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BBenenue

National Center for Biotechnology Information — HamuonanbpHas
MEIUIIMHCKass ~ OWOJMOTeKa,  SBISETCS  KpyHHEWmed B Mupe
OMOMEIUITMHCKON OMOJIMOTEKOM U JUIASPOM B HCCIEAOBAHUAX B 00JIaCTU
BBIYMCIIUTEIIbHON MEIUIIMHCKOM HHDOopMaTuKu. rpaeT KIF0YEBYIO POJIb BO
BHEAPEHUH OMOMETUIIMHCKUX UCCIIEJOBAHUN B MPAKTHUKY .
UccnenoBarenbckue ¢ UHPOPMAIMOHHBIC CIY>KOBl  MOJJEPKUBAIOT
HAay4YHBbIC OTKPBITHS, 3JpPaBOOXpPAaHEHHE U OXPaHy OOIIECTBEHHOTO
3M0pOBbs. BHEAPSAIOT HOBBIE CIOCOOBI TMOBBIIMIEHUS JOCTYIMHOCTU
OMOMEUIIMHCKUX JAaHHBIX W WHOOpPMAIIUU, CO3JAI0T MHCTPYMEHTHI IS
yAYUIIEHUS] YIPABICHUS AAHHBIMH W JIMYHOTO 3J0pOBbs. [lo3BOJISIIOT
UCCIIEIOBATENISIM ~ O€CIUIAaTHO  HMCIOJb30BaTh OTPOMHOE  KOJUYECTBO
OMOMEIUIIMHCKUX JAHHBIX MJI1 BAJIMAAIMA U CPAaBHEHUS COOCTBEHHBIX
pEe3yJIbTaTOB. B CTpyKType UMEETCS MHOTO TOAPA3ICIICHUN, UHTEPECYIOIIEE
I10JIpa3AeJICHHUE: HaunonanbHbIi LIEHTP OMOTEXHOJIOTUYECKOM
uHdopmanuu (NCBI).

Konrpecc yupenun HainuoHanbHBIM LEHTp OMOTEXHOJIOTHUYECKOMN
uHdopmaruu B 1988 rony kak noapasaenenue NLM u kak HallmoHaIbHbBIN
pecypc uHdbopMaruu 1o MoJiekyssipHoit Ouosiorun. C Tex mop NCBI
SABJISIETCS] BEAYIIUM HMCTOYHUKOM OOIIEAOCTYIMHBIX OMOMEIMITMHCKUX 0a3
JAHHBIX, TPOTPAMMHBIX CPEACTB JJIs1 aHAIU3a MOJICKYJISIPHBIX U TEHOMHBIX
JAHHBIX U UCCIICIOBAaHUMN B 001aCTH BBIUUCIUTEIHLHON OMOIOTUH

NCBI co3maer u mnomnmepxuBaer Oosiee 40 0a3 maHHBIX IS
MEJIUIIMHCKOTO W HAYYHOT'0 COOOIIEeCTBA, K HUM OTHOCSTCS JJUTEpaTypHBIE,
MOJICKYJIIpHbIE UM T€HOMHBIE 0a3bl JaHHbIX. OCHOBHOW 0a30¥ JaHHBIX

mutepatypbl NCBI siBnsercs PubMed, kotopas ipegocTaBisieT aHHOTALUK
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U [IUTaThI JUIsl MUJUIMOHOB CTaTel U3 ThICSY OMOMEIUIIMHCKUX >KYPHAJIOB.
3anucu PubMed coaepkat cChlIKM Ha MOJTHOTEKCTOBBIC BEPCUM CTaTEH U3
IeHTpabHOTO AMekTporHoro apxusa PubMed NCBI (PMC) u ¢ Be6-catiTo
KYPHAJIOB, a TAKE CCHUIKH Ha COOTBETCTBYIOITYIO HH(POPMAIIHIO C IPYTHUX
caiitoB NCBI, Takyro kak reHOMHBIE U MOJIEKYJIIpHbIE 0a3bl TaHHBIX.

HexoTopble M3 OCHOBHBIX T€HOMHBIX W TE€HETHYECKHUX PECYpCOB
NCBI:

o GenBank — anHoTHpOBaHHAS KOJIJICKIIMIO BCEX OOIIEIOCTYITHBIX
nocineaoBareabHocTer JIHK;

° RefSeq — komnekmus nmocnenoBarensHocter JJHK, PHK u Oenka;

o SRA — apXuB CBHIPBIX MIPOYTECHHI, B KOTOPOM XPaHATCA JTaHHBIC

BBICOKOIIPOU3BOAHUTCIILHOI'O CCKBCHUPOBAHUA,

. dbSNP — 6a3y naHHBIX OJTHOHYKJICOTHIHBIX IOJUMOP(HHU3MOB;

e dbGaP - 06a3y nmaHHBIX, KOTOpas OOBEAUHSET MAaHHBIE O
reHoTHnax u (peHoTumnax u3 oOMEereHOMHBIX HCTOUYHHUKOB,;

o GWAS — nomHoreHoMHBIE MCCIICIOBAHUS aCCOIIHAIINI;

) ClinVar — koJuleknus 3aperMCcTpUpPOBaHHBIX B3aMMOCBS3EH
MEXIy TEeHETHUYCCKUMHU BapHWallusIMU H HAOJIOJIaeMbIM COCTOSHHUEM
3JI0POBBS;

o peecTp reHeTHYECKOTO TECTUPOBAHUS,

) 0a3a TaHHBIX TCHETHYCCKUX TECTOB

o pecypc mo OOHApyKEHHUIO IATOIC€HOB, KOTOPBI OOBEIMHSET
JaHHBIC O TMOCJICAOBATEIIFHOCTH OaKTEPHAIBHBIX MATOICHOB, MOJYYCHHBIX
U3 THUIICBBIX IPOJIYKTOB, OKPY’KAIOIICH Cpeabl U MAlMECHTOB-TIOICH, IS
0o0JeryeHnss aKTUBHOI'O HAOJIOJNCHHUS 3a IHaToreHaMH H  OO0Je3HSIMU

MALLIEBOTO IPOUCXOKICHUS B PEXKUME PEATBHOTO BPEMEHU;
S}



o ClinicalTrials.gov — 6a3a maHHBIX KIMHHYECKUX HUCCIICIOBAHUM,
OPOBOJUMBIX IO BCEMY MHPY, (PUHAHCUPYEMBIX U3 YACTHBIX U
rOCyJapCTBEHHBIX UCTOUHHUKOB.

JlononuutenbHble 0a3bl  JAaHHBIX BKJIIOYAIOT HWHOpManuio o
XUMUYECKUX CTPYKTypax M MX OHMOJOTMYECKOW aKTUBHOCTH, OEIKOBBIX
MOCJIETIOBATEIBLHOCTSIX, CTPYKTYpe O€JiKa 1 IKCIIPECCUH T€HOB, TAKCOHOMUU
¥ MHOTOM JIPYTOM.

Pa3BuTHE TEXHOJIOTUN CEKBEHUPOBAHUS CICAYIOIIETO TOKOJICHUS
(Next-generation sequencing, BBICOKOIPOHM3BOIUTEIILHOC CEKBEHUPOBAHUE )
MO3BOJIUJIO CHU3UTh CTOUMOCTD MPOYTEHUS T€HOMOB, a TAaK)Ke TOBJICKJIO 32
coboii pazsutue Hayku-ouonnpopmaruxu. U B 00-e — 10-e roast XXI Beka
HaYyaJICsl DKCIOHCHIMAJIBHBIM POCT KOJWYECTBA pacmu(poBaHHBIX
IF€HOMOB, B TOM YHCJIE TeHOMOB MpokapuoT (Pucynok 1). B macrosmiee
BpeMsa 0Oaza maHHeIX NCBI comepxut mndopmanumo o 2,5 MumuimoHax
reHoMax pas3uYHbIX OpraHu3MoB. HawmOosbliee KOJWYECTBO T€HOMOB
npuHajexar oakrepusm (2,17 MUIIITMOHOB TEHOMOB) U 3yKapuotam (42,5

THIC.T€HOMOB).
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Pucynok 1 — Yucio npokapuoTU4ECKUX FTEHOMOB, OITyOJIMKOBAHHBIX

¢ 2010 mo 2019 rr. [Carro et al., 2021]

OgHuM M3 3TanoB MCCIEIOBAHMS, BKJIOUYAIONIETO CEKBEHUPOBAHUE
refoma OakTepuu, SBISAETCS JACNOHUPOBAaHUE TE€HOMHOM COOpPKH B
OOILIEIOCTYNHbIE MHPOBbIE 0a3bl JaHHBIX. JlemoHWpOBaHWE JaHHBIX
oOecrieunBaeT OOJIBIIYIO TPO3PAYHOCTh, OOJbIIEE JOBEPUE K BalIeMy
UCCJEIOBAaHUI0O M JIYYIIYI0O  BOCHPOM3BOJUMOCTb  PE3YyJIbTATOB.
[IpakTruecku Bce BEICOKOPEHTHUHTOBBIE KypHAJbI (Kak 3apyOeKHbIE, TaK U
POCCHICKHE) TPeOYIOT MpeaBapUTEIbHON MyOIUKAIM TEHOMHBIX COOPOK
u/unu ceipbix npouteHuid. baszel nanHeix NCBI He Tonbko mo3BosisitoT
XpaHUTh UHPOPMAIMIO O COOPAHHOM FeHOMEe OAaKTEepUU WU apXeu, HO U
IPOBOJIUTh ABTOMATUYECKYIO aHHOTAIMIO T€HOMA C TTOMOIIbIO MPOTPaMMBbI
NCBI Prokaryotic Genome Annotation Pipeline (PGAP), uto mo3BosiseT
aJIcKBaTHO CpPaBHUBATh pa3HbIC JCMOHUPOBAHHBIE TEHOMBI MEXKIY COOOM,

nu3z0erass OIIMOOK, KOTOpbIE MOTYT BO3HUKHYTh H3-3a HCIOJIb30BAHUS



pa3HBIX MeETOA0B aHHOTanuu. Kpome Ttoro, cama mporpamma PGAP
perysipHo OOHOBJISIETCS, M BCE I€HOMBI, JenoHupoBaHHble B RefSeq u
Genbank, mepeaHHOTUPYIOTCS C HCIOJB30BAHUEM IMOCICAHECH BEPCUU
PGAP (HEckoiabKO pa3 B Ioj), YTO IO3BOJSET BCErja MMETh JOCTYI K

aKTyaJabHON MH(MOpMAIIUH.

1.1. TpeGoBaHus K TeHOMHOI1 cOOpKe

[lepen moAroTOBKOM K JECMOHUPOBAHHUIO B JIFOOBIE OOIIENOCTYITHBIC
0a3pl, yOemmTech, YTO TIOJy4YeHHass BaMH COOpKa TIOJHAs ©W HE
KOHTAMHUHHPOBaHA TOCJIEIOBATEILHOCTIMHU APYTUX OpraHu3MoB. OLEHKY
KauecTBa COOPKM MOKHO MPOM3BECTH C MoMoIpio mporpammbl CheckM
[Parks et al., 2015].

Tunuunas komanga 11s 3anycka CheckM:

>checkm lineage wf -t 8 -x fasta /dir_with_fasta /output _checkm

rIe:

o -t — KOJIMYECTBO HCIOIB3YEMBIX SJIep MPOIeccopa, 3aBUCHT OT
KOHKPETHOT'O KOMITBIOTEPA HIIH CepBepa

o -x fasta — oOo3naueHnue Tuma (aiiyia, B KOTOpPOM 3aIvcaHa
reHOMHas cOopka (MoxeT ObITh fasta, fa, fna, faa)

e  /dir_with_fasta — myTe 10 manku, rae JSKHUT (aiia ¢ TCHOMHOM
cOOpKOM, OymyT mpoaHaau3MpoBaHBl Bce aiabl  (popmara fasta,
HaxOIAIIHecs B JaHHOM ITarke

e  /output_checkm — nmanka c pesyiapTaTamu ananusza CheckM

JIns  nermoHMpOoBaHUS MaKCHMallbHas KOHTaMHHAIIUS COOPKH HE
JOJKHA TMpeBblath 5%, A MOJHOTHI T€HOMHOM COOPKHM HET YETKHUX

KputepueB, Ho He MeHee 80% Jisi TEHOMHBIX COOPOK M3 METAareHOMHBIX
8



npoutenuii (Metagenome-assembled genome, MAG), u okoso 90% s
KJIACCUYECKUX TE€HOMHBIX COOpok. [Ipy HEBO3MOXKHOCTH JOCTHKCHUS
yKa3aHHBIX MAPaMETPOB CTOUT BO3JIEPKATHCS OT JACTIOHUPOBAHUS T€HOMA U
MOBTOPUTH MPEIBIAYIIME ITANbl aHAIU3a — BBIJEICHUE YUCTOU KYJIbTYPHI,
Beiienenne  JIHK, moaroroBky OMONMMOTEK W CEKBEHHPOBAHHE C
JOCTAaTOYHBIM TTOKPHITHEM U TEHOMHYIO COOPKY.

Taxke mepesr ACNOHUPOBAHUEM HEOOXOIMMO CaMOCTOSITEIBHO
BepU(DUIIMPOBATh TAKCOHOMHYECKYIO MPHUHAIJICKHOCTh HCCIEAYEeMOn
OakTepuu. [ysi 3TOro HEOOXOIUMO BBISIBUTH Han0oJiee MOXOXKUN T€HOM
MUKpPOOpPTraHU3Ma;

e  BbIpOBHATH MOCIEAOBATEILHOCTh MApPKEPHBIX TE€HOB BaIlIETO
MUKpPOOpPraHu3Ma Ha 0a3y JaHHBIX HYKJICOTHIHBIX MOCIEI0BATEILHOCTEH
NCBI C  TOMOIIBIO MPOTPAMMEI BlastN
(https://blast.ncbi.nim.nih.gov/Blast.cgi). © TakumMu TeHaMu  OOBIYHO
sisiroTest 16S pPHK, gyrA, 23S pPHK, rpoB, gyrB, dnaK um mpyrue.

JlaHHBIN c1TOCO0O HE BCET/1a MO3BOJISIET TOYHO ONPEACIUTh BU, T.K. B CHUITY

HACTOSAIIETO COCTOSIHUS CUCTEMAaTHMKH, YaCTO HECKOJIBKO BHUJOB WM JaXe
pPOIOB OAKTEPUN HUMEIOT CXOKHE MOCIEN0BATEIIBHOCTH MApKEpPHBIX T'€HOB.
Hanpumep, Escherichia u Shigella ve otmmuarorcs mo mocnenosatenpHocT 16S
pPHK.

. [Tocne npeapiayero 3Tana ckayaTh MOJHBIE TEHOMBI OaKTEpHid,
KOTOpPbIE  HMEIT  MAaKCHMaJIbHOE CXOJICTBO  IOCIIEIOBATEIBLHOCTH
MapKepHbIX T'€HOB C MapKEpHBIM I'€HOM Ballleld HcCleayeMoil OakTepuu.
[TpoBectn ananm3 Average nucleotide identity (ANI) mis cpaBHeHHS
MOJTHOM TIOCTeI0BaTeIbHOCTH TeHOMOB. O0buHO, ANI Mexay reHoMamu

OJTHOTO BHjIa mpeBbIaeT 95%.


https://blast.ncbi.nlm.nih.gov/Blast.cgi

. [Ipy HaMMYUKM 3HAYUTENBHBIX BBIYMCIUTEIBHBIX MOIIHOCTEN
IUIsL  ONpPEAENEHUS  TAKCOHOMHYECKOW  MNPUHAIJIEKHOCTA  MOYKHO
UCIIOJIb30BaTh METO/Ibl, MPUMEHSIEMBIE B METAr€HOMHBIX HCCIIEIOBAHUSX,
Harpumep MetaPhlAN. Dto mo3BoiseT BEIpaBHUBATH OTHOBPEMEHHO OKOJIO
200 MapkepHBIX TE€HOB HCCIEAyEeMOro TeHoma Ha pedepeHcHyro 0a3y
JAHHBIX.

o Kpome  TOro, mis  omnpeneneHuss  TAKCOHOMUYECKOU
MPUHAJICKHOCTY MOXKHO KapTUpPOBaTh BCIHO TEHOMHYIO COOpPKY Ha
pedepercHyro 06a3y npokapuoTuueckux reaoMoB NCBI ¢ momomnisio BlastN
— TOJIBKO Ha TEPCOHAJIBHOM KOMIIBIOTEpPE WU cepBepe, B BeO-Bepcun BlastN
HEBO3MOXHO.

[Tocne omnpeneneHus: BUAOBOM WM POAOBOM (IpU HEBO3MOXKHOCTHU
OTpe/Ae/iCHUsT BHUa JOMYCKAeTCsl BUJl Ha3BaTh KakK SpP.) MPUHAIICKHOCTH
BBIOEpUTE UMS JUIs 1ITamMMa. BaxkHO, 4TOOBI OHO HE MOBTOPSJIOCH C YKE
JETIOHUPOBAHHBIMU IIITAMMaMH BO U30ekaHue myTaHulbl. JlyonupoBaHue
MMEHH IIITaMMa JOMYyCTUMO B CJIydae MOBTOPHOTO CEKBEHUPOBAHUS T€HOMA

KOHKPETHOT0 JJabopaTopHoro 1mramma (Hanpumep, E. coli Nissle 1917),

2. PerucTpanus u 3arpy3ka aannbsix B NCBI

3axoaute Ha caiit NCBI (https://www.ncbi.nlm.nih.gov/), xak BugHO
U3 pUCYyHKa 2 Ha TEKYIICH CTPaHHUIIC MPEJICTaBICHO HECKOJBKO BKIIAJIOK,

Ha)KMMaeTe Ha BKIaaAKy Submit.
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Pucynok 2 — 'maBuas ctpanuma NCBI

[lepexonute Ha GenBank, BeiOupaere BkIaaky coopannsie (PucyHok
3) reHoMbl SyKapHoT W mpokapwoT Submit assembled eukaryotic and

prokaryotic genomes (WGS or Complete), naxxumaere Submit.
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Submission Portal
Submit to the world's largest public repository of biological and scientific information

Type a few words about the sequence data you are submitting and select an option to leam more. You can

Suggest tool

['Siiscova ] es mun X oenome 3 115 ] 5eA ]

also browse submission information below.

What do you want to submit?

Enter a few words about your sequence data.

GenBank

GenBank s the world's largest nucleotide archive containing sequences from all branches of e, The

O Submitted 2024-05-19

Submit genomic DHA, orgsaslle; ‘Submit assembled eukaryotic and
prokaryotic genomes (WGS or
Complete).

m

archive is a foundation for medical and biological discovery.

Pucynok 3 — Bkiagku oTipaBKu NociieJ0BaTeIbHOCTEN

st pa6otel ¢ NCBI HeoOxoamma peructpaiivs y4ETHOW 3amucH.
Haxxumaere Ha Log in (PucyHok 4), mociie 4ero BBIOMpAcTe BapHAHTEHI
BXOJa B cuctemy (PrucyHok 5).

Y n10o6HBIM criocOOOM sIBIIIETCS BXOJ uepe3 akkayHT Google, mpu ero
HaJU4YUH, 4TO HE TpeOyeT CO3MaHus W 3alOMUHAHUS JTOTIOTHUTEIHHBIX

JIOTUHOB Y MapOJICH.

National Library of Medicine

National Center for Biotechnology Information

SubmiSSion Portal Home Templates

Genome

| 9 Pleas 0 create a new submission or to see your existing submissions.

Prokarotic and eukaryotic genomes
Genomes is for complete, draft or incomplete genomes of prokaryotes or eukaryotes.

* Sequences should be at least 200 bp

« Not for viral, phage, or single locus sequences (for example: 16S rRNA). Submit those to regular
GenBank.

* See the following for additional information:
www.ncbi.nlm.nih.gov/genbank/genomesubmit

Pucynok 4 — Bxoa B cucteMy sl TOJa4uu 3asiBOK

12



Welcome back!

Pucynok 5 — JlononHuTenpHbIC BapuaHThl Bxojaa B cuctemy NCBI

[locne Bxoga B cUCTEMY, MOXKETE O3HAKOMUTCS C MPEIJIOKEHHBIMU
BapuMaHTaMM 3arpy3ku reHoma Ha noprtai. Haunbosnee mpocTtsiM ciocobom
ABJISIETCSL 3arpy3ka depe3 BeO-Opaysep, KOTopas HE TpeOyeT yCTaHOBKH
KaKuX-JIMOO paCIIMPEHUI WM HABBIKOB pabOThl C KOMAHHOM CTPOKOM, HO
MO3BOJISIET BBITPY3UTH (Paitiibl o01uM 00beMoM He Ootiee 21°0, uero BHoJiHe
JOCTaTOYHO [JJisi JCNOHUPOBaHUS OaKTepuadbHbIX TeHOMOB. Eciu
HEoOXoauMO OyJeT BbITpYKaTh cbipble punibl B Short read archive (SRA)
WIM TIapTHEH HECKOJIbKO COTeH OakTepuaibHbiXx reHoMoB (1o 101'6), To
Heo0Xx0IMMO ycTaHOBUTH IutaruH Aspera Connect plugin. s storo B BeO-
Opaysepe Chrome nepeuTe 11(0) CCBUIKE
(https://chromewebstore.google.com/category/extensions?hl=ru&utm_sour
ce=ext_sidebar), B crpoke mnomcka BBoaure «IBM Aspera Connect,
KJIWMKHUTE HA MOSBUBIINMCS IUIaruH, HAXKMMaETe Ha «Y cTaHOBUTHY. Ilocne
BBIOOpA CIIOCOOBI 3arpy3KH JaHHBIX, HakuMaeTe Ha New Submission, kak

noka3aHo Ha Pucynke 6.
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SmeiSSion Portal Home My submissions Managedata Templates My profile

Genome

0 New: NCBI has a Foreign Contamination Screen (FCS) tool suite available in GitHub and now running
on new submissions to help improve the quality of your genome submissions. See NCBI Insights and
our preprint for more details.

Note: This Genomes wizard is not for viral, phage, or single locus sequences (for example: 16S rRNA).
Submit those to regular GenBank.

Prokarotic and eukaryotic genomes
Genomes is for complete, draft or incomplete genomes of prokaryotes or eukaryotes.

* Sequences should be at least 200 bp

» Not for viral, phage, or single locus sequences (for example: 16S rRNA). Submit those to regular
GenBank.

« See the following for additional information:
www.ncbi.nim.nih.gov/genbank/genomesubmit

Options to upload data:

Upload via Web browser or Aspera browser plugin UPDATED FEBRUARY 2024 i€ 3
Upload via Aspera command line or FTP UPDATED FEBRUARY 2024 i€ 3

0 Info: You have not submitted anything yet.

PucyHnok 6 — 3arpy3ka HOBOTro poeKTa

Jlanee BBI6I/IpaeTe, KaK OTIIPpaBUTb CBOU JAaHHBIC: CCJIM OJHWH I'CHOM,
craute Single genome, Heckonmpko — Batch/multiple genomes,
ramnotunsl — Pseudohaplotypes (also called haplotypes) of one or more

diploid assemblies. ITocite Haxxumaere Ha Continue (PucyHok 7).
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SmeiSSion Portal Home My submissions Managedata Templates My profile

Genome submission: SUB14664884 [ Delete submission |
New
Submission Type © Required fields are marked with % asterisk

% How do you want to submit your data?

@ sSingle genome

Manually complete a web form to describe one genome assembly and to upload its sequences.

O Batch/multiple genomes (maximum 400 per submission)

Use this to submit at most 400 genomes that have some common information. Provide or fill in the
"Genome Info" file, a tab-delimited text file that describes each of your genome assemblies and their
attributes/metadata, plus the genome sequences. Use one file per genome.
Information that must be common to all genomes in the batch are:

« BioProject

« (initial) release date

« assembly type (either WGS or non-wgs, not a mix of both types)

« file type (FASTA or SQN)

* gap/Ns details

« publication information (for FASTA submissions only)

* PGAP request status (Yes/No; for prokaryotic genomes only)

* See more details here

O Pseudohaplotypes (also called haplotypes) of one or more diploid assemblies

IEET More haplotype options are available and the columns of the embedded table are reordered to
be more intuitive
The haplotypes of a diploid or polyploid assembly have the same restrictions as Batch/Multiple (see
above) and must also have:
« the BioSample of the individual sequenced
« separate BioProjects, which will be connected by an Umbrella BioProject
« the haplotype pairs identified as principal and alternate when one is much better than the other;
haplotype 1 and haplotype 2 when they are of similar quality; or maternal and paternal when that
information is known.

For more details see Submitting Multiple Haplotype Assemblies

Pucynok 7 — Tun oTnipaBku

2.1. 3anmosaHenue BRaaaxku Submitter

Bo Bkmagke Submitter 3amonnsiere Bce 00s3aTelbHBIE MOJIS, OH

41

0003HaueHbl 3Be3/104koil. BBonute nHdopMmanuto o Bac (MMs, paMuius,

SJICKTPOHHAsA HOIITa) 1 O Baleu OpraHusaluu (OpI‘aHI/ISaHI/IH, OTACJICHUC,

yauua, TOpoAd, HWHAEKC, CTpaHa), TaKXKE MOXKETE 3alOJHUTH
15

n



JOTIOJIHUTEIbHBIE TIOJS (JIOMOJMHUTEIBHYIO JJIEKTPOHHYIO TOYTY, aJapec
caiita opranu3saiuu, TenedoH, gakc), mocie yero Haxxumaere Ha Continue
(Pucynoxk 8). JlanHble HEOOXOAUMO 3aIMOIHATh AKKYPATHO, T. K. OHU OyayT

OHY6HHKOB3HBI Ha CTpaHULEC ¢ ACTIOHUPOBAHHBIM I'CHOMOM.

Submission Portal Home My submissions Managedata Templates My profile
Genome submission: SUB14664884

new generic WGS submission

71 SuBMITTER

Submitter © Required fields are marked with % asterisk
* First (given) name Middle name % Last (family) name
l Ivan ‘ l ‘ | Ivanov
* Email (primary) Email (secondary)

[ ivan.ivanov@gmail.com I ‘

© At least one email should be from the organization's domain

Group for this submission

No group | (affiliation from my personal profile)

© You can create a group for shared submissions in your profile

% Submitting organization Submitting organization URL * Department

‘ Kazan Federal University I ‘ ‘ | Institute of Fundamental Medicine and B
Phone © Fax @

* Street * City State/Province * Postal code

‘ Kremlevskaya l ‘ Kazan ‘ ‘ ‘ | 420

% Country

l Russia I

Pucynok 8 — 3amoyiHeHHas BKjIaaka Submitter

2.2. 3anoanenue Briaaaku General information

3anonuenne General information:
1. Do you already a BioProject accession number for this research?
Ecnu panee He co3naBanu B GenBank npoekT aJist 3TOro reHoma, rpyIiibl

F€HOMOB WJIM ChIpBIX npouTeHuil B SRA, BcraBisiere B okHO NO. byner

16



CO3/aH HOBBIN YHHKaIbHBIN HAcHTUGHKaTop BioProject.

2. Do you already have BioSample accession number for there
samples? Ecmu panee He co3maBaau BioSample s storo renoma,
BcTaBisiere B okHO NO. ByaeT co3iaH HOBBIM YHUKAJIbHBIN UACHTU(PUKATOP
BioSample.

3.  When should this submission be released to the public?
Breioepute Release following processing, 4ro0sl TeHOM CTayl JOCTYyNCH
cpaszy mocie aHHoTauuu. Kpome Toro, ectb BO3MOXKHOCTh CAEIATh T€HOM
JIOCTYITHBIM B OIIPEJICIICHHYIO ATy, HO 3TO HY>KHO CJI€JIaTh KAK MAaKCUMYM B
JI€Hb MOJAYUITyOJUKAIIUU B PELICH3UPYEMBIi )KypHaJ, YTOObl PEIAKTOP U
PEIICH3EHThI CMOTJIM UMETh JOCTYII K JICTIOHMPOBaHHBIM reHomaM. Release
on specifieddate or upon publication, whichever is first (Pucynox 9) u
BBOaUTE B mosieProjected release date maty B popmMare «roa-mecsil-acHb
(Pucynox 10). Eciii BBI XOTHTE TIOTOJHUTH CYIIECTBYIONTUHN MMPOEKT, B MOJIC
Do youalready have a BioProject accession number for this research?
BCTaBJIileTE YES U BIUCHIBAETE HOMEpP CYUIECTBYIOLIETO MPOEKTA
(PRINAXXXXXX), ecimu mHyx)HO monosHuTh BioSample, B mome Do you
already have BioSample accession numbers for these samples?

BCcTaBisieTe YeS wu BhomceiBaere Homep BioSample B dopwmare

(SAMNXXXXXXXX) (Pucynox9).

17



Submission Portal Home My submissions Managedata Templates My profile

Genome submission: SUB14664884
New

1 SUBMITTER 4 ASSIGNMENT 57§

NCES

General Information © Required fields are marked with % asterisk

BioProject

© The BioProject bundles the data for this research project.

% Do you already have a BioProject accession number for this research?
(O Yes @ No(aBioProject will be created within this submission)

BioSample
© The BioSample stores the detailed metadata of the sample that was sequenced.

* Do you already have Bi ! i for these les?

o Yes @ No (BioSamples will be created within this submission)

Release date

© Note: Release of BioProject or BioSample is also triggered by the release of linked data

* When should this submission be released to the public?
@ Release following processing

O Release on specified date or upon publication, whichever is first

Pucynoxk 9 — 3anomnenue General info

1 suBMITTER

General Information © Required fields are marked with % asterisk

BioProject

© The BioProject bundles the data for this research project.

%* Do you already have a BioProject accession number for this research?
@ Yes O No (a BioProject will be created within this submission)

* Existing BioProject

| PRJINAXXXXXX

BioSample

© The BioSample stores the detailed metadata of the sample that was sequenced.

% Do you already have Bi ! i bers for these sampl

@ Yes (O No (BioSamples will be created within this submission)

% Existing BioSample

| SAMNXXXXXXXX

Release date

© Note: Release of BioProject or BioSample is also triggered by the release of linked data
* When should this submission be released to the public?

(O Release following processing

@ Release on specified date or upon publication, whichever is first

% Projected release date ©

Pucynok 10 — 3anonuaenne General information mis qononxneHus

MpPOEKTa

18



OO0s3aTenbHbl 171 3aN0JIHEHUS M0Jsl, 0003HAUEHHBIE 3BE3[I0UKOH, Y
KQKJIOTO TOJISI CBEPXY HMMEETCS BONPOCUTENBHBIA 3HAK, €CIM Ha HEro

KJIIMKHYTbh, OTKPBIBAETCA MOJICKa3Ka no 3anojaHenuto (Pucynox 11).

Genome assembly metadata

[] Genome Assembly structured comment is in the contig .sqn file(s)

X by da Name of algorithm, eg Newbler OR SOAPdenovo.
shtstisselhiiad  Select the assembly program from the pulidown list, or enter the

_ name of the program in the box.

-

* Assembly metho@

* Version or date program was run © Delete

| ¢| | l °

© Add another assembly method

Assembly name ©

| © |If you have a meaningful assembly name like UCLA_Agam_2.1 {see naming recommendations),
please provide it here, otherwise we will auto-generate it

“* Genome coverage ©

* Sequencing technology © Delete

| ¢ o

© Add another sequencing technology

Pucynok 11 — IIpomomxkenue 3anonnenns Bkiaagku General information

3anmonuenne Genome info:

1.  Assembly date — nata cOopku B hopmaTe «ro-MecsIl-IACHb.

2. Assembly method — BuceiBacTe Ha3BaHKME IPOrPaMMBI, KOTOpPAsI
MCITI0JIB30BaJIach 11l cCOOpKu reHoMa: Harpumep, SPAdes, Unicycler u 1.1.

3.  Version or date program was run — BIHCBHIBa€TE¢ BEPCHIO
UCTIONIb3yeMO# Tiporpammbl, Hampumep, 4.0.0, nubo nmaty 3amycka, eciu
cOopka OblIa MPoU3BeIeHA B OHJIAWH-BEPCUU TPOTPAMMBI.

4.  Assembly name — MokeTe BIrcaTh Ha3BaHHE TEHOMHOM COOpKH,
WHa4e OHO OyJieT C(hOPMUPOBAHO aBTOMATUYECKH.

5. Genome coverage — MoOKpbITUE T€HOMA MPU CEKBEHHUPOBAHUH,

19



Hanpumep, 100X. Cuuraercst caMoCTOSTENBHO 1O (hopMyIie:

KosinyecTBO NpoYTEHUH * JJIMHY IPOYTEHUA
[TokpbiTHE =

Pa3zMep reHOMHOU COOPKHU

[Ipu pacuere KoiauMyecTBa MPOUTCHUNM HEOOXOIUMO Y4ECTh, B KAKOM
pexrMe OBLIO OCYIIECTBICHO CEKBEHUPOBAHKE — MAPHOKOHIIEBOM (paired-
end) wm  oxHokoHueBoM  (Single-end). Ilpm  mapHOKOHIICBOM
CEKBEHHPOBAHUHU HE 3a0yIbTE YMHOKHUTH KOJIMYECTBO PUAOB Ha 2.

JImuHa TpOUTEeHUS TaKKe 3aBUCUT OT peKuMa CeKBeHUpoBaHus — 50 —
300 m.o. pu cekBeHUpoBaHUM Ha miardopme Illumina B 3aBUCUMOCTH OT
MOJIeNId CceKkBeHaTopa. Pa3Mep TeHOMHOW CcOOpkuM — o0Omas JiIuHa
cobpanHoro renoMa. Ee MoXHO OLIEHUTH ¢ ToMoIbi0 mporpaMmbl QUAST
[Gurevich et al., 2013].

6. Sequencing Technology — mpubop, Ha KOTOPOM OBLIO
NPOM3BEACHO CEKBEHUPOBaHME reHoMa, Harpumep, lllumina MiSeq

7. Did your sample include the full genome? — Bama c6opka
COJICPKUT TOIHBIN TeHoM? Ecim momHoTa coopku 6osiee 90%, BriOepuTe
Yes, ecinu MEHbIIE, TO HE 3arpyaiTe Takoil OaKTepuaJbHBIA T'€HOM, 3Ta
(GyHKIUA MoJe3Ha JJ1si COOPOK OTJENBHBIX XPOMOCOM 3YKapHOT.

8. Is this the final version? Ecau 310 OKOHYaTenbHas BepcUs
cOopkH, TO BbIOepute Yes. Jlaxke eciaud y Bac B JaJIbHEUIIEM IOSBUTCS
BO3MOKHOCTh YJIYUIIIUTh COOPKY TIyTEM CEKBEHUPOBAHUS JJIMHHBIX
MPOUTEHUM, Bbl CMOKETE OOHOBUTH TEKYILYIO BEPCUIO COOPKHU, CICTTaHHBIN
Ha 3TOM JTalle BIOOP HE SIBJISIETCS OKOHYATEIbHBIM.

9. Isita de novo assembly? Eciu 3T0 de novo cbopka, BeIOEpHTE

Yes. Eciu cOopka mpou3BOAMIACH C HCHOJIB30BAaHHEM pedepeHCHOTo

20




reHoMa, To BeiOepuTe NO U yKaxuTe HACHTU(PUKATOP TEHOMHON COOPKH,
KOTOpas ObljIa UCI0JIb30BaHA B KauecTBe pedepeHca.

10. Is it an update of existing submission? Eciau Bbl BrepBbIe
3arpykaete naHHyr cOopky, BeiOepuTe NO. Eciu 370 0OHOBIICHHE YikKe
JCTIOHUPOBAHHON COOpPKM TeHOMa, TO BbIOepUTE YES U 3aIlOJIHUTE
UACHTU(UKATOP CTapON BepCrU COOPKHU.

11. Do not automatically trim or remove sequences identified as
contamination — HE craBpTe ranodky, 4YTOOBl TIPU BBISBICHUH
nocjieaoBaTeNbHOCTEH-apTeakToB (MHACKCHI, aJanTepbl) Ha KOHIIAX
KOHTUTOB OHM OBLIM aBTOMATUYECKH YJaJCHBI, WHAUYE OTHUM IPHUICTCS
3aHUMAThCS caMoCTOsATeNbHO. IIpu oOHapyxkeHun apTedakToB BHYTpU
KOHTHTa, BaM Tnpuaer nucbMo oT komaHabl NCBI ¢ mnpocbOoi
CaMOCTOATEJILHO YAAIUTh apTedakThl W pa3AeiuTh KOHTUTH, TJI€ OHU
OOHApYXWJINCh Ha HECKOJbKO ITYyK. Jlaxke mpu akkypaTHOW oOpe3ke
TEXHUUYECKHUX TOCIE0BATEIIbHOCTEMN, BHIMOJHEHHOM 10 COOPKHU TeHOMa, Ha
JTare JACNOHUPOBAHUS OHU MOTYT OBITh OOHAPY>KEHBI, ATO HE SBIISCTCS
KpUTEPUEM IIJIOXOU COOPKH.

12. Select a category for your submission. Eciu nermonupyemsli
reHoM OB CEKBEHHPOBAH Ballleil jgabopaTopueil (maxke MHpu 3aKase
CCKBCHHPOBAHHUS y CTOPOHHHUX OpraHu3anmii), Beioepere Original. Eciu Be
cOOpaJIi TEHOM M3 CHIPBIX JAaHHBIX, paHEe ICTTOHUPOBAHHBIX KEM-TO, KTO HE
MMeeT OTHOIICHHUS K Baleil paboueii rpynme, Beioepere Third Party Data.

13. Tlocxae yero naxxumaere Continue (Pucynoxk 12).
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Genome info

G B Aarta

|| Genome Assembly structured comment is in the contig .sqn file(s)

Assembly date ©

2024-0701
% Assembly method © * Version or date program was run @ Delete
l SPAdes s | 400 °

© Add another assembly method

Assembly name @

meaningful assembly name like UCLA_Agam_2.1 (see naming recommendations),

please provide it here, otherwise we will auto ateit.

% Genome coverage ©

[ 100x
* Sequencing technology © Delete
[ Humina MiSeq $ <

© Add another sequencing technology

* Did your sample include the full genome?
@ VYes (even for draft genomes or if a prokaryotic genome assembly may not include plasmids)

(O No, | deliberately selected a subset of the genome (e.g. only one chromosome of a eukaryote or only the non-repetitive regions of the genome)

* Is this the final version? @

@ Yes O No

% s it a de novo assembly?

@ Yes O No

* Is it an update of existing submission?
(O Yes @ No

[C] Do not automatically trim or remove i i as

© GenBank staff will automatically remove contaminants that are found to be the entire sequence or at
the end of a sequence, and will post the reports and edited fasta file to the submission portal. Any Ns
at the end of sequences will be removed, and sequences shorter than 200bp after timming will be
removed. Note that internal contamination will not be automatically removed since the sequence may
be misassembled and therefore should be split at the contamination and resubmitted as separate
sequences.

Submission Category

* Select a category for your submission: ©
@ Original (directly sequenced by submitter)
(:] Third Party Data (derived from other primary sequence data)

Read about Third Party data (TPA) submission requirements

Submission title &
| |

Private comments to NCBI staff ©

|
==y

Pucynok 12 — 3anonnennas Bkimajaka General information

2.3. 3anoanenne Bkaaaku BioProject General Info

B oOs3arenpbHOoM Tmosie  Public  description ommceiBaeM  11emb
UCCIIEIOBaHUS, aKTYaJIbHOCTh (JonmycTuMbIiii 0o0beMm - 4000 cuMBOJIOB), B
norojHUTENLHOM 1ole Relevance moxere ormeruts oOiiacth, Ooliee
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HOAXOAAIIYIO BallleMy HccieAoBaHuio, Hampumep, Agricultural, Medical,
Evolution, Model organism u T.1. B Relevance description onuceiBaete ero,
TaKk)K€ MOXKHO BBECTH CaWT, HWMCIONIMH OTHOIICHHWE K JaHHOMY
HCCIICIOBAHMIO (MPU HEOOXOIMMOCTH MOXKEM JT00aBUThb CaWT, JJIsS 3TOrO
naxxumaere Ha Add another link). Kpome Toro, MoxeTe 100aBUTh Ha3BaHUE
U uaeHTu@uKaTop rpaHTa (HO JenoHupoBaHue AaHHBIX B 0azy NCBI ne
CUHMTACTCS PEICH3UPYEMOM IyOJIMKaIel), I 3Toro Haxxumaere Ha Add
grants um 3amosiHseTe BeruibiBaromiee okHO (Pucynok 13), mocie dero

HaxkumaeTe Ha Continue (Pucynok 14).

Select grants

Search by grant # Search by title

| Grant # | ‘ Grant title ‘

Search by grantee name

| Last name | ‘ Given names | m

| Enter grants manually || Cancel I

Pucynok 13 — Okno Select grants
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BioProject General Info

% Public description ©
Lactiplantibacillus plantarum p999 isolated from quail cecum to characterize the probiotic potential for
chicken

4
3888 characters left
Relevance ©
Agricultural $
External links
Description © URL@ Delete

| | °

© Add another link

Select your grants

© Use this tool to ook up grants from many subscribed governmental funding agencies (eg NIH, CDC,
FDA and VA) and some non-governmental funding sources (eg HHMI). You can search by grant
number, title or grantee name. If your grant is not included, you can select the "Add grants manually”
option within this tool to add your grant.

© Add granis

Consortium name & Consortium URL ©

| | |

Pucynok 14 — Bxnanka BioProject General Info
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2.4. 3anostneHne BkJaaaku Sample Type

Bo Bkmagke Sample Type wumeroTcs Tpu TakeTa, BbIOMpacTe
NOAXOJAIINN MaKeT (UIBTPOB, KOTOPBIA Jydllle BCETO OMUCHIBACT Balll
renom: All packages (puc. 15), Packages for MAG submitters (Pucynox 16),
Packages for metagenome submitters (Pucynok 17). ITaker All packages
pasnenserca Ha NCBI packages (ucmonb3yercs, Korma HeleaecooOpasHo
UCII0JIb30BaTh MUHUMaNbHYI0 HHpopManuo) u GSC MIXS packages for
genomes, metagenomes, and marker sequences (mas (opMaIbLHOTO
ONKMCAaHMs M CTaHJAPTU3AIMM METaJlaHHbIX o0pasma), B moie (Optional)
Filter packages by organism name s aBTOMaTHYECKOM (DHIBTpaIMu
MO’KETe BBECTH IIOJIHOE Ha3BaHHE MUKpOOpranmusma, HarnpumMep Escherichia
coli u naxxate Ha Reset and show all packages, mocne uero aBToMaTu4ecKu
noAOepyTcsl MPENOI0KUTEIbHO TMOAXOSINe NakeThl. BpiOupaere B
npasoii komonke GSC MIXS packages for genomes, metagenomes, and
marker sequences -> MIGS Cultured Bacterial/Archaeal, ecau B
NEMOHUPYETE KIACCUUYECKYI0 COOPKY reHOoMa KyJIbTHBUPYEMOW OaKTepuu,
Mocjie 4ero BhIOMpaeTe MOAXOAAIIyI0 cpeay oouTaHus - (PucyHok 18),
nociie dero Haxkumaere Ha Continue. Ot BeIOOpa HACTOSAIIETO IMaKeTa
3aBHCHUT Ha0Op MoJiei, HEOOXOMMBIX JIJISI 3aI0JIHEHHUS.

Hanmvuue ©Ha mopTane 3arpy3kud pas3HbIX HaOOpOB IMaKETOB,
XapaKTepU3YIOIMIMX  TEeHOMBI,  SBJSETCS  MOMNBITKOW  yHUUKAIUU
uHpopMaIMy, 3amoJHSAEMOM IS KaXJO0ro T'eHOMa  OpraHu3Ma,
BBIJICJIEHHOTO M3 COOTBETCTBYIOIIETO MCTOYHMKA. He mbiTaTech HalTh
MakeT ¢ MUHUMaJIbHBIM KOJUYECTBOM Tosiel. OTCyTCTBHE HEOOXOAMMOM

uHdopmanuu 00 opraHu3Me, Y€l T€HOM BBl JICTIOHUPYETE, HE MO3BOJIUT
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APYTUM HUCCIACAOBATCIIIM HMCIIOJIb30BATh Balld HOAHHBIC JII CPABHCHMHA.

JlonoIHUTEIbHO HAO0Op  IOJie, HEOOXOAUMMBIX IS  3aIlOJHCHUS

MpeACTaBJICHBI 1O IMaKeTaM Ha pucyHkax 19 - 23,

Sample Type

+* Select the package that best describes your samples.

All k Pack for MAG i Pack forr

ne submitters

(Optional) Filter packages by ism name

| Enter the full scientific name of your samples, e.g., Escherichia coli

© To filter for relevant BioSample packages, enter the full scientific name of the organism of your samples.
= If your BioSamples are derived from a species not represented in NCBI's Taxonomy database, enter the genus-level name, e.g., Escherichia
= If your BioSamples are derived from more than one organism, enter the common species, genus, or family, e.g., Enterobacteriaceae

= If your BioSamples are o nal, or

bled (MAG), select the appropriate tab above

= For more information about organism names, see Organism information.

NCBI packages nor=..

GSC MIxS packages for genomes, metagenomes, and
marker sequences Mcee

(@)

Use for pathogen samples that are relevant to public health.
Required attributes include those considered useful for the rapid
analysis and trace back of pathogens.

() One Health Enteric
Use for microbial isolates that are collected for genomic
surveillance of enteric pathogens. Sample spaces include the
following: 1. human/animal hosts; 2. food samples; 3. food
facilities; 4. environmental samples (farm, water, and the
environment).
US public health agencies have created customized versions of
this package that include more specific guidance, controlled
vocabulary picklists, and sub-packages for each of the 4 sample
types.

« GitHub repository
« Validation for the OHE package

() Microbe
Use for bacteria or other unicellular microbes when it is not
appropriate or advantageous to use MIxS, Pathogen or Virus
packages.

O Madal 2 or e 1
Use for muhicellufar samples or cell lines derived from common
|laboratory model organisms, e.g., mouse, rat, Drosophila, worm,
fish, frog, or large mammals including zoo and farm animals.

(C) Metagenome or environmental
Use for metagenomic and environmental samples when it is not
appropriate or advantageous to use MIxS packages.

(O Invertebrate
Use for any invertebrate sample.

() Human
WARNING: Only use for human samples or cell lines that have no
privacy concems. For all studies involving human subjects, itis
the submitter's responsibility to ensure that the information
supplied protects participant privacy in accordance with all
applicable laws, regulations and institutional policies. Make sure
to remove any direct personal identifiers from your submission. If
there are patient privacy concerns regarding making data fully
public, please submit samples and data to NCBI's dbGaP
database. dbGaP has controlled access mechanisms and is an
appropriate resource for hosting sensitive patient data. For
samples isolated from humans use the Pathogen, Microbe or
appropriate MixS package.

(O Plant
Use for any plant sample or cell line.

PucyHnok 15 —

() MIGS Cultured Bacterial/Archaeal
Use for cultured bacterial or archaeal genomic sequences.
Organism must have lineage Bacteria or Archaea

() MIGS Eukaryotic

Use for eukaryotic genomic sequences. Organism must have
lineage Eukaryota.

() MIMAG Metag bled G
Use for metagenome-assembled genome sequences produced
using computational binning tools that group sequences into
individual organism genome assemblies starting from
metagenomic data sets. Organism cannot contain the term
‘metagenome’. Use the MIUVIG package for virus genomes.
Before creating BioSamples for prokaryotic and eukaryotic MAGs,
please read and follow the MAG submission instructions.

O MIMS Envir /M
Use for environmental and metagenome sequences. Organism
must be a metagenome, where lineage starts with unclassified
sequences and scientific name ends with ‘metagenome’.

O MISAG Single Amplified Genome
Use for single amplified genome sequences produced by isolating
individual cells, amplifying the genome of each cell using whole
genome amplification, and then sequencing the amplified DNA.
Organism cannot contain the term ‘metagenome’.

ITaket All packages
26



Sample Type

+# Select the package that best describes your samples.

All packages  Packages for MAG submitters  Packages for metagenome submitters

|

NCBI packages nors... GSC MIxS packages for genomes, metagenomes, and

marker sequences More.

() Pathogen (O) MIMAG Metagenome-assembled Genome
Use for pathogen samples that are relevant to public health Use for metagenome-assembled genome seguences produced
Required attributes include those considered useful for the rapid using computational binning tools that group sequences into
analysis and trace back of pathogens. individual organism genome assemblies starting from

metagenomic data sets. Organism cannot contain the term
‘metagenome’. Use the MIUVIG package for virus genomes
Before creating BioSamples for prokaryotic and eukaryotic MAGS,
please read and follow the MAG submission instructions.

Pucynok 16 — [Taker Packages for MAG submitters

Sample Type

* Select the package that best describes your samples.

All packages  Packages for MAG submitters  Packages for metagenome submitters

NCBI packages nore... GSC MIxS packages for genomes, metagenomes, and
marker sequences More..

(O) Metagenome or environmental (O) MIMS Environmental/Metagenome
Use for metagenomic and environmental samples when it is not Use for environmental and metagenome sequences. Organism
appropriate or advantageous to use MIxS packages. must be a metagenome, where lineage starts with unclassified
sequences and scientific name ends with ‘metagenome’.
() Pathogen = g

Use for pathogen samples that are relevant to public health.
Required attributes include those considered useful for the rapid
analysis and trace back of pathogens.

Pucynok 17 — ITaket Paskages for metagenome submitters
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(@ MIGS Cultured Bacterial/Archaeal
Use for cultured bacterial or archasal genomic sequences.
Organism must have lineage Bacteria or Archaea.

() No environmental package
() agriculture

() air

() built

{@ food-animal and animal feed
() food-farm environment

() food-food production facility
() food-human foods

() host-associated

(") human-associated

() human-gut

() human-cral

() human-skin

() human-vaginal

O hydrocarbon resources-cores
() hydrocarbon resources-fluids/swabs
() microbial mat/biofilm

() miscellaneous or artificial
() plant-associated

() sediment

() soil

() symbiont-associated

() wastewater/sludge

() water

Pucynok 18 — MIGS Cultured Bacterial/Archaeal

WCE| packages

Usze when it is not advantageous to use the Genome Standards
Consortium (GSC) minimum information (M1xS) packages.
Less

@ Pathogen
lUze for pathogen samples that are relevant to public health.
Reguired attributes include those considered useful for the rapid
analysis and trace back of pathogens.

() Pathogen: clinical or host-associated
O Pathogen: environmental/food/other
O Combined pathogen submission

Pucynok 19 — Pathogen
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(@ MIGS Eukaryotic
Use for eukaryotic genomic seguences. Organism must have
lineage Eukaryota.
() Mo environmental package

Lt

() agriculture

() air
) built

() food-animal and animal feed

(_) food-farm environment

O food-food production facility
() food-human foods

() host-associated

(C) human-associated

.’:} human-gut

(_) human-oral
(") human-skin

() human-vaginal

@
(_) hydrocarbon resources-cores

N b b Auid
() hy bs

() microbial mat/biofilm

() miscellaneous or artificial

() plant-associated

() sediment

() soil

(C) symbiont-associated
wastewater/sludge

() water

Pucynok 20 — MIGS Eukaryotic

@ MIMAG bled G
Use for metagenome-assembled genome sequences produced
using computational binning tools that group sequences into
individual organism genome assemblies starting from
metagenomic data sets. Organism cannot contain the term
‘metagenome’. Use the MIUVIG package for virus genomes.
Before creating BioSamples for prokaryotic and eukaryotic MAGs,
please read and follow the MAG submission instructions

() Mo environmental package

() agriculwre

) air

() built

() food-animal and animal feed
(") food-farm environment

() food-food production facility
() food-human foods

(C) host-associated

(C) human-associated

() human-gut

(_) human-oral

() human-skin

() human-vaginal

(O hydrocarbon resources-cores

() microbial mat/biofilm
(7)) miscellaneous or artificial
() plant-associated

() sediment

) soil

() symbiont-associated

() wastewater

() water

Pucynok 21 — MIMAG Metagenome-assembled Genome
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(@ MIMS Environmental/Metagenome
Usze for environmental and metagenome sequences. Organism
must be a metagenome, where lineage starts with unclassified
zequences and scientific name ends with metagenomes’,

() agriculture

O air

() built

() food-animal and animal feed
(") food-farm environment

() food-food production facility

(") food-human foods
() host-associated

)
(

human-associated

Ly
f

() human-oral

human-gut

() human-skin

~ .
() human-vaginal

(") hydrocarbon resources-cores

() hydrocarbon resources-fluids/swabs

() microbial mat/biofilm

() miscellaneous or artificial

() plant-associated
() sediment

O soil

() symbiont-associated

| wastewater

() water

Pucynok 22 — MIMS Environmental/Metagenome

(@ MISAG Single Amplified Genome

Use for single amplified genome seguences produced by isolating
individual cellz, amplifying the genome of each cell using whole
geneme amplification, and then seguencing the amplified DNA.

Organism cannot contain the term ‘metagenome’.

() Mo environmental package
() agriculture

() air

() built

(") food-animal and animal feed
() food-farm environment

(") food-food production facility
() food-human foods

(0) host-associated

() human-associated

() human-gut

() human-oral

() human-skin

() human-vaginal

() hydrocarbon resources-cores
(") hydrocarbon resources-fluids/swabs
() microbial mat/biofilm

() miscellaneous or artificial
() plant-associated

() sediment

() soil

(C) symbiont-associated

() wastewater

() water

Pucynok 23 — MISAG Single Amplified Genome
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2.5. 3anoanenne Bkaaaku BioSample Attributes

B pasnene Attributes (Pucynok 24). B Sample name: npomnuceiBacte
Ha3BaHuWe oOpa3na (OHO [JOJDKHO OBITh  YHUKaIbHBIM, KpPaTKUM
uHpopmaTuBHBIM), Hampumep, AGL10, B mone Organism: (k kakomy
opraHm3My oOTHocuTcs), Hampumep, Lactiplantibacillus plantarum, =
Strain: mrramm, Hanpumep, AG10 (PucyHok 25). O BbIOOpE UMEHH IIITaMMa

cM. myHKT 1.1. «TpeGoBanus K TeHOMHOM COOpKE» HACTOSIIETO MOCOOUS.

Genome submission: SUB14664884

New

1 SUBMITTER 2 GEMERALINFO 3 BIOPROJECT GENERAL INFO 4 BIOSAMPLE TYPE | 5 BIOSAMPLE ATTRIBUTES

Attributes © Required fields are marked with % asterisk

Package MIGS: cultured bacteria/archaea, food-animal and animal feed; version 6.0

* Sample Name &

* Organism @

% strain ©

[ ]

Pucynok 24 — Paznen Attributes

Attributes © Required fields are marked with % asterish

Package MIGS: cultured bacteria/archaea, food-animal and animal feed; version 6.0

* Sample Name ©
AG10

* Organism ©

[ Lsctiplantinacilus plsntarum

* strain @

Pucynok 25 — 3anonHenHbIi paszgen Attributes
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B pasznene Environment (Pucysok 26):

1. Collection date: ykasats gary cOopa oOpasiia, JaTy BHOCHTC B
dbopmare: «IeHb-MECSII-TO», «KMECSI-TO», «KTO.

2. Broad-scale environmental context: BeiOupacte Haubosee
MOAXOISAIINK THIT OKPY’KAIOIIEH Cpeapl, U3 KOTOpOM ObLT coOpaH Barl
obpazer, B ¢opmare ENVO (MoxeTe BOCHONB30BaThCS CaWTOM
https://bioportal.bioontology.org/), (Hanpumep, desert biome,
ENV0:01000179 -
https://bioportal.bioontology.org/ontologies/ENVO/?p=classes&conceptid
=http%3A%2F%2Fpurl.obolibrary.org%2Fobo%2FENVO_01000179).

3. Local-scale environmental context: BsiOupacTe GhakTOpsI
OKpY>KaIoIIeil Cpejibl, OKa3bhIBAIOIINE BIUSHUE HAa OOBEKT BO BpeMs 0TOOpa
poo (HammpumMmep, shoreline, ENV0:00000486 =
https://bioportal.bioontology.org/ontologies/ENVO/?p=classes&conceptid
=http%3A%2F%2Fpurl.obolibrary.org%2Fobo%2FENVO _00000486).

4. Environmental medium: BreiOMpaeTe (akTOpbl, KOTOPHIC
UICHTHQHUIMPYIOT MaTepwal BO Bpems oTOopa (Hampumep, Soil,
ENV0:00001998 -

https://bioportal.bioontology.org/ontologies/ENVO/?p=classes&
conceptid=http%3A%2F%2Fpurl.obolibrary.org%2Fobo%2FENVO 0000
1998).

5. Geographic  location:  ykaseiBaeTe  reorpaduyeckoe
IPOUCXOXKICHUE 0Opas3iia, HarpumMep, Russia.

6. Latitude and longitude: BmmceiBaeTe reorpaduueckue KOOPAUHATHI

MecTa, Te ObLT B3AT 00paszel, Hanpumep, 95.79 N 49.12 E ansa r. Kazans

(Pucynox 27).
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B paszgene Environment ects JOMOIHATENBHOE TIOJIC AJIS 3aIIOJTHEHUS
(1 empty optional field collapsed), nms Toro 4ToOBI €ro OTKPHITH MOMKETE

KJIMKHYThH Ha TuTroc (PrucyHok 28).

4+ Environment 1empty optional field collapsed

# collection date &

#* broad-scale environmental comext ©
#* local-scale environmental context &

[ 1

# environmental medium &

% geographic location @
| |

# latitude and longitude &

| |
Pucynok 26 — Pazgen Environment

4 Environment 1empty optional field collapsed

% collection date @
2024

* broad-scale environmental context ©
ENVO:00000428

* local-scale environmental context &

ENV0:00000316

* environmental medium @
ENVO:01000301

* geographic location ©

l Russia |

% latitude and longitude &

[ss79nas12E | '
Pucynok 27 — 3anonHenHbIH pazmen Environment

Environment 1 empty optional field collapsed

Omics Observatory D &

Pucynok 28 — JlononHuTEIbHOE TI0JIe B pa3aeie Environment
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B paznene Nucleic Acid Sequence Source (Pucynox 29):

1. Isolation and growth condition: yka3eiBaecre PubMed ID wim
CCBUIKY Ha CTaThlO C OMUCAHUEM METOa BbIJCICHUSI.

2. Number of replicons: 1 — nns 6akTepuu, eciy reHOMHas COOpKa He
COJCPXKUT TUIA3MUbI, UJIK Bbl B 9TOM HE yBepeHbl. Eclin TOYHO 3HaeTe,
CKOJIbKO TUTa3MUJ] B JISIOHUPYEMOM BaMU COOpKE, MOCUMTANTE UX BMECTE C
xpoMmocomoil. Hanmpumep, reHOMHasi cOOpKa COJIEPKUT XPOMOCOMY U JIBE
MJIa3MUJIbl — YKaQXKUTE 3HAUYCHHE 3.

3. Reference for biomaterial: myOnmkarus, B KOTOpOW BIEPBBIC
YIIOMUHAETCSA OPraHu3M.

Taxxe B Nucleic Acid Sequence Source ecTh TOMOJHUTEIbHBIEC OIS
JUISL 3aIIOJTHEHUSI, JUIsl TOrO YTOOBI MX OTPBITh HY>KHO KIIMKHYTh Ha ILIHOC
(Pucynok 30). OcranbHbie 00s13aTENbHbBIE PA3/EIbl 3aMOJHIETE, KOTOPHIE
BBIJICJICHBI 3BE3/I0YKaMHU, B 3aBUCUMOCTH OT BHIOPAHHOU Cpeibl OOUTaHUS
(Pucynok 31), emie mo KelaHUIO MOXETE 3aMOJHUTH JIOMOJHUTEIbHbBIN
paznen Custom Attributes (Pucynok 32), mocne yero HaxxumaeTe Ha

Continue.

+ Nucleic Acid Sequence Source 17 empty optional fields collapsed

# isolation and growth condition &
% number of replicons @

L]

# reference for biomaterial @

isolation source &

L]

negative control type @

positive control type ©

Pucynok 29 — Paznen Nucleic Acid Sequence Source
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I+ Nucleic Acid Sequence Source 17 empty optional fields collapsed

% isolation and growth condition &
https:/fsubmit.nchi.nlm.ni

% number of replicons ©

* reference for biomaterial &

https:/fsubmit.nchi.nlm.ni

isolation source @

negative control type @

positive control type &

Pucynok 30 — 3anonnennsiit paznen Nucleic Acid Sequence Source

+ Food-animal and animal feed 81 empty optional fields collapsed

* collection site geographic feature &

% food product origin geographic location &

# food production characteristics ©

* food product type @

L

* Interagency Food Safety Analytics Collaboration (IFSAC) category @

% intended consumer &

* purpose of sampling &

Pucynok 31 — Pa3nen Food-animal and animal feed

Custom Attributes

Name Value Delete
| | °

© Add another attribute

Pucynok 32 — Pa3agen Custom Attributes
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2.6. 3anmoiHeHMe BKJIAAKH Source

B pasmene Prokaryote source B mosie Annotate this prokaryotic
genome in the NCBI Prokaryotic Annotation Pipeline (PGAP) before its
release (st Toro, 4ToOBI CIEIaTh aHHOTALMIO ¢ ToMmoIbo PGAP) - Yes, B
Bacteria and/or source DNA is available from (yka3piBacTe Ha3BaHue U
aapec nabopaTOpUU WJIM YacTHOTO JHIA, a TaKke HACHTU(DUKATOP

KOJIJICKITUU KYJIBTYP), ITOCIIe Yero Haxxumaete Ha Continue (Pucynok 33).

Submission POI’tal Home My submissions Managedata Templates My profile

Genome submission: SUB14664884

New

1 SUBMITTER 2 GENERALINFO 3 BIOPROJECT GENERAL INFO 4 BIOSAMPLETYPE 5 BIOSAMPLE ATTRIBUTES 6 SOURCE

Source © Required fields are marked with % asterisk

Prokaryote source

Bacteria and/or source DNA is available from &

+ Annotate this prokaryotic genome in the NCBI Prokaryotic Annotation Pipeline (PGAP) before release?
@ Yes O Neo

O Not

Pucynok 33 — Bkiagka Source

2.7. 3anoanenue Braaaku Files

B pasnene Files for Submission B more Which of these 3 options
describes this genome submission? Beioupaere n3 3 BApUaHTOB:

1. Each chromosome is in a single sequence and there are no extra
sequences  (ecad  Kaxkaas ~— XpoOMOCOMa  COCTOMT W3 OJHOM
ITOCJIEA0BATCIIBHOCTHU, U HUKAKUX AOITOJTHUTCIIBHBIX HOCHCI[OB&TGHBHOCTeﬁ
HET).

2. One or more chromosomes are still in multiple pieces and/or some
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sequences are not assembled into chromosomes (oaHa WM HECKOIBKO
XpOMOCOM BCC cHIIC COCTOAT M3 HCCKOJbKHX yacTel WU HCKOTOPLIC
MOCJIEIOBATEILHOCTH HE COOPAaHbI B XPOMOCOMBI).

3. We are submitting just the AGP file(s) for a genome assembly; the
components of the AGP file are already in GenBank (ormpasisieM ToJIbKO
AGP-daiin s cOopku reHOMA).

B nannom mpumepe, cOopka mpeactaBisieT cOOOH HECKOJIBKO KOHTUTOB —
One or more chromosomes are still in multiple pieces and/or some
sequences are not assembled into chromosomes, nocie dero B mose How
do you want to provide files for this submission? mpocrasisere - Web
browser upload via HTTP or Aspera Connect plugin (eciu Bbl Tpy3uTe 110
Hapbl COTCH OaKTepHAIbHBIX TEHOMOB OOIIMM 00beMoM 10 2 1'0), B moJe
Files 3arpyxaere (aiiin co cOopkoit (B camom ¢aiiie yaaanTh KOHTHTH
kopoue 200 m.0., T.K. OHU BC€ paBHO OyAyT MCKIIOUYEHBI U3 COOPKHU MpHU
nenonupoBanuu o npasmwiam NCBI), mocne yero Haxkumaete Ha Continue

(Pucynox 34).
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Submission Portal Home My submissions Managedata Templates My profile

Genome submission: SUB14664884

New

1 SUBMITTER 2 GENERAL INFO 3 BIOPROJECT GENERAL INFO 4 BIOSAMPLETYPE 5 BIOSAMPLE ATTRIBUTES 6 SOURCE 7 FILES

Files for Submission © Required fields are marked with % asterisk

+* Which of these 3 options describes this genome submission?
O 1. Each chromosome is in a single sequence and there are no extra sequences
« There can still be gaps within the sequences.
We will prompt you to provide the information for any Ns that represent gaps.
« Internal sequences must be arranged in the correct order and orientation
Sequences concatenated in unknown order are not allowed
« Plasmids and organelles can still be in multiple pieces.
« If the sequences are assembled using an AGP file, choose the next option.

@ 2. One or more chromosomes are still in multiple pieces and/or some sequences are not assembled into chromosomes
« This will be processed as a WGS genome and may include AGP files in the submission
There can still be gaps within the sequences.
We will prompt you to provide the information for any Ns that represent gaps.
« Internal sequences must be arranged in the correct order and orientation.
Sequences concatenated in unknown order are not allowed

C)‘ 3. We are submitting just the AGP file(s) for a genome assembly; the components of the AGP file are already in GenBank

+* How do you want to provide files for this submission?
(‘J‘ FTP or Aspera Command Line file preload
All files for a submission must be uploaded into a single folder.
@ Web browser upload via HTTP or Aspera Connect plugin
Do not use web browser HTTP upload if you are uploading files over 10 GB or more than 500 files.

© To upload large files (larger than 2 GB), please use Aspera Connect plugin.

* Files

& Choose files | or drag and drop them here
Name Size Created Delete
contigs_ncbi.fasta 11.6MB 2024-08-14 e

Pucynok 34 — 3anonmnennas Bkimanaka Files

2.8. 3anosHenne BKJIaaku Assignment

Assignment:

1. Is any sequence a complete chromosome? (cOopka rmpoBezcHa 10
xpomocom) - NO.

2. Does any sequence belong to a plasmid? (ecim B koHTHUTaX HET

miasmu) — NO, mociie yero Haxxumaere Ha Continue (Pucynox 35).
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Sub m i S Si on Portal Home My submissions Managedata Templates My profile

Genome submission: SUB14664884

New

1 SUBMITTER 2 GENERAL INFO 3 BIOPROJECT GENERAL INFO 4 BIOSAMPLETYPE 5 BIOSAMPLE ATTRIBUTES 6 SOURCE 7 FILES 8 ASSIGNMENT

Assignment © Required fields are marked with % asterisk

* Is any a

() Yes @ No

* Does any sequence belong to a plasmid?

(O Yes @ No

Pucynok 35 — 3anonHenHas Bkiaaka Assignment

2.9. 3anoanenue BKIaaku References
References:

1. Sequence authors nepeuuncisiere Bcex COaBTOPOB, MPUYACTHBIX K
BBIJICJICHUIO, KYJIbTUBHPOBAHHIO, CCKBCHUPOBAHUIO u
OMOUH(POPMATUIECKOMY aHATHU3Y.

2. Publication status craBute — Unpublished.

3. Reference title npumeproOe Ha3BaHME OYAYIICH CTATHU.

4. Reference authors Beioupaere Same as sequence authors, mocie

yero Haxkumaete Ha Continue (Pucynox 36).
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Submission Portal

Genome submission: SUB14664884

contigs_ncbi.fasta genome submission
1 SUBMITTER 2 GENERALINFO 3 BIOPROJECT GENERAL INFO 4 BIOSAMPLE TYPE

References

Sequence authors

Who should be publicly credited as the submitter of this sequence data? Enter authors below.

* First (given) name MI© % Last (family) name Delete

| ] g

© Add another sequence author

Reference

% Publication status

Home My submissions Managedata Templates My profile

Delete submission

5 BIOSAMPLE ATTRIBUTES 6 SOURCE 7 FILES 8 ASSIGNMENT  © REFERENCES

© Required fields are marked with % asterisk

Drag and drop 10 reorder authors

@ Unpublished () In-press () Published
Reference title

Reference authors

@ Same as sequence authors () Specify authors

Pucynok 36 — Bxianka References

2.10. 3anmosHenue BrJIaaku Review & Submit

Hp0Bep;{eTe IMPaBUWJIbHOCTh BHCCCHHBIX HAHHBIX, C€CJIM BCC BBCIACHO

BepHO, HaxkmMmaete Ha Submit (Pucynok 37). Ecnm momymiena ommOka

MEPEXOAUTE BO BKIAJKY,

B KOTOpOW Oblla JONylIEHAa OIINOKa,

KOPPEKTHPYETe W BO3BpalllacTech Ha BKIaaky Review & Submit. Craryc

ACTIOHUPOBAHUA T€HOMHOM C60pKI/I MOKHO OTCJICAUTH B IMYHOM Ka6I/IHeTC,

a TaK)K€ Ha MPUBSI3aHHYIO 3JEKTPOHHYIO MOYTY OyAyT MPUXOJIUTH MUChMA

C OIIOBCIIICHUCM 00 YCHCIHHOM/HCYCHGHIHOM 3aBCPIICHHUH KaXXJI0I'0 3Talla.

KoneuHbsiM pE3yJIbTaTOM  ABJIAKOTCA  YHHUKAJIBHBIC I/IIIGHTI/I(l)I/IKaTOpLI

TCHOMHOU COOPKH, a TaK)Ke ee aHHOTanus ¢ momoIsio PGAP.
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Submission Portal Home Mysubmissions Mansgedats Templates My profie

Genome submission: SUB14664884

contigs_ncbi.fasta genome submission

1 susmitres 2 cenemavingo 3 siorRoszcT cemzmaLinzo 4 mosawsizTyse S siosamsieatrmiaures G sousce Trees 8 2
Review & Submit
This W3S submissica wil e released following processing. Your submission iz not yet complete. Finish your submizsion to get
accession{s) sooner. You may need to upload your data again if your
Submitter submission remains unfinished.

Submi

Ivan lvaray To procees, please review your submission, make necessary changes on
any tab, then click the ‘Submif button.

Kazan Fazeral University

Inst:

e of Fundamental Medicine and Biciogy
Kremlevskaye

Kazan

Nene

420

fussa

Submissicn: SUB14664834

Submissica: SL £E4834

No

Gerome coverage

Sequencing
yes

he final version? yes

5t ade novoassembly? yes
e

GerBank will remave Vs

dete aminatian, if

pezsble
BioSample general information

Lactiplamibacillus brown:

Orgarism type prokaryste

BioSample type

Packags MIGS: cultursd bacteria/archaez, focd-2nimal and arimal feed; versian 6.0
BioProject general information

[

rip
Prokaryote scurce

Annotate this prokan

Biozample atributes

AT

Sample

Ivan lvanay

unpublished

s3me 2z sequence authars

Pucynok 37 — Bkiaaka Review & Submit
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3aK/JII0YeHne

B manHOM y4eOHO-METOAWYECKOM IMOCOOWH MpPHBEICHA IOIIaroBas
cxema JenoHupoBanus reHoMmHou coopku B NCBI.

JlanHas cxeMa BKJIIOYaeT B ceOs 3amojiHEHHEe BKJIagok Submitter,
General information, BioProject General Info, Sample Type, BioSample

Attributes, Source, Files, Assignment, References, Review & Submit.
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obpamenwus: 21.07.2024).

43


https://blast.ncbi.nlm.nih.gov/Blast.cgi
https://chromewebstore.google.com/category/extensions?hl=ru&utm_source=ext_sidebar
https://chromewebstore.google.com/category/extensions?hl=ru&utm_source=ext_sidebar
https://www.ncbi.nlm.nih.gov/
https://bioportal.bioontology.org/

