
Curriculum	Vitae	
	

Education	

2011	-	2016	 PhD	degree	in	bioinformatics	at	the	Department	of	Genetics,	
University	Medical	Centre	Groningen,	the	Netherlands	

2009	–	2011	 Master’s	degree	in	Computational	and	Applied	Linguistics	at	
Saint-Petersburg	State	University	(with	honours)	

2005	–	2009	 Bachelor	degree	in	Computational	and	Applied	Linguistics	at	
Saint-Petersburg	State	University		

2003	–	2005	 Lyceum	N	239,	specializing	in	mathematics	and	physics		

	

Scientific	activity	and	work	

2024	-	
present	

Institute	of	Genetic	and	Biomedical	Research	(IRGB),	
National	Research	Council	(CNR),	Cagliari,	Italy	

Postdoc	in	the	Women4Health	project:	interaction	between	sex	
hormones,	circulating	proteome,	gut	and	vaginal	microbiota.	

2020	-	2024	 Department	of	Genetics,	University	Medical	Center	
Groningen,	the	Netherlands	

Postdoc	(personal	NWO	VENI	grant):	sex	differences	in	
cardiovascular	disease	and	risk	factors;	analysis	of	associations	
between	gut	microbiome	and	human	genome.	

2016	-	2019	 Department	of	Genetics,	University	Medical	Center	
Groningen,	the	Netherlands	

Postdoc:	Proteomics,	protein	level	QTL	mapping,	Mendelian	
Randomization.	

2020-2021	 Laboratory	of	Genomic	Diversity,	Center	for	Computer	
Technologies,	ITMO	University,	Russia	

Postdoc:	Vertebrate	genome	assembly	and	annotation.	



2016	–	2019	 Dobzhansky	Center	for	Genome	Bioinformatics,	Saint-
Petersburg	State	University,	Russia	

Postdoc:	Human	population	genetics,	WGS	data	analysis,	GWAS.	

2011	–	2015	 Department	of	Genetics,	University	Medical	Center	
Groningen,	the	Netherlands	

PhD	student:	eQTL	mapping,	allele-specific	expression	analysis,	
RNA-seq	data	analysis.	

Summer	of	
2011	

Reverso	-	Softissimo,	Paris	

Internship:	automatic	transcription	software	development.	

2009	–	2011	 St.	Petersburg	State	University,	Department	of	
Computational	Linguistics	

Master’s	project:	“Development	of	an	ontology-based	short	text	
classification	system”.	

2010	–	2011	 St.	Petersburg	Institute	in	Bioinformatics	

Student:	SABA	course	in	bioinformatics.	

2010	-	2011	 ABBYY	

Lexicographer:	Developing	an	automatic	Russian	<->	French	
translation	tool.	

Summer	of	
2010	

Department	of	Genetics,	University	Medical	Center	
Groningen,	the	Netherlands	

Internship:	Development	of	a	search	engine	with	query	
expansion	from	medical	ontologies.		

2006	–	2009	 St.	Petersburg	State	University,	Department	of	Phonetics	and	
Speech	Technologies		

Second	bachelor	specialization	in	Phonetics	and	Speech	
Technologies.	Development	of	a	phonetic	database	for	speech	
synthesis.	

2006	–	2009	 St.	Petersburg	State	University,	Department	of	
Computational	Linguistics	

Bachelor	project:	“Linguistic	aspect	of	informational	retrieval:	
query	expansion	with	the	help	of	a	thesaurus”.	

	



Presentations,	posters	

September	
2025,	
Heidelberg	

EMBL	Symposium:	The	human	microbiome	

Poster:	"Gut	bacterial	genes	involved	in	female	sex	hormone	
metabolism"	

September	
2023,	
Heidelberg	

EMBL	Symposium:	The	human	microbiome	

Poster:	"Host	Genetic	Regulation	of	Human	Gut	Microbial	
Structural	Variation"	

May	2019,	

Moscow	

Centenary	of	Human	Population	Genetics	

Oral	presentation:	"The	Genome	Russia	Project:	a	reference	
database	of	whole	genome	sequences	across	Russia"	

August	2018,	

Virginia	

Recent	Advances	in	Conservation	Genetics	

Participation	in	the	international	summer	school	

July	2018,		

St.	Petersburg	

Bioinformatics:	from	Algorithms	to	Applications	2018	

Poster:	"Tracing	ancient	human	history	of	Russia	through	
genomics"	

June	2018,		

Milan	

European	Society	of	Human	Genetics	

Oral	presentation:	"Plasma	protein	levels	-	a	link	between	host	
microbiome,	genetics,	metabolites	and	disease-related	
phenotypes"	

July	2017,	

Prague	

ISMB/ECCB	(European	Conference	on	Computational	
Biology)	

Poster:	"Systems	human	genome	and	metagenome	analysis	on	
circulating	proteins	in	a	population	cohort"	

May	2017,	

Copenhagen	

European	Society	of	Human	Genetics	

Poster:	"Annotation	of	genetic	variation	within	Genome	Russia	
project"	

August	2015,	

Cambridge	

Leena	Peltonen	School	of	Human	Genomics	

Oral	presentation:	"Genetic	variants	affect	expression	of	nearly	all	
genes,	but	only	in	a	specific	context".	

June	2015,	
Glasgow	

European	Society	of	Human	Genetics	

Oral	presentation:	"Genetic	variants	affect	expression	of	nearly	all	



genes,	but	only	in	a	specific	context".	

September	
2014,	
Groningen	

Data	Integration	Course	For	Biologists	

Lectures	for	students:	"Calling	genotypes	from	public	RNA-
sequencing	data	enables	identification	of	genetic	variants	that	
affect	gene	expression	levels".	

July	2014,	
St.Petersburg	

Bioinformatics	summer	school	

Oral	presentation:	"Calling	genotypes	from	public	RNA-
sequencing	data	enables	identification	of	genetic	variants	that	
affect	gene	expression	levels".	

July	2014,	
Leiden	

BioSB/NBIC,	Advanced	NGS	Course:	RNA-seq	data	analysis	

Lectures	for	students:	“Variant	calling	in	RNA-seq	data	and	eQTL	
mapping”.	

November	
2013,	Leiden	

NBIC,	Advanced	NGS	Course:	RNA-seq	data	analysis		

Lectures	for	students:	“Variant	calling	in	RNA-seq	data”.	

June	2013,	
Paris	

European	Society	of	Human	Genetics	

Oral	presentation:	“Novel	genetic	variants	associated	with	
alternative	polyadenylation	and	expression	of	noncoding	
transcripts”.	

April	2013,	
Leiden	

European	Medical	Genetics	Conference	

Oral	presentation:	“Novel	genetic	variants	associated	with	
alternative	polyadenylation	and	expression	of	coding	and	
noncoding	transcripts”.	

September	
2012,	
St.Petersburg	

SysPatho	Workshop	

Poster:	"The	power	of	meta-analysis	of	RNA-seq	datasets	for	the	
eQTL	detection".	

June	2012,	
Nurnberg	

European	Society	of	Human	Genetics	

Poster:	“The	power	of	meta-analysis	of	RNA-seq	datasets	for	eQTL	
identification”.	
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Scientific	interests	
Gut	microbiome,	transcriptomics	and	proteomics,	sex	differences	in	omics	
phenotypes,	population	genetics.	
	
	

Languages	
Russian:	native	speaker,		

English:	fluent,		

French:	upper-intermediate.	
	


