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1. 7£ NCBI £TALfA ( https://www.ncbi.nlm.nih.gov/ ) My NCBI ZRZ AT EIEIHHIIKE ( 2SEH

REHE ) , mif Register for an account BIEEMKS :

Resources [¥] How To &

Sign in to NCBI

= NCBI

My NCBI » Register

Register for an NCBI Account

— IEREAEREE

Select a username and password

help

Skip registration by using a 3rd party sign in option

il )

Arizona State University

Password: * =

Repeat password: *

I

Contact information

E-mail: *

In case you forget your password

Please provide a question and answer that you can use to unlock your account:
Question:
Answer:

Please type the following characters: *

Sign in with an existing account

2. &% BioProject ( https://submit.ncbi.nlm.nih.gov/ ) JKEX—* BioProject ID

Sequence Data

GenBank

Ribosomal RNA (rRNA}, rRNA-ITS or Influenza sequences

Unassembled reads should be submitted to SRA.

All other submission types should use one of the alternate submission tools (e.g.
Banklt, Sequin, thl2asn. etc.)

Genomes (WGS or complete)

Prokaryoticand eukaryotic genomes that are either draft/incomplete (WGS) or

ramnlata

FUNER ) E IR AR BRI BIRAR
FUNEFRAFELX TP 6 SKHE 260 SHERKE 1614 F
HR4m: 310018

Biological Research Project Data

A collection of biological data related to a single initiative, originating from a single

BioProject

organization or from a consortium.

BioSample

Descriptions of biological source materials used in experimental assays.

Microarray Data

FBiE: 0571-87662413
f£E: 0571-81951905
www.|c-bio.com
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3. A& New submission , TR

U.S. National Library of Medicine
National Center for Biotechnology Information

Submission Portal

BioProject

4, EEER (2P REEIRSRIBIERRTIZNE )

‘1 SUBMITTER
Submitter e
EE: mEHTALEER
% First (given) name Middle name % Last (family) name
v || RE
% E-mail (primary) E-mail (secondary)
‘ 986380125@qq.com ‘ ‘ clge@lc-bio.com € Atleastone e-mail should be from the organization's domair

Group for this submission

Mo group  (affiliation from my personal profile)

Create group for shared submissions © Allow selected collaborators to read, modify, submit and delete your submissions

% Submitting organization Submitting organization URL % Department

‘ Huazhong University of Science and T¢ ‘ ‘ ‘ ‘ College of Life Science & Technology

Phone @ Fax @

% Street % City State/Province % Postal code % Country

‘ Hongsan borough ‘ ‘ WUHAN ‘ ‘ HUBEI ‘ ‘ 430074 ‘ ‘ China s

el %= 2 o B S Cont inue

Update my contact information in profile

5. KBRS (RIEMBRILIRBRHITIES )

FUNEE) | E AR BIRAF] BiE: 0571-87662413
MUMNEFHRAFEX TP 6 5XK#E 260 SHERFE 16 1E 4 E £H: 0571-81951905
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Project Type

% Project datatype ©@

D Genome sequencing and assembly
D Raw sequence reads
Genome sequencing

D Assembly

D Clone ends

D Epigenomics

D Exome

(] map

D Metagenome

D Metagenomic assembly
D Phenotype or Genotype
D Proteome

D Random survey

(] Targeted loci cultured

(] Targeted loci environmental
D Targeted Locus (Loci)

(] Transcriptome or Gene expression

(] Variation
D Other

%* Sample scope @ % Target description

‘ Other %‘ ‘ Streptococcus thermophilus

6. TARGET £

BioProject submission: SUB4202385

Genome sequencing

1 SUBMITTER 2 PROJECTTYPE 3 TARGET

TargEt The most descriptive organism name for the study (to the species, if
relevant).

# Organism name &

ESEARFE, fmERLEDT

Strain @ Breed © Cultivar @

Isolate name &

Label &

Description &

7. General Info (8BS

FUNER ) E IR AR BRI BIRAR
FUNEFRAFELX TP 6 SKHE 260 SHERKE 1614 F
HR4m: 310018
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General Info

Release date

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

“ Wh hould thi: bmission be released to the public?
s o s e EESEEREE, REERBTEE

C) Release immediately following processing

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

* Project title ®

‘ Streptococcus thermophilus Genome sequencing

% Public description @
{8 BfE
P
Relevance @&
| ¢
v
% Is your project part of a larger initiative which is already registered with NCBI?
@ No C) Yes (not very common)
8. BIOSAMPLE {S8IEE ( mih register at BioSample TS RIES )
1 SUBMITTER 2 PROJECTTYPE 3 TARGET 4 GENERAL INFO ,5 Bmxmm :
BioSample
Sample Delete
| ©
© Add another BioSample
@ Ifyou have not registered your sample, pleage register at BioSampleJAt the end of that process, you will be
returned to this submission.
Please note that only single biosamples can be registered via this link. To register multiple/batch
biosamples, complete your bioproject without registering biosamples and then submit the biosamples
separately, including the bioproject accession in the submission.
Click 'Continue’ without selecting a BioSample to skip this step. Note that links can be made after a
BioSample is registered separately.
1) BEpEdiE)
FUNER ) E IR AR BRI BIRAR Fi&: 0571-87662413
FUNEFRAFELX TP 6 SKHE 260 SHERKE 1614 F fRHE: 0571-81951905
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BioSample submission: SUB4203158

New
1 GENERAL INFO

General Information

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 immediately following processing
S

Release on specified date or upon publication, whichever is first

2) FARE (RIEFARRBRHTES )

| AL B e AT AL P B AL M L LA L L E T

@ Genome, metagenome or marker seq es (MIxS compliant)
Use for genomes, metagenomes, and marker sequences. These samples include specific attributes that
have been defined by the Genome Standards Consortium (GSC) to formally describe and standardize
sample metadata for genomes, metagenomes, and marker sequences. The samples are validated for
compliance based on the presence of the required core attributes as described in MixS.

(;\J Environmental/Metagenome Genomic Sequences MIMS

@) Cultured Bacterial/Archaeal Genomic Sequences MIGS

ljﬁ, No environmental package

-
D air
-

() built

b

() host-associated

1/3 human-associated

-

D human-gut

l/“) human-oral

-

D human-skin
-

l\_/

() microbial mat/biofilm

human-vaginal

( _) miscellaneous or artificial

-

Q plant-associated

-

l\) sediment
() soil
( wastewater/sludge

()

Q water
(:) Eukaryotic Genomic Sequences MIGS
O Viral Genomic Sequences MIGS

l:) Specimen Marker Sequences MIMARKS

O Survey-related Marker Sequences MIMARKS

FUNEE) | E AR BIRAF] BiE: 0571-87662413
MUMNEFHRAFEX TP 6 5XK#E 260 SHERFE 16 1E 4 E £H: 0571-81951905

HR4m: 310018 www.lc-bio.com
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3) BMHES ( fRIBLARERETERAN )

BioSample submission: SUB4203204

MIGS Cultured Bacterial/Archaeal sample from Streptococcus thermophilus

1 GENERAL INFO ) SAMPLE TYPE -3_-_!1]31,!{3.!_1_1’%5

Attributes

Package MIGS: cultured bacteria/archaea, water; version 4.0

# Sample Name @

% Organism @

| Streptococcus thermophilus ‘

% strain @

¥ Environment

# collection date @

* environment biome @

4) SRR

BioSample submission: SUB4203204

MIGS Cultured Bacterial/Archaeal sample from Streptococcus thermophilus

1 GENERAL INFO 2 SAMPLETYPE 3 ATTRIBUTES 4 DESCRIPTION
Title and Comments

Sample Title @

| MIGS Cultured Bacterial/Archaeal sample from Streptococcus thermophilus

€ This title was auto-generated. If you have a preferred alternative sample title, enter it here.

Examples: » Escherichia coli 0104:H4 str. C227-11 clinical isolate 2010_333_NC-6;
» (CD8+ T cells from female TSG6-knockout BALB/c mouse;

* Human metagenome isolated from urine of healthy female

Public description &

FUNEE) | E AR BIRAF] BiE: 0571-87662413
MUMNEFHRAFEX TP 6 5XK#E 260 SHERFE 16 1E 4 E £H: 0571-81951905

HR%%: 310018 www.lc-bio.com
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5) EEMIA , BIATIRERTE submit

BioSample submission: SUB4203204

MIGS Cultured Bacterial/Archaeal sample from Streptococcus thermophilus

1 GENERAL INFO 2 SAMPLE TYPE 3 ATTRIBUTES 4 pescrIPTION 5 OVERVIEW

=i SUbmit F&BzNBEEZE BioProject

i BioProject submission: SUB4202385

Streptococcus thermophilus Genome sequencing

1 suBMITTER 2 PROJECTTYPE 3 TARGET 4 GENERAL INFO 5 BIOSAMPLE

BioSample
Created: 2018-06-26 L
SUB4203158 L
cs20 Organism: Streptococcus thermophilus Created: 2018-06-26 -}

© Add another BioSample

€ If you have notregistered your sample, please register at BioSample. At the end of that process, you will be
returned to this submission.

Please note that only single biosamples can be registered via this link. To register multiple/batch
biosamples, complete your bioproject without registering biosamples and then submit the biosamples

separately, including the bioproject accession in the submission.

Click 'Continue’ without selecting a BioSample to skip this step. Note that links can be made after a
BioSample is registered separately.

9. HZEZEA PubMed ID 5 DOl (SEUES |, £EFAFAS

BioProject submission: SUB4202385

Streptococcus thermophilus Genome sequencing

1 SUBMITTER 2 PROJECTTYPE 3 TARGET 4 GENERAL INFO 5 BIOSAMPLE  § PUBLICATIONS T OVERVIEW

Publications
PubMed ID & OoR DOI®
© Add another publication

FUNER ) E IR AR BRI BIRAR BiE
FUNEFRAFELX TP 6 SKHE 260 SHERKE 1614 F -t
HR4m: 310018
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: 0571-81951905
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10. ERHIA , HWIAKIRIERTE submit

BioProject submission: SUB4202385

Streptococcus thermophilus Genome sequencing

1 sueMITTER 2 PROJECTTYPE 3 TARGET 4 GENERAL INFO 5 BIOSAMPLE & PUBLICATIONS T OVERVIEW

Overview

B55eRkE , £ FPRIRTEIRIIE] NCBI BRiZRYERE: | RIFT CIERYFRE , IRZSM Processing Z8p%,
Processed

11, 3%k15A9 BioProjcet ID , LA PRINA I ARIR , FEIKEET BanECSzURIGIE E—HRY Locus Tag
Prefix {8 , ELANFEHIFRY 1306 , ZERTERER locus_tag IX—IRYAIR (i : iEFEXHUHRER

iZEH! ) TFELER:

Submission Title Group Status

HFERES (ZBTRAUT | THITRIIANRIES R LELER | IIRLE EERRE
BHTIZER )

1. 4pk template ( *.sbt) 324 , I submission template form

( http://www.ncbi.nm.nih.gov/WebSub/template.cgi ), template form W1 FEF= ( EBIESRR

ARNSBIER , @&, el , 8, RESFS , BENERB NERIRE BioProject ID )

GenBank Submission Template

Contact Information

* First (given) name % Last (family) name

LI li

%* E-mail (primary)

PN BRI E AR B BIR A E] FBiE: 0571-87662413
MUMNEFHRAFEX TP 6 5XK#E 260 SHERFE 16 1E 4 E £H: 0571-81951905

HR4m: 310018 www.lc-bio.com
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BioProject

PRINA4TT906

BioSample

SAMNO9487225

ESZME , AR AR Create Template , 456§ sbt 324, &8 ;

Create Template

2, ERERANH , BRERAFIIXY , T gap , BIFFIFAE N, 8MHEAREE 10, 000 FFEF5U.

B Iz AR fasta 18T, F—ITREIAER L ">" FBk | STITRIBFIIER | BITKER

i 80 P=fF, WTEF :

FHIRSHREE
1. EHEERAERIRT* sqn 3 BERERLPRFIRE—E8DFIA tbl2asn BR{4ERTFS NCBI _E{EMRNIAY
*.sqn X4 ) akE FASTA 325, RUEENT : https://submit.ncbi.nim.nih.gov/subs/wgs/

21288 HESISEBRENER | EEX | BNIEREER—SHWIMETR.

PN BRI E AR B BIR A E] FBiE: 0571-87662413
FUMNZFRARTFEX T 6 SXE 260 SHEREE 1618 4 F £H: 0571-81951905
HB%H: 310018 www.lc-bio.com
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i Submission Portal

Genome

| 0 Note: To find submissions started before Feb. 3, 2014, go to the previous version of the WGS submission

wizard.
BT 5K BH Tk E &

Genome submission: SUB4204626

New

Submission Type

% How do you want to submit your data?

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

C) Batch/multiple genomes

Upload the "Genome Info” file (download template ahead of time or during submission), a tab-delimited
text file that describes each of your genome assemblies and their attributes/metadata, plus the genome

sequences (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

R THL BRI — P —SHTIESRY (XBERIESNSEERE ) |

1) HEHEEERS | BiECER4EmIT BioProject 1 BioSample S #8MAY ID BIET , e BioSample 73

SAMN FELBYER |

FUNER ) E IR AR BRI BIRAR
FUNEFRAFELX TP 6 SKHE 260 SHERKE 1614 F
HR4m: 310018

FBiE: 0571-87662413
f£E: 0571-81951905
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1 SUBMITTER ) » 3 SOURCE

General Information

BioProject

% Did you already register a BioProject for this research, eg for the submission of the reads to SRA and/jor

of the genome to GenBank?

@ Yes C:' No

* Project
PRINA477906 Streptococcus thermophilus Genome sequencing

Organization: Huazhong University of Science and Technology

@ The BioProject bundles the data for this research project.

BioSample

% Did you already register a BioSample for this sample, eg for the submission of the reads to SRA and/or

of the genome to GenBank?

@ Yes C) No

%* Sample

SAMN09487225 CS20 Organism: Streptococcus thermophilus TaxID: 1308 @ Clear field

Submitted: 2018-06-26

+ Assembly method & # Version or Date program was run &

ABySS $| | v2.02

# Sequencing Technology

| Illumina HiSeg s | )
the standard PacBio methylation analysis program?
| PacBio s | e () Yes, reads-and motif_summary.csv
| s | @ O Yes, reads
O Yes, motif_summary.csy
© Add another sequencing technology O No, | already submitted those files to SRA

©Nn

© Whyis the PacBio base modification data important?

2 ) Source Ef1%EE No

1 SUBMITTER 2 GENERALINFO 3 SOURCE | 4 FILES 5 ASSIGNMENT

Source

Prokaryote source

Bacteria and/or source DNA s available from &

* Annotate this prokaryotic genome in the NCBI Prokaryotic Annotation Pipeline (PGAP) before its

release?
O Yes @ No

€ Notethat annotation is not required, but you may request to have your prokaryotic genome annotated b:
q , buty y req your pi ryoticg Yy

PGAP before itis released. The pre-release annotated genome will be posted back to this submission for
you to view. If no Release date has been requested in this submission, the PGAP-annotated genome will be
released upon completion of processing.

FUNER ) E IR AR BRI BIRAR
FUNEFRAFELX TP 6 SKHE 260 SHERKE 1614 F
HR4m: 310018

% Do you want to submit the PacBio reads and the motif_summary.csv analysis file that is produced by

FBiE: 0571-87662413
f£E: 0571-81951905
www.|c-bio.com
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3 ) BE L1ESEER (QIERER sqn IBTUIH-FEIZIRFIMA thl2asn SREFERMFTS NCBI LERMAY

*.sqn XEPRAERGZIETUN M | 1565 fasta 18zUEZ LERIAT )

Files for submission

Which of these 3 options describes this genome submission?
@ 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.
= Ifthe sequences are assembled using an AGP file, choose the next option.

'\) 2.0ne 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
s 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 notallowed.

C:' 3. We are submitting just the AGP file(s) for a genome assembly; the components of the AGP file are alreadyin GenBank

T i % EAE (KR, sqnAlEFASTA, RFFASTABRES, sl
|Q ASN.1(.sqn) 5 FASTRI EGER

Select upload type

C) | have all files preloaded for this submission
@ Iwill upload all the files nowvia HTTP/Aspera

€ Currentversions of browsers Firefox, Chrome, Safari or Internet Explorer are recommended.
To upload large eukaryotic files (larger than 2GB), please use Aspera Connect plugin.
Please note: in order to use Aspera for file upload with Chrome, you need to update Aspera Connect plugin
to version 3.6 or newer. More details...

WP B BRSO AR A3, BT 2k 2 ARt ik 751

Upload FASTA
CEE N

rmmm G FERB— AR RS SRR A S A 7 AR

4) ZEPDTRIEHALIRERHTIES (EEa8RN , RE<BEERNERSIIMES )

1 SUBMITTER 2 GENERAL INFO 3 source 4 FiLES _5:5551&1)15111

Assignment

Warning: Reminder:you selected option 1 in the Files tab, so each chromosome must be
sequence, the chromosome(s) must be one of the sequences in this submissiol
be assigned to a chromosome or plasmid (or organelle). Please provide that ini
the submission type to option 2 (WGS) in the Files tab.

% Does any sequence belong to a plasmid?
C) Yes @ No
Chromosomes

% Does the organism have only one chromosome?

@ Yes () No

+ Sequence D & engt Complete Circular
| 520 1936216

FUNEE) | E AR BIRAF] BiE: 0571-87662413
MUMNEFHRAFEX TP 6 5XK#E 260 SHERFE 16 1E 4 E £H: 0571-81951905

HR4m: 310018
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5) XEkiER  BIRIESSAREIIES

Genome submission: SUB4204626

CS20.fna genome submission
1 SUBMITTER 2 GENERAL INFO 3 sourRce 4 FILES 5 ASSIGNMENT & REFERENCES

References

Sequence authors

# First(given) name MI®  # Last(family) name

& Add another sequence author

Reference

#* Publication status
() Unpublished () In-press () Published

7 Reference title

Reference authors

g5 i .
(_,' Same as sequence authors () Speafy newauthors

6) ERHIA , FIATIRIGR T submit
Ff&5enkia | FEF NCBI IR Z , BiZsohl/a =t HER_ EEE.,
EREEEMET . sqn XHERNLZE , IEEERER :

FUF tbl2asn FR{FEREFFS NCBI LIEHMIAY*.sqn 32t

PN BRI E AR B BIR A E] FBiE: 0571-87662413
MUMNEFHRAFEX TP 6 5XK#E 260 SHERFE 16 1E 4 E £H: 0571-81951905

HR4m: 310018 www.lc-bio.com
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LSRR sqn 3, XS RERANXM © 1) BIESEMRY*.sbt ; 2 ) BRERFFIS4--B) 03.Assmebly

XAHFETRY fna 34

2. Tk thbl2asn &4, FEIBUEAT

ftp://ftp.ncbi.nih.gov/toolbox/ncbi_tools/converters/by program/tbl2asn

—_—
| =
=IRE:

i =k

ozs12/2012 12:00 L4 19 DOCTUMENTATION
02/12/2012 12: 00 26 README

041372016 12:00 L% 18 lirmx.tbl2asn. gz
0343172015 12:00L%F B0 linux3Z.tblZasn. gz
05/16/2018 05:20T- 4 BT linuxfd. tblZasn. gz
05/16/2018 02:46 L 4F 3, AB9, 562 mac.tbllasn. gz
09/03/2014 12:00L%F 44 solariz—=86.1b1%asn. gz
0373172014 12:00L%F 44 zolaris.tbl2azn. z=

05/16/2018 D5: 21T *F 34 firir th1%asn. 2ip | eindowshi 7

ZEREFRBRANT

http://www.ncbi.nlm.nih.gov/genbank/tbl2asn2.html

3EBLALERANMHET thl2asn IFERT , HTmSRAMTw<S ( FHig-cmd ) |, #HA tbl2asn BFER |,
WA RSEREET ((EESEM " 5) ¢

tbl2asn.exe -i *.fna -t *sbt-as -V v -Z log -j “[organism=*][strain=*]"
[organism=*][strain=*]*3pH ABREETHIN ; INFIE1TE | tbl2asn FHIMBE=1EEEZRISUL
*.sqn,*vallog, *.sqn AT REIMRRIEL ; —REKiR | *.val XK/ Ok NIEENEIRSFETCIAE,

AERHaY* . val MEFMHREX . B val MFARGRTHIRESR  IRE , HHABRR , s L

(EERIZATIE),
PN BRI E AR B BIR A E] FBiE: 0571-87662413
FUNZFHRARF L XTI 6 SAHE 260 SHERFEE 161E 4 2 f£H: 0571-81951905
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