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CTATUCTUYECKAA UHOOPMALLINA'

A. MNaTeHTHas aKTUBHOCTb Ha TEeppUTOpPUM
Poccuinckon denepaumm 3a ceHTa6pb 2025 ropa

—w

L

O6bLee KoNMYyecTBo
Bbl@HHbIX B CEHTA6pe
2025 roga naTteHToB Ha

nsobpeteHuda

KonunuectBo BblaaHHbIX
B ceHTa6pe 2025 roga
naTeHToB Ha
nsobpeTeHus,
Kacaowmxcs
reHeTHM4ecKmnx
TexHosnorum

MaTeHTbl HA M306peTeHMs, KacaloWmecs
reHeTUUYeCKMX TeXHOJIorumn

nateHToo6nagaTenb-
pe3naeHT

naTeHToobnagaTenb-
Hepe3ngeHT

35

13

12

MaTeHTHas aKTUBHOCTDb C YYeTOM HanpaB/ieHHOCTHU
reHeTU4YECKOM TEXHONorMm (nel-lel-meln.uarl-loc'rm(a) Ha

Tepputopum Poccuinckon Pepepaumm 3a ceHTab6pb 2025 ropa

MaTeHTbl Ha M306peTeHM‘;I, KacatoLmecs reHeTUYECKUX TEXHONOMM

nareHToo6nafarTeNnb-pe3naecHT

nareHToo6nagarenb-Hepe3naeHT

ne4vyeHwue

ONarHOCTUKa

ne4vyeHwue

ANarHoOCTmuKa

5

2

MaTeHTHas aKTUBHOCTb OTE4YECTBEHHbIX X03AMCTBYIOLUMX CY6bEKTOB,
NONy4YMBLUMX NAaTEeHTbl HA U306peTeHMs, KacaloLMecs FreHEeTUYECKUX
TEeXHOJIOrMMi, B ceHTab6pe 2025 roaa

dusnyeckme nuua,
KOJTIM4eCTBO NaTeHTOoB

IOpunanyeckune nnua,
KO/TM4YeCTBO NMaTeHToB

HWWN/HayuHble
yupexneHus,
KOMMYECTBO NaTeHTOB

O6pa3soBaTesibHble
yupexaeHus/BY3bl,
KOIMYECTBO NaTeHTOB

5

3

CTpaHOBafi NPUHaANEXHOCTb NaTeHTOOGNaaaTenen-Hepe3MaeHToB,
NOoNyYMBILUMX NaTEHTbl HA N306peTeHMsA, KAacaloLWMeCcs FreHEeTUYECKMX
TEXHOJIOrMM, B ceHTab6pe 2025 roaa

Hepe3naeHTbl, KONM4yecTBO NaTEHTOB

CTpaHbl 6NMYKHEro 3apy6ekba

CTpaHbl ganbHero 3apy6exxbs

CLIA - 1, Kntan - 1

IcBeieHns rnosyyYeHbl M3 6a3bl AAHHbIX PocriaTeHTa, https.//www.fips.ru




Aona usoGpeTeHuﬁ, KacalolMXCsl reHETUYECKMX TeXHOJIOrMmn
B O6LUEeM KONIMYECTBE BbiaHHbIX NaTeHToB PP 3a 9 mecaueB
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99%

98%
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97%
96%
96%
95%

aHBapb deBpanb MapT anpernb UIOHb uionb aBryct ceHTa6pb

H BCero rnaTteHToB reHeTn4yeCkume TexHonornm

PacnpeneneHMe MHOCTPaHHbLIX NaTeHTOOGNaaaTenemn n3obpeTteHun,
KacaloLMXxcsl reHeTUUECKMX TEeXHOJIOruMm 3a 9 MecaLeB

25
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SIHBapb deBpanb MapT anpenb Mamn UIOHb uionb aBryct ceHTa6pb
mCLUA AnoHunsa Pecn Kopesa m Kutam m KaHapa
LLBenuapusa B HupepnaHabl m OpaHumsa H /icnaHua m[epMaHua
m JaHua m Benbruga B Benuko6putaHua B Havsa Mcnanua2
B OpaHumald H /3pavnb ABcTpu4a m ABcTpanua

CTpaHaMu-nnaepaMm No KONMUMYecTBy NaTteHTOoB PD Ha usobpereHunn
B 06/1aCTU reHeTUYECKMX TeXHONIOrum 3a 9 MecsaueB 2025 roaa ABNAIOTCA:

CLA — Kutam — O)kHaqa Kopea —
&2 natenta PO 17 natenrTos PO 13 natenros PO

AnoHuna — LBenuapumna —
6 natenToB PO & natenta PO




PacnpeneneHMe pocCUMMCKMX NaTeHToo6Gnaparenen
no TUNY XO3SIMCTBYIOLUMX CY6BbEKTOB (3a 9 MecsiueB)

100%
75%
50%

25%

aHBapb deBpanb MapT anpernb Mai WIOHb vtonb aBryct ceHTa6pb

0%
mPusnyeckne nmua B Op nuua HWW/HayuHble yupexaeHuns O6pasoBaTesibHble yupexxaeHuns/BY3bl

Haunbornbllee KONMMYECTBO NAaTEHTOB B Te4YeHMe 9 MecdaueB nony4danu sy3sbl u HAN.

MeaMuMHCKMe 06/1aCTU MHTepeca B 3anaTeHTOBaHHbIX U306peTeHMax

m Cnoco6 npoBefeHusa nccnegoBaHua
m Crnoco6 NporHo3npoBaHud
Cnoco6 gMarHoCTUKMn
m TecT-cUCTeMbI
B 61MOHPOPMALMOHHbIE CUCTEMDI

B OCTal/ibHOE




NMpeaAMeT NaTEeHTOBaHMSA B o61acTU AMarHOCTUYECKOM reHeTUKHM 3a 9 mecsaueB

m TeXHOOornsa NPoBeaeHUs UCCNeaoBaHMSA
B B1PYCOSIOrns
Kapaunonorusa
B OHKOJIOrnA
B rMHeKosorma

B OCTaJ/ibHOe

CTpaTerus NnaTeHTOBaHMSA, MCMNOJib3yeMas pe3uMaeHTaMm
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CTpaTerusi naTeHTOBaHMS, MCMoOJib3yeMas Hepe3MaeHTaMm
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TexHonorua MpoayKT TexHonorna+npoayKT

KoMMepueckn npuBneKaTesnbHOW cTpaTernem aBnaeTca naTeHToBaHMeE NPoayKTa

(mop, «NpoayKTOoM» B J@aHHOM ciy4Yae NMOHUMAEeTCH «TeCT-CUCTEMa», AMAarHOCTUYECKUM peareHT,
NT-cuctemMa v T.N.) AU NPoAyKTa COBMECTHO C TEXHOSIOMMEN ero NosyvyeHUsa U NnpuMeHeHumsa.
B 60/bLWKNHCTBE cryyaeB NaTeHTOBaHWE OOQHOM NIULLb TEXHOSIOMMU ABNAETCA YA3BUMOMN
TAaKTUKOM C TOUKU 3peHunda «0bxopa naTeHTa».

5.



B. MaTeHTHas aKTUBHOCTb B MMPpE 3a CeHTA6pb 2025 rona
Ha NpMMepe AMArHOCTUYECKMUX TeXHOJIOrMM,
OCHOBaHHbIX HA CeKBeHMpPOBaHuUU?3

Q

Bcero B ceHTa6pe 2025 roaa B MUpe ony6/iIMKoOBaHO Y

M3 HUX 482 NaTeHTHbLIX AOKYMEHTa,
KacaloTCHl CeKBeHMpOBaHMSA. .

-

—

CTpaHbl-naTeHToO6MapaTesie ¢ HAaM6GOJIbLUMM KOJIMMECTBOM MATEHTHDbIX
AOKYMEHTOB, ony6/MKOBaHHbIX B MMp€E B CeHTa6pe 2025 ropa

139 es. 51 exn. 12 en.

— CLWA — KuTtan — BennkobputaHuda
10 en. 8 en.
— LliBenuapwus — OxkHaa Kopesda

MaTeHTOOGNapaTenu-nMaepbi C HAM60/IbLIMM KOJIMHECTBOM NMAaTEHTHbIX
AOKYMEHTOB, ony6/MKOBaHHbIX B MMpeE B CeHTa6pe 2025 ropaa

1 egn. 9 en. 7 en.

— ILLUMINA INC — BGI SHENZHEN — MGI TECH CO LTD

6 en. S en.

— ELEMENT BIOSCIENCES INC — MASSACHUSETTS GEN HOSPITAL

2https://worldwide.espacenet.com/patent/search?q=cl%20any%20%22C12N15%20%20C12Q%20G16%20G06 %20CI2R%22%20AND%20ctxt%20%3D%20%22 6.
sequencing %22%20AND%20pd%20%3E %3D%20%2220250901%22

3”0,& CeKkBeHnpoBaHWeM B 4AHHOM C/ly4ae NMoHUMAKTCH — cam TEXHO/1I0rMYeCcKum npouecc, KoMmreKkTyruwmne 4719 ocyLecTB/ieHNs CeKBeHNPOBAHUS,
MT—cpencho A/19 ero ocyLecTB/ieHNs, UCMNOJ/Ib30BAHNS CEKBEeHNPOBAHUS 4719 peLlleHns KOHKPeTHOV? anKﬂGﬂHOfl 3a4q4um



IlaTeHTHAst aAKTHBHOCTH B MHpe
3a ceHTHAOPH 2025 rona Ha npuMepe TMATHOCTHYECKUX TEXHOJIOT M,
OCHOBAHHBIX HA CEKBEHHPOBAHUH

Bcero B centsaope 2025 roma B mupe onmyoaukoBaHO B 2448 MaTeHTHBIX JOKYMEHTOB, U3 HUX 482
MaTeHTHBIX JOKYMEHTA, KaCaloTCs CEKBEHUPOBAHUSI.

CrpaHnbl-nateHTo001a1aTe/IeH ¢ HAU0OJIBIINM KOJIMYECTBOM MATEHTHBIX JOKYMEHTOB,
ony0IMKOBAHHBIX B MHpe B ceHTsiOpe 2025 roxa

CIIA - 139 en.

Kuraii — 51 en.
Benukobpuranus — 12 en.
[IBetimapus — 10 ex.
IOxnas Kopes — 8 en.

IlarenToO00NagaTENU-THAEPHI ¢ HAMOOJIBIIUM KOJIHYECTBOM NMATEHTHBIX I0KYMEHTOB,
ony0JIMKOBAHHBIX B MHUpe B ceHTsiOpe 2025 roga

1. ILLUMINA INC - 11 en.

2. BGI SHENZHEN -9 en.

3. MGITECH CO LTD -7 en.

4. ELEMENT BIOSCIENCES INC — 6 en.

5. MASSACHUSETTS GEN HOSPITAL -3 en.

I. Hepelteub OnyﬁﬂllKOthHHblx namenmog¢ P® 3 s Kacamouwiuxca cenemuuyecKkux

UCC1e008aHUI/OUAZHOCIMUKU (nepequb nameHmoe 6KJIrouaem MOJIbKO OZ/{CIZHOCWIHKJ/
3abo01e6anull Jde@l?, UCKTIIOYEHblL pacmerus u ch‘ll6()l7'1Hbl€)

Homep narenrta 2846477

HasBanue Habop catimcneyuguunvlx OUOMUHUTUPOBAHHBIX ONUCOHYKIEOMUOO08 OJisl
0002aujeHUs YelesblX YUACMKO8 2eH08 Memo0oM SUOPUOU3AYUU, NPEOHAZHAYEHHbLU OISl OYEeHKU
puckog pazsumust kapouomuonamuti, 20 cenos

MMarentoodnanareas @I'EOY BO "Camapckuii 2ocyoapcmeennviii MeOuyuHCcKutl
yHusepcumem" Munucmepcmea 30pasooxparnenusi Poccutickou @edepayuu (RU)

ABTOpBI

Cycmpemog Anexceii Cepeeesuu (RU),
Muniomxuna FOnus Cepeeesna (RU),

1

https://worldwide.espacenet.com/patent/search?q=c1%20any%20%22C12N15%20%20C120%20G16%20G06%20
C12R%22%20AND%20¢txt%20%3D%20%22sequencing%22%20AND%20pd%20%3E%3D%20%2220250901%
22

2 1o CEeKBEHHPOBAHMEM B JAHHOM CJIydae IIOHMMAIOTCS — caM TEXHOIOIMYECKHH MpOLEcC, KOMIUIEKTYIOMIUE s
OCYyIIECTBICHUS CekBeHHpoBaHUs, MT-CpecTBO Ui €ro OCYyIICCTBICHHS, WCIONb30BaHHUS CCKBCHUPOBAHMS IS
pelIeHus: KOHKPETHOM NMPUKIaJHON 3a1a41

3 ¢ noamvim mexcmom NAmMenmoe MONCHO O3HAKOMUMbCA Ha catime. hilps://www.fips.ru/registers-
web/action?acName=clickRegister&regName=RUPAT, ucnonv3ys nomep namenma




3anesckuii Ueops Bumanvesuu (BY),
Koxopes Jlanuun Anopeesuu (RU),
buxbaesa I'vzenv Pynaposna (RU),
Yausanoea Buxmopus Anexcanoposna (RU),
Hlagpueynnuna Jlunus Punamosna (RU),
Abpamosa Anacmacus Anexceeena (RU),
Jlanunosa Onecs Escenvesna (RU)

Pedepar/dpopmyna usodperenus

H3z06pemenue omunocumes Kk odracmu MONEKYIAPHOU OUONO2UU U MOXdCcem OblMb UCNONb30BAHO
OJlsl BbIABGNIEHUS 2eHemu4yecKux puckog pazeumus xapouomuonamui (KMII) 6 xaunuueckot
ouazHocmuke U 6 HayyHo-ucciedogamenvckux yenax. Ilonyuen nabop caiimcneyuguunvix
OUOMUHUNUPOBAHHBIX OIUCOHYKIEOMUI08 015 0002auieHus yeresvlx yuacmkos 2enod BAG3, DSP,
FLNC, LMNA, RBM20, TTN, DSC2, DSG2, PKP2, MYH7, MYBPC3, TNNI3, TNNI2, TPMI,
MYL2, MYL3, ACTCI, PRKAG2, LAMP2, GLA wmemooom ecubpuouzayuu. Habop
Xapakmepuzyemcs mem, 4mo Npu e20 UCHONb308AHUU NPOUCXOOUm mapeemuoe obocaujeHue
NONHOU HYKJIEOMUOHOU NOC1e008ameNbHOCU IK30HO08 AHANUZUPYEMbIX 2eH08, ClyJcaujee
OCHOBOU OJIl AHANU3A KIUHUYECKU 3HAYUMbBIX 2eHemuyeckux eapuanmos. Texuuueckum
pe3yibmamom npumenerus uzoopemenus saensemces nonyuenue JJHK -oubruomex onunoti 360-460
n.0., NPEOHA3HAYEHHBIX OISl U3YUEHUS MeMOOOM BblCOKONPOU3BOOUMENbHO20 CEeKEEHUPOBAHUSL
H068020 nokonenus (NGS).

Dopmyna uzoopemenusn (hpacmenm)

Habop, npeonasnauennvlii 015 OYeHKU PUCKO8 pPA3BUMUSL KAPOUOMUONAMUL, COCMOSWUL U3
caumeneyuhuunblx  OUOMUHUTUPOBAHHLIX — OUCOHYKIEOMUO08 Ol  0002AWeHUsT  YeleBblX
yuacmkos 2enos: BAG3, DSP, FLNC, LMNA, RBM20, TTN, DSC2, DSG2, PKP2, MYH7,
MYBPC3, TNNI3, TNNI2, TPM1, MYL2, MYL3, ACTCI, PRKAG2, LAMP2, GLA, memooom
2ubpuou3ayuLL, npu SMOM OJIULOHYKIEOMUObL.

O/l CEeKBEHUPOBAHUSL IK30HHOU NOCIe008amelbHOCmU HyKieomuoos cena BAG3 umerom
nocnedosamenvhocmu ¢ SEQ ID NO: 19 no SEQ ID NO: 53;

0151  CEeKBEHUPOBAHUSL IK30HHOU NOCAe008amenbHOCmu  HyKa1eomuoos ceva DSP  umerom
nocneoosamenvrocmu ¢ SEQ ID NO: 206 no SEQ ID NO: 330;

OISl  CEeKBEHUPOBAHUSL DK30HHOU nociedosamenbHocmu Hykieomuoos ecena FLNC umerom
nocneoosamenvrocmu ¢ SEQ ID NO: 331 no SEQ ID NO: 440;

OISl  CeKBeHUPOBAHUSL HK30HHOU Nociedo8amenvHocmu Hykieomuoos cena LMNA umerom
nocneoosamenvrocmu ¢ SEQ ID NO: 564 no SEQ ID NO: 608;

Homep narenta 2847080

Ha3zBanue Cnocob u npubop 015 8viA1eHUs XPOMOCOMHOU AHEYNIOUOUU, YCIMPOUCMEBO U
HOCUumenb OaHHbIX

IlaTrenToobnanarensn /ocenMaiind buocaenc Kamnanu Jlumumeo (CN)
ABTOpbI JIFO, Canvks (CN)
Pedepar/dopmyna usodpereHus

H3o6pemeHue omnocumess K ouomexnonocuu. Onucan cnocob 6viAG1IeHUs. xpOMOCOMHOﬁ
aneymouduu, KOWlOpbllZ 6KJIro4aem onpe()eﬂenue NnoC1e008amenbHOCU  OUHO8 XPOMOCOMbL
mecmupyexwoﬁ XPOMOCOMbL COSNACHO OAHHBIM HyKJleuH06012 KUCTIOMbL SMAJIOHHO20 2eHoMA OIS
OMAJIOHHO20 Z2€HOoMA 4elo6eKd, 20e nocieoo8amelbHOCmb OUHO8 XPOMOCOMbL 6KJItodaem no



MeHbvulell Mepe 00HO COOMHOUeHUE YUCIA OUHO8, OnpedelleHue Nocie008amelbHOCmU 2yOUHbl
CeKBEHUPOBAHUSL MECMUPYEMOLL XPOMOCOMbL CO2NACHO OAHHbIM NOIHO2EHOMHO20 CeKBEHUPOBAHUS
mecmupyemo20 00pasya HyKIeuHoB80U KUCLIOMbl, NpU IMOM NOCLe008AMENbHOCMb 2NYOUHbBL
CeKBEHUPOBAHUs BKIIOUAEN NO MeHbuieli Mepe 0OUH napamemp 2nyOUuHbl CeK8eHUpPOBAHUS | U
CO2NACHO ~ NOCNe008AMENbHOCMU — OUHO8 XPOMOCOMbl U  NOCIE008AMENbHOCMU  2TYOUHbL
CeKBEHUPOBAHUSL BbINOJIHEHUE Henapamempuyecko2o mecma OJisi ONpeoeleHUs pe3Vibmama
8bIAGNEHUSL AHEYNIOUOUU MECMUPYEeMOU XPOMOCOMbl 8 Mecmupyemom obpasye HYKIeuHo8ou
Kucnomol. Jlocmuenyma OmMHOCUMENbHO BbICOKAS MOYHOCMb BbIAGNEHUs, peuleHa npobrema
3asucumocmu cnocooa 8vlA8NeHUsI XPOMOCOMHOU AHeYNIOUOUY OMm pacnpeoenenus UHOUKAmopo8
8 HOpMANbHOM 00pa3ye U CHUMNCEeHbl 3ampamvl HA GblAGIEHUE U CONPOBOHNCOCHUE 8 OMHOUEHUU
XPOMOCOMHOU AHEeYNIOUOUMU.

Homep narenra 2847043

Ha3zBanmue /lpocpammno yckopennoe kapmuposanue 2eHOMHbIX PUOO8
IarenToodnanarenn U/I/IFOMUHA, UHK. (US)

ABTopbl PU3K, T'utiom Anexcanop Ilackane (US)

Pedepar/popmyna nzodperenus

Uszobpemenue omuocumcs xk 6uomexuonoeuu. Onucan cnocob cenepayuu xeur-maodoauywvl O
NPOCPAMMHO YCKOPEHHO20 KAPMUPOBAHUSL PUOOE 2eHOMHbIX OAHHBIX, BKIIOUANOWUL: npuem
2EHOMHBIX OAHHBIX NOCPEOCMBOM 00OHO20 UL O0lee KOMNbIOMEPOS, NPUUeM 2eHOMHble OAHHble
HOIYYAIOM U3 UCXOOHBIX 2EHOMHBIX OAHHBIX, 2eHEPAYUI0 NepP8o20 HAOOPA 3HAUEHUL NOCPeOCEOM
00HO20 unu 60lee KOMNbIOMEPO8 HA OCHOBE 2eHOMHbLIX OAHHbIX, 2eHepayuio NOOMHONICeCmad
2EHOMHBIX OAHHBIX NOCPEOCMBOM 00HO20 Wil Oollee KOMNbIOMEPO8 HA OCHOBe Nepeoz2o Habopa
3HAYEHUll, BbIYUCTIeHUE CUSHAMYPLL OJIsL KaXCO020 k-Mepa noOMHONCeCmEa 2eHOMHbIX OAHHBIX
nocpeocmeom 00HO20 UlU Oojlee KOMNbIOMEPos, NpudeM CUSHAMYPY BbIYUCTAION HA OCHOBE
nepeoll Xeu-QyHKyuu,; 8blHUCIeHUe NOCPeOCmE8OM 00HO20 UNU Oolee KOMIbIOMEPOS NePEO2O
ampubyma 0151 Kaxcoozo k-mepa nooOMHONICeCmEa 2eHOMHbIX OAHHbLX, Npudem nepsevlii ampuoym
cooepaicum no3uyuio 3a0aHH020 k-mepa 2eHOMHbBIX OAHHLIX 68 NOCIE008AMENbHOCTIU 2EHOMHbIX
OAHHBIX, BbIUUCIEHUe UHOeKCA Ol Kaxwcoo2o k-mepa NOOMHOICECMBA 2EHOMHBIX OAHHBIX
nocpeocmeom 00H020 Ui Dosiee KOMIbIOMEPOS, NPUHEM UHOEKC GbIYUUCTISIION HA OCHO8E 8MOPOUL
Xew-pynKyuu;, u coxpaneHue nocpeocmeom 00HO20 Ulu Oolee KOMNbIOMEPO8 CUSHAMYPbL U
nepeo2o ampubyma Kaxcooz2o k-mepa uz NOOMHONCECMBA 2eHOMHbLIX OAHHBLIX 8 CMpPYKmype
XeuupoB8aHHblX OAHHbIX HA OCHOBE UHOEKCA KANCO020 k-Mepa noOMHO*CeCmB8a 2eHOMHBIX OAHHbIX.
Onucana coomeemcmsyrowas cucmema Ol 2eHepayuu Xxeuwl-maoauyvl 01 NPOSPAMMHO
VCKOPEHHO20 Kapmupo8anusi puo08 2eHOMHbIX 0anHbLX. Packpvlm mawunoyumaemsiii Hocumerno,
HA KOMOPOM XPAHAMCS KOMAHObL, KOMopble Npu UCNOIHEeHUU OOHUM UIU OOllee KOMRbIOmepamu
UHUYUUPYIOM BbINOIHEHUe OOHUM UIU Oollee KOMNbIOMepamu onepayull 0s ceHepayuu xeui-
mabauybl 015 NPOSPAMMHO YCKOPEHHO20 KAPMUpPO8AanUsi puoo8 2eHOMHbIX OaHHbIX. H300pemenue
n0360/15em YCKOPUMsb KApMupo8aHue puoos 2eHOMHbIX OAHHbLX.

Homep narenra 2846787

Ha3zBanue Crnocob éviaeneHuss yupKyaupyowux Kiemox 6 Kpogu 601bHbIX PAKOM J1e2K020 C
HOMOWbIO NPOMOYHOU YUMOMEMPUU C UCNONb308aHUeM onyxorecneyuduunvix [HK-anmamepos

IMarentoodaagarens @I'5OY BO Kpachoapckuii 20cyoapcmeentblil MeOUYUHCKULL
YHUsepcumem umeru npogeccopa B.D. Boiino-Aceneykoco Munucmepcmea 30pagooxpaneHus
Poccuiickoii @edepayuu (RU)

ABTOpBI



3amaii Tamvsina Hukonaesna (RU),
3amaii Ianuna Cepeeesna (RU),
Kuukaiino Anna Cepeeesna (RU),
Kupuuenko /lapvs Anexcanopoena (RU),
Konosckas Onvea Cepeeesna (RU),
Apmiowenxo [lonuna Braoumupoeua (RU),
L]yeopesa Upuna Anopeesna (RU),
Iazvipun FOpuii Eeeenvesuy (RU),
Kowmanosa Anacmacus Anopeesna (RU),
Kpam Anexceii Bacunvesuu (RU),

3ykoe Pycnan Anexcanoposuu (RU),
Cuoopos Cemen Anexcanoposuy (RU)

Pegepar/dopmyna usodperenus

Hz00pemenue omnocumces k 6uomexnonocuu. Ilpeonodcen cnocod 6visgnieHus YupKyiupyouux
knemox (L{OK) 6 Kkposu 00nbHbIX paKkom J1e2Ko20 ¢ NOMOWbI) NPOMOYHOU YUMOMEMPUuu ¢
ucnonvsosanuem onyxonecneyugpuunvix [HK-anmamepos, 3akirouarowuiics 6 mom, ymo u3
oopasya nepugepuuecxotl kposu 6onvuvix PJI evidensiom ¢ nomowpio epadueHma niomHoCmu
netikoyumsl u [JOK, ommuiearom 6 ¢pocpamnom b6ypepe, unkyoupyrom c oposxcoicesoti PHK ons
On10KUposKU  Hecneyughuueckux canmos ceéazviganus u oxkpawwusarom JIHK-anmamepamu;
NONYYeHHbIll 00pasey Uccieoyiom HnpomoOYHOU yumomempuel, OKpawusarm anmamepami,
cneyuuuHbIMU K KIeMKAM paka 1e2ko2o, kpacumenem 0aa a0ep u aumumenamu k CD45. Ilpu
xkonuvecmae LJOK om 0 0o 2 onpedensiom Hesvicokuli puck peyuousa 3abonesanus, npu LJOK om
3 0o 20 onpedensiom ymepennwiii puck peyuousa, a npu xkoiuvecmee LJOK eviue 20 - gvicokuii
PUCK peyuousa 3a001e6anus pakom i1e2koeo. Mzobpemenue obecneuugaem nogvluieHue moyHoCmu
onpedenenus LJOK 6 kposu 601bHbIX pakom 1e2K020.

Homep narenra 2847118

Ha3zBanue Cnocob onpedenenus UMMYHOKOMNPOMEMUPOBAHHOCU ) PAOOMHUKOS,
N008eP2aroUxcs 6030€liCmeUIo y2iepood nuliu

IMarentoobnanarens @HYH Examepunbypeckuii MeOUyUHCKU-HAYUHbIl YeHmp
NPOPUIAKMUKU U OXPAHBL 300P08bs pabouux npomnpeonpusmuii PedepanbHoti cyicovl no
Hao3opy 6 cghepe 3awumsl npas nompeobumernei u onazononyuusn yeroseka (RU)

ABTOpBI

bywyeea Tamvana Bukmopoena (RU),
Pocnas Hamanvs Anexceeena (RU),
Kapnoesa Enuzasema Ilasnosna (RU),
I'pubosa FOnus Bumanvesna (RU),
Caxaymounosa Penama Pawuoosna (RU),
Jlabzoea Anna Konecmanmurnoeua (RU),
@eoopyx Auna Anexceesna (RU)

Pedepar/dpopmyna usodperenust

H300pemenue omnocumcsa K meouyuHe, a UMEHHO K MeOuyuHe mpyoda, u Modxcem Oblmb
UCNONBL306AHO OISl ONpeoeleHUss  UMMYHOKOMRPOMEMUPOSAHHOCMU Y pabOOMHUKO8,
noosepearowuxcsa 8ozoeticmeuio yenepooa nwiiu. Ombuparom npoodvl CIIOHbL U MA3KO8 CO
causucmou obonouku 3esa. llpu manuuuu 6 cockobax co cauzucmou odonouxu 3eea J[HK
Streptococcus pneumoniae u yposHs ceKpemoprHo2o ummyHoanooyiurna A 6 cuione <I119,7 mxe/mn
onpeoensom UMMYHOKOMRPOMEMUPOBAHHOCTb V' PAOOMHUKOS, N008EP2AIOWUXCS 8030eliCMBUI0



yenepooa nuinu. Cnocob obecneuusaem 803MOMCHOCHb 0MOOPA UMMYHOKOMNPOMEMUPOBAHHBIX
PAbOMHUKO8, NOOBEP2AIOWUXCS 8030€UCMEUI0 Velepooa Nuliu, O/ NePEO0UePeOHOU BAKYUHAYUU
npomu8 NHEBMOKOKKOB0U UHpeKyuu Ha smane nepuoouyecko20 MeOUyUHCKo20 0CMOmpa 3a c4iem
onpeoenenus yYposHs cekpemoproz2o ummyHoenooyiuna A 6 cuone u JIHK Streptococcus
pneumoniae 6 MA3Kax co CIUUCMOU 0D0OUKU 3e6d.

Homep narenTa 2846880
HasBanue Tecm-cucmema 05 sxcnpecc-eviasienus u uoenmuguxayuu Mycobacterium avium

IlatenToobnanareanr @I'BY HayuonanvHolli MeOUYUHCKUL UCCE008AMENbCKULL YEHMP
dmuzuonynrbmononocuu u UHGeKyuoHHvIX 3a60nesanuti Munucmepcmea 30pagooxpaHenus
Poccuiickoii @edepayuu (RU)

ABTOpBI

Ilanosa Anna Eeeenvesna (RU),

I'pauesa Anexcanopa Huxonaeena (RU),
Bunoxypos Anamonuii Cepeeesuu (RU),
Mepenxosa Anena Hzopeena (RU),

Onetinux Upuna Koncmanmunosna (RU),
Kastonuna Anacmacus Anexcanoposua (RU),
Camouinosa Anacmacus I'ennaovesna (RU),
Bacunvesa Hpuna Anamonvesna (RU)

Pedepar/dopmyna usodperenus

Hz06pemenue omnocumcs Kk obnacmu 6UOMeEXHONIO2UU, 8 HACMHOCMU K mecm-cucmeme OJisl
obnapyscenuss Mycobacterium avium. VYxkazannas mecm-cucmema 6xkuOYaAem npamepbl,
cneyuguunvie K NOCIe008amenbHOCmu uHcepyuornnoeo anemenma IS1311 u codepocawue
Hykaeomuouvle nociedosamenvhocmu SEQ ID NO: 1 u SEQ ID NO: 2, a makoice 30HO,
cooepoicawuii HyKk1eomuonyr nociedosamenvrocms SEQ ID NO: 3. Kpome moeo, uzobpemenue
omuocumcsa K Habopy peazenmos 0as obHapyscenus Mycobacterium avium, exnouaroujemy
VKA3AHHYIO Mecm-cucmemy U peakyuoHHYl0 CMecb, a mMakKyice K CHocody O0OHapYI’CeHUs.
Mycobacterium avium. Hacmoswee usobpemenue obecneuugaem @uvlsasieHue 8 obuomamepuaie
JHK 6036youmens muxobaxmepuozos Mycobacterium avium memooom I1L[P 6 peanvrom epemenu
co cneyupuuHo-no00OpaHHLIMU npauMepamMu U  QryopecyenmHo-MeueHbIM 30HOOM  NpU
UCNONL306AHUU 8 KaYecmee Muulenu MHo2oKkonutinoz2o eena 181311, ecmpeuaiowjecocst monvko y
M. avium.

Homep narenra 2846219

Ha3zBanue Tecm-cucmema u cnocob 6viaeneHus 2eHOMHOU HecmabunbHocmu 10Kycoe 9p24.1 u
16p13.13 npu nepeuuroti meduacmunaibHou B-kiemounoil KpynHoKIemoyHou aumgpome

IMarentoobnanarens @I'HY Hayuonanohviti MeOUYUHCKUL UCCIE008AMENbCKULL YEHMD
eemamonozuu Munucmepcmea 30pasooxpanerust Poccutickoii @edepayuu (RU)

ABTOpBI

Ab60ypawudosa Pynusza Pasurvesna (RU),
Cypun Baoum Jleonuoosuu (RU),
Pucunckas Hamanvs Braoumuposna (RU),
Maneacaposa Ana Koncmaunmunosna (RU),
Huxynuna Enena Eeecenvesna (RU),
Abpamosa Tamvsina Banepvesna (RU),



3eomnkoe Eseenuti Eseenvesuu (RU),
Cyoapuxoe Anopeti bopucosuu (RU)

Pedepar/popmyna nuzodperenus

H300pemenue omnocumces k obracmu monexyisprou ouonrocuu. Onucana mecm-cucmema Oisl
onpedeneHuss 2eHOMHOU Hecmaburbrocmu 6 peauonax 2enos PD-L1/PD-L2 nokyc 9p24.1 u CIITA
aoxyc 16pl3.13 memooom nonumepasnou yennou peakyuu (IIL[P), exmouarowas nyn
ONUCOHYKICOMUOHBIX NAp paspabomanubix npaimepos. Taxdce onucan cnocod 6visagnieHus
HebNa2onpusAmHO20 MedeHUsi NepPeUyHOU MeOUACMUHANIbHOU B-KiemoyHou KpynHOKIemouHOl
JUMGOMYL ¢ NpUMEHeHUeM YKA3aHHOU mecm-cucmemsl. TexHuveckuil pe3yiomam 3aKayaemcs 6
onpeodenenuu npocroza I[IMBKIJI 6 Oebome 3abonesanusi nymem 6vis6/leHUs NPOSHOCUYECKU
HeONazonpusimHbIX 2eHeMUYeCKUX aHOMAaIull 8 ONyXoNe8ou MKAHU U UOeHMUPUYUPOBaHUU
3HAYUMBIX MAPKEPOB I heKmusHoCmuU/pe3ucmenmHocmu K UMMYHOMepanuu.

Homep narenTa 2846460
Haszpanue Cnocob oonapysicenus HyKi1euHO8blX KUCIOM NAMo2eH08

IlaTrenToobnanarear @IAOY BO Hayuonanvhwiii ucciedosamenvcxuti ynusepcumem UTMO
(RU)

ABTOpBI

LlIxooenko Jlroboev Anexceesna (RU),
Pybenv Mapus Cepeeesna (RU),
Kowenv Enena Heanosna (RU)

Pedepar/dopmyna usodperenus

H300pemenue omnocumes K oonacmu monexkynapuou duonocuu. Onucan cnocob obHapysicenus
HYKJIEUHOBLIX KUCIOM NAMO2EH08, GKIUAIOWUL BbISAGIEHUE YYACMKO8 2eHO8 NAMO2eHO8
OUACHOCMUPYEeMbIX UHPDEKYUOHHBIX 3a00ne8aHUll 8 pacmeopeHHol 6 6ode uiu 6 Oygepe TE
svloenennoi JIHK u3z obpasya Ouonocuueckou xcuokocmu uenogexa 6osoeticmeuem J[HK-
HaHocencopog Ha ocHoge G-Keaopyniekca ¢ UCHONb308aHUueM Kpacumens. Texuuyeckuil
pe3yibmam 3aKa0uaemcs 8 CO30aHUU 00CMOBEPHO20 CNOCOOA OUACHOCMUPOBAHUS 8030y0umernel
UHDEKYUTE HUNHCHUX ObIXAMETbHBIX NYMEL.

Dopmyna uzodpemenusn

Cnocob obHapydiceHus HYKIeUHOBbIX KUCIOM NAMO2EeH08, BKIUAIOWULL BblIsAGNIEHUE YYACNKOG
2eH08 NaMmo2eH08 OUASHOCMUPYeMblX UHPDEKYUOHHBIX 3a00NIe8aHULL 8 PACMBOPEHHOU 8 800€ U &
oypepe TE svioenennoni J[HK u3 obpazya 6uonocuueckol H#CUOKOCMuU 4eio8eka 8030elcmauem
JIHK-nanocencopos na ocnose G-k8aopyniexca ¢ UCnoib308aHuem Kpacumes, OMmaudarouuiics
mem, umo J[HK-nHanoceHncopwl Aenawomcs mpexKoMNOHEHMHbIMY, KAXCObIl KOMNOHEHm U3
KOMOPbIX KOMIJIEMEHMApeH Y4acmKy 2ena namozena, nepeo sozoeticmeuem /[HK-nanocencopamu
svloenennyro JTHK oobaesnsiom 6 3apanee 3acomosnentuvle 19 npooupox ¢ amniugukayuoHHvimu
cmecsamU, 8 KOMOPbIX HAX00SMCA NPAtlMepbl, 8 MOM Yuc/ie nemiessle, yuacmKko8 2eH08 NAmMo2eH08
cfb S. agalactiae, gyrA S. aureus, porA N. meningitidis, hpd H. Influenza, lytA S. pneumoniae,
ayrB A. baumannii, copB M. catarrhalis, phoE K. pneumoniae, oprL P. aeruginosa, cpn60 S.
anginosus, ptsl S. pyogenes u mapkepog anmubuomuxopesucmenmuocmu pbp namoeena S.
pneumoniae, blaOXA-24 namocena A. Baumannii, KPC, OXA-48 u NDM namoecena K.
pneumoniae, pbp namozena N. meningitidis, blaZ u mecA namocena S. aureus, u npogoosm
peaxyuto uzsomepmudeckol amnauguxayuu 8 meverue 30 munym npu memnepamype 65°C, no 1
MK BPOOYKMOS U30MepMUYecKoll amnaugurayuu, a maxyice no 1 MKMOIb Kaxrc0o20 KOMNOHeHma
mpexxkomnonenmuozo J{HK-nanocencopa 0obasnaiom 0ns 0emeKkyuu 6 3apamee 3a20moejieHHble



opyeue 19 npobupox co cmecwro 6 cocmage 50 mmonv HEPES ¢ pH 7,4, 70 mmons xnopuoa kanus,
160 mmons xnopuoa nampus, 50 mmons xnopuda maznus, 1% AMCO, 0,03% mpumon X-100, npu
amom 60 epems 6o30eticmeus JIHK-nanocencopamu 6 kauecmee Kpacumess UCHONb3YVIOM
@nyopecyenmusiti kpacumenos muoghnasun T, nonyuenuvie cmecu UHKYOUpyrom 6 meyeHue 5
MUHYM NPU KOMHAMHOU memnepamype, noogepearom 00ny4eHUI0 c8emom ¢ OIUHOU 8oaHbL 450 Hm
U npu Hamuuuu QryopecyenmHo20 cueHaia ¢ OauHou 6onHvl 520 HM onpedenarom Hanuuue
namozeua.

Homep narenra 2846268

Ha3zBanue Cnocod oyenku mouHocmu pe3yivmamos 8blCOKONPOU3B00UMENbHO2O
CEeKBEHUPOBAHUSL OUOUHPDOPMAMULECKOU 00PADOMKU 2EHOMA YeN0BEKA

IlatenToobnanarenb @I'BY [lenmp cmpamezuuecko2o nAaHUPOBAHUSL U YNPABLEHUS MEOUKO-
buonocueckuMu puckamu 300pogvio Pedepanvbroco meduxo-ouonrocuieckozo azenmemasa (RU)

ABTOpBI

Hsanoe Muxaun Bauecnasosuy (RU),
Mumpodghanose Cepeeui Heopesuu (RU),
Tonyonuxosa Jlunus Anopeesna (RU),
Ceemauunwiii JImumpuit Braoumuposuu (RU),
Crueupv Examepuna Anopeesna (RU),
Kawmanosa Jlapvs Anopeesna (RU),
Hexpacosa Anexcanopa Heopesna (RU),
Usaweuxun Anexceu Anexcanoposuy (RU),
FOoun Braoumup Cepeeesuu (RU),
Maxapos Banenmun Braoumuposuu (RU),
Kecxunoe Aumon Apmyposuu (RU),

FOoun Cepeeti Muxatinosuu (RU),
Ckeopyosa Beponuka Hzopesna (RU)

Pedepar/popmyna nzodperenus

Hzobpemenue  omuocumcs K 00nacmu - 8bICOKONPOU3BOOUMENLHOZO — CEKGEHUPOBAHUSL
buomamepuana u ououngpopmamuueckol oopabomku ceHoma yenosexka. Paspaboman cnoco6
OYEeHKU  MOYHOCMU  pPe3YIbmAamos8  GblCOKONPOU3BOOUMENbHO2O — CEeKGEHUPOBAHUS U
ouounpopmamuyeckoll 0OpaboOmMKu 2eHOMA Hel08eKd 8 YCI08UAX PAIUYHBIX 1abopamopuil,
KOMOpbll NO360151em NPOGOOUMb OYEHKY MOYHOCU NOTYYAEMbIX Pe3YIbMAmos ¢ NPUMeHeHUeM
PA3TUYHbIX  MEXHONO2ULl  CeKBEHUPOBAHUs, NPOMOKON08 NPOOON002OMOSKU U  CHOcoO08
OuouHpOpMamuyeckoeo ananuza u, MmaKum 006pazom, UCKIIOYUMb CIYHAliHble OUUOKU, CBA3AHHbLE
¢ npubopuoi  6a3ol, 0COOeHHOCMAMU NPOOONOO2OMOBKU UMY  OUOUHBOpMamMUUecKol
obpabomxoi. Pazpabomannulil cnocod ganudayuu nooxooum 0is 8cex OOCHYRHbIX NAam@opm
BbICOKONPOU3BOOUMETLHO20 CEKBEHUPOBAHUSL, OCHOBAHHBIX KAK HA KOPOMKUX, MAK U HA OJUHHBIX
APOYMEHUsX, 8 MOM Yucie OJisl AHANU3A NOHO20 2EHOMA, IK30MA U MAP2eMHO20 CEKEEHUPOBAHUS.

Dopmyna uzoopemenus

Cnocob oyeHku moyHOCMU pe3YIbMAMOE8 BblCOKONPOU3BOOUMENbHO20 CEKBEHUPOBAHUS U
buounghopmamuueckou 06pabomKu 2eHoMa Yeno8eka, npPedyCMampuearowull CeKeeHUposanue u
ououngopmamuueckylo 06pabomky 3MAIOHHO20 00pPA3YA C UCNONL308AHUEM pepepeHCcHO20
eenoma venoeexa GRCh38.d1.vdl, no pezynomamam KoiIuHea MANbIX 2eHEMUYECKUX 8APUAHMOB
onsi nonyuennozo VCF-gatina (Variant Call Format) npoussooumcs oyenka mMoOYHOCMU
8bLOPAHHBIX NPOMOKOI08 NO credylowell hopmyne.



_ QIGT,| (gt € GT)H(gt, = gHH(gq > gqThreshold)H(cov > covThreshold)1(gtPass))
- Q(GT,| (gt € GT.)M(gq > gqThreshold)U(cov > covThreshold)U(gtPass))

20e Q - mepa MHOdCecma, KOMoOpas 6 OAHHOM ciayyae 0003Hawaem 4Yucio BapuaHmos,
Y008I1eMBOPAIOUUX VCIOBUAM 8 CKOOKAX,

GT. - MHOMCECBO BAPUAHMOB, BXOOAWUX 8 IMATOHHBIL HADOP 2eHEMUYEeCKUX 8APUAHMOS,

€ - npunaonexcum, mo ecmo coenadaem no wemvipem noasim CHR, POS, REF, ALT,

= - coénadaem no eécem nsmu noaim CHR, POS, REF, ALT, GT,

gt - 2eHOMUN, OOHAPYIHCEHHBIU NPU ONLIMHOM CEK8EHUPOBAHUU IMATOHHO20 00pa3ya,

gte - 2eHOMUN, BXOOAWULL 8 DMATOHHBIL HAOOP 2eHeMUYeCKUX 8APUAHIMO8,

gq - noxaszamenv kavecmsa 6 noie GQ no pesyromamam Ouourgopmamuieckolu obpabomxu
Pe3VIbmamos ONbIMHO20 CeKBEHUPOBAHUS IMATIOHH020 00pasya,

cov - nokazamenb  NOKpulmus, onpeoeleHuvii  Kak — sum(AD), no  pezyrbmamam
buoungopmamuueckoi. 00pabomKu  pe3yibmamos ONbIMHO20 CEeKEEHUPOBAHUSL IMATOHHO20
obpasya,

gtPass - eHympeHHAs OUHAPHASL MEMPUKA KOHMPOIs Kayecmed Koaiepd, ONpeOdeleHHasi KaK
«PASS» unu moboe opyeoe 3nauenue,

gqThreshold - nopocoswviti nokazamenv xawecmea (GQ), Komopuvlli UCNOILIYeMC NpuU
Gunempayuu pe3yibmamos ououngpopmamuyeckol obpabomku OaHHbIX
8bICOKONPOU3B00UMENLHO2O CEKBEHUPOBAHUS,

covThreshold - nopoecoswiii noxkazamenv nokpvimus (sum(AD)), komopulil ucnonrv3yemcs npu
Gunempayuu pe3yibmamos ououngpopmamuyeckol obpabomku OaHHbIX
8bICOKONPOU3B00UMENLHO2O CEKBEHUPOBAHUS,

F - 3nauenue mempuxu mounocmu, 07151 KOMOPOU YCMAHOBIEHbl NOPO20Bble 3HAUCHUS NPU AHAIU3E
MOYHOCMU Pe3yIbmamos 06pabomKU blCOKONPOU3BOOUMENbHO20 CEKEEHUPOBAHUS,

npu smom 3nHaueHue mempuku moynocmu F 6onee 99,9% ykazvieaem Ha 6vicokoe Kauecmeo
pe3yiomamos  1a00pamopHo20  AHAAU3A ~ HONHO20 — 2eHOMA  4Yelo8ekd — Memooamu
8bICOKONPOU3B00UMENLHO20 CEKBEHUPOBAHUSA, A 3HaueHue mempuxu mounocmu F menee 99,9%
yKazvleaem HA HU3KOE Ka4yecmeo pe3yibmamos 1adopamopHo20 aHAIU3A NOTHO20 2eHOMA
YenoseKa Memooamu 8bICOKONPOU3IBOOUMENbHO20 CEKBEHUPOBAHUS.

II. Ilepeuenv o0nyONUKOGAHHBIX NAMEHMHLIX OOKyMeHmos 6 mupe * , Kacarowguxcs

CEeK6EHUpo6eaHun J

1. [latenTHbIe JOKVMEeHTHI koMnanuu ILLUMINA INC (US)

Homep u Ha3BaHHe TOKYMEHTA

US2025283163A1 A circuit design to measure small current variation in nanopore sequencing

Pedepar

In one aspect, the disclosed technology relates to systems and methods for sequencing
polynucleotides. In one embodiment, the disclosed system for sequencing polynucleotides
includes: a sequencing cell comprising a nanopore for sensing a polynucleotide; an electronic
circuit configured to measure an electrical response in the sequencing cell, the electronic circuit
comprising a feedback capacitor; and a current source operably connected to the electronic circuit
via a gate.

4 I1oo namenmuwiMu OOKYMEHMAaMu NOHUMAIOMCS ONYONUKOBAHHbLE NAMECHMHbLE 3AA6KU UU NAMEHNbL
> Homep kaxc0020 O0KYMEHMA AGIAENCA 2UNEPCCHLIKOU, NO380NAIOULell OMKPbINb NOTHBLIL MEKCH NAMEHNHO20
0oKkymenma



Homep 1 Ha3BaHHe TOKYMEHTA

W02025193747A1 Machine-learning models for ordering and expediting sequencing tasks or
corresponding nucleotide-sample slides

Pedepar

This disclosure describes methods, non-transitory computer readable media, and systems that can
analyze features of sequencing tasks and/or nucleotide-sample-slides and generate task ordering
scores or nucleotide-sample-slide-ordering scores upon which a computing system can order the
processing of sequencing tasks and/or nucleotide-sample-slides. For instance, the sequencing
ordering system may generate task ordering scores, utilizing a sequencing-task ordering machine-
learning model, indicating a relative order of the set of sequencing tasks, and slide ordering scores,
utilizing a nucleotide-sample-slide ordering machine-learning model, indicating a relative order
of the nucleotide-sample-slides, based on available computing resources and the set of sequencing
task features and perform the set of sequencing tasks according to the task ordering scores.
Furthermore, in some implementations, the disclosed system determines where and when to
distribute sample-specific base-call-data files from a sequencing device during a sequencing run
based on the processing parameters for the base-call-data files for the ordered sequencing tasks.

Homep 1 Ha3BaHHe TOKYMEHTA

0202518390941 RIBOSE-MEDIATED CYCLIC LOOP OPENING FOR NANOPORE
SEQUENCING

Pedepar

In one aspect, the disclosed technology relates to nanopore sequencing with a polynucleotide
including a plurality of ribonucleotides, wherein each ribonucleotide comprises a cyclic loop
between two positions of the ribonucleotide, wherein the cyclic loop comprises a spacer or reporter
moiety corresponding to the identity of the ribonucleotide, one or more linkers, and optionally one
or more arresting constructs. The cyclic loop may be selectively cleaved in a ribose-mediated
pathway to cause cleavage at the 5' P-O bond of the phosphate backbone.

Homep u Ha3BaHHe TOKYMEHTA

W0202518418341 DESIGNER PEPTIDE CYCLIC LOOPS FOR NANOPORE SEQUENCING

Pedepar

In one aspect, the disclosed technology relates to nanopore sequencing with a polynucleotide
comprising a plurality of nucleotides, wherein each nucleotide comprises a cleavable cyclic loop
between two positions of the nucleotide, wherein the cyclic loop comprises reporter moiety
corresponding to the identity of the nucleotide. The reporter may be comprised of an amino acid
sequence. The cyclic loop may further comprise modifications or arresting constructs for slowing
or halting the polynucleotide translocation through a nanopore. Also disclosed are methods of
detecting nucleotides and a kit for determining the sequence of nucleotides.

Homep u Ha3BaHHe TOKYMEHTA

W02025190902A41 Improving base calling quality scores

Pedepar

A method for determining the quality of a base call, wherein the base call is based upon a signal
generated in a current sequencing cycle of a sequencing run based upon the incorporation of a



nucleobase into a plurality of polynucleotide sequence portions forming a cluster, the method
comprising: accessing a plurality of features associated with the cluster; and determining a quality
score of the base call based upon the plurality of features and a non-linear machine learning
algorithm.

Homep 1 HazBaHMe JOKYMEHTA

US2025290137A1 Substituted coumarin dyes and uses as fluorescent labels

Pedepar

The present application relates to substituted coumarin derivatives and their uses as fluorescent
labels. These compounds may be used as fluorescent labels for nucleotides in nucleic acid
sequencing applications.

JlonmoTHUTEeIbHBII KOMMEHTApPHId:

OTOT NaTEeHTHBIM JOKyMEHT Takke monaH B Abcrpanuio, bpasunnto, Kanany, Kuraii,
EBponeiickoe marenTtHoe BempoMmMcTBO, M3pawmnb, Anonuto, FOxuyto Kopero, Mekcuky, CILLIA,
FOAP, uTo yka3biBaeT Ha BOCTpeOOBaHHOCTh ONMCAHHOM B TATEHTHOM JIOKYMEHTE TEXHOJIOTHH U
NEPCIIEKTUBHOCTD €€ KOMMEPLIUATIU3aL1H.

Homep 1 Ha3BaHHe TOKYMEHTA

W02025188906A41 Modified adenosine nucleotides

Pedepar

Embodiments of the present disclosure relate to modified adenosine nucleosides and nucleotides.
Also provided herein are methods and kits for sequencing applications using such nucleotides.

Homep 1 HazBaHHe JOKYMEHTA

W02025184226A1 Nucleotides with terminal phosphate capping

Pedepar

Embodiments of the present disclosure relate to nucleotides with modified terminal phosphate
capping groups. Also provided herein are methods and kits for sequencing applications using such
nucleotides having modified terminal phosphate capping groups.

Homep u Ha3BaHHe TOKYMEHTA

W02025184044A1 Methods and compositions to compare nucleic acid samples

Pedepar

Disclosed herein are methods and systems for comparing nucleic acids samples. Some
embodiments include confirming a nucleic acid sample identity. Some embodiments include
obtaining a nucleic acid sample from a human biological sample, determining sequence
information for the nucleic acid sample at a plurality of sites, and based on the sequence
information at each of the plurality of sites, confirming the nucleic acid sample identity. Further
disclosed herein are kits for confirming a nucleic acid sample identity, and systems for confirming
anucleic acid sample identity. Further disclosed herein are methods of amplifying a human nucleic
acid sample.

Homep u Ha3BaHHe TOKYMEHTA

EP4614146A2 Detection of analytes using targeted epigenetic assays, proximity-induced
tagmentation, strand invasion, restriction, or ligation



Pedepar

Detecting analytes using proximity-induced tagmentation, strand invasion, restriction, or ligation
is provided herein. In some examples, detecting an analyte includes coupling a donor recognition
probe to a first portion of the analyte. The donor recognition probe includes a first recognition
element specific to the first portion of the analyte, a first oligonucleotide corresponding to the first
portion, and a transposase coupled to the first recognition element and the first oligonucleotide.
An acceptor recognition probe is coupled to a second portion of the analyte. The acceptor
recognition probe includes a second recognition element specific to the second portion of the
analyte and a second oligonucleotide coupled to the second recognition element and
corresponding to the second portion. The transposase is used to generate a reporter polynucleotide
including the first and second oligonucleotides. The analyte is detected based on the reporter
including comprising the first and second oligonucleotides.

Homep 1 Ha3BaHHe TOKYMEHTA

AU2025226824A1 Major histocompatibility complex single nucleotide polymorphisms

Pedepar

A method of identifying a transplant donor for a recipient in need of a transplant, the method
comprising:

a) determining the presence of one or more single nucleotide polymorphism alleles in the MHC
gamma block of the recipient in need of a transplant;

b) determining the presence of one or more single nucleotide polymorphism alleles in the MHC
gamma block of one or more potential transplant donors, and c) identifying a transplant donor
based on the presence of one or more single nucleotide polymorphism alleles in the MHC
gamma block of both the transplant donor and the recipient in need of a transplant.

JlonmoTHATEeIbHBII KOMMEHTApHIi:

DTOT MaTEHTHBIN TOKyMEHT Takxke noaaH B ABcrpanuto, Kanany, Kuraii, lanuto, EBponeiickoe
nateHTHoe BeaoMcTBO, Wcnanuto, Ouunsuauio, Anonuto, CIIIA, 4yrto yka3siBaeT Ha
BOCTPEOOBAHHOCTh OIMUCAHHOW B MATEHTHOM JOKYMEHTE TEXHOJIOTMHM W TIEPCIEKTUBHOCThH €€
KOMMEpLHAIU3AIUH.

2. llatentHble NoKkyMeHTHLI kKoMnanuu BGI SHENZHEN (CN)

Homep 1 HazBaHMe JOKYMEHTA

W0202517945841 Gene sequencing data compression method and apparatus, and gene
sequencing data decompression method and apparatus

Pedepar

Provided are a gene sequencing data compression method and apparatus, and a gene sequencing
data decompression method and apparatus. The gene sequencing data compression method
comprises: on the basis of a sequence prediction model obtained by jointly training a sample base
sequence and a corresponding sample quality value sequence, performing sequence prediction on
at least one of a base sequence and a quality value sequence in gene sequencing data to be
compressed, and performing entropy encoding on at least one of the base sequence and the quality
value sequence on the basis of a sequence prediction result and a corresponding ground truth label
to obtain compressed data of said gene sequencing data. The gene sequencing data decompression
method comprises: on the basis of a sequence prediction model obtained by jointly training a
sample base sequence and a corresponding sample quality value sequence, performing sequence



prediction on gene sequencing data to be decompressed, and on the basis of a prediction result,
obtaining decompressed data corresponding to said gene sequencing data.

Homep 1 Ha3BaHHe TOKYMEHTA

W02025184871A1 Filtering processing method and apparatus for gene sequencing signals,
device, and storage medium

Pedepar

A filtering processing method and apparatus for gene sequencing signals, a device, and a storage
medium. The method comprises: on the basis of current changes generated by different bases
passing through a nanopore, obtaining a plurality of sets of raw gene sequencing signals; in a
first-stage pipeline, performing filtering processing on each set of raw gene sequencing signals at
the current time point to obtain preliminary gene sequencing signals; in a second-stage pipeline,
storing the preliminary gene sequencing signals in a preset register, and performing filtering
processing on the raw gene sequencing signals at the next time point to obtain candidate gene
sequencing signals; and in a third-stage pipeline, storing the candidate gene sequencing signals
in the register, and outputting the preliminary gene sequencing signals to a superordinate
computer. The method can improve the filtering efficiency of gene sequencing signals.

Homep 1 Ha3BaHHe TOKYMEHTA

EP4613874A1 Sequencing linker, sequencing linker complex, method for multiple amplifications
of target nucleic acid sequence, and method for nanopore sequencing

Pedepar

Disclosed in the present disclosure are a sequencing adapter, a sequencing adapter complex, a
method for multiple amplifications of a target nucleic acid sequence, and a method for nanopore
sequencing. The sequencing adapter includes a first strand and a second strand. The first strand
sequentially includes, from the 5' end to the 3' end, a sequencing guide sequence, a helicase
binding sequence, a restriction structure, a first complementary sequence, and a first primer
sequence; the restriction structure prevents a helicase from moving; the first strand has a 3' free
end; the second strand sequentially includes, from the 5' end to the 3'end, a second complementary
sequence, and a constraining sequence or a sequence complementary to the nucleic acid sequence
of the constraining sequence; the constraining sequence includes the nucleic acid sequence
modified with a hydrophobic molecule at an end; the first complementary sequence is reversely
complementary to the second complementary sequence, and the sequencing adapter is formed by
annealing the first strand and the second strand; and the sequencing adapter further includes a
structure that prevents the second strand from being displaced by a polymerase. The sequencing
adapter and sequencing adapter complex of the present disclosure are simple in construction
process, and high in yield.

Homep 1 HazBaHMe JOKYMEHTA

W02025194453A41 Method for constructing MTSCCAT-SEQ sequencing library on the basis of
droplet microfluidics

Pedepar

Provided is a method for constructing an mtscCAT-seq sequencing library on the basis of droplet
microfluidics, the method comprising: fixing and permeabilizing a cell by using a fixative and a
lysing agent, respectively; use a transposase to treat the cell which has been subjected to fixation
and permeabilization, which transposase is embedded with a first specific tag sequence, so as to
obtain gDNA and mtDNA which are linked to the first specific tag sequence, the gDNA being



derived from an open chromatin region; treating the cell by using a transcriptome capture
sequence, which transcriptome capture sequence comprises a second specific tag sequence, so as
to obtain, by means of reverse transcription, cDNA linked to the second specific tag sequence;
generating a droplet on the basis of droplet microfluidics so as to encapsulate the cell and a first
microbead within the droplet, wherein the gDNA, the mtDNA and the cDNA are captured by the
first microbead; and obtaining a sequencing library for mtscCAT-seq on the basis of the captured
gDNA, mtDNA and cDNA.

Homep 1 HazBaHMe JOKYMEHTA
EP4621053A1 Nucleic acid sequencing sample pretreatment device and method
Pedepar

Provided are a sample pretreatment device and method for nucleic acid sequencing. The sample
pretreatment device for nucleic acid sequencing includes a carrier, a first electrode, a second
electrode, and a controller. The carrier is provided with a pretreatment chamber. The carrier is
provided with a fluid inlet and a fluid outlet that communicate with the pretreatment chamber. The
first electrode is disposed on the top wall of the pretreatment chamber. The second electrode is
disposed on the bottom wall of the pretreatment chamber. The first electrode and the second
electrode are electrically connected to the controller.

Homep 1 Ha3BaHHe TOKYMEHTA

W02025194322A1 Method for constructing spatial proteomics sequencing library from paraffin-
embedded tissue sections and sequencing method

Pedepar

Provided is a method for constructing a spatial proteomics sequencing library from paraffin-
embedded tissue sections. The method comprises: providing a solid-phase carrier and an
antibody-nucleic acid conjugate; attaching a paraffin-embedded tissue section sample to the solid-
phase carrier and carrying out baking, dewaxing, hydration, de-crosslinking, and blocking
treatments to obtain a blocked solid-phase carrier; incubating the antibody-nucleic acid conjugate
and the blocked solid-phase carrier to obtain a protein-captured solid-phase carrier,; carrying out
a permeabilization treatment and DNA synthesis on the protein-captured solid-phase carrier to
obtain cDNA; and releasing the cDNA from the solid-phase carrier, collecting the cDNA, and
amplifying the cDNA to obtain a sequencing library.

Homep 1 Ha3BaHHe TOKYMEHTA

W02025184872A1 Transcription factor activity inferring method, apparatus, storage medium,
and computer device

Pedepar

Provided are a transcription factor activity inferring method, an apparatus, a storage medium,
and a computer device, relating to the field of transcription factor activity inference. Provided is
a method for performing transcription factor activity inference for spatial transcriptome
sequencing data. The method specifically comprises: combining spatial position information of
genes in the spatial transcriptome sequencing data with a single-cell transcription factor activity
analysis method to perform transcription factor activity inference on the spatial transcriptome
sequencing data. The method can improve the accuracy of performing transcription factor activity
inference on the basis of spatial transcriptome sequencing technology.

Homep 1 Ha3BaHHe TOKYMEHTA



EP4620970A1 Porin monomer, porin, mutant thereof, and use thereof
Pedepar

The present application provides a porin monomer, a porin, and a mutant and application thereof.
The porin monomer includes: (a) a protein having an amino acid sequence shown in SEQ ID NO:
1; or (b) a protein mutant, where an amino acid sequence of the protein mutant is subjected to
substitution, deletion and/or addition of one or more amino acids at at least one of the following
sites in SEQ ID NO: 1: 77, 81, 82, and the like, and the mutant has a function of forming a pore
channel structure by means of polymerization; or (c) a protein having at least 70%, 75%, 80%,
85%, 90%, 95%, or 99% homology to the protein in the (a) or the (b), where the mutant has the
function of forming the pore channel structure by means of polymerization. Therefore, the problem
in the prior art of a low capture rate of a nano porin to a library can be solved, and the present
application is applicable to the field of single-molecule sequencing.

Homep 1 HazBaHMe JOKYMEHTA
FI13565905T4 Nucleic acid sequencing using affinity reagents
Pedepar

The invention provides compositions and methods for sequencing nucleic acids and other
applications. In sequencing by synthesis, unlabeled reversible terminators are incorporated by a
polymerase in each cycle, then labeled after incorporation by binding to the reversible terminator
a directly or indirectly labeled antibody or other affinity reagent.

JlonmoTHUTEeIbHBII KOMMEHTAPHIA:

DTOT MATEHTHBIN JOKYMEHT Takxke mogaH B ABcrpanuto, bpasumuto, Kanany, Kurait, [lanuto,
EBporneiickoe marenTHoe BenoMcTBo, Mcnanuro, Ounnsuauto, Benrpuro, U3pauns, SAnonuro,
CIIA, HOxnyio Kopew, Mekcuky, Iloabmry, Ilopryrammio, CepOuio, 4to yKa3bplBaeT Ha
BOCTPEOOBAHHOCTh OIMUCAHHOW B MATEHTHOM JOKYMEHTE TEXHOJIOTMHM W TIEPCIEKTUBHOCThH €€
KOMMEpLHAIU3ALUH.

3. lHareutHbie NokYMeHTHI koMnanuu MGI TECH CO LTD (CN)

Homep 1 HazBaHMe JOKYMEHTA

US2025297306A41 Sequencing method

Pedepar

Provided is a hydrogel-based sequencing method suitable for a flowcell sequencing system and
also supporting open-source sequencing system, and which can effectively reduce costs while
ensuring sequencing efficiency and accuracy.

Homep 1 Ha3BaHHe TOKYMEHTA

EP4617382A1 Synthesis method for second strand in dnb paired-end sequencing, sequencing
method, and related products

Pedepar

The present invention provides a synthesis method for a second strand in DNB paired-end
sequencing, a sequencing method and a related product. The synthesis method for the second
strand comprises: after a first-strand sequencing on the DNB is completed, performing a second-
strand synthesis using a second-strand synthesis primer, wherein the second-strand synthesis
primer is a primer capable of being anchored on the surface of a sequencing chip. Second-strand



synthesis is performed by the second-strand synthesis primer anchored to a surface of a sequencing
carrier, so that the process of the second-strand synthesis is relatively more stable, and the
synthesized second-strand template strand is anchored to the sequencing carrier and subsequently
the second-strand template strand anchored to the sequencing carrier is sequenced, so that a
relatively higher quality of the second-strand sequencing can be obtained.

Homep 1 HazBaHMe JOKYMEHTA

W02025179510A1 Long-read and short-read co-sequencing device and bioinformatics
sequencing method

Pedepar

The present invention relates to the technical field of gene detection. Provided are a long-read and
short-read co-sequencing device and a bioinformatics sequencing method. The method comprises:
performing first base sequencing processing on a test object, so as to obtain a long base sequence
of the test object; and performing second base sequencing processing on the test object, so as to
obtain at least one short base sequence of the test object; and on the basis of the long base
sequence and the at least one short base sequence, determining a target base sequence
corresponding to the test object. Obtaining an accurate target base sequence while ensuring the
base detection efficiency is achieved on the basis of maintaining the base detection efficiency of
the acquiring of the long base sequence in combination with the base information accuracy of the
short base sequence, such that the target base sequence can conform to the actual situation of the
test object.

Homep 1 HazBaHHe JOKYMEHTA

W02025189364A1 Adapter addition method and use thereof in preparation of high-throughput
sequencing library

Pedepar

Provided are an adapter addition method, and a use thereof in the preparation of a high-
throughput sequencing library. First, provided is a method for adding an adapter to a blunt-ended
double-stranded DNA fragment, comprising: contacting the blunt-ended double-stranded DNA
fragment with an enzyme having a terminal transferase activity and/or function and an adapter,
wherein the enzyme is used for adding a nucleotide fragment 1 to the 3'-end of each strand of the
double-stranded DNA fragment, and the nucleotide fragment 1 is reversely complementary to a
nucleotide fragment 2 at the 3'-end of the adapter, so that the adapter is combined with the double-
stranded DNA fragment, to obtain a double-stranded DNA fragment to which the adapter has been
added. Furthermore, fragmentation, end repair, and adapter addition are carried out in one
reaction system, thereby greatly reducing the operation complexity of library preparation. The
problems of excessive steps, a high technical use threshold, a low template utilization rate, etc., in
high-throughput sequencing library construction are solved.

Homep 1 HazBaHMe JOKYMEHTA

W02025189419A41 Method for acquiring full-length transcript MRNA sequence

Pedepar

The present invention relates to a method for acquiring a full-length transcript sequence. The
method comprises: performing reverse transcription treatment on the mRNA to be tested;
performing second-strand synthesis treatment on a product after the reverse transcription
treatment, performing digestion treatment on a product after the second-strand synthesis treatment
in the presence of endonuclease, wherein the endonuclease specifically recognizes a nucleic acid



fragment with universal bases,; performing polymerase chain reaction treatment on a product after

the digestion treatment, and performing sequencing treatment on a product after the polymerase
chain reaction treatment, so as to obtain a full-length sequence of the mRNA to be tested. The
reverse transcription treatment or the second-chain synthesis treatment is performed in the
presence of universal bases.

Homep 1 HazBaHMe JOKYMEHTA
EP4613875A1 Method for efficiently and quickly constructing nucleic acid library
Pedepar

The present invention relates to the technical field of library construction, and particularly relates
to a method for efficiently and quickly constructing a nucleic acid library. The present invention
provides an adaptor composition. The adaptor composition can simultaneously attach a 5' end
adaptor and a 3' end adaptor to a single-stranded template nucleic acid in a same reaction system
by means of the 5' end adaptor, a first ligase, the 3' end adaptor, and a second ligase, without the
need to add the 5' end adaptor and the 3' end adaptor in separate steps, thereby greatly reducing
the reaction steps and the library construction time, and improving the adaptor attachment
efficiency; moreover, the adaptor attachment directionality can be guaranteed, the template
nucleic acid loss is reduced, and the utilization rate of original template nucleic acids is increased;
no additional fixed sequence is added onto the template, the sequencing quality is not affected,
there is no need to perform additional truncation by a certain length of a sequence requiring
sequencing, and adaptors will not be attached to each other.

Homep 1 HazBaHHe JOKYMEHTA
EP4621066A1 Multi-template nucleic acid synchronous sequencing method and use thereof
Pedepar

Provided are a multi-template nucleic acid synchronous sequencing method and use thereof. The
method includes: providing a plurality of composite nucleic acid template spots, with a plurality
of nucleic acid templates being arranged in the plurality of composite nucleic acid template spots;
hybridizing the plurality of nucleic acid templates with corresponding sequencing primers thereof;
performing, by use of the sequencing primers, a plurality of sequencing reaction cycles on each of
the plurality of nucleic acid templates hybridized with the sequencing primers, wherein in each of
the plurality of sequencing reaction cycles, signal intensities generated by the plurality of nucleic
acid templates exhibit variations from one another, and classifying sequencing channel signals
into the plurality of nucleic acid templates based on the variations in the signal intensities for each
of the plurality of sequencing reaction cycles.

4. IlHatentuble TokyMeHTHI KoMnanuu ELEMENT BIOSCIENCES INC (US)

Homep 1 HazBaHMe JOKYMEHTA

US2025285709A1 Phasing and prephasing correction of base calling in next generation
sequencing

Pedepar

The present disclosure includes methods, systems, and media for performing a phasing and
prephasing correction in sequencing analysis, comprising: determining corrected image
intensities of a plurality of polonies, Ipc(N), based on a cycle N—1 phasing coefficient, pN—1, a
cycle N—1 prephasing coefficient, ppN—1, or both; obtaining base calls in the cycle N based on
the corrected image intensities of the plurality of polonies in the cycle N, Ipc(N); selecting, by the
processor, polonies from the plurality of polonies based on the base calls; determining a cycle N



phasing coefficient, pN, a cycle N prephasing coefficient, ppN, or both; and updating image
intensities of the plurality of polonies in cycle N, I(N), using updated and corrected image
intensities, Ipc_n(N), wherein Ipc_n(N) is obtained based on the cycle N phasing coefficient, pN,
the cycle N prephasing coefficient, ppN, or both.

Homep 1 HazBaHMe JOKYMEHTA

W0202519153541 PARTIALLY DOUBLE-STRANDED SPLINT ADAPTORS AND METHODS
OF USE

Pedepar

The present disclosure provides compositions comprising nucleic acid partially double- stranded
splint adaptors, and methods for preparing nucleic acid libraries using the partially double-
stranded splint adaptors. The partially double-stranded splint adaptors can be ligated to double
stranded nucleic acid fragments to form library-splint complexes having double stranded nicks,
where the nicks can be ligated to form covalently closed circular molecules, which can then be
subjected to downstream amplification and sequencing workflows.

Homep u Ha3BaHHe TOKYMEHTA

W02025196731A1 Polymeric multivalent conjugates and related uses

Pedepar

The present disclosure provides polymeric molecules (e.g., compositions of Formula (1), an ionized
form thereof, an isomer thereof, or a salt thereof. The present disclosure further provides methods
for the use of the compositions, e.g. in the sequencing of poly-nucleic acid molecules.

Homep 1 HazBaHMe JOKYMEHTA

W02025196727A41 Macromolecular multivalent conjugates and related uses

Pedepar

The present disclosure provides multivalent molecules (e.g., compositions of Formula (I), an
ionized form thereof, an isomer thereof, or a salt thereof. The present disclosure further provides
methods for the use of the compositions, e.g. in the sequencing of poly-nucleic acid molecules.

Homep 1 HazBaHMe JOKYMEHTA

W02024158927A3 Illumination systems for nucleic acid sequencing

Pedepar

The present disclosure describes illumination methods and systems for illumination and
sequencing applications that can be utilized for, for example, microscopy and sequencing
platforms. The methods and systems of the present disclosure can provide wide area, flat
illumination, which can reduce error and improve system throughputs.

Homep 1 Ha3BaHHe TOKYMEHTA

W02024159166A1 Compositions and methods for sequencing multiple regions of a template
molecule using enzyme-based reagents

Pedepar

The present disclosure provides compositions comprising enzyme-based reagents, and methods
using the enzyme-based reagents, for nucleic acid sequencing. The enzyme-based reagents



efficiently remove sequencing read products from a first sequenced region of a template molecule,
thereby reducing residual signals in a second sequenced region on the same template molecule.

5. IlatenTHble noKYMeHTHI kKomMnanuu MASSACHUSETTS GEN HOSPITAL (US)

Homep 1 HazBaHHe JOKYMEHTA

US2025297245A1 Compositions and methods for single-cell RNA sequencing

Pedepar

Methods for single-cell sequencing of mitochondrial RNA are described. In some embodiments,
the methods further involve the identification of malignant cells and/or characterization of tumor
subclones in a biological sample.

Homep u Ha3BaHHe TOKYMEHTA

US2025290139A41 Diagnosis and prognosis of richter's syndrome

Pedepar

Disclosed herein are methods and devices for use in early detection of Richter's Syndrome. The
methods include sequencing a panel of regions in cell-free DNA molecules and detecting one or
more markers that are indicative of Richter's Syndrome.

Homep u Ha3BaHHe TOKYMEHTA

W02025199147A1 Methods and systems for massively scalable drug discovery through
chemical imaging and machine learning

Pedepar

Provided herein are methods of using a machine learning model to analyze a combination of
imaging data and sequencing data to characterize cellular phenotypes and evaluate perturbation
effects of drugs and genetic perturbation effects.



