YeTBepr, 3 aBrycra

9:00-10:00

Perucrpauus

10:00-11:30

leHeTuUKa

10:00

CTpyKTypa reHoma n reHeTu4eckoe
pa3HooOpa3ne MHBa3NBHOIO pacTeHus
- bopeBuka COCHOBCKOro

Mapus JlorayeBa

CKornkoscKuli uHCmumym Hayku u
mexHosoaut

10:15

OTHOreHeTU4YeCKNM aHanus3 B NMPOeKTe
«100 000+5»

Hukonan YekaHoB

OO0 "BuomexHornoau4yeckul kamryc"

10:30

BnusiHne HapyLweHHOro o6uiero
NnoBTOpa Ha 340pPOBOe CTapeHue Ha
npumMepe rannorpynn sAnoOHCKUX
Aonroxureneun

KoHcTaHnTuH MNonaabuH

LleHmp e2eHOMHbIX uccriedosaHuli bBOY um.
UN.KaHma

®edeparbHas nonumexHuU4YecKas Wwkosna
Jlo3aHHbI

10:45

MeTtoa rny6okoro oby4yeHus ans
onpepaerneHnsa aTHOca Yeroseka B
GnM3KkopoACTBEHHbIX NONYNALUMAX

Anekcen lmenes
HWY BLIS




11:00

M3yyeHne reHeTUYECKOro KOHTpPOnA
YPOBHEMN rMUKo3nnupoBaHus 6enkoB
nna3mMbl KPOBU YerioBeka

AHHa TumoLLyk

MHcmumym nepcriekmusHbIx uccriedosaHul
rpobriem UCKyccmeeHHO20 UHmeriiekma u
uHmennekmyarbHbIx cucmem Mockoeckoz2o
locydapcmeeHHO20 YHUBepcumema

11:15-11:45

Kodpe

11:45-13:30

KnunHuyeckasa reHeTuka

11:45

O neHeTpaHTHOCTN GONE3HETBOPHbIX
BapuaHTOB B reHOMe 4YerioBekKa
Bacunuin PameHckui

HauuoHanbHbItU MeduyuHcKul
uccnedosamernbCKuli UeHmp mepanuu u
npogunakmuyeckol meduuyuHsl Mu+H3dpasa

12:15

Oco6eHHOCTM BMonHGpopmaTyecKkoro
aHanusa B KJIMHUYEeCKOWN reHeTuKe
AHpgpen MapaxoHoB

Research Centre for Medical Genetics
(RCMG)

12:45

Yepes TepHun Kk getekuum CNV no
3K30MHbIM AaHHbIM

BepoHuka lNopaeesa

Lopukhin FRCC PCM

13:00

Ponb nonynsaunoHHbIX 6a3 AaHHbIX B
KSIMHNYECKOM aHanu3e aaHHbix NGS
Hapbsa XmenbkoBa

MAO «LleHmp lNeHemuku u PernpodykmueHou
MeduyuHbl «FTEHETUKO»

13:30-14:30

Oobep

14:30-15:45

MeHeTUKa n meguumHa




14:30

AdheKTUBHOCTb LIKAN reHeTU4YeCKoro
puUcKa AnA OUeHKU YPOBHA NMNnAoB B
poccuMnCcKon nonynsumm

Mapua 3anyeHoka

@rAOY BO Mockosckull ¢husuko-
mexHuU4YecKulti uHcmumym (HauuoHarbHbIU
uccriedosamesnbcKuli yHuUsepcumem)

14:45 ATnac UMMYHHbIX KIeTOK B pa3nuyHbIX
3aTHMYeckux rpynnax Poccum B Hopme
M npu caxapHom guaberte |l TMNna
KOnusa MenBenesa
®edeparbHbil uccrnedosamesibCKUl UeHmMp
«®@yHOameHmMarsbHble OCHO8bI
6uomexHonozauu»y PAH

15:00 Predicting donor COVID-19 status
based on deep profiling of immune
repertoires
Elizaveta Vlasova
Pirogov Russian National Research Medical
University

15:15 JeTeKuna XuMmepHbIX OKHKOreHOB Mo
3K30HHOMY MOKPbITUIO 3’-reHa
napTtHepa
Elizaveta Rabushko
Moscow Institute of Physics and Technology
(National Research University)

15:30 MuTtoxoHapuanbHble MyTaUuUOHHbIe
CNEeKTPbl: OT 3BOSIOLMM MO3BOHOYHbIX
K OHKOJIOrmm n meguuuHe
AnuHa Muxannosa
LleHmp 2eHoMHbIx uccnedosaHuli QY um.
KaHTa

15:45-16:15 Kode




16:15-18:00

NMOCTEPHAA CEKUUA

18:00-...

Welcome party




MaTHuMua, 4 aBrycra

10:00-11:30

TpaHcKpunTOMUKa

10:00

Assessing Danio rerio neural crest
differentiation with single cell
transcriptomics at different platforms
BceBonog MakeeB

OIrBYH "IHemumym obuwel eeHemuKku UM.
H.UN.Basunoea PAH

Mockoeckul ¢ghusuko-mexHu4eckuli
uHcmumym

10:30

CpaBHUTeNbHas TPaHCKPUNTOMUKA
pereHepauuvm yLWHOW PaKOBUHbI
Mbiwen Acomys cahirinus v BALB/c Ha
YPOBHE OAUHOYHbIX KJ1IeTOK

Onbra Kosnosa

KasaHckul ®edeparnbHbill YHUBEpcumem

10:45

Investigation of epigenetic
rejuvenation in early embryogenesis
using novel single-cell DNA
methylation clocks

Evgeniy Efimov

Skolkovo Institute of Science and Technology

11:00

Maternal serotonin levels cause
transcriptional and compositional
changes in offspring hypothalamus
Anastasiia Gainullina

Koltsov Institute of Developmental Biology




11:15

Comparison and Analysis of
Transcriptomic Profiles Associated
with Cellular Resistance to Genotoxic
Stress

Aleksei Chernykh

Institute of Physiology of Komi Science
Centre of the Ural Branch of the Russian
Academy of Sciences, Syktyvkar, Russia

11:30-12:00

Kodpe

12:00-13:30

TpaHcKpunTOMUKA

12:00

CTpykKkTypa ¥ NOCTTPaAHCKPUNLUOHHAs
perynauua aykapmotuyeckux PHK
OmuTtpun MNepByLinH

CKonkogcKul uHcmumym Hayku u
mexHoroaut

12:30

Ucnonb3oBaHue rubpugHoro nogxoaa
ONA aHanusa cnfancuHra

Anekcen NeHunH

UHemumym npobrnem nepedadu
UHopmayuu um. A. A. Xapkeesuda PAH

12:45

Mcnonb3oBaHMe yCNOBHbIX
BapuauMOHHbIX aBTOKOAUPOBLLUMKOB U
TpaHccopmMepoB ANA aHanu3a AaHHbIX
scRNA-Seq

[eHunc AHToHel,

UHcmumym nepcriekmueHbIx uccriedosaHul
rpobriem UCKyccmeeHHO20 UHmeriekma u
UHmMennekmyarbHbIx cucmem MI'Y umeHu
M.B. JlomoHocosa




13:00

Hobotnica as a quality measure for a
differential analysis

Anekcen CTynHMKOB

Mockoeckul ¢bu3suko-mexHu4eckuli
uHcmumym

13:15

Uniformly shaped harmonization
combines human transcriptomic data
from different platforms while retaining
their biological properties and
differential gene expression patterns
Nicolas Borisov

PathwayRx

13:30-14:30

Oobep

14:30-16:00

TpaHckpunToMuka, XpomaTuH

14:30

Identifying conserved transcriptional
dynamics across subpopulations of
tumor-infiltrating T cells

Evgenii Egorov

Lomonosov Moscow State University

14:45

AHanus npocunen aktuBauumn
MoneKynspHbIX nyTen penapauuu AHK
M KOHTPOSA KNIeTOYHOro uuKna B
pa3HbIX TUNax onyxorseun no
TPAHCKPUNTOMHBLIM U NPOTEOMHbIM
AaHHbIM

Anekcangp MogecTtos

lepebiti MITMY um. .M. CeyeHoea




15:00

Large-scale assessment of pros and
cons of autopsy-derived or tumor-
matched tissues as the norms for gene
expression analysis in cancers

Anton Buzdin

World-Class Research Center "Digital
biodesign and personalized healthcare”,
Sechenov First Moscow State Medical
University, Moscow, Russia

15:15

PHK-xpomaTuHOBbIe B3anmoaencTBus
— ®aKTbl 1 apTedakTbl

AHgpen MupoHoB

Mockoeckut NocydapcmeeHHbI
YHusepcumem um. M.B. JloMoHocoea
UHecmumym npobrniem nepedadu
UHopmayuu um. A. A. Xapkeesuda PAH

15:45

HopmupoBka aaHHbIx PHK-
XpPOMaTUHOBbIX B3aMMOAEeNCTBUMN
AHacTtacus XXapukoBa

Mockoeckut ocydapcmeeHHbIl
YHueepcumem um. M.B. JlomoHocoea
UHecmumym npobrniem nepedadu
uHgpopmauyuu um. A. A. Xapkesuda PAH

16:00-16:30

Kodpe

16:30-18:00

XpomaTtuH

16:30

Search for chromatin-associated RNA
orthologues

Lidia Garkul

Faculty of Bioengineering and Bioinformatics,
Lomonosov Moscow State University




16:45

BaRDIC, a new peak calling algorithm
for RNA-DNA interaction data

Arina Nikolskaya

Faculty of Bioengineering and Bioinformatics,
Lomonosov Moscow State University

17:00

CpaBHUTenNbHbIN aHanu3 aaHHbix PHK-
XPOMaTUHOBbIX B3aUMOAENCTBUMN
puropuin Pabbix

WHecmumym npobrniem nepedadu
uHopmayuu PAH

17:15

Mouck PHK, accouunpoBaHHbIX C
NPOCTPaHCTBEHHbIMU CTPYKTypamMm
XpomaTuHa

OmuTtpun 3se3guH

Mockoeckuli 2ocydapcmeeHHbil
yHugepcumem um. M.B. JlomoHoco8a,
akyrnbmem 6UOUHXeHepuu U
buouHgopmamuku

17:30

Disentangling mitotic chromosomes: a
two-stage mechanism

Kirill Polovnikov

Skolkovo Institute of Science and Technology

17:45

Crumpled polymer with loops as a
model of chromosome folding

Bogdan Slavov

Skolkovo Institute of Science and Technology




Cy66orta, 5 aBrycra

10:00-11:30

XpomaTtuH

10:00

ApxuTekTypa XxpomaTtuHa u
onocpeaoBaHHbIe €N PerynsaTopHbIe
MeXaHU3Mbl B pasfiMyHbIX OpraHMsmax
M MoAerbHbIX CUCTeMax

ExkaTepuHa XpameeBa

CKornkoscKuli uHCmumym Hayku u
mexHosoaul

10:30

OpraHusaumsa xpomMaTuHa B HEMpPOHax
KOpbl FONTOBHOIO Mo3ra

Unbsa MNneTteHes

Ckornkosckul uHcmumym Hayku u
mexHoroaut

10:45

Analysis of chromatin conformation
changes in aging neurons

Dmitrii Kriukov

Center for Molecular and Cellular Biology,
Skolkovo Institute of Science and Technology

11:00

Evolutionary changes in invertebrate
chromatin

Anastasiia Kashtanova

Faculty of Bioengineering and Bioinformatics,
Moscow State University

11:15

CHIMAERa: uHcTpymeHT Ans
MHTepnpeTUpyemMoro npeacKkasaHus
kapt Hi-C

Anekcen LLkonukos

Mockoeckuli 2ocydapcmeeHHbIU
yHusepcumem um. M.B. JlomoHocoea,
akyrnbmem 6UouHXeHepuu U
buouHgopmamuku




11:30-12:00

Kodpe

12:00-13:30

Perynauus

12:00

YeM m Kak 3anOfIHUTb «KapMaHHbIN
aTtnac» perynatopHbIX BapMaHTOB B
reHome 4esrioBeka

MBaH KynakoBckui

WHcmumym Benka PAH

12:30

LegNet: a novel approach to modeling
regulatory sequences with deep
convolutional networks

Dmitry Penzar

Faculty of Bioengineering and Bioinformatics,
Lomonosov Moscow State University

12:45

NMpumeHeHne meToaoB rNMyo6oOKOro
oby4yeHuns K 3apayde npeackasaHua
CBA3bIBaHMUA TPAHCKPUMNLMUOHHbIX
c¢akTopoB ¢ 1HK Ha ocHOBe AaHHbIX
GHT-SELEX

Banepwui BanbLes

®akynbmem 6UOUHXeHepuU U
buouHgpopmamuku Mockosckozo
2ocydapcmeeHHO20 yHuUsepcumema UMeHU
M.B.JTomoHoco8a

13:00

Annenb-cneundpuyHas akTUBHOCTb
TPaHCKpUOGMpyembIX perynaTopHbIX
3NIeMEeHTOB reHoMa YyernoBeka B
340pPOBLIX cepauax n 60nbHbIX
KapauomMmuonaTtmen

AHapen bysH

UHemumym Bernika PAH, lNywuHo, Poccus




13:15

AHanus reHHbIX perynsaTopHbIX ceTen
OAMHOYHbIX KNETOK B NoMcKax
KOMOMHaLMUM TPaHCKPUNLMNOHHbIX
c¢dakTopoB ansa cneuucdpuryeckon
Kneto4yHon audcepeHumnaumm Ha
npumepe Nnoaxenyao4yHON xenesbl
Bacunun Cokonos

UBP um. H.K. Konbyosa PAH

13:30-14:30

Oben

14:30-16:00

Perynsauus, cTpykTypa, aBonoums

14:30

Z-flipon variants reveal the many roles
of Z-DNA and Z-RNA in health and
disease

Mapwus NMonuosa

HauuoHanbeHbIlU uccriedosameribcKull
yHUsepcumem «Bbicwas wkosna 3KOHOMUKU»

15:00

OnuHHble Hekoaupyowme PHK B
3NUreHeTUYeCKOMN perynsauum

KOnna MenBenesa

®edeparbHbil uccrnedosamesibCKUl UeHmMp
«®yHOameHmasibHble OCHOB8bI
6uomexHonoauu» PAH

15:30

CBA3b BUAOBOW NPOAOIKUTENTbHOCTHU
XXU3HU ¢ aBontoumnen reHa Fbxi21
Bacunun Jltobeuknin

UHecmumym npobrniem nepedadu
uHopmayuu um. A.A. Xapkesuda PAH




15:45

3aBUCMMOCTb 4acTOTbl IKTONMUYECKOMN
reHHOW KOHBEepCUM OT B3aUMHOIO
pacnonoXxeHus napanoros B
MenoTU4YecCKom xpomatuHe Mus
musculus

Olga Vakhrusheva

Skoltech

16:00-16:30

Kodpe

16:30-18:00

MpokapuoTbl

16:30

Perynauusa cbopmmpoBaHusa 6uonneHokK
n noaBmxHoctn Escherichia coli:
c¢hakTOpbI TPAHCKPUNLUMKU U
Hekoaupyowme PHK

Mapus TyTyknHa

CKonkoscKul uHcmumym Hayku u
mexHornoaul

UHecmumym npobrniem nepedadu
uHopmayuu um. A. A. Xapkeesuda PAH

16:45

OBONOLUNOHHbIE TPAaeKTopumn
BTOPUYHbLIX PENJIMKOHOB B
MHOFOKOMMOHEHTHbIX reHoMax
Hartanusa [paHeHko

UHemumym npobrniem nepedayu
UHopmayuu umeHu A. A. Xapkesuda PAH

17:00

Searching for Novel Defense Systems
in Prokaryotes through the Analysis of
Diversity-Generating Retroelements
llya Belalov

FRC Biotechnology RAS




17:15

dBONOLUA CUCTEM PECTPUKLINN-
moaudumkaumm cemencts RE_Alwl /
N6_N4_Mtase x2 u RE_Alwl /
N6_N4 Mtase

AHacTtacus Nonosa

Mockosckuti lNonumexHuveckuti
yHugepcumem

17:30

BakTepuanbHble NUMNOKCUreHasbl
CBsi3aHbl CO CMEHOW X0351eB
leoprun KypakuH

PHUMY um. H.U. lNupoeosa

17:45

Single-nucleotide resolution detection
of Topo IV cleavage activity in the E.
coli genome with Topo-Seq

Alina Galivondzhyan

Skolkovo Institute of Science and Technology




BockpeceHbe, 6 aBrycra

10:00-11:30

Benku

10:00

f13bIKOBbI€ MOoAEeNN B U3y4eHUU
6enkoB

KOpuin BatkuH

MHecmumym nepcriekmueHbIx uccriedosaHull
rnpobrem uckyccmeeHHo20 uHmersisiekma u
UHmMennekmyarbHbix cucmem MIY umeHu
M.B. JlomoHoco8a

10:30

Kak AlphaFold HaxoguT cTpyKTypy
G6enka: npeAckasbIiBaeT fiM OH €€ Ha
ocHoBe (PbM3MKU, UNK pacnos3HaeT no
CXOACTBY nocrneanoBaTeNIbHOCTEN C
NOMOLLbLIO OFPOMHbIX 6a3 AaHHbIX?
Anekcen OuHKenNbLUTENH

UHcmumym Benka PAH

11:00

MNMpeackasaHue acpdekTa OAUHOYHbIX
MyTauun Ha cTabunbHOCTbL Gernka no
HOBbIM 3KCMepUMeHTarbHbIM AaHHbIM
Omntpun NeaHkos

CKornkoecKul uHcmumym Hayku u
mexHornoauul

11:15

PU3MYECKN U CTAaTUCTUYECKHU
000CHOBaHHbIN Noaxon K
COCTaBIEeHUIO NPeAUKTOPOB AN
MaLLUMHHOIo oGy4YeHus npm
npeackKkasaHusiX fIoKarnbHOWU U
BTOPUYHOM CTPYKTYp Oenka saBnsaeTca
KIHO4YEeBbIM 3J/1IEMEHTOM JOCTUXEHUS
BbICOKOM TOYHOCTHU NpeacKkasaHMmn
KOpuin MunesdeBckuin

WHcmumym MonekynsapHol buonoesuu PAH




11:30-12:00

Kodpe

12:00-13:30

Benku, meToabl

12:00

SiteRadar: Utilizing Graph Machine
Learning for Precise Mapping of
Protein-Ligand-Binding Sites
Sergei Evteev

Enterprise Dukhov Automatics Research
Institute

12:15

Identification of allosteric binding sites
in KRAS using structure-based deep
learning

Igor Kozlovskii

Skolkovo Institute of Science and Technology

12:30

Influence of membrane lipid
composition on the proton half-
channels structure in FOF1-ATP
synthase

Leonid lvontsin

Institute of Cytochemistry and Molecular
Pharmacology

12:45

BeHumapku ana dounoreHeTU4eCKoOmn
PEKOHCTPYKLUUU NO aMUHOKUCNOTHbLIM
nocrnepoBaTeribHOCTAM U nony4vyaemble
no HUM pe3ynbTaTthbl

Cepreit CnupuH

Mockosckuli [ocydapcmeeHHbIl
YHusepcumem um. M.B. JlomoHocosa

HUN ©Xb umeHu A.H.benosepckozo MI'Y

13:15

NMoaBOAHbLIN KAMEeHb UTEPAaTUBHOIO
Blast’a

Natalya Bogatyreva

UHecmumym 6enka PAH




13:30-14:30

Oobep

14:30-16:00

MeTtoabl

14:30

Problems for identification of new
mammalian viruses: analysis of
viromes of bats and insectivores
(hedgehogs) caught in the period 2015-
2022 in the territory of the Central
European part of Russia

Anna Speranskaya

Scientific Research Institute for Systems
Biology and Medicine, Federal Service on
Consumers’ Rights Protection and Human
Well-Being Surveillance

14:45

Bacterial defense systems,
instruments for block alignments of
genomes and protein sequences
AHOpen AnekceeBcKui

Mockoeckut ocydapcmeeHHbIl
YHusepcumem um. M.B. JlomoHocosa

15:15

Better crop made easy

Mapusa CamcoHoBa

Cankm-lemepbypackuli 2ocydapcmeeHHbIl
mexHoioaudeckul uHemumym (mexHudeckud
yHugepcumem)

15:45

UuctpymeHTt ARTEM ansa noucka
TPETUYHbIX MOTUBOB B
npocTpaHCTBEeHHbIX cTpykTypax PHK
Hasng BorgaH

MoTU

16:00-16:30

Kodpe

16:30-18:00

dBonouusa




16:30

CpaBHUTeNbHasa reHOMuKa
HemMoAerbHbIX OpraHu3moB
Mwuxann NenbcaHg

CKornkoscKuli uHCmumym Hayku u
mexHoroauul

UHcmumym npobnem nepedadqu
uHopmayuu um. A. A. Xapkeesuda PAH

17:00

Detecting multiple episodes of
admixture of Neanderthal into Modern
humans

Léo Planche

HSE

17:15

Evolutionary epigenetic changes in
ancient and modern people

Daria Borodko

Federal Research Center "Fundamentals of
Biotechnology"

17:30

The PaLTEE: Podospora anserina
Long-Term Evolution Experiment

Olga A. Kudryavtseva

Faculty of Biology, Lomonosov Moscow State
University

17:45

MyTauunsa Ah->Gh muToxoHapuanbHOM
OHK nTuy accouynnpoBaHa co
CMOCOBGHOCTLIO K NONEeTY U fauBUHTY
KOpwin lN'ycapos

LleHmp eeHoMHbIX uccriedosaHul bEOY um.
KaHma

18:00-...

Farewell party




[MocTepHasa ceccus:

Identification of somatic mutation hotspots in non-
unique regions of the human genome

Ruslan Abasov

Skolkovo Institute of Science and Technology

Dmitry Rogachev National Medical Research Center of
Pediatric Hematology, Oncology and Immunology

High-throughput computational design of protein
binders for complex targets using deep learning
models

Kirill Alekseev

National Research University Higher School of Economics

UccnepoBaHue YacToT annenen B pPOCCUUCKOMN
nonynsiuMm No AaHHbIM npoekra "100 000 + A"
MBaH AHTOHOB

OO0 «buomexHonoau4eckuli Kamrycx

BbisiBneHue perynoHoB B cyononynsauuu
Me3eHXUManbHbIX CTBONOBbIX KNETOK C MOMOLLbLIO
Scenic ¢ uenbio onpeaeneHus akTopos
NPOTUBOAENCTBYHOLLUUX Pa3BUTUIO PUOPOTUHECKUX
npoueccosB

Mwuxann Ap6aTtckui

@akynbsmem yHOameHmanbHou meduyuHsl, MY umeHu
M.B. JlomoHocosa

CpaBHUTENbHbIN TPAHCKPUNTOMHbIN aHanu3 Tpex
NONyNAPHbIX KNETOYHbIX FIMHUWA NeYeHn

Buktopus ApaymaHsiH

UHecmumym 6uomeduyuHcKoU Xxumuu




Utilization of pectins by human gut microbiota
German Ashniev

IITP RAS

HSE

Ponb KOMNoHeHTOB cypcdeakTomMa BHEKNETOYHbIX
BEe3UKYJ B pacno3HaBaHUUN UX KNETKON-MULLUEHbIO
Omntpun banaHavH

@rA0Y BO PHUMY um. H.U. Nupozosa MuH3dpasa Poccuu,
O6ocobrnieHHoe cmpykmypHoe rodpasdeneHue «PIMHKL»,
YHCcmumym u3y4eHusi cmapeHusi

MopenupoBaHue MHOXeCTBEHHO-KapTUPOBaHHbIX
npouyteHun B aHanuse PHK-AHK nHTepakToma
EkatepnHa BepaHukoBuy

Q®akynbmem BuouHxeHepuu u buouHgopmamuku MICY um.
JlomoHocosa

YananeHue uxuR npuBoAUT K yBEeSTMYEHUIO
HecTabMNbLHOCTU B CUHTE3e KIoYeBbIX reHOB
obpa3oBaHus buonneHok

TaTtbsiHa BeccoHoBa

WHecmumym 6uogpusuku knemku PAH ©UL NMHLBEN PAH

Prediction of binding affinity in protein-protein
complexes based on the analysis of their spatial
structures

Elizaveta Bogdanova

Moscow State University

NoeHTucpukauma npoaykToB anLTepHaTUBHOIO
cnnaucuHra npm 6onesHn Anburemmepa no
NPOTEOMHbLIM AAHHbLIM

Makcunm BpakHukoB
OUL X0 PAH




Biomarkers study to improve Machine Learning
prediction of long-term risk of myocardial
infarction, stroke, and cardiac death

Konstantin Burkin

HSE University

BarSeq analysis of yeast knockout collection
infected by selfish mitochondrial DNA

Aptem bypnaka

MIY um. JlomoHoco8a

Robust morphogenesis via chemical reactors
Sergey Vakulenko
Saint Petersburg Electrotechnical University LETI

Identification of semi-extractable and nuclear
matrix-associated transcripts

Anna Valyaeva

Lomonosov Moscow State University

Deep learning for predicting the impact of single-
nucleotide variants on transcription factor binding
using in vitro experimental data

Anton Vlasov

Faculty of Bioengineering and Bioinformatics, Lomonosov
Moscow State University, Moscow, Russia

MporpamMMHbIN KOMNNEKC Ans npeackasaHus
(pyHKLUMOHaNbHbLIX 35IeMEHTOB reHoMa MeToAamMu
rmyouHHOro oby4eHusi ¢ UICNONb30BaHMUEM
OMUKCHbIX AAaHHbIX

ApTtem Bonteukuin

HWNY BLLI3, MexdyHapodHas nabopamopusi
GuouHgpopmamuku




MeTareHOMHbIN aHanNM3 KCUNOOUOHTHbLIX rPMGOB U
6aKkTepun B BaneXHbIX CTBONAX JIMCTBEHHbIX U
XBOMHbIX AepeBbeB Pa3HON CTENEHUN Pa3foXeHUs
nocre MaccoBOro BeTpoBasna B NOJIMAOMUHAHTHOM
LUMPOKONIUCTBEHHOM fecy

Cepren Bonobyes

bomaHuyeckul uHecmumym um. B.J1.Komaposa PAH

MpoekT PyHKLUMOHANbHON aHHOTaLMM reHOMa COHM-
nosn4ka: nepBble B3rnAAbl HA perynsauuio 3uMHen
CMAYKU B CKEJIeTHbIX MblILLax

lNysenb MNasunsosa

KasaHckul ¢gpbedeparbHbil yHUBepcumem

IQMMA: achchbekTMBHOE onpeaeneHne
MHTEHCUBHOCTEN NenNTUAHbIX CATHANOB B CNeKTpax
MC1 ¢ ucnonb3oBaHMeM HECKONbKUX anropuTtmMoB
noucka nenTUAHbIX Krnactepos

Jlenna MNapunboea

UHJIIMX® um. B.J1. Tanbpose ®UL| X® PAH, Mockosckuli
pU3UKO-mexHuU4YecKul uHcmumym (HayuoHarsbHbIU
uccrnedosamernbCcKull yHU8epcumem)

MeToabl npeackasaHus ranforpynnbl U OLIEHKN
KOHTaMMWHaLMN Ha OCHOBe Moaeneun
npaBgonogo6usa reHoTunoB

Hukura NasHos

MexdyHapodHasi nabopamopusi cmamucmudeckol u
8blyucumenbHoU eeHomMuku HauyuoHarnbHbIU
uccrnedosamernbcKull yHUeepcumem «Bbicwas wkona
3KOHOMUKU»

Association of Z-RNA with QTL variants
Daliia Gilmanova
HSE University




Enhancing super-enhancers (SEs): SEs concept
and prospectives

Marina Gladkova

Faculty of Bioengineering and Bioinformatics, Lomonosov
Moscow State University

Through the thorns to CNV detection from exome
data

Veronika Gordeeva

Lopukhin FRCC PCM

Beb6-npunoxeHne ans aHanusa aHHOTaLu reHoMoB
NPOKapuMoT MeTogaMm MHOrTOMEpPHOM CTaTUCTUKU U
MaLUMHHOro oby4yeHus

Daria Gutnik

Siberian Institute of Plant Physiology and Biochemistry SB
RAS

AlphaMol: AlphaFold-like model for prediction of
small molecules ground-states

Georgy Derevyanko

Skolkovo Institute of Science and Technology

Macc-cnekTpomeTpuyeckoe de novo
CeKBeHupoBaHue Ana naeHTudgpukaumm nocrt-
TPAHCKPUMUMOHHbLIX U NOCT-TPAHCAALNOHHBLIX
MoauduKkaLmMm, acCoLMMpPOBaHHbIX C NaTOreHe3oM
6one3Hn Anburenmepa

Hapbs EmekeeBa

UH3IM X® PAH um. B.J1. Tanbpose, Mocksa, Poccusi




Dissecting NBAS Protein Function using AlphaFold
- Structural Insights of Rare Short Stature, Optic
Nerve Atrophy, and Pelger-Huet Anomaly (SOPH)
Syndrome

Leonid Zhozhikov

Ammosov North-Eastern Federal University in Yakutsk

Topologically Associating Domains and Loops in
Human Neurons

Diana Zagirova

Skolkovo Institute of Science and Technology

AHanus reHeTU4YeCcKon BapmabenbLHOCTHU
oHKonpoTtenHoB E6/E7 B nocnepgoBaTenbHOCTAX
BUpyca nanunsiombl Yyenoseka 16 Tuna,
BblAesIeHHbIX B pa3HbIX permoHax mumpa

EkatepuHa 3eneHoBa

®rAQY BO «Poccutickuli yHusepcumem Opy«6bi Hapodoe»

Deep learning for predicting the effect of mMRNA
untranslated regions on gene expression measured
in parallel reporter assays

Arsenii Zinkevich

Lomonosov Moscow State University

Distinct traits of structural and regulatory
evolutional conservation of human genes in main
cancer signaling cascades

Marianna Zolotovskaia

.M. Sechenov First Moscow State Medical University,
Moscow, Russia




OncoboxPD: konnekuua 51672 moneKkynsapHbIX
nyTen YyenoBeka ¢ BO3MOXHOCTbIO KONIM4ECTBEHHOM
OLIeHKU N3MEHEHUMN 3KCnpeccumn

MapunaHHa 3onoToBckas

Mockosckul ¢husuko-mexHudeckul uHcmumym
(eocyd@apcmeeHHbIl yHUgepcumem)

SCENIC pipeline as annotator of non-model
organisms cell types

Vasiliy Zubarev

Skolkovo Institute of Science and Technology

MetaFX: naesneyeHmne npusHakoB aons
CpPaBHUTENbHOro aHann3a NOSIHOreHOMHbIX
MeTareHOMHbIX AaHHbIX

Artem Ivanov

ITMO University

NF-RNA-Chrom pipeline for universal processing of
RNA-chromatin interaction data

Ivan lInitskiy

Faculty of Bioengineering and Bioinformatics, Lomonosov
Moscow State University

Free-living bacteria and intracellular parasites: the
comparison of defense systems

Roman Irioglov

Moscow State University

AHanu3 6akTepuanbHOro MeTanporeoma MeToaom
ynbTpabbICTPOU XpoOMaTOMacCc-CneKTpoMeTpum
EnunsaBeta KasakoBa

Mockosckul ¢husuko-mexHudeckul uHcmumym
(HauuoHarneHbIlU uccrnedosameribCKUl yHUgepcumem),
UHCcmumym 3aHepzemudeckux npobriem XuMmu4yeckou husuKu
um B.J1. Tanbpo3se




PeKOHCTpPYKLUMA NCTOPUM LIUPKYNALUN U
nonynAuMoOHHON AMHAMUKKN Bupyca renatuTta E B
Poccumnckon ®epgepauumn

AnacTtacus KapnceH

®BYH UeHmparnbHbil HAW Srniudemuonoauu
Pocriompebradsopa

Small group classification model, validation and
reproducibility

Dmitriy Karpenko

National Research Center for Hematology, Moscow

DEAr - tool for differential expressions analysis
Dmitriy Karpenko
National Research Center for Hematology, Moscow

Regulatory potential of RELN gene polymorphisms
in the context of schizophrenia

Nataliia Karpova

Institute of General Pathology and Pathophysiology

UccnepoBaHue n paspaboTka nannnanHa ans
aHanusa auddepeHunanbLHOM IKCNpeccun

Esrennn Kapnynesuy
UCI1 PAH

OueHKa BO3MOXHOCTU U3YyYeHUA
AndcepeHunanbLHON 3KCNpPeccumn reHoB Ha OCHOBe
de novo c60pKMN TPAaHCKPUNTOMOB

AnekcaHgpa KacbsaHoBa

Ckornkoeckuli uHCMmumym HayKu U mexHorsioauu




BuounHdopmaTuyeckumn nomck HoBbix CRISPR-
accouMMpoBaHHbIX 6eNKOB C MOMOLLLIO FIy6OKNX
HEMPOHHbIX ceTen

borgaH Kupunnos

CKornkoecKul uHCmumym Hayku U mexHosioaud

Rare classes of restriction-modification systems
Alina Kirpichenko
A.N. Belozersky Institute of Physico-Chemical Biology

Deletions cascade and intracellular selection of
mtDNAs in yeast

Dmitry Knorre

Belozersky Institute of Physico-Chemical Biology,
Lomonosov Moscow State University

AHanu3 aaHHbIX NOSIHOreHOMHOro CeKBeHUpPoOBaHUA
knetok CHO 4BGD ¢ roMmo3urotHbIMn HoKayTammu
reHoB BAK1, BAX, DHFR, GLUL

HeHnc Konecos

UHcmumym buourxeHepuu um. K.I. CkpsabuHa, OUL|
GuomexHonoauu PAH

Relationship Between Transcription Factor Binding
Regions and Open Chromatin Regions in Human
Based on GTRD Data

Semyon Kolmykov

Sirius University of Science and Technology

UccnepoBaHue NpocTpaHCTBEHHOrO CTPOEHUA
KomnrnekcoB G-kBagpynneKkc-nopupuH un
anbobymuH-nopdunpuH metogamm 3MMP un
MOJEKYSIAAPHOro MoAennupoBaHus

Mwuxaunn Konokonos
MTL] CO PAH




KoHcepBaTuBHbIe Z-(hNIMNOHbI N aCCOLUNPOBaHHbIE
C HUMN OMUKCHbIe (PaKTOpbl, B reHOMax MbILUX U
yernoBeka.

OmuTtpuin KoHosanos

HWY Beicwas Llikona SKOHOMUKU

ContactHunter: nouck 3Ha4YuMMbIX B3aumMoaeucTBum
ANA 3afjaHHbIX FeHOMHbIX JIOKYCOB Ha OCHOBEe
AaHHbIX Hi-C

Anna Kononkova

Skoltech

IITP RAS

AHanu3 naHgwadgTa NOCTTPAHCNALNOHHbIX
moaudmKaumm B ronoBHOM MO3re nauueHToB C
6one3Hblo Anburenmepa

AHHa KonenknHa

UHJIIMX® um. B.J1. Tanbpose OUL| XO PAH

Pasnunuyna mytauumoHHoro cnektpa mTAHK
TePMUTHbIX U HEe-TEPMUTHbIX TapaKkaHOB
accouMmpoBaHbl C NPOAOITKUTENbHOCTbLIO XXU3HU
AHacTacus Kowwenb

LleHmp 2eHoMHbIx uccriedosaHuli BOY um. KaHma

Genome Track Colocalization Analyzer - HOBbIN
MeToA NOSTHOreHOMHOro aHanu3a Koriokanusauum
pacnpeneneHHbIX MO reHOMY reHeTU4YeCKUX n
anuUreHeTU4YeCcKMX Npu3HakoB

lanvHa Kpaeaukas

UHemumym MonekynspHou buonoauu PAH




Pa3paboTka bmonHdopmaTnyeckmx namnsiamHoB
ANA aHanu3a rpubHbIX coobwecTB

Hanun KpnsoHoc

®BYH HUN CEM PocriompebHad3opa

OueHKa BNUAHUA MONEKYNAPHOro OKPYXeHUs1 Ha
adhheKTUBHOCTL PepCcTepOBCKOro pe30HaHCHOro
nepeHoca aHepruu nNpyv NOMOLLU MOSEKyNsipHON
AWHaMUKKU pnyopecueHTHbIX MeTOK

Nikolay Kristovskiy

Moscow State University of Lomonosov

CrtpeccoBbin hakTOp, CNOCOOHLIN OYUCTUTL
nonynsauuto Cyprinus carpio L. ot rpy3a
cnaboBpeaHbIX MyTaLun

AnekcaHap Ky3bMuH

LleHmp 2eHoMHbIx uccredosaHuli bOY um. N.KaHma

Cuctema npoueccuHra, xpaHeHUs1 U aHanumsa
pe3ynsratoB NGS-aHanusa

Nikolay Kulemin

Lopukhin FRCC PCM FMBA

YnbTpabbicTpas XxpomMaToMacc-CNeKTPpoOMeTpuUsA B
NpPOTEOMUKE PacTEHUN: MOSEKYNSAPHbIE U3MEHEHUSA
B MPOPOCTKax 03MMOM MilUeHULbI B OTBET Ha
BHELHUA CTUMYT

Tomupuc KycavHosa

UH3IMX® um. B.J1. Tanspose UL XD PAH

MoTU




OnpepgeneHne MexaHu3ma oencTBUA
NPOTUBOPAKOBLIX NpenapaToB C NOMoLbIo single-
cell aHanu3a Ha oCHOBe BbLICOKONPON3BOAUTESIbHOMN
MUKPOCKONUU

Tumodpen Jlebene

UHecmumym monekynspHou 6uonozuu um. B.A.
OHeenbeapdma PAH

OnTumanbHasa annpokcumMaumsa (pyHKLUmn
naHreHOMHOro reHHoOro crnekTpa

TaTtbsiHa J1éBMHa

HUNY BLLIG

Uit PAH um. A. A. Xapkesu4a

Co3agaHune KOHCTPYKUMW Ans HanpaBneHHoro
3nNUreHeTUYECKOro pegakTupoBaHusi C NOMOLLbIO
6enkoB cucrtembl CRISPR-Cas9

Maria Leonova

Federal Research Centre «Fundamentals of Biotechnology»,
Russian Academy of Science, Mosow, Russian Federation

U3yyeHune A-ATP-cuHTa3 B reHoOMax npoKapuoT
AHHa JInTBMH
CKonKogCKul uHCmumym Hayku U mexHosoauli

OT 3Konorum K MUTOXOHAPUaNbLHOWN reHeTUuKe
HemMaToZA: KOJIOHU3aTopPbl MO CPaBHEHUIO C
nepcucrtepamm cogepxart 6onblie TUMMHA U3-3a
6onee ObICTPbIX MONEKYNAPHbLIX YacoOB

Banepus JlobaHoea

LleHmp eeHoMHbIx uccnedosaHuti, @Y um. N. KaHma




Classification technique for restriction-modification
systems and its application to systems with
endonucleases of the Alwl family

Olga Makarikova

Faculty of Bioengineering and Bioinformatics Lomonosov
MSU

Ponb CTD-2587H24.5 B anureHeTU4ecKou
perynauuv yenoBeka

Hapba MapakynuHa

Mockosckul gpusuko-mexHudeckul uHcmumym,
HoneonpyoHbit

Bioinformatic analysis of high-throughput
sequencing data: a view from the perspective of
clinical genetics

Andrey Marakhonov

Research Centre for Medical Genetics (RCMG)

Bioinformatics screening of human proteases for
ability of activating SARS-CoV-2 spike protein
Evgenii Matveev

Skolkovo Institute of Science and Technology

A.A. Kharkevich Institute for Information Transmission
Problems

Co3paHue apxuTeKTypbl HEMPOHHOM CeTu Ans
npeackKasaHus CBA3bIBaHUA TPAHCKPUMNLIMOHHbIX
cpbakTOpOB C ONUroHyKneoTuaamMm, NONy4YeHHbLIMU U3
akcnepumeHToB SMILE-seq

Codousa Mawwkosa

Mockoeckul eocydapcmeeHHbIl yHusepcumem um. M.B.
JlomoHocosa




Generalization of negative binomial distribution for
identification of allele-specific gene regulation in
high-throughput sequencing experiments

Georgy Meshcheryakov

Institute of Protein Research, Russian Academy of Sciences

Double system/single box method for calculation of
thermostability of charge-changing mutations
Mariya Minkevich

Skolkovo Institute of Science and Technology

A Model of Monolayer-Monolayer Fusion
Mariya Minkevich
Skolkovo Institute of Science and Technology

Pa3paboTka 4yacoB cTapeHusi HA OCHOBE HOBbIX
annenbHbIX NofIMMopcu3mMoB

Apocnas MupoHeHko

®rAOY BO PHUMY um. H.W. MNupozosa MuH3dpasa Poccuu,
ObocobrieHHoe cmpykmypHoe nodpasdesieHue «Pocculickuli
2epOHmMorioauyecKul Hay4YHO-KInuHuU4YecKul yeHmp»

Comparative research of onion mitochondrial
genomes

Vladislav Mityukov

Skolkovo Institute of Science and Technology

Analysis of Cell Interactions between Tumour and
Microenvironment

Anastasia Mikhailova

International Laboratory of Bioinformatics, HSE University




An Approach to Functional Analysis of Repetitive
Genomic Regions

Pavel Nikitin

Lomonosov Moscow State University

A.N. Severtsov Institute of Ecology and Evolution RAS

Estimating Leishmania nuclear and mitochondrial
genome evolution rates at the level of point
mutations

Tatiana Novozhilova

Lomonosov Moscow State University

Cold diffusion for rational promoter design with a
deep learning model

Elizaveta Noskova

Faculty of Bioengineering and Bioinformatics, Lomonosov
Moscow State University

Transcriptome Dynamics of Insect Metamorphosis
Aleksandra Ozerova
Skoltech

BbisiBneHue noteHUManbHbIX M@XaHU3MOB
BOBJIE4EHHOCTU MUKPOOUOTLI B OTBET Ha
MMMYHOTepanuio MefaHoOMbI NPU NOMOLUU
MeTareHOMHOIro aHanum3ia

EBreHnin OnexHosuny

OIreyY ®HKL ®XM um. KO.M. ITonyxuHa ®MBA Poccuu

Detection of non-coding variants in regulatory
elements in patients with early atherosclerosis
based on whole genome sequencing data
Galina Okhrimenko

Laboratory of Bioinformatics, Big Data and Information
Retrieval School, Faculty of Computer Science, Higher
School of Economics




Unsupervised domain adaptation methods for
cross-species transfer of regulatory code signals
Fedor Pavlov

HSE University

KoHcepBaTuBHbIe NocnenoBaTesibHOCTH,
obpa3symwme G-kBagpynnekc, B npomotopax TERT
MJIeKONMUTAKOLWKNX N UX BIIUSAHME Ha YacToTy
MyTauumn

Bepa NaHoBa

Mockoeckul eocydapcmeeHHbIl yHusepcumem umeHu M.B.
JlomoHocosa, chakynibmem GUOUHXEHeEPUU U
buouHgpopmamuku

OueHka bmonHdopmMaTU4eCKMX METOL40B U
nporpamMmm Arns Noucka BUPYCOB Ha npumepe
obpa3uoB MeTaTpaHCKPMNTOMA NeTYy4YuxX Mbillen
JNleoHunp MNMeHkuH

HayuyHo-uccnedosamernbcKuti uHCmumym cucmemHou
buonoauu u meduyuHsl (HUW CBM)

NMonureHHas oueHKa pMcKa ¢ NOMOLLbLIO MoAenen
rnyouHHOro oby4eHus

Bnagucnae lNepenbirnH

HWY "Bbicwas wkona 3KOHOMUKU"

OnTumunsauma nannnamHa n NnpMMeHeHune
npo4yteHun Nanopore ans aHanusa reHoma
YyenosekKa

Omutpun MNyctowmnnos

OO0 «buomexHonoau4eckuli Kamrycx




Pa3paboTka oqgHOAOMEHHOro aHTUTena NpoTmue
SARS-CoV-2 Ha ocHOBe aHanu3a ero CTpPyKTypbl
Elena Rukhlova

State Research Center of Virology and Biotechnology
"Vector"”

Multiple forms of a local regulator YihW from
Escherichia coli

Anna Rybina

Skolkovo Institute of Science and Technology

YHuBepcanbHbIW NPOTOKOS aHanu3a gaHHbIx PHK-
XPOMaTUHOBbIX B3aMMOAENCTBUMN

MBaH NbHUTCKUI

Qakynbmem 6uouHxxeHepuu u buouHgopmamuku MICY um.
M.B. JlomoHocoBsa

Identification Of Key Regulatory Mechanisms Of
Cellular Identity Of Rat Hypothalamic Astrocytes In
The Model Of Domestication And Aggression

Marat Sabirov

Koltzov Institute of Developmental Biology RAS

JetGene — a web resource for creation and analysis
of highly specific datasets of nucleotide sequences
Nataliya Sadovskaya

Timiryazev Institute of Plant Physiology of RAS

Knaccudumkauma npokapmormnyeckmnx AHK-
MeTunTpaHcgepas no cxoacTey
nocnepnoBaTesibHOCTEN

Mapus CamoxnHa
Mry




OueHKa CKpbITOW HacneayemocTu, oo bACHAeMon
reHamu: BKnag peakux BapMaHToB

Gulnara Svishcheva

Institute of Cytology and Genetics, SB RAS

KaTtanuntuuyecknmn n SAM-cBAi3biBaloLWMM MOTUBbLI
npokaputuyecknx AiHK-meTuntpaHccepas

Uropb CenndoHos

Mockoeckut NocydapcmeeHHbIl YHusepcumem um. M.B.
JlomoHoco8a

Evolution of Picocyanobacteria: genome reduction,
mobile elements and other evolutionary
characteristics

Ariadna Semenova

Moscow State University

®yHKUMOHaNbHaA aHHOTaLMA reHoOMa caxapHom
CBEKINbl METOAaMUN CpaBHUTESIbHON FEHOMUKU
Jlrogmuna CkakoBckas

MOTU (HNY)

NOrlreH um. Basunosa PAH

ORFaHbl B MUTOXOHAPMANbHOM FreHOMe MOPCKUX
nonuxet Polydora n Bocardiella

Hennc CkeopLoB

®akynbmem 6uouHxxeHepuu u buouHgopmamuku MICY um.
M.B. JlomoHocoea

MoTeHuManbHble canTbl CBA3bIBaHUA hakTopa
ynakoBku xpomatuHa CTCF B reHax, y4yacTBYyHOLUX
B BbiCLUEN HEPBHOW AEATENbHOCTHU, Y KPYNMHOro
poratoro ckota (Bos taurus) n 6usoHa (Bison bison)
Onbra Ckobenb

Hay4Ho-uccnedoeamernbcKkuli uHCmMumym ryuwHo20
38eposodcmea u kposiukoeodcmea umeHu B.A.AgpbaHackesa




The rocky road to aerobic and anaerobic
prokaryotes mutational spectra reconstruction and
analysis

Alexey Skudnov

Center for Mitochondrial Functional Genomics, Immanuel
Kant Baltic Federal University

Chromosome-level assembly of the Ganoderma
lucidum fungus genome using Hi-C highlights its
polysaccharide biosynthesis potential

Ignat Sonets

Institute of Gene Biology, Russian Academy of Sciences

MepcnekTuBbl peanu3aumnmn 3cppeKkTUBHbIX
3BPUCTUYECKUX arirOPUTMOB U3 3BONMIOLMOHHbBIX
BbIYUCIIEHUN B IKCNEPUMEHTaX No HanpaBfieHHOMN
aBontouumn PHK: Tectbl in silico

Alexander Spirov

1. M. Sechenov Institute of Evolutionary Physiology and
Biochemistry

XapakTtepuctuka ¢papmMakoreHOMHbIX BapUaHTOB B
CMeLUaHHOM KOroptTe MOCKOBCKOIo permoHa Ha
OCHOBE€ AaHHbIX NONTHOreHOMHOro CeKBeHMpoBaHUSA
HOnua CysopoBa

OO0 «buomexHono2u4yeckuli Kamryc»

Study of microbial community of underground
spring of Baksan Neutrino Observatory

Kirill Tarasov

Joint Institute for Nuclear Research




NpeHTdpUKaLmMa BHYTPUKNETOUYHbIX NPOLIEeCCOoB,
perynupyemMbiX NeKapCTBeHHbIM BO3AeMCTBUEM B
AaHHbIX YNLTPaAKOPOTKOro TemnepatypHoro
NONMHOMNPOTEOMHOro npocgpunupoBaHusa

MBaH ®enopos

UHCcmumym 3aHepzemudeckux npobriem XxuMmu4yeckol hu3uKu
um. B.J1. Tanbpose

Tool for searching and annotating genetic variants
located in uORFs and lead-ing to hereditary
diseases

Alexandra Filatova

Research Centre for Medical Genetics

PacnpocTtpaHeHHOCTb CUCTEM pPeCTPUKLMUN-
moaudukaumm ¢ AByMa MeTunTpaHccgepasamum u
ponb ABYX MeTuntpaHccepas

AHacTtacusa doknHa

Mry

Phenotype profiling of the gut microbiome at Type 1
diabetes in young age children

Maria Frolova

Institute of Cell Biophysycs RAS

PetpoHHasa mcOHK cnyXuT oCHOBHbIM UCTOYHUKOM
cneucepom ana HauBHon CRISPR-apganTauum B
cucrteme I-E E. coli

Tumodbenn XBOCTMKOB

CKorkogcKuli uHCmMmumym HayKu U mexHosioauu




Mopbop onTMManbHOW reTeposiIorM4eckon CUCTEMbI
akcnpeccum ana GPCR, accouunpoBaHHOro ¢
natoreHe3om 3aboneBaHUN penpoayKTUBHOMN
CUCTEMbI

AHOpen XHbIKWH

Mockoeckuti @uU3uKko-mexHuU4eckul uHcmumym
(HayuoHarnbHbIlU uccriedosamernbCcKkull yHUsepcumem)

Mmy6uHHOe obGyyeHue ansa BbIABNEHUA accoumnaummn
Mexay PyHKUMOHANbHbLIMU FEHOMHbIMU
anemMmeHTamMm

AneHa LiBeTkoBa

MexdyHapodHas nabopamopusi buouHgpopmamuku, HUY
BLIS

ScRNA-seq analysis of B-cell lymphoma
microenvironment, infected with HSV-1

Maria Cherniaeva

International Laboratory of Bioinformatics, the National
Research university Higher school of Economics

Hypothalamic neurons in type | diabetes at a single-
cell resolution

Evgeniia Chikina

Koltzov Institute of Developmental Biology of Russian
Academy of Sciences

MMmMyHoOreHeTnyeckumn npocusnb NoTeHUUanbHbIX
AOHopoB HaunoHanbHOro perucrpa 4OHOPOB
KOCTHOro mo3sra nmeHu Bacu lNepeBowumkoBa r.
MockBbl

Enena LarnmapgaHoBa

HayuyHbit yeHmp PeegyrnsmopHas eeHoMuka, MHecmumym
yHOameHmMarnbHolU meduUyuHs! u buosioauu, KasaHckul
(Mpusormkckuti) pedeparnbHbili yHUBEPCUMEM




Position Weight Matrices in the GTRD database
Ruslan Sharipov

Federal Research Center for Information and Computational
Technologies, Novosibirsk

Drug Metabolism by the Human Gut Microbiome
Alla Shevchenko
Skolkovo Institute of Science and Technology

UccnepoBaHue reHeTUYECKOro pasHoobpa3sus
BUpyca KrneweBoro aHuedanura B 3HAEMUYHbIX
pernoHax Poccuinckon ®epepauum n ctpaHax
GnunxHero 3apybexbsa

Tlennga Wwvranosa

KasaHckul ®edeparbHbili YHUSepcumem

Inferring admixture parameters from Admixture
Proportions

Mikhail Shishkin

HSE University

NMpumMmeHeHMe Nnoaxo[0B MaWMHHOIO obyyeHus ans
OLIeHKU PUCKOB pa3BUTUA MeTabonn4ecknx
3aboneBaHu Ha OCHOBE AaHHbIX O cOCcTaBe
MUKpPOOMOMA KMLLeYHUKA

AHacTacus LLepbakosa

YHusepcumem UTMO

AO "Hoeabuom"

FeHoTUNMpoBaHue uutToxpomoB p450 ans aHanu3a
MeTabonuama KnMHMYeCKM 3HaYMMbIX NpenapaToB
AHTOH Jcnbos

OHKLY ®XM um. KO.M. JTonyxuHa ®MBA Poccuu




Fresh view on genetic trait architecture
Liliia luimetova
Lopukhin FRCC PCM




