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BBEOEHWE

HLA (orT Human Leuwkomyntie K ANdroeHEMBG WM X
rN"aBH®MMN/IEeKC T MCTOCOB MKEXMMaMKOTCHTON [HaeulmB/exK
6 xXpomdbpymea HAAKPBRET BaXHYHW pPoNnNb B «
KnetTkaM MWMMYHHOW cucTeMbl KakK Cco6GCTBEHH
benka AnNnA 3anyckKadn UBMMY @ a@w @B €OVTHB eKTeaM N N U’
BaXHot OCOG6eHHOCTb AOAaHHOM rpynnbs T €H
nonmmop(pec@bdigHOW CTOPOHBLI, BbLCOKOE pas3
nocneposaTHHAEBEBOGE®EERB S UHCTPYMEHTOM 3 alwu
ar eHTosB, C HMBIPY T rWalH CoIl 0@ @B HLA 41e0OHKUYSC 0 B C eyX [
MHAOWBMWALOB HeBenunukiu, 4YTO 3aTpyjagHdaerT no,
reMonoTMYECKNMUX CTBOJIOBBLIX YKKEe TBO KK OWH L0 /B0,
cTano ACHO, YHLA HacdTUmEeH®B MHOT O, 4ToO
cruemanbHbBENY Yea&r o OHD/IM €OHCKHIOABTAYyHP H biIl KO MU T €
OpraHunsauynmnu 3aApaBooXpaHeHNda cnoyedya wWT oapa
opMmumanbHbLE Ha3BaHWA HOB bletal,MO08)Kkoywma e TH
perynapHo nyo6nukKkyerT C N WCEOKO BHAOTBELIXb HAOMIC/ITEWT, €
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http://hla.alleles.org/nomenclature/index.html

ownobkKwNu MHEeWymTD no paHee onyo6nmkKoBadHH
nocnepoBaTeNbHOCT AM. B kKkayecTBe npumep
no KonmuyecTtBYyl wuvarnekieaicc oB, 3apermunct
KomMutTelom®mHKNaTypa HL A HeoagHOKpPATHDO n [
AONONHEHNBRS] 3 aHDQ () nepexopgom oT cepors
MOBEPXHOCTHBbIX KN1eTOoUYHBbIX aMg Mo ®maM BO C K O BW
CeKBeHUVRPIHKg @ ACH PebVHIO B bIX a/1N1e/IbHbLIX-T 8APHAAH
yCTaHGEGBEMNI@HAMMmMOpP qarB3 MMOKB3 O BHBHX P@HHbLIX o06,1acT
pasnmmnsy EeaBEenpeceamum nHleA oB

B HacToOdauweaek i ®@ee Waa 3 B aHilmAe wnawneneetn ay H U K ¢

HoMep, cocTOoOAWMMN N3 YyeTbilpex T pypmmec ywnpp,
Oeduc *HeoBazaTenbHbiil
Mcnonb3yeTca ans cydduke,
pasgeneHusa yKasbIBaKLWMA cTaTyc
UMeHu reHa HLA P Pasgenutenu IKCMpeccuu
Ha npedukc as,qu:MTenb nonen |
HLA-A*02:101:01:02N
-
] ] ]
HLA Fen Mone 4: McnonbayioT,
npedmke yTobbI NOKa3aTh pasnuums
Mone 1: BHE KoAupymoLei obnacTu
AnnensHas rpynna
Mone 3: Mcnonb3aytoT,
Mone 2: yTOGbI NOKa3aTb
cneuucU4ecKuii CUHOHUMMWYHbIE
annens HLA 3ameHbl B obnacTu

KOOMpOBaHUA

PnedHomvmeHnknaAyp&8BHpageHa ¢ anpena 20
( c T o htip:ihia.alleles.org/nomenclature/naming.html

AnunHa Ha3BaHWA annens 3aBuUCUT OT nNO
Hanbonee nNoxoxelh Apyroin nocnepoBaTeNnbH

Mepe, YyeThipaXxEeAQBOOKT OdlUWee U3 MNepBsblix
pa3genedHHb X lMNooeTrT aydeAdm.kican meHoBAB KA T e
DOB1wn 1. 4.) cnepyeTtT ABe Uwudpbl, KOTOPpH®ble

oTHOCATCSA K nontw l.etHEcmnmuwnwkioiemep BIHMN AT T
annenb cCUYMTaeTCd TUNUPOBAHHBLM B HU3IKOM


http://hla.alleles.org/nomenclature/naming.html

oT nepsBoro pagBoetToyYymemM U nNnpepoctTasBnaert
HyKneoTtTunpgoB BHLAaBAD@RK . NEemuTaB/leH ABYMA
OHCUYUMNTaeTCH4 TUNMUPOBAHHBLM Ha BbBICOKOM p
npeagcrtaBndaer cob6ou MHPoOopMaUNIO 06 9K 3
CMHOHWUMMWUUYHBIX . Llmppbl B YeTBEpPTOM nNnone H
MHT POHAaAKX. KonmuyuecTtTBO nNonemw exHaB mMc3BTe COTH a
MNNW HEeCKONbKO K/NKHWYEeBbIX 3K3O0OHOB, BMBe 3K
AONO/THEeHMUE K YHUKANbHOMY HoOMeEeDpY ann
Heobsa3aTe/NbHLbeE cy dunk c bl, KOTOPpH®ble MOT Yy
yKas3aHuUuga ero saKcnpeccwuwu.

B Hawmeeo aBpemMda HoMeHKNaTypHbLW KomMurte:-
3apaBooxXxpaHeHuMda no dGakTopamM cucTtemb HL

LaHHBIX, copgepxXawytw umuHdpopmMaumiw o060 BCeX
IMGT/HLA (https://www.ebi.ac.uk/ipd/imgt/hla/. B paaHHOM 6base
MHpopmMauma O HYKNeoTuMaHOW nocnepoBaTent
BNnepBble OOH @AW ABI O K b , AaTb peruvmcrtpaty

obHOBNEHMNSA MHPoOpMaLUWHU JIDH NI TRENE Al & HNHPE 011
nyoéonukauwnmn.,

Mpwn npoBefgeHUNMN cHHA BrenpBBamkgws pewmMe
BICOKONPOWNW3IBOAUTENbHbBMM MeTOgaAaMMN, ocob
OTOPbLIX MUCCAepnosaHUAS epa®n ppeagHeeree HMe1 N p o
poBOAUWANUCHD H a Ma nbBKO3BMBEABPRKAXCUTYAUUNN
ocnepgpoBaTtTenbHOCTENW, paHee He 3aper
OMUTETOM.

MosToMmMy, perncrtpaumus H O B bl X nocnepao.l
3ajadvyein gnNnAa XapakTepuUCTUKKUM mMccnepyemb X
MeaAUWULUMHET PREREUNCTpPaAaUUNN (PG HEASWOHKED N N3CaABHIHA
peweHMWe O BO3IMOXHOCTMW nNpoBefgeHNWdaA TpaHCT

< 33 xR @

TPEBOBAHWMNA, [HERMLIEAK/I] MOC/ITEHOBGATHM

Mpexage 4YeM per HWBa/p/vVeP/DB alH & 0 HXOBL U MO Y
cobnwpererb HBOOXOA4UNMBIE ycnoswus peruvcTpa
YyTBEpPXMAeHHbX HoMeHKANaTypHBLBM KoMurtetowm
BcemMmumpHoin OpraHmsaumm 3apaBoOoOXpaHeHNSH.

MHcCcTpyKUuMUM nNno oTnpaBKe HOBOW nNnocnepjec


https://www.ebi.ac.uk/ipd/imgt/hla/
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n nocnepgpoBaTenbHOCTHDb nonvwyyelildP n
KNTOHMWPOBAaAHLB A0 CeKkBeHMUpPOBaAaHMA, H
BEeEHWPOBAHLbLI.

BeHMpoBaHWe BCcerpga AONXHO BbNONHSA
n BbIMONHAETCH npAaMGcGaEMNa e s e wipDaBRa
epunana, AONXHbB OblTb @ EKBERHHPIO B bl
eNbHBX peakuunmnm TMNUP.

m y nunuy, reTepos3sunUroOoOTHDBIX NO JIOKYCY
bl annenb HeobGBXOAMUMO CeKBeHWUpPOBaA
n m obpasowm, nocnepoBaTenbHOCTHDb
OTb3 0OBaHLWaE MM EVKeBTeOHAMOP/I0 B a H U A (N pnoH A € e H
bl SBTH rne ob6ba annensa reTepo3unNr 01
CTe, aBnaerTcA HefgocTaTO4YHBbLM 4 0 K
uMmanbHOT O [AO3IMAKRE®NAN, HoBasa MNoc
X H a OblPEKO EHOEXTBREAbTEPHAT UBHGBbBIM Me T C
BOAUT-GN@AUMeMBbHOEe CeKBeHUupoBaHMWMe
nepoBaTtTenbHOCTHb, nolyyeHHasd nCc K
ONb3yeMblX aAn4 aMmnnunpuneKkaumu annej/
ACTaB/ieHHYW nocnepgpoBaTenNnbHOCTHDb.
cnepoeaTenNpgpaENXHaAa ObTPABENOHUBAD VBIPOB
HHbIX, e OOMXeH 6 bl T accessiop mmkeEj e H
cnepoBaTtTenbHOCTM MOTyT ObBTbL OTNpas
eaywowmnm apgpecam:

SO w 3dOdX W 33X 43X X OO

EMBL: http://embl/Submission/index.html
GenBankhttp://www.ncbi.nlm.nih.gov/Genbank/submit.html
DDBJ: http://www.ddbj.nig.ac.jp/submissiee.htmi
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cnepoBaTtTenNnbHOCTMW NONHOW A[ANWUWHBL Nnpeapg
HUMaA/NbHDBE -DERSsO@HBIAaHNAN 3 AN1A9 nNOCNe;[.
acca | wmn 2K30H 2 aAna nocnepoBaTtTensb
NN HOBada nNnocnepoBaTenNnbHOCTb OTANMKWY:
yrom Hexkoagupytwuwem yvyacTunm reHa, [O0N0X
cnepgpoBaTeibHOCT b, KoTopas- OXBarTet
Koagupytuwme o6 namTmoONHBpPadMEYHOMB U T
cnepoBaTtTenbHOCTMW U3 Hawmobonee 6N1U3K
BbboHa TakKkxe ©OblJla CekKBeHUpOBaHa UM n

BO3MOXKHaAIWWBEAMONNCAHRN®O@aM/I JAEIB O X H a 6 blT
AT OTOB/IeHa [AUes HYBOKN KNAPOMWIM.X aQMN p a B /i
3y AAaHHBLIX NO 39/TeKTPOHHONW NOuUTE.


http://embl/Submission/index.html
http://www.ncbi.nlm.nih.gov/Genbank/submit.html
http://www.ddbj.nig.ac.jp/submission-e.html

10N p n HwmAinpoBaHNMU naunmeHTOB M nc

310KayecTBEeEHHbBMMU HOBOOOGBpPas3oOBaHWMUAMMU H
HOBbLIX amaiem@mas yuos OHK, BblAeNnNeHHDBX W«
[flocnepgpoBaTenNnbHOCT WK, NOoOTy4YeHHEbBIe ncC K
MaTepunmana wunaum 6e3 40 HTAATTMNCIWH bl XHIOGHDA D3
KNleT3Kapxo A bllUEBOWN NUHWUMN, He O6yayT paccl
11401 9 o6bpasuya, B KOTOpPpOM 0O bl oOobHapy X
Heob6bxoauMmMo npepgocTaBuTb TwunuHLA-B,aH e,
B, DRB1. Kpomen>XHwa o06blTb nNnpepemaBaee@Aab

BTOPOro annend B WHTepepyBWUMEOTHOK YVC &

124 HK nnwu ApPpYyT OWanwaiMeepn a n K N e TAOOHH¥HEbl |
XpaHUWITWEH B 06WeAOCTYNHOWR K O JIoe KKUupMania
Mepe, B naéopamnppan

13Mogauya nocneagoBavefik A@TY PHGLHRA Ko MU T ¢
BbLIMONMNHATbLCA C RVOHVICOTUPbYIOM EBIH @ W HOL O C T Y M H
limgt/hla/subs/submit.html.Uc c negoBaTensb NOMXeH 3 8
Xapakepunsyrwouwytrw nocnepoBaTtPABHE@ETER I (
nocnepoBaTelbHOCTUOACTBIRHBSIMUHDBIENANEMD
nocnepoBaTtTenNnbHOCTb He MOXeT ObTb OTH
MHCTPYMEHTOB, mccnepgoBaTendamy gaieq@ya&dm
6asb ARDHHMGT / HLA agna nonydyeHua nopna
anbTepHaTMWBHbBIXBMIETOLAX OTNP

Mocne TEOH Oy KaAXxnW  nucsb, YT O BCe Heobxog
MOXHO NpPUCTYNWUTbL K Npouyuepgype peruncrtpauyy

NMOPALOK PET VI GHOBAOOMM BV

MopAapnoK peruvcTpayunmum HOBOTFTo annena MC

1. BohiaBnneHne XKOBReHOEB Ol 0 annensd

2. MNMopavya nocnepoBatTentcanBank 1 HOBOT 0O &

3. Perncrtpaumda HoBOTr o alMGEHIA B base [

MocnepoBatTenbHOCTbL HOBOTFIO annenasa, n |
NONYy4YunuTHb pa3nunyHbMi®BS OPe T SHEERN SBITLP n N
[MToOW bKYB HacToS4dLlWwee Bpewmd 6GO0NbWNHCTBO
nMoMO Wb 10 coBpeme HNGBTr o K omreoTpobla OO e C A e Y nE
cneumPpnuyuHoe ceKBeHMPOBAaAaHMUE B LAHHOM I ¢

8



Mpouyuecc NoAr oTOBKM o6pasuya K CeKBEeH
MOONb3O0OBaAaHWEM PpPas3HbIX KOMMEepPYECKMU [O0CT)
camMoCTOSATeNbHO pa3paboTaHHBLX MeTOAWUK.

O aHHGbE, NMOTYy4YeHHBble HOLOTYREO LAWY ( D@ e poanr,
BeHrpumua) wn cooTBeTcBYytwwer o np o"SoftwaneMH or c

1.BbiSBNnNeHMmMea NHAEB10

Mocne nNnonydeHWsA-TAampeBawOKN YennoBeKkKa
obecnevyeHwune npepgocTtTaBnNnsemMoe npounMsBOAMN:
6MONNOTEK MOKPRELWMDREBEAIL B ID AlE G WOBVA O JEE N

(pn c3).

..... Genotyping sample result

HEBRAADOHSHL EEE0E

Browse Browse Browse noty pe Show Show Se(p Best Matches Asignment Genotype | Asignment Comments Send Approve  Reject/Revoke Export
Alignment  Allele 1 Allele 2 Den Is  Mismatches Novelties Only State Precision For Approval  Result Approval FResult LDonoﬂ

o HLA-A*26:01:01:01 HLA-B*27:14
20 [T FY i FYT

ID 06pa3ua’ Novel allele with exon novelty detected on this Iocusl-|LA -8*44:02:01:01

B 3TOM TOKYCe 0OHAPYHER HOBBIA ATISTE ¢ SK30HHOR 3aMeHOH

HLA-B HLA-A*26:01P + No P group

HLA-C HLA-A*26:01:01G + No G group

HLA-DQB1 #1 @ 0K HLA-A*26:01:01:01 + @0 HLA-A*26:01:01:0141 & Exon mismatches  0/0  Non
HLA-DRB 1

Punad.lNpumep ob6GHapyXeHHOT o HMBOTwio™annens

Mocne nNnonyvYeHusda coobuweHMda OoBH MOOEPHBRPHW
oyepegpwebOXO0OaUNUMO NPOBABPANY H e AKAAHHMELCXT B1 &1 3TO
MCnNnonb3WaoT [TIAK U KaHEQODBAKPKIT 1 e, dbas3unpos
6as3oBasd CTaBurxnm-n&kaa MBN NokaszaTeneim B bl 3

peKkoMeHAYeTCSHa TaKeElmr nokopmaveea qreormor oT MeT T
B Cnydae BblAB/NTEHNS HOoOBOTHK mpmneonse/gseHIO



noaTBepeKgawW4paBakmyoe TC/IMEPOBOANT b U3 BHO
obpasuyallpdHKnonyYyeHwuwu AAHHbBX NJUWE@BBEDP X
annenasa, uenecoobpas3HO HauyaTb paboThb No
an4a OCYy We caoa/MEeHaAmuan xo .2 0 6K 0 4 U MO non
nocneagoBatemnme HaLTe N HFABTAPoOo pmMaTe

2.MMopgpavya nocnepoBatTenandankMn HoBOT O

Ansa oTnpagkpmaGnrRBaM nocnepoBamepiemé oc T
Ha cHtpsy/www.ncbi.nim.nih.gov/genbarskibmit/n  HMavkrcec bl fBrRNKIL

(pn c4).

@ ncbi.nim.nih.gov/genbank/submit/

S NCBI  Resources ¥ How To &)
GenBank [Nucleotige v |||
GenBank v Submit v Genomes v WGS v Metagenomes ¥ TPA v TSA v INSDC » Other v

0 COVID-19 Information
Public heaith information (CDC) | Research information (NIH) | SARS-CoV-2 data (NCBI) | Prevention and treatment informati

How to submit data to GenBank

The most important source of new data for GenBank ®is direct submissions from scientists. GenBank depends on its contributors to help
keep the database as comprehensive, current. and accurate as possible. NCBI provides timely and accurate processing and biological
review of new entries and updates to existing entries, and is ready to assist authors who have new data to submit

Receiving an Accession Number for your Manuscript

Most journals require DNA and amino acid sequences that are cited in articles be submitted to a public sequence repository
(DDBJ/ENA/Genbank - INSDC) as part of the publication process. Data exchange between DDBJ, ENA and GenBank occurs daily so it is
only necessary to submit the sequence to one database, whichever one is most convenient, without regard for where the sequence may be
published. Sequence data submitted in advance of publication can be kept confidential if requested. GenBank will provide accession
numbers for submitted sequences, usually within two working days. This accession number serves as an identifier for your submitted your
data, and allows the community to retrieve the sequence upon reading the journal article. The accession number should be included in your
manuscript, preferably in a footnote on the first page of the article. or as required by individual journal procedures

Submissions to GenBank
There are several options for preparing and submitting data to GenBank

Web-based submission tools that are automatically submitted to GenBank

o Dankll, a T-Dased SUbMISSION 100] With wizards 1o QuIGe the Submission process

* DUDMISSI0N FPOral a unified system for multiple submission types. Currently only nbosomal RNA (rRNA), iRNA-ITS, metazoan
mitochondrial COX1, Influenza. Norovirus, Dengue or SARS-CoV-2 sequences can be submitted with the GenBank component of
this tool. Genome and Transcriptome A blies can be submitted through the Genomes and TSA portals, respectively. This will be
expanded in the future to include other types of GenBank submissions

Submission preparation tools which require uploading via the Submission Portal or email to gb-sub@ncbi nlm.nih gov when relevant

« 1hi2asn. a command-line program, automates the creation of seq @ records for submission to GenBank. It is used primarily for
submission of complete genomes and large batches of sequences and is available by FTP for use on MAC, PC and Unix platforms.

» Genome Workbench, offers a rich set of integrated tools for studying and analyzing genetic data. The Submission Wizard allows you
to prepare submissions of single eukaryotic and prokaryotic genomes. You can also use Genome Workbench to edit and visualize an
ASN1 file created by thi2asn

PundCtaprtoBasa cTpaHuua ana noapenBankMoc ne

Hac nepng i p acHELD 6 X OBOIGMIMMTO®I B B N U Y H bl K a |
BblOp aT3ba ITpUynk A & M BIIBNG e piykHEZA H HEGI€ K B € H U [H@EB a H I
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https://www.ncbi.nlm.nih.gov/genbank/submit/

YyKa3saHH©ble B blle (yepes Bankl t): MPHK,
nnasMumpagb, Apyruwe BUPYCHbI, dhar vmaxmiBae eT u

(pn c5).
Submit new sequences to GenBank

What type of sequence data do you have?

O SARS-CoV-2 @
© Ribosomal RNA (rRNA) or rRNA-ITS
O Metazoan (multicellular animal) COX1
O Influenza virus
© Norovirus
Dengue virus
© Eukaryotic and Prokaryotic Genomes (WGS or Complete)
O Transcriptome Shotgun Assembly (TSA)
Unassembled sequence reads (SRA)

@® Sequence data not listed above (through Bankit): mMRNA, genomic DNA,
- organelle, ncRNA, plasmids, other viruses, phages, synthetic constructs

Submission requirements

* Sequence data in FASTA or alignment format

+ Name(s) of the organism(s) where sequence data were isolated and any
other descriptive data
Sequence features (Examples: CDS, gene, tRNA, with nucleotide intervals
and product names)

== | start |

Pné.Ctrpamwipoopa Tuna @eaBamkbix B 6a3 e

MepennmmrecTpaHMyy nojayum HOBOWBTODOINE
HeobG6xoaunmo B si@ipBankitsSubmissiaripmr c6).

National Library of Medicine
National Center for Biotechnology Information

o COVID-19 Information

Public health information (CDC) | Research information (NIH) | SARS-CoV-2 data (NCBI)

Banklt

Welcome Banklt User !

Click on one of the buttons below to start a new submission
|Start SARS-CoV-2 Submission!
[Start rRNA or rRNA/ITS Submission

|Start Metazoan COX1 Submission|

[start , Dengue
Don't see your submission here? Try searching in Submission Portal
Need help? Contact GenBank user services at info@ncbi.nim.nih. gov

D your

Puné. CTpaHuua nopgauum HoBoOGenBam'ne goBa-

11



MocnenmerRmec MAIBRYT CTpaHWKMEEBIO U3 aKMOOHITHA K -
AaHHme7).Moc neHa®mamteue

m National Library of Medicine

National Center for Biotechnology Information

Banklit

GenBank Submissions

Contact Information
First Name

Last Name

Department

Institution

Street Address

1
]
[
[
|

city ]
—
I
[

State/Province
ZIP/Postal Code

Country

Phone

,7
Fax —]
|

|
Example: 001-202-000-0000 (International), 202-000-0000 (U.S.A)

Email

Please provide an alternative email address to ensure that messages are received.
Alternative Email [ J

User profile update ¥ Retain changes to Contact information for all future Bankit submissions. (Uncheck if changes apply “only” to this submission)

Puc. CTpaHuua KOHTa aAKkKTHbGenBankMH bix 3 a g

Ha cneagywuwemo TCEpPRAMMAE BPbEHTbUAC T P a H 0 K, P bl
NP N CHBHObEN K AMAHGHLpEeMooCcya 4 M . A3aaHTHObNXH, & H @ bl € o €
aBToOopax, nopgatwmx nocneppaoCeraTTa/ERHNMNE AR, U |
nocneagoBaTenb Hocd).NoB NMEY R K& A@@UE

12



National Library of Medicine
National Center for Biotechnology Information

COVID-19 Information

Public health information (CDC) | Research information (NIH) | SARS-CoV.2 data (NCBI) | Prevention and treatment information (HHS) | Espaiiol

Banklt

GenBank Submissions

Contact  Reference

Submission # 2489783

 —

Sequence Authors

First Name Middle Initial(s) Last Name Suffix Remove
[Anastasii | V] [Ananeva | v X
[Elena | [ | [Shagimardanova | X

[Add| more sequence authors.

Reference Information #1

YHUKaIbHBII HOMEDP TTOHa4HN

ABTOPBI IIOCIICJOBATCIIBHOCTH

Please provide the title and relevant publication details (volume, issue, etc.) of a paper that discusses this submission.

PUBLICATION STATUS

D —

Craryc myOnmuKaIimm

) In-Press ) Published

REFERENCE AUTHORS
® sSame As Sequence Authors

O Specify New Authors

|Add Another Reference

P n. 8.

HOBOH

Hdanee
nocnepnoB a TBewbHIDECH HALI €
CeKkBeHMUpOBaHMA,
9) . T10 cHI&XM@Emi@ue

13
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& c & ncbi.nim.nih.gov/WebSub/?form=seqtech8&sid=2489783&tool=genbank

Lensank Supmissions

Contact Reference  Sequencing Technology
Submission # 2489783

Sequencing Technology

This information is required if you are submitting over 500 sequences or if your sequences were generated using next-generation sequencing technology
What methods were used to obtain these sequences?
[[Jsanger dideoxy sequencing
454
[_Helicos

 — MeTox ceKBeHHPOBaHMS

[llenTorrent

=5
S &
g 2

o

Are these sequence(s):

) unassembled sequence
reads

(® assembled sequences
( g of two or more — CﬁopKa IO CIIEA0BAaTEeIIbHOCTH

reads)

What program(s) did you use to assemble these sequences?

Assembly Program Version or Date Remove IIporpammaOE
[T JIEE il obecTieyeHre

[Acd| additional assembly programs.

Assembly Name: |

Coverage: | |

Pue. CTtpaHuuya BKAnagkKum uHpopmMauumm o Te
genoHUWPOBaAaHMWUU HoBOW ndenBafl'oBaTenbH:d

Ha cnepytuem cepye Hp & yo OBIEAG@ O 0B aH
nocnepo®@ATIL IBHOTK pLIXN dMaKIOETyClea My B a,T € Nb
dopmMaT paBRABYPY3IUTEe caMy HYKneo@@Ewmd®.yto n
Mo Cc neHa®ma@mmteue
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GenBank Submissions

Contact Reference Sequencing Technology Nucleotide

Submission # 2489783

Submission Release Date

When may we release your sequence record?

JlaTa BBITyCKa

O Immediately After Processing
@ Release Date: [17-Feb-2022 | _ :
lease date must be after 6 months from today and

TIOCIEN0BATCIIbHOCTH

Sequence(s) and Definition Line(s)

Molecule Type: [genomic DNA w| Selec} the type of molecule that was isolated and sequenced.
—— e (| oot oo
— TIOCIENOBATCIIBHOCTH
Are you submitting the O Yes ® No L
complete sequence of an
organelle genome, virus, viral
segment, viroid, plasmid, or
cloning vector?
Nucleotide Sequence Format
Sequence data format:
® FASTA sequences (not an alignment, most common data format, FASTA help)
For example:
»seql [organismegenus species] Definition Line for seql B])IGGPI‘ITG (I)OpMﬂT
aaccgatatagagagagga....
»58q2 [organismsgenus spscies] Definition Line for Seq2 JaHHBIX
atctgaatagagattattt....

Definition Lines which are used to describe each sequence, should be included with your sequence data.
O Alignment (FASTA+GAP, NEXUS, PHYLIP, CLUSTAL(W), alignment help)

Nucleotide Sequence(s)

Paste sequence data

(OR)

Upload file

Continue|

PutoO.
B

>Seq [organism=Homo sapiens] HLA-A, gene, complete cds -
GCGGACCCAGTTCTCACTCCCATTGGGTGTCGGGTTTCCAGAGAAGCCAATCAGT
GTCGTCGCGGTCGCGGTTCTAAAGTCCGCACGCACCCACCGGGACTCAGATTCT
CCCCAGACGCCGAGGATGGCCGTCATGGCGCCCCGAACCCTCGTCCTGCTACTC
TCGGGGGCCCTGGCCCTGACCCAGACCTGGGCGGGTGAGTGCGGGGTCGGGA ™
GGGAAACGGCCTCTGTGGGGAGAAGCAAGGGGCCCGCCCGGLGGGGGCGCAG -

BCTaBbTe HYKISOTHIHYIO TOCIEIOBATETBHOCTD
| BuGepure paiin | @ain e ev0paH |y sarpysuTe daibiel fasta

CTpaHunmuya 3arpys3kKu HYKNeoOTWUOHOI
6 @emBankM

Naneepuerke@ T er opu (v cld)praaum Zonterue
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m National Library of Medicine

National Center for Biotechnology Information

COVID-19 Information

Public health information (CDC) | Research information (NIH) | SARS-CoV-2 data (NCBI) | Prevention and treatment information (HHS)

Banklt

GenBank Submissions
Contact Reference Sequencing Technology Nucleotide 'Submission Category
Submission # 2489783

Submission Category

Indicate whether your sequence is an original submission or a third-party annotation submission.

®O0riginal Directly sequenced by submitter.
(OThird Party Annotation Derived from other primary sequence data.

Contnug

Putdl. CTtpaHuua kKaTeGenBan¥ 3arpys3kwu

Ha cnepgytwweim BKNapgke 3arpooi)um TieaymmHe
Continue

Banklt

GenBank Submissions

Contact Reference Sequencing Technology Nucleotide Submission Category ‘Source Modifiers
Submission # 2489783

Source Modifiers

Source Organelle/Location Information

Choose the correct organelle or location, if applicable _ Bmﬁepme m{cpopMa]_uﬂo 06
Organelle/Location [ A OpraHeIuic Wi MOMOKCHHHA
Source Modifiers

Choose source modifier(s) and enter value(s) here
Please refer to Source modifier list for description and format

source modifier value Remove -
Tissue type ~] [biood ) Bridepute HCXOIHEIE

MOOHGHUKATOPEL

\Add| another source modifier

Any other source related information? [Add
For example, Taxonomic Classification or Lineage for unknown/unrecognized organisms. Do not enter individual source modifiers as plain text here. Choose them from the drop down list in the Source Modifier section above

If you want to include PCR primers in your submission, check here: )

Organism and Source Modifiers

Organism and Source Modifiers

Sequence ID Organism
Seq Homo sapiens

Pnt 2. CTpaHuua pAgaHHbX o @&GenBankMo gHOM O f

16



Ha <cnepytwei cTpaHuuye Heob6XxXoaunumo B
nocnepoBapecid.FlocneHAa®Ma@mteue

Banklt

GenBank Submissions
Contact Reference Sequencing Technology Nucleotide Submission Category Source Modifiers Features
Submission # 2489783

Features (Overview)

Provide feature annotations for your submission using one of the options below: INSDC feature definitions

O Add features by uploading five column feature table file

® Add features by completing input forms _ JloGaBbTe XapaKTEpUCTHKH, 3all0JHAB (GOpMy BBOZA

« This method is suitable for annotating a single feature or a few features
« Features may be annotated across an entire sequence or using specific intervals within a sequence

To add a feature, select feature category and feature type within that category then click 'Add". BriGepute
® Coding Region (CDS) / Gene / MRNA — if in, ch his opti oM,
oding Region (CDS) / Gene / MRNA — if your sequence encodes a protein, choose this option « xoTOpYIo
Add CD3 Dy HEOGXOIIMO BBECTH
@® providing intervals O providing protein sequence data IUIS Ballei
O RNA (fRNA, tRNA, non-coding RNA, misc_RNA, etc) AL L
O Repeat region (for sequence repeats, mobile elements and satellites)
O Regulatory feature (promoter, TATA_signal, RBS etc.)
O Other
Added Features for editing/removal
No features entered yet
Continue]
Pnae3. CTpakmepucamKk 3arpyxaemoih noc
6 a SenBankM
Ha cnepgytweii HET@XAMWeO BBECTM! X

3arpyxaemMoun o C e gpBacHaMTLELNT b3HKO3COTHUO B H O B O W
MHpPoOopMaunMio 0 HoBON MaeldnedoensaemBameTn
3 aTieamXMAccept

17



Banklit

GenBank Submissions

Contact Reference Sequencing Technology MNucleotide Submission Category Source Modifiers | Features

Submission # 2489783

Features (Detail)

Adding Feature COS" Information on Coding Sequences
Strand? {Pick strand for each span below)
Partial? 7000
Is this a Pseudogene? " Yes @ No
Is this an intronless gene? Yes ® Mo
Nucleotide Interval Spans: Entire Sequence

® Specific Spans - specify nuclectide numbers within your seguence. (Use this if your sequences contain introns)

Start Stop Strand |
125 [197 | [Plus ~
328 [Bo7 | [Pus_~| 3amonHNuTe
839 [1114 Plus ~
1715 [1990 | [Plus ~ }H{CDOPMMHO 0
Goa0 2206 | [Pus ] Havdane H KOHIIE
2645 [2677 | [Pus ~ KaKIOoro 3K30Ha
2820 (2857 | [Puus v
3037 ] [3o41 ] [Pus ~

Add| more intervals

Protein Information

Protein Name HLA-A
Protein Dr ip Mucleocapsid proteins within SARS-CoV-2 contain multiple Class | s
epitopes with predicted HLA restrictions. [provided by RefSeq, Jun 2020] 4
EC Number — 3amomHITe

HH(OPMAITHEO O

Gene Information

Gene feature will be A00ed if oo o
Gene Name " HLA-A | HOBOH
Gene Allele HLA-A"26 new | l MMOCNEd0OBATCIIBHOCTH

Gene Description HLA-A belongs to the HLA class | heavy chain paralogues. This class | moleculeisa = |
heterodimer consisting of a heavy chain and a light chain (beta-2 microglobulin). The

—
Does gene interval extend beyond the intervals provided for the coding region? ®No_es

MRNA information
|_Add mRNA

Does MRNA interval extend beyond the intervals provided for the coding region? ®NoYes
Qualifier Value

[Aad more Quaiifiers

Add clicked.

Puti4. CtTpaHnya peTanbHbBX XapakKTepwucTt
nocnepoBatTe@aBaokl T 6a3ze

Nanee Bb nNepennpgeTe Ha cTpaHWUuy, rge
AaHHbe Ha npeabpyayx ETPIaMH vBBLIA XY 6(e AM T KUCDb
BBeOEHHDBX AaHJdominug HaXMUTe

18



Banklt

GenBank Submissions

Contact Ref i Category Source Modifiers |Features
Submission # 2489783

Features (Overview)
Provide feature annotations for your submission using one of the aptions below: INSDC feature definitions
Add features by uploading five column feature table file
Add features by completing input forms
Added Features for editing/removal
Remove All Features|
Feature name  Strand Interval range Remove

[Ediff =~ CDS/Gene/mRNA + 125,197, 328..597, 839..1114, 1715..1990, 2090..2206, 2645..2677, 2820..2867, 3037..3041 X

gene

Puteds5. CTtpaHuua o630pa uu npobasEgqBankM3 ar py

Ha cnepgywweim cTpaHuue BBeAUTE [AaHHBbE
byageT nNpunxpamamMneHne O cTaTyce nopgaHHOVW
3aBepwnTe nnbimsalSugmissici(p W Aok

Banklt

GenBank Submissions

Contact Reference Sequencing Technology Nucleotide Submission Category Source Modifiers Features |Review and Correct

Submission # 2489783

Review Submission

1. Additional Email Addresses?
Correspondence regarding this submission will be sent to the following email address:
T T

Separate multiple email addresses with commas.

2. Resubmission?
If you were asked by GenBank staff to resubmit your sequence data, check here:

3. Submission Title (Optional)
If you want to title your submission for your own record-keeping, check here:

4. Additional Information

If you have additional or corrected source modifier or feature files, or other plain text description for your sequence data submission, check here:

5. Updates
‘You may update or revise your submissions at any time by sending new or corrected information in an email to update@ncbi.nim.nih.gov. You may also contact us at this address with any questions.

Review Records of Your Set
Below please find your 1 genbank ‘submission record(s) for your review.

‘You can download the complete set as a compressed ZIP file.

Puted6. CTtpaHuua o630pa M npoB&mBankM3 ar py

Mocne 3aBepuweHNWsS NOM@HMY, TH@AEC BDYIIRIKT PYB
O nopgpavye nocneGeambanBE T BN BROECHMEB HEKOTOPOT (
NOYTY NOCTYNUT NUucCcHMmomMepprerrG@emPamnk os b
HYKNeoTUMAHONW NnocnepnoBaTenNbHOCTMU
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3.Perncrtpaumsa HoBOT O a-MGEHLA B base

flocne NpPpuUCBOEHWA YHWUKaAaNbHOIO HOMepa
perncrtpauunmn HEa3oer of aaHIWGEAALAN. BBDA o TnpaBKMWU
AaHHbX MGTD HLA w©nH O pimaolcwive 400 BHAGTEE@I 6 H QB T @
caunrt: https:// www. ebi nae. ukdcSupdy | sngt é
H a X M Btartgour submissiornere(pn cl17).

ebi.ac.uk/ipd/img

@ IPD-IMGT/HLA

Overview I ESTDAB

Welcome to IPD-IMGT/HLA

Release 3.47 (2022-01) Version Report - Build 207cdce

The IPD-IMGT/HLA Database provides a specialist database for sequences of the human major histocompatibility complex (MHC)
and includes the official sequences named by the WHO Nomenclature Committee For Factors of the HLA System. The IPD-
IMGT/HLA Database was originally part of the international ImMunoGeneTics project (IMGT). For more information about the

database and what data and tools are available please see our @ about page.

Q Alleles il Statistics 3 Download

The alignment tool provides access to Query the IPD-IMGT/HLA database for Latest IPD-IMGT/HLA Statistics and Access to the IPD-IMGT/HLA ftp for
pre-compiled alignments for individual officially named alleles with the allele Release reports » downloading sequence files ¥
HLA genes and sequence features 9 query tool. ¥

Q Cells 9, Tools

DPB T-Cell Epitope + HLA-B Leader Perform complex queries on the IPD cell A complete list of tools for querying the
matching tools ¥ database ¥ IPD-IMGT/HLA Database ¥

# EMBL-EBI X Services 82 Research A Training @ Aboutus Q EMBL-EBI _:':

@ IPD-IMGT/HLA

Overview IMG : ESTDAB

Submission Tool

The IPD-IMGT/HLA Database Submission Tool allows direct submission of sequences to the WHO HLA Nomenclature Committee for Factors of the HLA System. Once accepted
the submitted sequence will be stored in the database and appear in the monthly updates published in Tissue Antigens, Human Immunology and the International Journal of
Immunogenetics.

Start your submission here

Please read the guidelines below for submitting a new or confirmatory sequence before starting the submission procedure, as you will be asked to confirm you have read them
during the submission process.

By clicking the following button to start your submission you are confirming that you have read and understood the conditions for acceptance of allele sequences listed below.
Start your submission here
oy
Conditions for acceptance of new allele sequences.

As emphasized in previous reports and releases from the HLA database, there are required conditions for the acceptance of new sequences for official names. Please read the
following conditions carefully before submitting sequences.

Pwu &’ CtaprtoBasa CTpaH@aylanegosga 3nyo 4 ay u
A a H HBRDIMGT/HLA
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Mpexpe 4Y4yeM HayvyaTb nNowaroBoe 3anoO/H
ybepaousrmse aAM ycnosuga npagld)dvbBic nono GrnaxageeH /bio B( U
He BbMOJITHEHOHaAaW&@BYW3IMP&XY®LYPY NoJgauywn.

(@ 1PD-IMGT/HLA

Overview ™ ESTDAB

Submission Checklist

Please read through and complete the following checklist before starting you submission. If you cannot meet all these point please do not submit your sequences as it will not be
named until all these conditions are met.

Checklist
Has sequencing been performed in both directions?
Has the novel allele been sequenced in isolation from the second allele?
Has the primers sequence used to amplify an allele been removed from the sequence being submitting?
Has an EMBL, GenBank or DDBJ accession number been obtained? If not the sequence must be submitted to one of these databases at the following addresses:
* EMBL: fembl/Submission/index.html

]
+ GenBank: | w.ncbi.nlm.nih.gov/Genbank/submit.html o
* DDBJ: http: dbj.nig.ac.jp/submission-e.html

Does your sequence meet the mnimum requirements for sequence length?
+ Orexon 2 at minimum for an HLA class II sequence?
* Have exons 2 and 3 been sequenced at minimum for an HLA class I sequence? Or exon 2 at minimum for an HLA class II sequence?

Have you provided the HLA typing for the A, B and DRB1 genes of the source individual?

Has the material from which this sequence is derived come from an individual with no malignant diseases or has this sequenced been cenfirmed in the germ line?

Proceed to next step

P n. &8. KOHTPONbHBLIW Cnm@MAOCAB NO@BayY M HOB
A a H HBRDAIMGT/HLA

Tenepb MOXHO 0 pw@OWN VLGP MOUWAX O .HOBO
Onaiar aH elo 6 X o30aAMM@BI & B @ U KOHTaKkK IgHIsie nMDallyHeea
YHUKANbHOT O MoeHTUNPMK ad DR WIAPBBUPAIC A
mMcnonb3oBaTbCsa Npu BCcex cneaypawmOx per unc
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New Submitters

If you do not have a Submitter ID please complete the form below in full as part of a submission, simply completing the section below is not sufficient. You will only receive a
unique IPD-IMGT/HLA Submitter ID once your first completed submission has been received and processed. Therefore you must complete the entire submission process before
your Submitter ID can be assigned. The submission ID is not a means of attributing a sequence to an individual, the opportunity for this is any publication, rather to provide a
contact should further information be required.

Personal Details For New Submitters

Title: Mrs. y

First or Given Name: |

Surname or Family Name: |

Address Details

Department: |

Institute: |

Address: |

City: |

State: [

Post Code/ZIP: [

Country: |
Tel: [ (including international dialling code)
Fax: | (including international dialling code)
Please ensure you type in a valid e-mail address. Confirmation of a successful submission will be sent to the address you enter.
E-mail: |

The contact details you provide to the IPD-IMGT/HLA Database are strictly confidential and will not be used for any other purpose. Your name will be listed with any sequences or
cells you submit as the submitter of the sequence. If you do not wish your address to be available to the public please, check the following box. I wish my address to remain
confidential. O Yes ® No

Proceed to the next stage of the submission tool: Clear Form |

P u. &9. PermeopaaKfaHbLX AaHH®BKOTMLIOIAa noAa
annenappaH dRDIMGT/HLA

Ha cnepgpywwenw cTpaHuuye OypempRAEB@ER A
HoOMepear ncTpatwmpweca pn[nA K p1pc2®. cHieooHOaX eOHALWMMMAC
ybeaom MB@BUW/IbHOCTMWN BB e [ @&mieknm@onipae H bl X

Stage 2 - Please Read The Submission Guidelines

Ms. Ananeva your submission number is HWS10063717. Please keep a record of this number and use it in all further communications regarding this submission.
The completed submission and any future correspondence regarding this submission will be emailed to @Xa mple@ kpfu ru

Please complete the following forms as fully as possible, the more information provided the faster your submission can be dealt with.

P n. 0. MHdpopmMayuma O HOMepe oOoTnNnpaB/eHWUNA
ANnNa nogayn HoBOTo aAMEMHBA B 6a3y A
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Ana wara 3 HeOoOOXGHIBMGHEVIAKOAOTAM Me H O B a

na6opatopuwu, Tun nocnepoBaTenNnbHOCT N,
GenBank v Xenaemytw pgatTty nyoppecRlaidnognes
3anmnonmaeakmaonteue

Stage 3 - Basic Sequence Information

Please complete all sections

Local Name: HamieoBale | HLA Laboratory Kazan
' nabopaTopHH

Class I - Full Length CDS

Trn .
Sequence Type! | nocIe0BAaTENBHOCTH

Source Entries

1. All submissions must contain a valid EMBL/GenBank/DDBJ accession number.
2. Multiple accession numbers should be separated by a comma (,).

Homep
Accession Number(s): | IIPHCBOEHHBII » ‘ MZ766135
BJI GenBank

IMGT/HLA Database Release Policy

The IMGT/HLA Database will not release confidential sequences until the date you specify, upto a maximum of six months. If sequences are publically available in
EMBL/Genbank/DDBJ or published in a journal, we will make these public in the following release of the database.

[2 y
Release Date: Jlata BEIMyCKa »

Oct 2021 v ‘

continue || Clear Form |

Punel. Tpumep 3 an o /1 HJEOHPHVOAN, noa 300 BrOOWC /ieHd O B a T
nogayn HoBOro annelM@T/HHA 6 a3y pagaHHbBX | PD

B ware 4 HeobXxoaguMO 3anonNHWUTbL WH]OP
no mMoyB@ e n Ecnwn nyénumkauyunm StalesB ,bIO ape TR
Unpublished (pn c 2 2) . B cnyuvabenvmkanouuunsdHenpPxopgu

(

cooTBeTCTBYytlWNeE pgaHHbe. CAwinge NPOLONXEHNS
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Stage 4 - Submission Reference Details

Reference Details

Status: l )

Please complete reference details as fully 2z possible.

Title:

Author(s) ie: Robinson J, Marsh SGE

Continue | [ Clear Form |

Pne2 TMNpamepniweomy oo nMKoOBaHHON WHGOpMaLUMWM

S X W xIT 34 9 73 O

aAna nopgauyun B OMGIMHLAGaHHBX | PD

nna war @ o6X oagmaMmmO NHNUT b OCHOBHYIO 7
onepjgoBaT el bOHCOOCOTEMH HWRE e BepX HelW 4YaepWMTETEV
0 K WLA, B KOTOpPpOM HaWpgeHa 3amMeHsanbykee

OMONOT MWYHGBLIWNIMEXMERI(ABIA N O©MURKBIMNBEB erca H O
NJ/ASID XH O U Ccnonb aips:/Mlasknche.rénpnehigay/Blast.cdd p o m e

ofmeob6XxXoanmo 3aNONHNTDb NonNHOE onuncadt
ocnepoBaTenbHOCTbL OMMABBae@mAamie DHY MweTpmakLal

YKNeoT WHMD®BH W IOBAT@& NbHOCTMU 0 0NXHa
bipaBHUWUBAHMUNIO. Henb 34 BecTWu HyMepauwuito
OHKpPEeTHOI NoCN@AMNAaBRTEALBWETABMHMNB AHUNS r

cCnonb 3 o0 B https/vwevehn.acukdipd/imgt/hla/alignment/
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https://blast.ncbi.nlm.nih.gov/Blast.cgi
https://www.ebi.ac.uk/ipd/imgt/hla/alignment/

Stage 5 - Submit Nucleotide Sequence and Sequence Features

Sequence Alignment

ence and also to check for vector contamination using the EMVEC

Please Select Locus: Jlokyc HLA ‘ | HLA-A v
Closest known HLA Allele eg; 'A*01:01:01:01": Bixaiinmii H3BecTHBII P T ‘
HLA-amens

Written Description

‘You must include a full written description indicating how your sequence differs from the closest known HLA allele you have listed above, as well as any additional features such
as inserts or deletions. Sequence descriptions should be numbered according to the HLA alignments and not numbered from the first base of your sequence.

eg; B*07new has 1nt change from B*07:02:01 at nt 131 where C->T (codon 20 CCC->CTC) resulting in a coding change, 20P [s changed to L.

A*26new has 1nt change from A*26:01:01:01 at nt 937 where G

->T (codon 289 GCT -> TCT) resulting in a coding change, S is changed to A.

*

I TlonmHOE omIcaHue, VKasblBAOMEe OTIHYHE OT GmoKaifiero H3BECTHOTO ATIIENA I

P n.as. Mpnmep 3ano/THEHMOAC MEpOPMBEMb HOC
per ncTparua/m/mAei o @maH H bl XIMATPIDA

TakxXxeaeobxoaB®MOTMUB [daHHEBbE 0 6 H ooBCOOIO €
nocnepgosaTtTm@UTr4e.olcark Xxe o 6HK O 4, U MO BBECTM nH
KOoOAWpPYWN X 7 H& K@M ITKWBREUMOXC pe 4 CTBEeHHO
HYKNeoTUuAHYIH noc/AleogoiEaT8BEM@ENII. BCeIW
MHGpOpMaUUMCoNtMBEXMN T e

Sequence Features

number of features = number of exons + number of introns + number of UTR's

TIOCJISIOBATEIbHOCTH

Komugectso
XapaKTePHCTHK

XapaKTepHCTHKH
Input Sequence Features: BBOJIHUMOI - l Manual Assignment of Features -

L]

Number of Features:

5 E
q F

Please enter the nucleotide sequence here, do not include numbering or any annotation in the sequence.

GGAGRACGGGAAGGAGACGCTGCAGCUGCACGGGTACCAGGGGCCACGGGGLGCCTCCCTGATCGCCTGTAGATCTCCCGGGL TGGLC TCCCACARGGAGGGGAGACAAT TGGGACTRAT
ACTAGAATATCGCCCTCCCTCTGGTCCTGAGGGAGAGGAATCCTCCTGGGTTTCCAGATCCTGTACCAGAGAGT GACTCTGAGGTTCCGCCCTGCTCTCTGACACAATTAAGGGATAAAATCT
CTGAAGGAATGACGGGAAGACGATCCCTCGAATACTGATGAGTGGT TCCCTTTGACACACACCGGCAGCAGCCTTGGGCCCGTGACTTTTCCTCTCAGGCCTTGTTCTCTGCTTCACACTCA
ATGTGTGTGGGGGTCTGAGTCCAGCACTTCTGAGTCCCTCAGCCTCCACTCAGGTCAGGACCAGAAGTCGCTGTTCCCTCTTCAGGGACTAGAATTTTCCACGGAATAGGAGATTATCCCAGG
TGCCTGTGTCCAGGCTGGTGTCTGGGTTCTGTGCTCCCTTCCCCATCCCAGGTGTCCTGTCCATTCTCAAGATAGCCACATGTGTGCTGGAGGAGTGTCCCATGACAGATGCARAATGCCTGAA
TGTTCTGACTCTTCCTGACAGACGCCCCCAAGACGCATATGACTCACCACGCTGTCTCTGACCATGAGGCCACCCTGAGGTGCTGGGCCCTGAGCTTCTACCCTGCGGAGATCACACTGACCT
GGCAGCGGGATGGGGAGGACCAGACCCAGGACACGGAGCTCGTGGAGACCAGGCCTGCAGGGGATGGGACCTTCCAGAAGTGGGCGTCTGTGGTGGTGCCTTCTGGACAGGAGCAGAGA
TACACCTGCCATGTGCAGCATGAGGGTCTGCCCAAGCCCCTCACCCTGAGATGGGGTAAGGAGGGAGACGGGGGTGTCATGTCTTTTAGGGAAAGCAGGAGCCTCTCTGACCTTTAGCAGG
GTCAGGGCCCCTCACCTTCCCCTCTTTTCCCAGAGCCGTCTTCCCAGCCCACCATCCCCATCGTGGGCATCATTTCTGGCCTGGTTCTCTT TGGAGCTGTGATCGCTGGAGCTGTGGTCGCTGE
TGTGATGTGGAGGAGGAAGAGCTCAGGTGGGGAAGGGATGAAGGGTGGGTCTGAGATTTCTTGTCTCACTGAGGGTTCCAAGACCCAGGTAGAAGTGTGCCCTGCCTCGTTACTGGGAAGE
ACCATCCACAATTATGAGCCTACCCAGCCTGGGCCCTGTGTGCCAGCACTTACTCT GTAAAGCACCTGTTAAAATGAAGGACAGATTTATCACCTTGATTACGGCGGTGATGGGACCTGAT /]

Clear Form

P n. 24. [Mp vavneopn HIEM/MKIOT O DO@OgAapB@BaTeNnNnbHOCT
nogadyun adnomeo1 6 a3y gdMGA/HLA | PD
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War gBnAaeTcCA npoaponNXeHunewm war a
nocnepoBaTeNbHOCTMN. B 5T 0mMO MEapr e H yHKesnoebox
COOTBETCBIWHMRKPHAXKIBEDWHABRO3 MOXHEBTPDHaA
(mc2h).HeobxoamnumMo BBOAUTDL HY Me pHalWMoH aiso Cal er
HYKNnNeoTWAaH @0 TBB € TTC TEBHMMa B H IERa@mMn eBvel Yy 6e auJ
npaBMNbHOCTMW BBefEéHHbBX Coddme biIx B ware 6,

Stage 6 - Sequence Features

The sequence features are similar to those generated in the EMBL/GenBank/DDB] flatfiles. The CDS feature will be generated automatically from the information entered. If no

sequence features are entered then the entire sequence will be assumed to be the CDS
Sequence features should be numbaerad consecutively from the first base of your sequence and not numbered according to the HLA alignments

For more information see the sequence feature help page (Netscape users only).

Sequence Features

Feature Number Start End
o= | | [ v |
Exon v ‘ I 2 I 328 597 ‘
Exon v ‘ I 3 I 839 1114 ‘
Exon v | | 4 | | 1715 1990 |
| Exon v | | 5 | 2090 2206 |
[ Exon v l I & I 2645 2677 l
[ Exon v l I 7 I 2320 | | 2867 l
= | s = B |

[Continue | Clear Form

Pnes. TMpumep 3ano/fHeHUWSs o0ocobGBeHHOCTEMmN
nogadyun adnomeon 6 a3y adMGA/HDA | PD

B ae76azm@aHHbXl MGPID HLA TpeobyeTbp@asaife H/
KoOToOpoOTro Bbigenanachob OHK . Ecnwu peuyb n
KBKpeTyedilo® e K a, XenaTtTeNnnbHO N0 CBBOE3OMOHIIHIO C

9THMWYECKONn N pMo/en I € X B @@UHIZOK a X
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Stage 7 - Information on the Source Cell or Individual

This form allows you to enter details of the cell/individual from which the sequence originates. The IMGT/HLA Database requires details of the source cell/individual in order for the
sequence to be submitted.

For help on any section of the cell details, click here to open the Cell Help Page in a separate window.

We would like to encourage all submittors to provide ethnic origin information when possible. This information is of great interest to the HLA community.

Cell/Individual Details

IHHauBHOyaTBHELH
HIeHTH(HKATOD | YourID12345

Cell/Individual ID/Code:

Important Note: Please do not use a person's name for this fields

QOther names: ‘ ‘

Ethnic origin: DTHHUEeCKaA o '
L_IpHHEaTEKHOCTE |
Sex of donor: Tom * Unknown v
Consanguineous:| T ONCTBEHHIKH » Unknown '
Homozygous: T'omosurora » Unknown -
Comments:
KommerTapHH

P u. @6. Mpumep 3anonHeHWMdA cBepgeHma o6 v
HoBOro annensa DBIM@IAHBRAY pgaHHBX | P

Kpowme TOTI O HB O Gwaa en md 3anoNHNTHDL K OH
nab6bopaBOREWWOPON O blBlNaBILISEER/bEKHA KHOAVER [B BI A € H bl i1
MaTepunuan XpaHUTbCcA B fpa@dpatopuun unu 6V
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Contact Information

Lab of Origin: _]'[aﬁoparop}m Kazan Federal University ‘

KoHTakTHOE JTHIIO Anastasiia Ananeva ‘

Lab Contact: »
Cell Availability
Marepuan | |
i i DNA .
Material Available] XpaHeHUA
Cell Bank; Iﬁ(.lte’m!{ » ‘ Not Available . ‘
’ aHK

Cell Workshop Details

IHW No: ‘ ‘

7th Workshop: l I

8th Workshop: ‘ ‘

9th Workshop: ‘ ‘

10th Workshop: ‘ ‘

Other Workshops; ‘ ‘

[ continue | | clear Form

P w. 27. MpumepHe AN A KOHTAGKTHBR QIANHIBE P H X
nogayun HoBOTo annelM@T/HHA 6 a3y AaHHblX

B ware 8 HYyXHA-npamomwmn MC X o ad@dm 0bleo 6
OHKrvmnnpoBaHuna [ONXHbBL ObTb BBepAgeHb AnNnd
TeKyluweimn HOMEHK Ngaumsay pla XX gAoirfioe TmokKyca 401X
yepes3s 3andaTylo. T v n WAp, 0 BBa HMM eD RnBolk ysacBonBsa.eHrLcAd
EcnmeponoruvmyeckKkoe TUNWUPOBEHIMEB b HE me o B
cCTpaHMuybl (EnEad)T blM WK
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Stage 8 - Source Sample Typing Profile

Source Sample Profile - HLA DNA Typing

DNA typing data should be entered for each gene using the current nomenclature. DNA Typing includes entering your local allele designation in the appropriate box. HLA-A, B and
DRB1 typing is mandatory.

HLA-A* | 26:01:01, 26 | HLA-DRB6* ‘
HLA-C* | 01:02:01, 05:01:01 | HLA-DRB7* | 7‘
HLA-B* | 07:02:01, 38:01:01 I HLA-DRBS* ‘
HLA-DRA* HLA-DRB9* ‘
HLA-DRB1* | 01:01:01, 01:01:01 | HLA-DQA1* ‘
HLA-DRB3* HLA-DQB1* ' 02:01:01, 03:01:01 |

Source Sample Profile - Serology

If you have not performed serological typing, please do not infer serology typing from DNA typing methods, leave the boxes blank.

HLA-A ’ HLA-DR51

HLA-C ’ HLA-DR52
HLA-B ’ HLA-DR53
HLA-Bw4/w6 ’ | HLA-DQ
HLA-DR ’ | HLA-DP

e
| Clear Form
—

P un. 8. MemMA-npodhnna mcxopgHoro obpasua g
annena B 6adMGT/HIBAHHBIX | PD

ana war a 9 Heobxoaunmo 3anNOoONHUTHL M ¢
TUNUPOBAaAaHUSA, KOTOpH®blEe Mcnonb3 aeanvAe i n
BoibeperTe n 3 npeapNnOXEeHHE Y HBAPON a MT OBT OT
CeKkBeHUupoBaHU4a, TUNb PMCRY. NIoevHaBr e g N sH T O L,
annensb HeobXxopawnmmo -cnnoegurvBaerpyYaHMLT MG Caenk/iBeesHbU p
HeNnNb3da NpepgocTaBNAaTb pfgaHHbBEBRTODETBEOHWME
YTO CEeKBeHVWppOBHRMHMERHEHLO B O060MX HanpaBb~
MeTonoM Obla nogTBepXAeHa nocnepgoBarTennt
KOMMeHTapumn AONOJJTHUT ENIb HY 0N OWHEJBOHPOM a Ly K 1@
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NnporpamMMHOeEe , O GKeC TMERICHE b 8 QQBIaAN 0 & W a SBic3nan B
yoeamnnmcoe B nNpaBuUAbHOCTW BBeHBMKbIX faHH

Stage 9 - Methods

Once all cell entries are complete please enter method data below. Please complete all sections.

Methods
Primary Sequencing: ” NGS - Illumina Sequencing Technology | — | ITeppudHO® CeKBEHHPOBAHNE | v ‘
Secondary |‘ No Secondary methods used | _ | BTopHYHOE CeKBEHHPOBaHHE | M ‘
Sequencing:
Types of PCR primers: | Allele specific | _ | THIBL TipaiiMepoB gna [P | A6 ‘

Please confirm that your novel allele has been sequenced in isolation from any second allele of the same locus in a heterozygous DNA sample and that this allele has not only been
determined by Sequencing Based Typing (SBT).

Sequenced in |‘ Yes

| _ | TloaTBep:xaeHHe, YTO Bl HOBEIIT aj/UTenb ObUI CEKBEHHPOBAH OTHENBHO I ‘
isolation:

Sequencing Direction: It is mandatory to sequence in both directions. If sequencing has been performed in only one direction, your submission will be held until such a time as
the work is completed.

_ | IloaTBep:#aeHNe, YTO CeKBEHHPOBaHNe OBUIO BBINOJHEHO B 0OOHX HallpaB/IeHUAX. |

Confirmation Methods

CJPCR-SSO [JPCR-SSP [J PCR-RFLP
L] Reverse-SSOP JsBT NGS [ None
Other Comments i.e. analysis software,, phasing methods JlomomEuTenbHAA HEGOPMALILA |
—~l—

For submitted novel alleles we check that the sequence was fully phased using HLA twin and Alloseq algorithms. I

Clear Form

P n. 29. Mpnmep 3anonHeHUda M@TOAB@GB A4 T
B 6as3y agdMGH/HDA | PD

Ha dQ@uHanbHICOMI BMITT&Z&ME CTpPpaHMya ¢ UHOGOP
3 aBUEM, a TyXKBEAHHMFI SMEeUHTYOHRPYIReT yBeja
agoMUHMUCTpPpaUuWMKU Op enrouacTTepeapyiome HeM Mé6 a 3.6 4 a H H bl

M@ napose giepHmeiAe3paKmMe r MCT p MPECBIEHMHO®BIAT € N1b
Kypart Om®BMatH H bl Xl MGPITD HLYAK a Haaemalmip 4 @& M C b MO,
cofgepxalwee oedEMERCB & HMUNPEN O BIOEH/MHE LJOBATENDb
(pn c30).
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saving the lives
of people with
blood cancer

Ms Anastasiia Ananeva

Institute of Fundamental Medicine and Biology

Kazan Federal University

Volkova 18

Kazan

Republic of Tatarsan 420012

Russia 30 November, 2021

Dear Ms Anastasiia Ananeva

Thank you for the communication regarding your new HLA sequence (submission number HWS10063717).
The WHO Nomenclature Committee for factors of the HLA System has officially named your sequence:

A*26:220
This information will be included in the next full Nomenciature report and will also be listed in a monthly

update on new sequences assigned which will be published in HLA, Human Immunology and the
Adasnadbanct & Jof B}

In the publication where this sequence first appears, it is suggested a sentence on the nomenciature should
be added:
The name A°26:220 has been officially assigned by the WHO Nomenciature Committee for
Factors of the HLA System in November 2021. This follows the agreed policy that, subject to the

conditions stated in the most recent N ! Report (Marsh et al. 2010), names will be
igned (o new sequ as they are identified. Lists of such new names will be published in
the following WHO N )i Report.
Reference

Marsh SGE, Albert ED, Bodmer WF, Bontrop RE, Dupont B, Erich HA, Fernandez-Vifa M, Geraghty DE,
Holdsworth R, Hurley CK, Lau M, Lee KW, Mach B, Maiers M, Mayr WR, Malier CR, Parham P, Petersdorf
EW, Sasazuki T, Strominger JL, Svejgaard A, Terasaki Pl, Tiercy JM, Trowsdale J : Nomenciature for
Factors of the HLA System, 2010. Tissue Antigens (2010) 75 291-455

1 would appreciate a copy of any paper describing your allele sequence, once it has been published.

Best wishes,
4 /
| S

Professor Steven GE Marsh

Chai WHO N C for Factors of the HLA

Chief Bicink &l ics Officer and Deputy Director of Research, Anthony Nolan Research Institute

Professor of Immunogenetics, UCL Cancer Institute

steven.marsh@ucl.ac.uk

Direct Line +44 20 7284 8321
ANTHONY NOLAN anthonynolan.org
Research Institute 0303 303 0303
The Royal Free Hospital ¥ a anthonynolan F’_’(""'KZ;‘:‘I'L NG
Pond Street ¢ anthonynolan REGULATOR

London NW3 2QG

Artnoy e o 8 ragateres o
TETUIN o Bt anet Wt

3 et o o i oy e
et Bt Shoa L ontnn AT 30E

P u. 80. Mpumep nuncymMmadn LCHOALIELPHKLBELLEH @ 3 B @ H U
NPUCBOEHHbLIE NocnepgoBaTeNbHOCT A4M,
6aszy pgaHMGIHLA PD
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Thorsby E. A short history of HLA. Tissue Antigens. 2009 Aug;74(2x161
doi: 10.1111/.1399039.2009.01291.x. Epub 2009 Jun 11. PMID: 19523022.

Nomenclature for Factors of the HLA Syster®Jie K T p qoHeHCHYVp C
Anthony Nolan Research dnitute. - PexmmpgocTtTyna
http://hla.alleles.org/nomenclature/index.html ¢ B 0 6 0 A4 H bl 1 .

IPD-IMGT/HLA [ 9n1e K TPOHHBN p-EBlLYyWellcpme [Génonte MB L
Campus, Hinxton, Cambridgeshire. - PexXxunmwm T yAanoac:
https://www.ebi.ac.uk/ipd/imgt/hla/ ¢ B 0 6 0 A H bl 1A .

EMBL [9nek T p @rr yipEMBL-EBI, Wellcome Genome @apus,
Hinxton, Cambridgeshire. - PexXumwm LOCTY
http://embfSubmissiofindexhtml, ¢ B 0 6 0 g4 H bl .

GenBank [ 1 e K T p opHeHchyih dNational Center for Biotechnology
Information, U.S. National Library of Medicine- Pexumoc Ty n a
https//www.nchi.nlm.nih.gov/genbanksubmif,c B 0 6 0.4 H bl i1

DDBJ [One kK T p @ te K YipResearch Organization of Information and
Systems National Institute of Genetics, DNA Data Bank of Jap&e X n m
A 0 C T http:/Avww.ddbj.nig.ac.jp/submissiea.htmlc B 0 6 0.4 H bl i1

IPD-IMGT/HLA. Submission [ 91 e KT pPOHHBIN ENBRBLERIp c ]
Wellcome Genome Campus Hinxton, Cambridgeshire- Pe xnum pocrTy
https//www.ehi.acuk/ipd/imgt/hla/submissioh ¢ B 0 6 0 g H bl I .

GenBank [ n e kK T p opHeHchlyip dNational Center for Biotechnology
Information, U.S. National Library of Medicine- Pexwuao c Ty n a
https//blastncbi.nim.nih.gov/Blastcgi,c B 0 6 0.4 H bl A

IPD-IMGT/HLA [ 9n1e K T p 0o HH bl EMBh-ERI, W\elicgme Gehome
Campus Hinxton, Cambridgeshire - PexXuwm OOCTY
https//www.ebi.acuk/ipd/imgt/hla/alignment, B 6 6 0 g H bl I .

32


http://hla.alleles.org/nomenclature/index.html
https://www.ebi.ac.uk/ipd/imgt/hla/
http://embl/Submission/index.html
https://www.ncbi.nlm.nih.gov/genbank/submit/
http://www.ddbj.nig.ac.jp/submission-e.html
https://www.ebi.ac.uk/ipd/imgt/hla/submission/
https://blast.ncbi.nlm.nih.gov/Blast.cgi
https://www.ebi.ac.uk/ipd/imgt/hla/alignment/

AHaHRKAema Tacma BUKTOpPpOBHA

WarvmmvmaphgkaeeaBallnbacoBHaAa

4RI OARC VLI 3Mm offfre HLA

LUJ BREESSHdUd ME B4 oM dd

Tunorpadgua «HKkapag»
420100, Kas3aHb, MpocnekT TMMob6eagahl,

Ten. +7 (843) 202 37 07
MevaTb uUbByYypaB@AOPCceTHaAasH-d

dopmaTt 60x90/ 16

Tnpax 100 3K 3.
3akNa35185
MopgnumcaHo B nNnevyatb 05.04. 2022
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