriptome sequencing of chickpea
(https://www.skoltech.ru/research/en/gcf-2/). However, large-
scale plant genome sequencing projects, such as the sequencing
of 3366 chickpeas [25], 1000 soybeans [26], 3010 rice [27], etc., have
not yet been realized. Lack of such large-scale projects (and data)
might be a factor related to nonavailability and development
of almost no plant omics analysis tools in Russia. Although some
efforts are underway to the development of plant-specific genome
databases, e.g. Genome Altai Plants (https://genome.asu.ru/).

The biotechnology sector itself is a driver for the development
of the pharmaceutical, medical, food, and agricultural industries
and has grown by 30% since 2015. The Program for the Develop-
ment of Biotechnology in the Russian Federation up to 2020 (BIO
2020) had set goals that biotechnology production should be 3% of
the gross domestic product (GDP) by 2030. Russia has also created
the BioTech2030 platform for cooperation between education,

research, and industry in the field of biotechnology [28]. Recent
reports by Innopraktika (https://innopraktika.ru/) and Abercade
(http://abercade.ru/) suggest that the biotech sector has a higher
production potential and its growth can significantly stimulate
the development and production of bio-alternatives. The role of
biotechnology in bioinformatics developments is visible from the
fact that Russian scientists are mostly focused on metagenomics
and prokaryotic genomics (see section 2.2). Russia is also actively
involved in the research and use of clustered regularly interspaced
short palindromic repeats (CRISPR)/Cas systems. Most of this is
related to the development of semi-automated search systems,
reduced-size Cas9 orthologues, creation of cellular models of
human neurodegenerative diseases, etc. A detailed overview of
CRISPR/Cas research can be found in the article by Shamkova
et al. [29].

History of bioinformatics in Russia
Although bioinformatics sounds like a modern subject, it actually
started with the development of the Edman degradation method
for protein sequencing [30] and the determination of the amino
acid sequence of insulin [31]. For a more detailed account of
the history of bioinformatics from both biological and computer
science perspectives, readers are referred to the brilliant article
by Gauthier, Vincent [5]. Here, we present only the Russian per-
spective. Bioinformatics in Russia (and affiliated disciplines) can
be traced back to the founding of the Academy of Sciences of the
USSR (abbreviated as AH CCCP in Russian) by Pei Kib Breat in 1725.
Although many important advances were made in the 1930 to
40s or earlier [32], the most recent history begins when George
Gamow optimistically proposed a fairly precise genetic code in a
letter to Watson and Crick [33], which stirred debate and initiated
precision thinking in the field [34]. Pioneering work in the field of
nucleic acids was done by Alexander Spirin and Andrei Belozersky,
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who tested the correspondence between DNA and ribonucleic
acid (RNA) [35]. They continued to work on mRNA and messenger
ribonucleoprotein particles (informosomes) and discovered that
the relocation of ribosomal subunits relative to each other is a
key event in protein translation [34]. These were the times when
somewhat parallel to the world [5], the applications of computers
in different scientific fields also started in Russia [36]. This led
to the involvement of several disciplines related to biology, such
as mathematics. An important development in this aspect was
the organization of the Institute of Mathematical Problems of
Biology in 1972 (then known as the Scientific Research Computing
Centre of the AH CCCP) (https://www.impb.ru). Major applications
of computing began in the fields of genetics, microbiology, and
molecular genetics and several conferences on bioinformatics
were organized during 1970 to 80s [37].

Among the major developments in the field of bioinformat-
ics, the growth of bioinformatics in Russia is marked by the
establishment of key institutes and their subsidiaries. The first
of these dedicated institutes is the Institute of Cytology and
Genetics (ICG, founded in 1957) as a part of the Siberian Branch
of the AH CCCP, which together with the Institute of Chemical
Biology and Fundamental Medicine of the Siberian Branch of
RAS (SB RAS) established SB RAS Genomics Core Facility in 2000
(http://www.niboch.nsc.ru/doku.php/corefacility; accessed on 22
April 2024). The second is the Institute for Information Transmis-
sion Problems of the RAS (1948; http://iitp.ru/en/about/history;
accessed on 19 April 2024), which established a Research and
Training Centre of Bioinformatics, Institute for Information Trans-
mission Problems, RAS (RTCB) in 2003. Among other key insti-
tutes (Appendix 1), the Center for Collection Use “Bioinformatics”
(CCUB, https://ckp.icgen.ru/sccbio/; accessed on 22 April 2024),
created (in 2011) on the basis of the ICG of the SB RAS in cooper-
ation with the Novosibirsk State University, is a major establish-
ment. This center is also affiliated with the Centre for Collective
Use “SSCC” which has a peak cluster performance of 115 TFLOPS.
The SSCC and the CCUB have been actively involved in projects
related to omics, molecular modeling, evolutionary bioinformat-
ics, and molecular dynamics and have developed and used a
number of packages, such as Gaussian and GROMACS [15].

Present day landscape of Russian bioinformatics
To clearly understand the direction of Russian bioinformatics,
we searched the project catalog of the Russian Science Founda-
tion (RSF, https://www.rscf.ru/en/; accessed on 23 April 2024), by
using two keywords, i.e. “genomics” and “bioinformatics,” alone
or in combination against “All grant years” and “All research
areas.” This resulted in 198 research projects awarded to 73 insti-
tutions. By classifying the projects into 10 categories, a trend
towards genetics (31.82%), OMICs (30.30%), medical informatics
(27.78%), computational biology (16.16%), environmental infor-
matics (7.07%), structural bioinformatics (4.55%), and drug discov-
ery (3.54%) was observed (Fig. 2a). This highlights that biological
modeling, machine-learning (ML), and biostatistics are the key
areas for future focus, although biostatistics has existed in some
form for the last 30 years. The largest number of projects were
related to humans (OMICs, genetics, computational biology, and
medical informatics), followed by plants (OMICs, genetics, drug
discovery, and environmental informatics), animals (genetics),
environmental informatics, and industry (Fig. 2b).

Another indicator of the developments in these fields is the
number of publications in global databases such as PubMed. The
number of publications categorized in the subjects of bioinfor-
matics, genomics, and computational biology has increased over

the last three decades (Fig. 3). However, a decrease in publications
was observed from 2002 to 2012, suggesting that the progress
was slower during this decade. Since 2014, however, an increase
in publications has been observed, which aligns well with the
establishment of the RSF. Although consistent with post-COVID-
19 global trends, the decline in the number of publications after
2021 could also be due to the ongoing conflict between Russia and
Ukraine [38]. Nevertheless, there are significant developments in
the field of genomics, which might seem parallel to the global
trend (Fig. 3).

Present day bioinformatics research in Russia
Modern bioinformatics began in Russia with the use of proba-
bilistic approach(es) to solve the problems related to biomolecular
linguistics [39], prediction of exonic structure of human genes [40],
understanding of regulatory signals in bacterial genomes [41],
DNA sequences [42], software for analysis of bacterial genomes
[43], etc., which is parallel to the dawn of the genomics era in the
last decade of the twentieth century [5]. Russia’s bioinformatics is
strongly allied with omics, computational biology, and the use of
components of HPC for the development of data analysis tools and
algorithms. On the omics front, there are a handful of institutes
that are leading the developments in this field. The first of them
is the RTCB, which focuses on comparative genomics, metabolic
model reconstruction (Information Box-II), and the development
of methods and algorithms for the identification of regulatory
signals, alternative splicing, and 3D structures of proteins, RNA,
and protein-DNA complexes.

Information Box-II
Transcription factors (TFs) recognize cognate TF-binding
sites in the promoter regions of the regulons [179], which
ultimately constitute the entire transcriptional regulatory
network (TRN). Several approaches have been used for
TRN reconstruction, including template-based, expression
data-driven, and knowledge-driven comparative genomics
[180]. Due to the advantages of knowledge-driven com-
parative genomics with the increasing availability of com-
putational algorithms, genome context techniques, pub-
licly available genome sequences, and National Microbial
Pathogen Database Resource [127], it is now easier to recon-
struct TRNs and identify new gene/TF members of regu-
lons [181]. Researchers at RTCB have reconstructed TRNs
of a large number of bacterial species belonging to phylo-
genetic groups of economic and environmental importance
i.e. Lactobacillacea [182], Bacillus subtilis [183–185], Shewanella
[186], Firmicutes [187], and Thermotoga maritima [188]. The
work on Clostridium species (Firmicutes) for the reconstruc-
tion of xylose and xyloside utilization discovered a novel
xylose isomerase [187]. This is applicable to the fermenta-
tion industry as these carbohydrates are abundant in cell-
wall polymers of the hardwoods and crop residues. Other
reconstructed TRNs or regulons include NiaR (YrxA) of the
nicotinamide adenine dinucleotide metabolism [184], central
carbon metabolism [189, 190], di-myo-inositol-phosphate
[191], anaerobic respiration in gamma-proteobacteria [192],
methionine/cysteine biosynthesis in Corynebacterium glutam-
icum [193], etc. Comparative analyses of up to 400 bacterial
genomes for TRN reconstruction, e.g. metabolic pathways
associated with glycerate-2-kinase [188], indicate that bacte-
rial genomics is well established in Russia. RTCB researchers
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Figure 2. Classification and number of projects in the field of bioinformatics and affiliated disciplines funded by Russian Science Foundation (2014
to 2024). a) Number and % of projects according to subject classification. b) Number of projects dedicated to human, animal, plants, industrial, and
environment related topics.

Figure 3. Number of bioinformatics, genomics, and computational biology publications in PubMed with Russian affiliation. Number of bioinformatics
publications in a) Russia and b) world. c) % of Russian bioinformatics publications among bioinformatics’ publications in the world. Number of genomics
publications in d) Russia and e) world. f) % of Russian genomics publications among genomics’ publications in the world. Number of computational
biology publications in g) Russia and h) world. i) % of Russian computational biology publications among computational biology publications in the
world.
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have also developed a web resource based on these data
for collection, visualization, and analysis of reconstructed
regulons [143].

Among the other notable institutes, the SB RAS Genomics Core
Facility has been a major contributor to developments in metage-
nomics and genomics of viruses, microbes, and eukaryotes; since
2005, the center has analyzed 555 740 samples. At the genomic
level, the main contributions are the whole genome sequencing
of bacteria (Borrelia valaisiana and Borrelia afzelii isolated from
Ixodes persulcatus ticks [44]), Coprobacter fastidiosus NSB1T [45],
chlamydia strain PP-87, Bifidobacterium longum subsp. longum
Strain MC-42 [46], Thermaerobacter sp. strain PB12/ 4term [47],
Sinorhizobium meliloti [48]), viruses (giant pseudomonas phage
PaBG [49], Nucleopolyhedrovirus, Newcastle Disease Virus [50],
H1N1 Swine Influenza Virus [51]), eukaryotes (Lymantria dispar
[52], Scleropages formosus, Lates calcarifer [53], chloroplast sequence
of Pinus sibirica Du Tour [54]). Most of these efforts report genome
sequences rather than the development of tools/pipelines to
solve related problems. However, these genome sequencing
efforts also have practical applications. For example, the public is
often reluctant to buy chicken raised with antibiotic additives. A
nonantibiotic-pectin-based treatment has been developed that
can modify the bacteriobiome of chickens [55]. Genome sequenc-
ing of bacteria isolated from ticks [44] proved to be an important
step in understanding their control, as they are involved in the
spread of the most common tick-borne infection (Lyme disease) in
Eurasia. Genome sequencing of giant Pseudomonas phage PaBG
indicated that it is phylogenetically distinct from other members
of the Myoviridae family [49].

A recent addition to the field of bioinformatics is the Genomics
Core Facility established at the Skolkovo Institute of Science
and Technology, Moscow (2018). The facility is involved in using
sequencing technologies to solve agricultural and health-related
problems, such as comparative Illumina and Ion Torrent sequenc-
ing of herbal teas to establish and test DNA barcoding protocols
[56]. An ongoing project to sequence 100 000 human genomes by
2025 marks the progress of bioinformatics in Russia. The center
has completed the sequencing of 27 000 genomes (as of 2023) [57],
which will ultimately enable researchers to develop diagnostics
and therapies for genetic and socially important diseases. Some of
the previous studies, involving 264 genomes and 615 individuals
genotyped with Illumina BeadChips, reported six phylogeographic
groups among the sampled ethnicities from selected Russian
regions [58] and a genetic map of the genetic diversity of European
Russia [59]. The institute has successfully launched projects to
understand the causes of human pregnancy loss using exome
analysis of abortuses, monogenic hereditary diseases, and how
different concentrations of ouabain changes the gene expression
profiles of human neurons (https://www.skoltech.ru/research/en/
gcf-2/). A key test of the ability of Russian bioinformatics (an
affiliated discipline) researchers to solve real-world problems on
the genomics front is how they responded to the SARS-CoV-2
pandemic. In this respect, Russia’s response was quite notable
both on a national as well as global scale (Information Box 1). The
institute is also active in enhancing knowledge of fundamental
and applied aspects of prokaryotic and eukaryotic genomics e.g.
role of neutral evolution in the violation of the triplet genetic code
in Euplotes ciliates [60]. Moreover, the institute is also involved in
developing algorithms e.g. solving problems related to removal of

biases in Hi-C data from multiple experiments [61] and prediction
of chromatin folding [62].

From the perspective of agriculture and forestry, bioinformatics
research is lagging behind, as most papers report on genome
sequencing efforts but not on their utility in solving agricul-
tural problems or on the development of data analysis tools/al-
gorithms. However, some efforts are underway to use genome
sequencing for association studies (as mentioned in section 2.1).
Genomes (or assemblies) of Vitis rotundifolia Michx [63], Populus
x sibirica [64], Capsella bursa-pastoris [65], Prunus persica cv. Sovet-
skiya [66], Larix sibirica Ledeb [67], Fagopyrum esculentum [68], fiber
flax [69], etc., have been reported.

In addition to genome assembly, it is important to understand
when and where these genes are expressed, which is achieved
by transcriptome sequencing. Transcriptomics applications
i.e. transcript assembly, variant detection, differential gene
expression estimation, and further analysis provide useful
insights. However, there are also computational challenges related
to the nature and structure of transcripts and the amount of
data generated [70]. To solve such problems, several research
groups are actively developing pipelines such as trans2express-
de novo transcriptome assembly pipeline [71], which produces
a high-quality assembled genome, Cysmotif searcher pipeline
for antimicrobial peptide identification in plant transcriptomes
[72], and the ICAnnoLncRNA pipeline for LncRNA search and
annotation for transcriptome seq data [73]. ICAnnoLncRNA uses
LnchFinder and can successfully characterize lncRNAs from non-
model species, which the earlier pipelines were unable to do
[73]. In addition, several algorithms have been developed for
transcriptome analysis of non-model organisms [74], RNA-seq
data [75], and quality assessment of de novo transcriptome assem-
blies [76]. There are limited number of pipelines or algorithms
that can combine both metagenomic and metatranscriptomic
data. This problem has been solved by the development of the
MetaGT pipeline [77]. Comparison of shotgun metagenomic data
by reference-based, abstract-based, and neural network-based
methods provide limited information and features are concealed.
To address this, the MetaFast algorithm was developed, which
uses adaptive segmentation of the metagenomic de Brujin graph
[78]. During human embryonic development, it is crucial to track
the origin of pediatric diseases. Research by Kameneva et al.
revealed transitions that connect the intermediate mesoderm and
progenitors of organ primordia, the hematopoietic system and
endothelial subtypes in human embryos. By using single-cell tran-
scriptomics, they successfully identified multiple sympathoblast
lineages [79]. This technique is becoming increasingly popular
as more and more research groups apply it to answer important
questions. Gulaia et al. used single-nucleus transcriptomics of
glioma tumor cells and highlighted that glioblastoma treatment
must focus on the differentiation protocol of these cells [80].
Other research groups are studying immunity [81] and molecular
mechanisms of human evolution [82]. The use of machine
learning (ML) to compare interspecific gene expression profiles
[83], clinically significant miRNAs from transcriptome data
[84, 85], and the development of ML approaches for sequence
prediction, such as TransPrise for eukaryotic promoters [86]
and transcription start sites [87], mark the significant progress
in combining modern ML approaches with omics [88]. These
developments are mostly related to diseases associated with
humans or metagenomic problems. Globally, transcriptomics
has significantly improved the understanding of plant growth
and development and stress responses [89]. However, in Russia,
research on the plant transcriptomics is almost non-existent.
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Some laboratories are working on transcriptomics of model plants
(Arabidopsis) [90] and other (crop) plant transcriptomes e.g. barley
[91], tomato [92], tea plant [93], and Filipendula ulmaria [94]. The use
of long-read sequencing can help reveal complexity of plant tran-
scriptomics [95]. Some Russian agriculturists are now using this
technology to understand the landscape of plant development e.g,
seed development in triticale [96]. Although it answers important
questions e.g. how the plant retrotranscriptome originated [97],
the development of tools and algorithms for plant-specific omics
data analysis is almost non-existent, although a few exceptions
are reported, e.g. NanoTRF pipeline for de novo satellite DNA
identification from plant genomes [98].

Research at the protein level is well established in Russia,
thanks to the work of Alexander Spirin and the organization of the
Institute of Protein of the USSR Academy of Sciences in 1967 (now
the Protein Institute of the RAS; https://protres.ru/; accessed on
April 24, 2024). Starting with the development of the model of the
ribosome function [99] and methods of peptide synthesis [100],
protein research has progressed significantly. Here, we highlight
the developments from the perspective of bioinformatics analy-
ses, as explaining that the full scope of protein research in Russia
is beyond the limits of this manuscript. At the level of collections
and databases, our literature search produced limited results.
A major focus of modern protein research is the prediction of
protein structure and binding. Several protein-specific databases
have been developed by individual research groups. A curated
collection of binding models for human and mouse transcription
factors (TFs), i.e. HOCOMOCO, has been developed [101]. Some
researchers are also using molecular dynamics for protein studies.
For example, a citrullinated protein associated with the develop-
ment of rheumatoid arthritis was recently studied through molec-
ular dynamics [102]. In order to design a desired protein/enzyme
with the required activity, it may be necessary to change pro-
tein folding properties. Several patterns have been reported that
allow the identification of amino acid residues that determine
the folding rate and protein stability [103]. Meanwhile, protein
structure prediction is already progressing around the world as
databases with more accurate protein structure predictions are
now available e.g. AlphaFold [104]. There are studies by Russian
researchers reporting the correlation between folding and unfold-
ing of proteins [105]. From the point of view of protein sequence,
it is known that proteins evolve based on nucleotide substitutions
in their corresponding genes. There is limited knowledge of how
many different amino acid sequences a protein can acquire as
a result of nucleotide substitutions. An algorithm has been pro-
posed to study the evolutionary paths of sequences [106]. Several
servers, algorithms, and search engines have been developed
for other proteomic analyses, such as analysis of bulky MS/MS
data in one night [107], regulated intramembrane proteolysis
[108], antibody repertoire construction [109], and an extensible
search engine for protein identification in shotgun proteomics
[110]. Moreover, several groups have used proteomics-based ML
approaches to diagnose diseases such as chronic kidney disease
[111] and protein identification in single-shot human proteome
analysis [112]. In the field of proteomics, Russia is a member of the
Human Proteome Organization (HUPO) and a dedicated Center
for Common Use “Human Proteome” (https://www.ibmc.msk.ru/
megascience/proteocentre; accessed on 24 April 2024) has been
operating for almost a decade. Almost all the research groups in
Russia are active in applied proteomics. A Google Scholar search
using the keywords “Russia” and “proteome” for the last five years
(2019 to 2024) returned 17,200 results. Adding further keywords
indicated that environment (17 500) and health (17 100) are the top

priority fields in proteomics followed by agriculture (14 700), and
microbiology (9290). Regarding the use of proteomic data for the
discovery of un-identified proteins, a meta-analysis of >1000 Rus-
sian proteome profiles helped to identify missing and uncertain
proteins, and ∼150 single proteotypic peptides [113]. Proteomics
has also been successfully used to reveal ancient bone proteins of
a Pleistocene mammoth [114], its diet [115], and its habitat [116].
At the level of protein families, the search and characterization
of functional and regulatory ligand binding sites is carried out in
several proteomics laboratories [117]. Applied proteomics in the
field of agriculture is also gaining momentum in Russia. Research
is underway on plant growth and development (proteome map
of Pisum sativum embryos [118]), biotic stress (activation of pro-
teases in early responses to biotic stress in wheat [119]), abiotic
stress (extreme freezing tolerance in spruce [120]), and nutrition
(proteomics of wheat pretreated with iron compounds [121]).

As more and more genomics and metagenomics projects are
being initiated and completed, the provision of bioinformatics
tools and software, as well as data resources and services is
becoming an integral part of bioinformatics and allied disciplines.
Analogs of the large omics databases of the National Centre for
Biotechnology Information, the European Bioinformatics Insti-
tute, the National Genomics Data Centre, China, and the DNA
Databank of Japan do not exist in Russia. However, there are sev-
eral small-scale databases on genomics or related data. Russian
scientists are aware of this lack, and a National Genomic Infor-
mation Database (NGID) is being developed under the Federal
Scientific and Technical Program for the Development of Genetic
Technologies [122]. While the international databases like NCBI
offer greater benefits in terms of data sharing, there are currently
no forms of restrictions on uploading or downloading omics data.
However, there are certain areas of convergence and divergence
in data sharing under the ethical, national, and international
approaches [123]. The existence of ethical and legal risks related
to personal and genetic data protection and national legal acts
governing such issues might be solved if a database is governed by
national laws [124]. It would also be helpful to track the country’s
progress in the fields of bioinformatics and omics. Some examples
of dedicated small-scale databases, omics analysis tools, and
algorithms developed and curated in Russia are listed in Table 1.

Specialized degrees/diplomas in bioinformatics began in the
mid-1990s in subjects related to mathematics, medical, and agri-
cultural sciences [37, 149]. As of now, an increasing number
of universities, research institutes, and centers in Russia have
started teaching bioinformatics courses (Appendix 1). A major
contribution to the development of bio-medical informatics dis-
cipline could be the establishment of Laboratory of Biomedical
Informatics in 2005 based on St. Petersburg Institute of Informat-
ics and Automation, RAS (https://biomedinfo.narod.ru/; accessed
on 23 April 2024). However, the specialized bioinformatics degree
programs were being taught at several universities by 2010. Bioin-
formaticians are in demand in Russia as more and more universi-
ties have or are starting to develop teaching modules and degrees
in this subject. Moreover, classical biological research laboratories
related to all life science disciplines have initiated the use of omics
techniques, thus increasing the talent pool. This transition is
either a result of the collaboration with international researchers
or at an individual level. Additionally, the return of graduates
who have completed their higher education and scientific training
abroad is playing a significant role in the establishment of the
subject. The growth of bioinformatics in Russia would lead to an
increased demand for ‘multi-talented’ specialists with fundamen-
tal biological knowledge, modern genomics, and bioinformatic
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Table 1. Examples of biological data resources, servers, and software packages developed and maintained in Russia

Name Characteristic function Link/URL/Reference

Omics resources and databases
NGID It will provide storage, integration and analysis of genetic data

(under construction)
[122]

FBDGI A data repository covers convicts genotypes [125]
Biobank Russia Open-source reference database for genome wide association

studies
https://biobank.almazovcentre.ru/#
[126]

RuSeq A database for genetic variants http://ruseq.ru/#/
BV-BRC An integrated resource for bacterial and viral infectious disease

research
https://www.bv-brc.org/ [127]

Proteomics of
malignant cells

An interconnected information resource for proteomic and
biomedical data

http://ef2.inbi.ras.ru

EROP-Moscow An Information resource about structures and functions of natural
oligopeptides

http://erop.inbi.ras.ru/

Victoria server
of
Bioengineering
Center of RAS

A server hosting serval database related to genomic data
(promoters, repeats, inversions, micro-satellites, etc.)

http://victoria.biengi.ac.ru/cgi-bin/
indelper/index.cgi

SINErice A database for SINE elements in rice genome http://victoria.biengi.ac.ru/sinerice/
GTRD A database that provides an integrated view of processed data of

genes through user-friendly web interface.
http://gtrd.biouml.org/ [128]

Omics data analysis tools
HiConfidence Uncovering of the biological signal in Hi-C data affected by

technical bias
[61]

MGSmodeller Developed for generation, reconstruction, edition and calculation
of molecular genetic networks models.

http://biomodelsgroup.ru/projects/
[129]

ICGenomics Used to analyzes and visualizes DNA and protein sequences. http://www-bionet.sscc.ru/icgenomics
[130]

SPAdes A toolkit for assembly and analysis of sequencing data. https://github.com/ablab/spades/
releases/tag/v3.15.5
[194]

Trans2express A de-novo transcriptome assembly pipeline optimized for gene
expression analysis.

http://83.149.250.217/trans2express/
[71]

rnaSPAdes A de-novo transcriptome assembler used to compare its
performance to existing tools.

[75]

QUAST and
rnaQUAST

Tools for quality assessment of genome assemblies and de-novo
transcriptome assemblies, respectively.

[76, 131]

BBMerge Merging tool for paired-end shotgun sequence data. [132]
IonHammer Fast and accurate algorithm for IonTorrent read error correction. [133]
UniPro UGENE Combines bioinformatics tools in a single interface and allows to

work with different biological data formats, visualization and to
retrieve data.

https://ugene.net/
[134]

svist4get Develops publication-quality figures by visualizing genomic signal
tracks and transcriptome annotation at specific genomic locations.

https://bitbucket.org/artegorov/svist4get/

Protein
structure
discovery

A software package to computer proteomics tasks. http://www-bionet.sscc.ru/psd/ [135]

Zebra A web server for bioinformatics analysis of diverse protein families. http://biokinet.belozersky.msu.ru/zebra
[136]

Biosaur An open-source Python software for liquid chromatography–mass
spectrometry peptide feature detection with ion mobility support

https://github.com/abdrakhimov1/
Biosaur
[137]

IdentiPy An extensible search engine for protein identification in shotgun
proteomics.

[110]

Pyteomics It is a cross-platform and open-source Python library providing a
rich set of tools for MS-based proteomics.

[112]

FractionOpti-
mizer

It is a method for optimal peptide fractionation in bottom-up
proteomics.

http://hg.theorchromo.ru/
FractionOptimizer
[138]

DirectMS1Quant Provide ultrafast quantitative proteomics with MS/MS-free mass
spectrometry.

[139]

viQC A visual and intuitive quality control for mass spectrometry-based
proteome analysis

[140]

(Continued)
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Table 1. Continued

Name Characteristic function Link/URL/Reference

Pipelines and algorithms
MetaGT A pipeline for de novo assembly of metatranscriptomes with the aid

of metagenomic data.
https://github.com/ablab/metaGT
[77]

GCDPipe It uses known risk genes, cell type expression profiles, and drug
gene-target data to classify risk gene.

[141]

ICAnnoLncRNA A snake make pipeline for a long non-coding RNA search and
annotation in transcriptome sequences.

[73]

ANANASTRA A web server for the identification and annotation of regulatory
single-nucleotide polymorphisms (SNPs) with allele-specific
binding events.

https://ananastra.autosome.org/
[142]

RegPrecise 3.0 A database for capturing, visualization and analysis of
transcription factor regulons.

https://regprecise.lbl.gov/ [143]

RegTransBase It consists of two databases: one catalogs regulatory interaction
and another housing curated transcription factor binding sites.

http://regtransbase.lbl.gov/ (the site
couldn’t be accessed as of April 24, 2024)
[144]

DeepZ It utilizes deep learning neural networks to integrate information
from various data sources, such as DNA sequence properties,
histone modification, etc., as well as it enables whole-genome
annotation of Z-DNA.

[145]

HypercubeME Data analysis from random mutagenesis experiments and helps in
finding complex interaction between mutations in genes.

https://github.com/ivankovlab/
HypercubeME.git
[146]

Scavager A versatile post search validation algorithm for shotgun proteomics
based on gradient boosting,

https://bitbucket.org/markmipt/scavager
[147]

PPLine An automated pipeline for SNP, SAP, and splice variant detection in
the context of proteogenomics.

[148]

skills. Some of the most recent examples are the opening of
the Department of Bioinformatics and Mathematical Biology at
Alferovsky University, initiation of Master of Science in Bioin-
formatics at several universities such as Labachevsky University
(2020), National Research University Higher School of Economics
(2021) and National Research Tomsk State University, Tomsk,
Russia (in 2023). More recently, Moscow State University named
after M.V. Lomonosov (Application of Machine Learning in Biology,
2024), Ulyanovsk State Pedagogical University (Bioinformatics,
2024), and Ulyanovsk Technical University (Bioinformatics, 2024)
announced/started similar programs focused on bioinformatics
and allied disciplines. The creation of new departments and labo-
ratories in bioinformatics highlights two scenarios. First, the state
of bioinformatics and related disciplines in Russia is primarily suf-
ficient to initiate training in mass education. Second, the demand
for bioinformaticians in Russia is growing. Given the demand, it
is reasonable to ask about the salary status of bioinformaticians.
Bioinformaticians in Russia can expect a monthly income of
RUB 60 000 to 200 000 per month [150], which is less than in
the United States of America (biological scientists and computer
and information research scientists) 99 000 to 157 000 US$ per
annum (https://www.bls.gov/oes/current/oes_nat.htm; accessed
on 26 April 2024). However, in the absence of official figures, it
is not logically possible to compare salaries with those of other
countries.

These developments in bioinformatics are being driven by
government foresight and policy-making. Some of the major
recent events that illustrate the government’s proactive approach
to bioinformatics are discussed here. One of the key programs for
the life sciences (including bioinformatics) is the Federal Scientific
and Technical Program for the Development of Genetic Technolo-
gies (FSTP). Launched in 2019, this program was designed for eight
years (until 2027) with the aim of solving the problems associated

with accelerating the development of genetic technologies
(gene editing, medicine, agriculture, industry, and prevention of
biological emergencies). In 2022, the FSTP was extended to 2030,
involving >100 research centers, laboratories, and universities.
This, together with the development of a new tax code for the
right-to-technology, the reduction of income tax, and revising
appropriate development indicators, demonstrates a focused
approach. An important part of any country’s development
is the implementation and application of scientific research
in industry and ultimately, the improvement of people’s lives.
To this end, a mechanism was created (in 2022) for the rapid
introduction of applied genetic technological results into industry
(https://www.minobrnauki.gov.ru/action/fntp/; accessed on 29
April 2024 and http://kremlin.ru/acts/assignments/orders/67630;
accessed on 29 April 2024). An important part of a country’s
research independence is a unified database for storing, sharing,
and retrieving biological data. Recently, developments in this
regard have been observed in China, where government and
researchers are working together on such databases [151]. Though
relatively on a smaller scale, India has also initiated Indian
Biological Data Center (https://ibdc.dbtindia.gov.in/; accessed on
03 May 2024). This indicates that countries that are generating
biological data are also establishing their indigenous databases
[152]. The announcement of the completion of the NGID in 2025
and amendments in several related state regulations is a good
step forward [122]. Another notable example is the creation
of an information system on biological information under the
jurisdiction of Federal Service for Supervision of Consumer
Rights Protection and Human Welfare – Rospotrebnadzor in 2022
(post-COVID-19 measures). For this, regulations on the Federal
State Information System for Sanitary and Epidemiological
Information were amended so that genome of pathogens could
be sequenced and data could be used for timely implementation
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of anti-epidemic measures (https://rospotrebnadzor.ru/about/
info/news_time/news_details.php?ELEMENT_ID=18907; accessed
on 03 May 2024). In recent years, some collaborative efforts
have been made to develop platforms that could bring together
data scientists, bioinformaticians, and geneticists. For example,
BioTools4You was announced in 2021 for joint work of experts
in genetics and biotechnologies but the website address (https://
biotools4you.com/; accessed on 03 May 2024) is not active. These
announcements and continued amendments in the relevant
legislation highlight the ongoing efforts at the government level
to manage, store, and share biological datasets.

How far Russia has come in the global race of bioinformatics
development is still an open question due to the unavailability of
specific data on the value and volume of the industry. From 2023
to 2028, the global bioinformatics market will grow to USD 35.5
billion at a CAGR of 13.6%. This forecast is based on data from
North America, Europe, Asia-Pacific, and the rest of the world
and does not include Russia [153]. Most of the big companies
involved in omics research are located outside Russia e.g. Thermo
Fisher Scientific, Illumina, BGI, etc. Moreover, the sequencers,
equipment, and reagents are mostly from international compa-
nies. In the first quarter of 2022, 80 to 85% of raw materials
and reagents for laboratories, e.g. reagents for DNA analysis,
hormones, blood tests, and sequencing kits, were imported from
Southeast Asia and Europe [154]. This indicates the country’s high
dependence on foreign products, which has been disrupted by
the ongoing Russia-Ukraine conflict. This has also proved to be
an opportunity for the country to develop and improve indige-
nous markets and find alternatives. Nevertheless, at the time of
writing of this article, there is limited to no data on the compar-
ative analysis of the Russian bioinformatics market with other
countries.

Future of bioinformatics in Russia and challenges
Bioinformatics in Russia is still gaining the status of an
established discipline despite the country’s rich history in protein
and nucleic acid research. It is now catching up with the global
standards in other affiliated disciplines, including ML, single-
cell omics, multi-omics, system biology, and computational
biology. At the policy-making level, the government has made and
implemented important decisions to promote and strengthen this
discipline in the country. The extension of the FSTP timeline to
2030 is indeed a good step, but an extended vision to 2050 should
be established in light of the Sustainable Development Goals
of the United Nations and Russia’s Sustainable Development
Goals [155]. It has been reported that by 2025, annual global
genomic data acquisition and storage will be 1 Zetta-bytes and
2 to 40 exa-bytes, respectively [7]. What amount of this data is
generated in Russia? Well, nobody knows the answer. To this end,
the NGID initiative will ensure efficient management, analysis,
visualization, and storage of biological data. Such efforts will
enable governments and researchers to predict the direction
of the research and decide on future policies. For example,
at the time of writing this manuscript, limited information is
available on how many genomes (plants, animals, humans,
and microbes) have been sequenced in Russia. Moreover, the
limited availability of a centralized national hub just like GitHub
(https://github.com/) doesn’t allow the authors to discreetly
conclude on how many bioinformatics tools, websites, databases,
algorithms, pipelines, etc., have been developed by Russian

programmers and bioinformaticians. China [151], Australia [156],
and Germany [157] can be considered good examples, and
national-level infrastructures are increasingly being developed.
Progress in bioinformatics may highlight if the national biodi-
versity has been fully understood at genomic or transcriptomic
level, creating opportunities to report local reference genomes.
Since animal and plant breeders mostly use local gene pools,
there is a need for genome sequencing of domestic breeds and
varieties. Moreover, several plant, animal, and microbe species
are regional; hence, determining their genomic landscape is only
possible if one can comprehend what is yet to be sequenced
and analyzed. Researchers from specific countries have been
practicing this for some time now [158]. Another major factor that
should be given due importance is the endangered species. Since
countries and regions often have indigenous lists of endangered
species, understanding their genomes would be a better help to
local breeders and conservationists [159]. So far, it is somewhat
understandable from the literature survey that relatively more
focus has been given to prokaryotic genome sequencing rather
than eukaryotes. Considering the role of agriculture in the Russian
economy, the literature survey clearly indicates a lag. Future
research in agriculture should focus on use of omics technologies
for improving yield and associated traits in crop plants. At least
for humans, local genome datasets can help finding solutions
to the indigenous problems. Of some noticeable projects, “The
Genome Russia project,” was set to be a good example but it
has not been realized yet [160] to a full extent. However, attempts
have been made to analyze genome sequences for a fraction of the
ethnic populations (264 individuals) of Russia [58]. The ongoing
project to sequence 100 000 people by 2025 is highly valuable
in this regard. Once this data is available, it will be necessary
to focus on personalized medicine and the delivery of high-
quality treatments to participants and those with similar genetics.
Most importantly, it will be necessary to use the knowledge as
part of the routine clinical care, i.e. to integrate genomics into
Russian healthcare. How will this affect the ongoing integration of
WGS into clinical practice? What additional knowledge would be
generated, e.g. secondary pathogenic findings, predisposition to
rare or common diseases, behavioral and psychological responses,
etc., as gained from similar projects [161]? As a further step,
RNome should be used to identify full range of expressed
transcripts and associated variations in ethnic groups, groups
with specific diseases or mutations, and to develop treatments
and vaccines. The authors leave an open-ended question of
whether such a project shall be launched and whether, as with
HUPO, this effort should be undertaken in collaboration with the
international community?

A key factor in the establishment of bioinformatics in the
country is the development of new skills and the upskilling the
existing pool of researchers. An increase in the amount of funding
and the number of individuals or groups of researchers turning
to bioinformatics is visible from the literature review. However,
bioinformaticians will need to integrate wetlab experiments for
functional validation of in-silico experiments, which are usually
based on predictions and hypotheses. To this end, ad hoc work-
shops on the use of bioinformatics databases, data analysis, and
visualization will need to be offered to bench biologists in ongoing
formal degree programs and research centers projects. And for
those bioinformaticians with mathematical and computational
backgrounds, training and workshops on wet-lab techniques will
be useful.
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Key Points

• Four industries – information technology, pharmaceu-
ticals, biotechnology, and agriculture - are the main
drivers of bioinformatics research in Russia.

• A preliminary form of bioinformatics related to protein
and nucleic acid research has existed in the country
since the 1950s.

• Present research focuses on metagenomics, prokaryotic
genomics, genetics, medical, environmental, and agri-
cultural informatics, and computational biology.

• Russia lacks large-scale biological databases, but a NGID
is being established.

• Future research should focus on molecular modeling,
ML, biostatistics, eukaryotic genome sequencing, and
database development.

Supplementary data
Supplementary data is available at Briefings in Bioinformatics
online.
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