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U.S. National Library of Medicine
N I H Mational Center for Biotechnology Information

Submission Portal

Your submissions

Start a new submission

GenBank __BioProject>

@uence Read A
Genome Supplementary Files
TSA API

Sequence Read Archive: HEHAFE . EEFEAREDE
BioProject: 1B i H (% &,
BioSample : HEFAREE
1.2 Login in/Register (k5 1] LABkIL 1.2 1 1.3)
st B Login, ARAE NCBI M, I DAK A K S45 Rl AR

FEM AT A 55t Register for NCBI account i
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Sign in directly to NCBI

Log in
¥ Keep me signedin

Please login to create a new submission

or to see your existing submissions.

Forgot NCBIl username or password?

@: gister for an MCBI an:u:-:unz -

Register for an NCBI Account Skip registration

* required information Ar i_-ZP na StateUnlvemlty

Select a username and password

Usernams: * |OEBiotch |
Password: *

o |
Repeat password: *

1
Contact information
E-mail: * lupload@oebiotech.com |

In case you forget your password

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

Question: 'O E |
Answer: h

|Biotach |
Please type the following characters: *

o TNAW

[cTNAW |

Sign in with an existing account

1.3 W EHEAR

M2 R 5 £ ) TS 5 B HRAR HH AR 06 MR IR A4, st o IR A4 A A 4 R mT G
K5, FRREIEE 2GR A, S B aE k.
VE: AR IR AR RO B, — RS NCBI PDA & fifi
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Choose a login route:

Route Users Authenticated As
2 NIH MNIH intramural scientists

@ NCBI PDA> NCBI Primary Data Archive Submitters oebiotech Log out
2 |55 i H -BioProject

(e 3] A% 3 51

https://submit.ncbi.nim.nih.gov/subs/, il BioProject:

U.S. National Library of Medicine
N I H National Center for Biotechnology Information

Submission Portal

Your submissions

Start a new submission

GenBank BioProject

Sequence Read Archive BioSample
Genome Supplementary Files
TSA API

T Bk I 5 New submission:
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U.5. National Library of Medicine
Mational Center for Biotechnology Information

Submission Portal

BioProject

ATTN: to update an existing record or recent submission, please email your request with your BioProject ID

or Submission D included. Do not create new submission to update an existing submission!

2.1 SUBMITTER

kA B BioProject T Submitter $E3-F, G LEA AEE.:

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

Submission Portal

BioProject submission: SUB6457482

New
SREHBMISEERS) 2 ProJECT TYPE 3 TARGET 4 GENERALINFO 5 BIOSAMPLE 6 PUBLICATIONS 7 RE
Submitter
% First (given) name Middle name % Last (family) name
‘ Biotech ‘ | ‘ | CE
% Email {primary) Email (secondary)
‘ upload@oebiotech.com | | upload@oebiotech.com © At least one email should be from the organization's domain.

Group for this submission

(affiliation from my personal profile)

Create group O Allow selected collaborators to read, modify, submit and delete your submissions

% Submitting organization Submitting organization URL % Department

‘ OE Biotech. Co., Ltd | | ‘ | Department of Bicinformation

Phone © Fax @

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

‘ Mo. 138 Xinjun Ring Road | | Shanghai | ‘ ‘ | 201114 | ‘ China *

@ Update my contact information in profile

2.2 PROJECT TYPE
7£ Project Type B H HRUCHEFEA IV S5, AR DA S8 e SR 41 7oA
B, g O
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BioProject submission: SUB6457482

New

A
1 SUBMITTER
y

PE % 3 TARGET 4 GENERAL INFO 5 BIOSAMPLE 6 PUBLICATIONS T REVIEW & SUBMIT
F ! - -

Project Tvne

A general label indicating the primary study goal.

% Project data type @

D Genome sequencing and assembly
D 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

D Targeted loci cultured

D Targeted loci environmental

[ Targeted Locus {Loci)

D Transcriptome or Gene expression
D Variation

D Other

% Sample scope @

Monoisolate $

@ Sample scope choices
Monoisolate: a single animal, cultured cell-line, inbred population (or possibly a heterogeneous population

when a single genome assemby is generated from the pooled sample; not preferred).

Multiisolate: multiple individuals, a population (representative of a species). To be used for variation or
other sequence comparison projects, not when multiple genomes will be annotated. Make separate
monoisolate projects when more than one genome will be annotated.

Multi-species: sample represents multiple species.
Environment: the species content of the sample is not known.
Synthetic: the sampleis synthetically created by a machine.

Other: specify the sample scope that was used.

Autogenerate locus tag prefix @

2.3 TARGET
PEA Target BT R, HEWF A (ARG HPIFEL T 34 PR 7E NCBI

PR, ARG R AR, SUAER R E Y 4),
BREE T — 25

FAR YL tgene_TS@163.com


mailto:tgene_TS@163.com

RIEAZENN

— TGENE —

U.S. National Library of Medicine

Mational Center for Biotechnology Information

Submission Portal

BioProject submission: SUB6457482

Raw sequence reads

b

$ 4 GENERAL INFO 5 BIOSAMPLE 6 PUBLICATIONS = 7 REVIEW & SUBMIT

1 SUBMITTER 2 PROJECTTYPE 3 TARGET

Target The most descriptive organism name for the study (to the species, if

relevant).

% Organism name @

| Homo sapien

| Home sapiens neanderthalensis
_ ) Isolate name € Label @
Homo sapiens

Description @

O Note on human samples:
For all studies involving human subjects, it is 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 to NCBI's dbGaP database. dbGaP has controlled

access mechanisms and is an appropriate resource for hosting sensitive patient data.

2.4 GENERAL INFO
PEA General Info #2555 — I\l ILAUR & 15 LA, 248 %E

e 00 5 ORI 1 00T DAy NGB ‘S5 IS4 F ). FL A S5 4 L B AL B 7,
Ak

FAR YL tgene_TS@163.com


mailto:tgene_TS@163.com

RIEAZENN

— TGENE —

U.5. Mational Library of Medicine
NI H ) Mational Center for Biotechnology Information

Submission Portal

BioProject submission: SUBG457482
Homo sapiens Raw sequence reads

1SUBMITTER 2PROJECT TYPE 3TARGET 4G

6 PUBLICATIONS -7 REVIEW & SUBMIT

General Info

Release date
© MNote: Releaze 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

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

+ Project title @

Homo sapiens Raw sequence reads

= Public description @

Human RNA-seq reads

Relevance ©

[

= Is your project part of a larger initiative which is already registered with NCBI?

O No Yes (not very common)

External Links

Description®@ URL@ Delete

© Add another link

Select your grants

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

@ Add grants

Consortium name @ Consortium URL &

Data provider @ Data provider URL @ Delete

@ Add another data provider

2.5 BIOSAMPLE
YA BioSample #EMIF, #5542 H H 51 BioSample, 1 DASEHEAL,

WATPASE A BioSample, IALSERS S, s gk4L:
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U.S. National Library of Medicine
NI H National Center for Biotechnalogy Information

Submission Portal

BioProject submission: SUB6457482

Homo sapiens Raw sequence reads
1 SUBMITTER 2 PROJECTTYPE 3 TARGET 4 GENERALINFO 5 BIOSAMPLE ) § PUBLICATIONS 7 REVIEW & SUBMIT
BioSample

Sample

© Ifyou have not registered 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 aftera
BioSample is registered separately.

2.6 PUBLICATIONS
H#EA Publications Ui, 4 2 A&, W PATEE PubMedID 1t DOI,
YA NS

U.S. National Library of Medicine
N I H National Center for Biotechnology Information

Submission Portal

BioProject submission: SUB6457482

Homo sapiens Raw sequence reads
1 SUBMITTER 2 PROJECTTYPE 3 TARGET 4 GENERALINFO 5 BIOSAMPLE 6 PUBLICATIONS » 7 REVIEW & SUBMIT

Publications

PubMed ID ©@ oR DOI@

© Add another publication

2.7 OVERVIEW
)5 Overview Fa] AN SEARDL, BRIA TGRS B Submit #2342
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U.S. National Library of Medicine

National Center for Biotechnology Information

Submission Portal

BioProject submission: SUB6457482

Homo sapiens Raw sequence reads

1 suBMITTER 2 PROJECTTYPE 3 TARGET 4 GENERAL INFO B BIOSAMPLE © PUBLICATIONS

Review & Submit

This BioProject submission will be released on 2020-05-08 or upon publication, whichever is first.
Note: Release of BioProject or BioSample is also triggered by the release of linked data.

Submitter

Submitter Biotech OE
upload@oebiotech.com

Submitting organization QE biotech Co., Ltd

Project type

Sample scope Monoisolate

BioSample Mone

Target

Organism name (taxid) Homo sapiens

Locus tag prefix Autogenerate

General information

Project details

Project type raw sequence reads
Title Homo sapiens Raw sequence reads
Description Human RNA-seq reads

2.8 315 PRJID

#4521 2] BioProject Fifi, 53 & W RrNIA YT H B 4 4R 50 IEFEH
#(Awaiting processing). — L - piat RE B A% 52 5, Wil il A% £ Processed,

F 7] DA 3 BioProject 45 (PRJ H-3k):
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3 @A Y im-BioSample

[n] %] 4% T https://submit.ncbi.nim.nih.gov/subs/, it BioSample :

U.S. National Library of Medicine
N I H Mational Center for Biotechnology Information

Submission Portal

Your submissions

Start a new submission

GenBank BioProject
Sequence Read Archive
Genome Supplementary Files
TSA API

LA Bk ) s T New submission:
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U.S. National Library of Medicine
N I H National Center for Biotechnology Information

Submission Portal

Biosample Download batch submission template

o Note: toupdate an existing record or recent submission, please email your request,

Short description and brief instructions

3.1 SUBMITTER
ik A\ 2|78 BioSample T{ [ Submitter 3K, HE/5EHELERNNAEL:

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

Submission Portal

BioSample submission: SUB6461905

New

1,mﬂfrn:ﬂ 2 GENERALINFO = 3 SAMPLETYPE 4 ATTRIBUTES = 5 DESCRIPTION = 6 REVIEW & SUBMIT
Submitter

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

| Biotech | | ‘ OE

% Email (primary) Email (secondary)

| upload@oebiotech.com } upload@oebiotech.com © Atleast one email should be from the organization's domain.

Group for this submission

" (affiliation from my personal profile)

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

% Submitting organization Submitting organization URL * Department

I OE biotech Co., Ltd j ‘ ‘ l Department of Bicinformation

Phone & Fax @

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

| No. 128 Xinjun Ring Road ‘ ‘ Shanghai | ‘ ‘ ‘ 201114 | China +

Update my contact information in profile

3.2 GENERAL INFO
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1E General info &I -R o, 85—AN @ik 2 7 37 Bl & 7 (FI1_LTHi 1#) Bioproject

RIS, AR R SA Z AR, MRS AP, 2K A%
FHRESCAE, MRS Aehn JE e, R AT B, AN )esk bAe:
e

Submission Portal

BioSample submission: SUB6461905

New
1 SUBMITTER JUGEMEBAEINEOW) 3 SAMPLETYPE 4 ATTRIBUTES 5 DESCRIPTION 6 REVIEW & SUBMIT

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?
O Release immediately following processing

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

% Projected release date @

2020-05-08

% Specify if you are submitting a single sample or a file containing multiple samples

O Batch/Multiple BioSamples
You will be asked to upload a tab-delimited text file that describes each of your samples and their attributes.
Submission template files can be downloaded from the Attributes tab or the templates page.

(@) Single BioSample
You Will be asked to manually complete a web form to describe one sample and its attributes.

3.3 SAMPLE TYPE
1E Sample Type &I -~ HAR P AL A SEFr g B e 45

FAR YL tgene_TS@163.com


mailto:tgene_TS@163.com

RIEAZENN

— TGENE —

U.5. National Library of Medicine

National Center for Biotechnology Information

NIH)

Submission Portal

BioSample submission: SUB6461905

New

1 SUBMITTER 2 GENERAL INFO 4 ATTRIBUTES 5 BIOPROJECT 6 DESCRIPTION

Sample Type

* Select the package that best describes your samples:

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

O Microbe
Use for bacteria or other unicellular microbes when it is not appropriate or advantageous to use M5,
Pathogen or Virus packages.

O Model organism or animal sample

Use for multicellular samples or cell lines derived from commen laboratory model organisms, e.g., mouse,
rat, Drosophila, worm, fish, frog, or targe marmmals including zoo and farm animals.

() Met

Use for metagenomicand environmental samples when it is not appropriate or advantageous to use Mix5

oF envir tal

sample

packages.

Invertebrate

Use for any invertebrate sample.

Q

- Human sample
" WARNING: Only use for human samples or cell lines that have no privacy concerns. For all studies involving
human subjects, it is 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 Pathagen, Microbe or appropriste MixS package.

O Plant sample

Use for any plant sample or cell line.

O Virus sample
Use for all virus samples not directly associated with disease. Viral pathogens should be submitted using the

Pathogen: Clinical or host-associated pathogen package.

e tag es (MIxS compliant)
Use for genomes, metagenomes, and marker sequences. These samples include specific attributes that have

or marker

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.

o Beta-lactamase

Use for beta-lactamase gene transformants that have antibiotic resistance data.

T REVIEW & SUBMIT

3.4 ATTRIBUTES

Attributes &I, FelE I IE S

SN (AL Sample Name 7] DA H 47

’

Y5 B 2% 1 Bioproject FUH:AE,
BRXS IR 4):

TR H

HY

SERIIPL T A PR 2N R
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U.S. National Library of Medicine
NI H National Center for Biotechnology Information

Submission Portal

BioSample submission: SUB6461905

Human sample

1 SsuBMITTER 2 GENERAL INFO 3 SAMPLE TYPE

Attributes

Package Human; version 1.0

% Sample Name @

* Organism @

@o sapiens

* isolate @

0 Note on human samples:
WARNING: Continue only if your human samples or cell lines have no privacy concerns. For all studies
involving human subjects, it is 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 submissien. 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 make sure you are using the Pathogen, Microbe or appropriate MIxS
package, and not the Human package.

* age @
25

% biomaterial provider ®

%* sex @

| pooled male and female $

* tissue @

W & SUBMIT

3.5 BIOPROJECT
BioProject ¥Emi -, i AR A 7Z A BioProject 455
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U.S. National Library of Medicine
National Center for Biotechnology Information

Submission Portal

BioSample submission: SUB6461905

Human sample from Homo sapiens

1 suemiTTER 2 GENERALINFO 3 saMPLETYPE 4 ATTRIBUTES 5 BiOP| 6 DESCRIPTION 7 REVIEW & SUBMIT

BioProject

Project Delete

PRINASTO238_D | e
PRINA579238: Homao sapiens Raw sequence reads l

@ Ifyou have not registered your project, please register at BioProject. At the end of that process, you will be
returned to this submission.

Click ‘Continue' without selecting a BioProject to skip this step. Note that links can be made aftera
BioProject is registered separately.

3.6 DESCRIPTION
Description ¥EIi 1, {5 B W RA TG 200 ek SBA R BT AT

U.S. National Library of Medicine
NIH National Center for Biotechriology Information

Submission Portal

BioSample submission: SUB6461905

Human sample from Homo sapiens

1 sUBMITTER 2 GENERALINFO 3 SAMPLETYPE 4 ATTRIBUTES 5 BIOPROJECT |6 DES 10N 7 REVIEW & SUBMIT

Title and Comments

Sample title @

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

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

* Human metagenome isolated from urine of healthy female

Public description @

3.7 OVERVIEW
5 J5 Overview FI WAL, FIATCIRG il Submit 3222
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U.S. National Library of Medicine
N I H Mational Center for Biotechnology Information

Submission Portal

BioSample submission: SUB6461905

Human sample from Homo sapiens

1 sueMITTER 2 GENERALINFO 3 SAMPLETYPE 4 ATTRIBUTES 5 BIOPROJECT  © DESCRIPTION "':15_1

Review & Submit

This BioSample submission will be released on 2020-05-08 or upon publication, whichever is first.

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

Submitter Biotech OE

upload@oebiotech.com

General Information

Organism Homo sapiens

BioProjects PRJNAST9238 Homo sapiens Raw sequence reads
Package Human; version 1.0

Sample Name sample-001

Attributes

isolate Shanghai

age 25

biomaterial provider Labof OE

sex pooled male and female

tissue cell

3.8 315 SAM ID

A5 2= [H1 2] BioSample #tifi, #1132 W s KA R H B 25 2 1IEAEHH
#(Awaiting processing). — L - plst AE B A% 52 5, Bl i A% £ Processed,

F 7 PAF 2| BioSample %5 (SAM H-3k):

Submission Portal

BioSample m Downioad batch submission template

€D Note: 10 update an existing record or recent submission, please email yout tequest

Short description and brief instructions

3 submissions
Submission & Title & Seae
SUBE461905 Human sample from Homo sapiens
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4 A7 SRA
[l 2 b A% 3250
https://submit.ncbi.nim.nih.gov/subs/, i Sequence Read Archive:

U.S. National Library of Medicine
N I H National Center for Biotechnology Information

Submission Portal

Your submissions

Start a new submission

GenBank BioProject
BioSample

Genome Supplementary Files

TSA API

LA Bk ) s T New submission:

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

Submission Portal

Sequence Read Archive (SRA)

Short description and brief instructions

Options to preload data:

Aspera browser plugin upload
Aspera Command-Line upload
FTP upload

Amazon S3 instructions

4.1 SUBMITTER
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FEALIE SRA TUTH Submitter &I, HE/58 BB AMEE.:

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

Submission Portal

Sequence Read Archive (SRA) submission: SUB6461918

New

2 R 3 D 4r 5 & suB
Submitter
% First (given) name Middle name % Last (family) name
| Biotech ‘ ‘ | ‘ OE
%* Email (primary) Email (secondary)
| upload@oebiotech.com ‘ | upload@oebiotech.com © At least one email should be from the organization's domain.

for this submission

(affiliation from my personal profile)

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

% Submitting organization Submitting organization URL % Department

| OE biotech Co., Ltd ‘ | ‘ ‘ Department of Bioinformation

Phone © Fax ©

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

| No. 128 Xinjun Ring Road ‘ | Shanghai ‘ ‘ ‘ ‘ 201114 ‘ ‘ China s

m Update my contact information in profile

4.2 GENERAL
1E General 351~ B, #E#E R A BioProject, B EHC &AM T

BioSample 4% Yes, At H IR SE b i o0 124
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Submission Portal

Sequence Read Archive (SRA) submission: SUB6461918

New

MET A FpL EVIEW & SUBMIT
SUBMITTER {ETADATA 4 FILES REVIEW & SUBMIT

General Information

BioProject
© BioProject describes the goal of your research effort.

Did you already register a BioProject for this research, e.g. for the submission of the reads to SRA
and/or of the genome to GenBank?

@ Yes O Mo Provide existing BioProject’s accession in the form of PRINA#

* Existing BioProject @

d PRJNA57923SD ‘
i

PRJMASTI238: Homo sapiens Raw sequence reads i

BioSample
© The BioSample records the detailed biological and physical properties of the sample that was sequenced.
A BioSample can be used in more than one BioProject since it should be used for all the data that were

obtained from that sample. Usually SRA data sets are generated from more than one sample.

Did you already register a BioSample for this sample, a.g. for the submission of the reads to SRA

and/or of the genome to GenBank?

@ Yes O No

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 immediately following processing

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

* Projected release date @ @ You will be able to change release date later (please refer to the SRA Update Guide).

The data must be released upon publication.

Continue

4.3 METADATA
7E Metadata Wi, G HRAEHR AN K LI L, X —2 ] DAEIRTERN
SRS, REIE:
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Submission Portal

Sequence Read Archive (SRA) submission: SUB6461918

Homo sapiens Raw sequence reads, Ot 24 19

Lruswrres 2 cowsnan
e B

SRA mertadata

< Insteument enadel

- Ly 00
1 rissqxTen

STHED - Library sestegy
sampis A | RNASeq

!

EERHYERECRES

- Design description®@ - Petype = Filsname ©
commen meshed sy ‘Ssmpls, ARLizEIG g
e athod faslg Sample BLALtasa g2

+ BioSample accession @ + LibraryID@ + Title®@ - Library strategy * Library source

* Library selection * Library layout * Platform

SAMN13111246 i Sample_A RNA-Seq TRANSCRIPTOMIC ¥  PCR paired ILLUMINA
SAMN13111246 2 Sample_B RNA-Seq TRANSCRIPTOMIC ¥ ' PCR single ILLUMINA
 Instrument model  Design description @ = Filetype Reference FASTAFile ©® Reference bly @  Fil (2] filename2

commen method
commen method

HiSeq X Ten
HiSeq X Ten

fastq
fastq

Sample_A.R1.fastq.gz Sample_A.R2 fastq.gz
Sample_B.R1.fastq.gz

AT AT SR A S 2 5 LA
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SRA metadata

O Use built-in table editor

1 SUBMITTER 2 GENERAL - 4 FILES 5 REVIEW & SUBMIT

@ Formore detailed help with SRA submission please read the SRA Submission Wizard Help.

% How do you want to provide your metadata?

Upload a file using Excel or text format (tab-delimited)

* Metadata file

ARSI | AR

Download Excel spreadsheet Jesigned to make it easier to select the correct metadata values), edit, save
e modified Excel file.

@ Use oii I‘ -- ways to fill out SRA metadata:
and then upload i

E DS e
BioSample accession - HEEFISIERIBioSampleddID, SAMFFkH]
Library ID BFAMNXED, RIBXMEREAS, TETHRE, STRESENT
Title EREARER, TLUASHEARTR, STAERENE
Library strategy BER, BRIBLMERES, XBETRFIES"RNA_Seq"
Library source BEXRR, BEXMERES, XBRAIES "TRANSCRIPTOMIC"
Library selection BEEE, RIEXMERES, XBERHIES"PCR"
Library layout MEFEAI, RIELFRE A" paired "8 "single"
Platform MEFTre, RELMFERES, XERABES"ILLUMINA"
Instrument model 2RSS, RIBEXIRERES, XBRHIEE "HiSeq X Ten"
Design description HiEER, RBEXFERES, XERMES"common method”
Filetype* %{ff'?t’ REIE RIATS (AT fastq. fasta, bamZEE), FAEAT
Filename* EEHIES R IR(RLE), RIELMERES
Filename2 FESEES A BIR(R2E), MER LERENFHE, XEFFEHET

“Filetype 4R IUA fa SUAR AT A fastq A% zU(NCBI 2 ERA_EA& 1) fa XX

PHREE B R{E N 30)

*Filename H 5 1 SC 44 BRI AN _E A% 1) 17 81 SO 44 B — B 538 3 A%

fi BRI AL B R, AR A PR — B PR SUPR B R), i “Filename”

“Flename2” /) 5|15 5 T Sample_A.R1.fastq.gz. Sample_A.R2.fastq.gz, IE4
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A RT L R2 o B4R 1 SC A 44 4 75 )2 Sample_A.R1.fastq.gz .

Sample_A.R2.fastq.gz.
4.4 FILES
1t Files il K HL, X E&EEER 73, FA]i# % k£ FTP or Aspera

Command Line file preload: R[I{#i ] FTP I H (Filezilla)z\ iy 247 1% %i(ascp):

U.S. National Library of Medicine
N I H National Center for Biotechnology Informaticn

Submission Portal

Sequence Read Archive (SRA) submission: SUB6461918

Homo sapiens Raw sequence reads, Oct 24 '19
1 sUBMITTER 2 GENERAL 3 METADATA 4 FILES b 5 neview & susmit
Files

@ « Each file must be listed in the SRA metadata table you uploaded. If you are uploading a tar archive, list
each file name, not the archive name.

» Unique file names that do not contain any sensitive information should be used for all files. File
names as submitted appear publicly when data is retrieved from the cloud.

= Files can be compressed using gzip or bzip2, and may be submitted in a tar archive, but archiving or
compressing your files is not required. Do not use zip!

* How do you want to provide files for this submission?
O 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 300 files.
@ FTP or Aspera Command Line file preload

All files for a submission must be uploaded into a single folder.

O Amazon 53 bucket

Select preload folder [EGEGEGRGINISETE SEV Aspe ra o fTi{EE

Aspera command line upload instructions +

FTP upload instructions £

|

FTP{&ia L Bf&H

D Autofinish submission @

Continue

4.4.1 FTP {£#-Filezilla

N # Filezilla(https://www.filezilla.cn/download/) ZZ3E 42 J5 M 1% & :

FAR YL tgene_TS@163.com


mailto:tgene_TS@163.com

RIEAZENN

— TGENE —

BEV) RO BESI E(EB) WEH #FES! N

[OROLITaoM

|==#110): |2ncbinimnihgov | S ‘ mm:‘ -------- | &0@: REEEQ) v
T RE2MBEE. A0S TP over TIS, w |
e BRESATISE ASC 3,
s BB EERE R AT RIS,
[ EEEREERA SCHTERRIROARE
m,ﬁ;‘c;\ums\nmnegr\ TFED: seies =
o} Default
[ Default User = W%ﬁﬁ SNERNEEECREIRRES. ToEAR (PRIFENHE ),
PR EEECEE— T E,
| @@ Pioneer
Public SLHEEE ASCI 3TEHL)
& | Windows HPRSBREETEENNTAR, SRS ASCI B TIES RN,
o D2 (BRI
0 E: (PR
o F: (GTES)
o Wi ST eS8
d STz (.. 1598413..
\aspera bratod (. 15984 13..
tropy =
.cond: =
fig R
ipyth i
Jupyter i
matplatlib S BHO
.oebio_data i TS BATEY I

MRE M TR AR FTP bk . k'S %9 A Filezilla 4% FRs54%. AR —H B
H 2, ™I LAH % 3. Navigate to your account folder i fit) H 3% (4l
“uploads/upload@oebiotech.com_hzWLqygv”)& il Filezilla st ulh 5 5 (5
BB ABHL 7 ITER), ARG ERSEEEA B X T, A HSEHAE—
T H AR A BB R AT 8 T H S b A B SO 2 e
2 ):

PO . cl0ad folder not seleeted [B subfip@hp-privatenchinim.rihgoy - FileZilla - o

€ TEY GRD BSNG BEE WM AFES N
THEIoORO L Tas s

FTP upload instructions

1. Navigate to the source folder whers 1 " .y
Stldes, BE

- | EEi fupicadsiuplcaecbintech con hatiarav [
611 uploads
3 Nawi to your account folder: :‘ ;:;;kﬂw
cd uploads/upload@osbiotech. cos_hzWLayav
- - SERERC)
4. Create a subfolder (required!) with 3 meaningful name:
mkdir new_folder e
5. Mavigate to the target folder you just created: BEER)
&d-new_folder sEwx ~ [meg #8 LRL FPTG0) i e FEwAR
TR
6. Copy your files into the target folder: _—
put file name | |anson s TR 2013/2118 84511 e HRE 2019/10/29 1. fedmpe (.. 15084 13..
- aspera sk 94124 1308 B b 3 NS08 1 Hedmpe [ #5584 33,
ez 2

KRR S EL U A U DSk GRr A A 1 H %) S5 A 52 5
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Aithyb: lk:\Users\Pioneer\DownIoads\upIoad\l AMEAERTIIE R | ‘Puploadslupload@oebiote(h.(omithqugvfnewi v
! - TCGA-ESCA.methylation450.tsy AT/ PO S G i g
TQX20190402171842-HBE- 1T pESER-2 = ? uploads
TJIQX20190402201777- 1881 BESER-2 =1 upload@oebiotech.com_hzWLqygv
TQX20190402202073-H188-1TpESER-2 i new
upload R R A,
! 3 WGCNA _1.67 v
. O S A R
XS SR SRR e WS 3. 3T BRfER SR FrE&E..
@BSample .. 2756.. WinRAR .. 2019/10/2.. EBsa.. 2756.. WinR.. 2019/10.. adfrw.. 15984..
EEsample .. 5852.. WinRAR .. 2019/10/2... #8sa.. 5852.. WinR.. 2019/10.. adfrw.. 15984..
f8sample .. 304,1... WIinRAR .. 2019/10/2.. EBsa.. 304,1.. WinR.. 2019/10.. adfrw.. 15984..
=t agiinetIEl
3N, A2 1,165,029 FH WIET 150, ANEHE 304,146 =

4.4.2 A Frikki-Aspera I f%/ascp
1 SRA EAZHRRAIIR, AN 2iB %) Filezilla A4 HITE OL, X IRl 75 %

Aspera BT,
A E T S
https://downloads.asperasoft.com/en/downloads/62

W45 B

Windows:

https://pan.baidu.com/s/10KgPKs2nEUH1ubuxAhXH8A #ZHfid: yw24

Mac OS:

https://pan.baidu.com/s/180Q36MdNuMTm60OGUVJQJuw #EHE: gy55

T EEFREGERIV], fREAER s — 2 F], Bt D:\Aspera\cli\bin

Aspera I 578 5 B (A windows S {3l): Ao B A HA - k- e Gk B - PR AR
i E-PATH HES AR % 42(D:\Aspera\cli\bin)

windows ##+R FHHEITHE, B A emd [RI =S THEA emd B, % A ascp —h
CINNG ATV
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B CAWINDOWS\system32\emd.exe = ] X
i ~

£t Yind [

implied for file/fil

1E Aspera command line upload instructions , 7] DA#EF & fir &7

© FTP or Aspera Command Line file preload
All files for a submission must be uploaded into a single folder.

() Amazon S3 bucket

1 Clad I CIGELR GG TS Preload folder not selected

Aspera command line upload instructions -

You may use the following command to upload files via Aspera Command-Line:
ascp -i <path/to/key file> -QT -1186m -kl -d <path/to/folder/containing files>
subasp@upload.ncbi.nlm.nih.gov:uploads/upload@cebiotech.com 3pZCtpnp

Where:
<path/to/key_file> mustbe anabsolute path, e.g.: /home/keys/aspera.openssh
<path/to/folder/containing files> needs to specify the local folder that contains all of the files to upload.

Get the key file.

If you upload your files in your root directory, you will not be able to see them or to select the folder during the
submission.

Make a new subdirectory for each new submission. Your submission subfolder is a temporary holding area and it
will be removed once the whole submission is complete.

Do not upload complex directory structures or files that do not contain sequence data.

Return back to this page and select preload folder, then continue submission.
Please note: it takes at least 10 minutes for uploaded files to become available for selection.

VE B A A AT H iR % key_file( b [ 21 BB EE 4y ) A T T Ak key S

aspera.openssh HEHAETE €A1 E, W "D:\Aspera"; %l FAE52 a4

ascp -i D:\Aspera\aspera.openssh -QT  -1100m -k1 -d F:\upload_OE-data
subasp@upload.ncbi.nim.nih.gov:uploads/upload@oebiotech.com_3pZCtpnp
/upload_OE-data

Wi 2 5 M B §i W R # W aspera.openssh U 4 1 4 X B %

("D:\Aspera\aspera.openssh")
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-d 2GR LRSI AR, XA TR TR B AR R R
T AN AT A SCR(" Fr\upload_OE-data”)
"ZHE" 2 5% NCBI e 44

("subasp@upload.ncbi.nim.nih.gov:uploads/upload@oebiotech.com_3pZCtp
np/upload_OE-data")

LR A T 75 ZHR I — 4~ H 5% ("upload_OE-data"), 75 W L A& iy &idiatss il A

e

!

(e VN LT VN M S SN i P S g ol LTI W= e o
Wt b A% 18 2 )5 O — 1 AR RGO I I AR SRR . RN S R e ZE A
PeAE:

Files  Required field

Select preload folder *®
€ « Eachfilemustb

each file name,

2 Please note: it takes at least 10 minutes for upleaded files to become available here,
* Unique file namt

names as submitt =——
: \ Refresh folders
» Files can be comf g “—=—e————"
COMPressing yol
ame Files Size Modified
% How do you want to .
4 w do yo = ) GFEED new 3 1.1MB  2019-10-29 14:03
() web browser uploglivi

3 . - :
Do nict tise wieb bl @) FFP) upload_OE-data 3 11.3GB  2019-11-14 08:39

@ F1P orAspera Cfmmal » Sample_A.R2.fastq.gz (5.71GB)
All files for a sufmissio « Sample_AR1.fastq.gz (2.69GB)
» Sample_B.Rl.fastq.gz (297GB)

N
=
(

O Amazon 53 byfcket

Wr’ { Use selected folder
—
B

You may use the following command to upload files via Aspera Command-Line:
ascp -i <path/tofkey_file> -QT -1108m -k1 -d <path/to/folder/containing files>
subasp@upload.ncbi.nlm.nih.gov:uploads/upload@oebiotech.com 3pZCtpnp

WA R, ks
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S. National Library of Medicine

National Center for Biotechnology Information

Submission Portal

Sequence Read Archive (SRA) submission: SUB6461918

Homo sapiens Raw sequence reads, Oct 24 '19

5 REVIEW & SUBMIT

1 SUBMITTER 2 GENERAL 3 METADATA

Files

€@ « Each file must be listed in the SRA metadata table you uploaded, if you are uploading a tar archive, list
each file name, not the archive name,

* Unique file names that do not contain any sensitive information should be used for all files. File
names as submitted appear publicly when data is retrieved from the cloud.

» Files can be compreszed using gzip or bzip2, and may be submitted in a tar archive, but archiving or
compressing your files is not required. Do not use zip!

* How do you want to provide files for this submission?
O Web browser upload via HTTP or Aspera Connect plugin

Do neot use web browser HTTP upload if you are uploading files over 10 GE or more than 300 files.
(@ FTPorAspera Command Line file preload

All files fora submission must be uploaded into a single folder.

() Amazon 53 bucket

Selected folder: m upload OE-data

Aspera command line upload instructions -

You may use the following command to upload files vis Aspera Command-Line:
ascp -1 <path/to/key file> -QT -118@m -kl -d <path/to/folder/containing files>
subasp@uplead.ncbi.nlm.nih.gov:uploads/upload@oebiotech. com_3pZCtpnp

Where:
<peth/to/key_file> mustbe an absolute path, e.g.: fhome/keys/aspera.openssh
<path/to/folder/containing files:> needs tospecify the local folder that contains all of the files to upload.

Get the key file.

If you upload your files in your root directory, you will not be able to see them or to select the folder during the
submission,

Make & new subdirectory for each new submizszion. Your submission subfolder iz a temporary holding area and it
will be removed once the whole submission is complete.

Do not upload complex directory structures or files that do not contain sequence data.

Return back to this page and select preload folder, then continue submizsion.
Please note: it takes at least 10 minutes for uploaded files to become available for selection.

FTP upload instructions L

D Autofinish submission @

4.5 OVERVIEW

I )i Overview F WSS, il JoiR I ity Submit $232:
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U.S. National Library of Medicine
MNational Center for Biotechnology Information

Submission Portal

Sequence Read Archive (SRA) submission: SUB6461918

Homo sapiens Raw sequence reads, Oct 24 '19

Manage data

1 SUBMITTER 2 GENERAL 3 METADATA 4 FILES !

Review & Submit

This Sequence Read Archive (SRA) submizsion will be releszed on 2020-05-08 or upon publication, whichever is first.

Note: Releasze of BioProject or BioSample iz also triggered by the relesse of linked data.

Metadata file Metadata

BioSample accession | Files

SAMN1I3111248 Sample_A.R1i.fastqg.gz (fastq)
Sample_A.R2.fastg.gz (fastq)

SAMNI3111248 Sample_B.R1.fastq.gz (fastg)

Submitter Biotech OF

upload@oebictech.com

Submitting organization OE biotech Co., Ltd

5 Semi %

7] PAFE https://submit.ncbi.nim.nih.gov/subs/sra/£ & B AZ AR A :

Submission Portal
Sequence Read Archive (SRA) (IS
Short description and brief instructions
Options to preload data:
ey
Aspera Command-Line upload
FTP upload

Amazon 53 instructions

2 submissions.

Submission $ Title & Status &
suBsas1ons Homo sapiens Raw sequence reads, Oci24'19 TEFEeR
SUB4ss1807 Abies homolepis Raw sequence reads, Aug 2115
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H Al 4o B se . NCBI 27e /5 & # 8, 5% Accession
Number, —f—K74i,

B A58 R BRE 1T RE N 2 T 4 NCBI ISR, — TR 28 2-4 KA e 3
(QPRBCE 1 A AT ), WAE A AT I [R) 22 )5 A4 RE4Z 3), W] DAYE SRA Y Submission
i (https://www.ncbi.nim.nih.gov/Traces/sra_sub/?login=pda) s if] #| H §ij 19 &
L.

VE B 28 1 Accession Number —fi% Run 945, SRR k. AlRA
&l Submission Id # A#:F Accession Number:

Tips: AL A% ol 2L ] ) RN 1 B4l B 15 J2) rT A3 HBRIK 52 NCBI

iR EF B (HE4E: sra@ncbi.nim.nih.gov)

SubmissienPortal . eme Mysubmissiens

Sequence Read Archive (SRA) [[IEEEED

mmmmmmmmmmmmmmmmmmmmmm

I, B B 2 a5E 1 Accession Number G SCE, 58
WOCERA ) e — 2

SRA ¥ EARR) A AT, Tt WEs, KOs, #fras
TR I
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