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[image: 流程]
图1. 总体流程



第一步：登入或注册NCBI账号

1. 首先，登入NCBI官网https://www.ncbi.nlm.nih.gov
[bookmark: _GoBack][image: 截屏2025-11-26 16.00.25]
图2. 登入页面

2. 若有账号，可以直接登入。
[image: 截屏2025-11-26 16.04.10]
图3. 登入方式



3. 若无账号，可以选择以下平台进行注册：
[image: 截屏2025-11-26 16.07.13]
图4. 注册方式


第二步：申请BioSample编号

1. 注册完成后即可进入NCBI页面，点击【Submit】上传模块。
[image: 截屏2025-11-26 16.15.47]
图5. 数据上传模块



2. 依次点击【My submissions】-【BioSample】-【New submission】进入。
[image: 截屏2025-11-26 16.19.18]
[image: 截屏2025-11-26 16.23.13]
[image: 截屏2025-11-26 16.25.53]
图6. 进入BioSample申请流程


3. 接下来填写提交者的基本信息（注意不可以出现中文！）
[image: 截屏2025-11-26 16.35.48]
图7. 提交者信息填写页面

4. 点击继续按钮，选择释放日期和样本数量。
释放日期：1）立即释放；2）自定义释放。
样本数量：1）多个样本；2）单个样本。建议即使单个样本，也可勾选多个样本进入下一步。
[image: 截屏2025-11-26 17.20.56]
图8. 释放日期填写页面






5. 选择样本类型为【Metagenome or environmental】。
[image: 截屏2025-11-26 17.21.46]
图9. 样本类型选择页面

6. 填写样本属性，选择1）内置表格编辑或2）上传表单，建议选上传表单。
[image: 截屏2025-11-27 17.21.56]
图10. 样本属性填写页面

7. 下载表格，严格按要求的格式填写好相关信息。

[image: 截屏2025-11-26 17.21.59]
图11. 样本属性表单下载页面


注意：
(1) 绿色字段为必填项。如有必填字段未填写，提交将失败。若必填字段信息无法获取，请根据实际情况填写“not collected”、“not applicable”或“missing”。
(2) 蓝色字段表示该组字段中至少有一项为必填。若相关信息无法获取，请根据实际情况填写“not collected”、“not applicable”或“missing”。
(3) 黄色字段为可选字段。若无相关信息，可不填（或删除）。




8. 上传表单。若上传后出现错误：标注为红色的错误——必须修改；标注为黄色的错误——可忽略（系统会根据要求自动修改，一般是格式或拼写问题，不影响后续提交）。
[image: 截屏2025-11-26 17.22.01]
[image: 截屏2025-11-26 17.22.02]
图12. 样本信息上传页面

9. 表格信息无误后进入最后一步，检查信息正确后，即可点击提交。提交成功后将会收到邮件。
[image: 截屏2025-11-26 17.22.03]
图13. BioSample流程提交页面



第三步：申请BioProject编号
1. 回到提交页面【My submissions】，进入【BioProject】，点击【New submission】。
[image: 截屏2025-11-26 14.49.56]
[image: 截屏2025-11-26 14.51.37]
[image: 截屏2025-11-26 14.54.40]
图14. 进入BioProject申请流程


2. 填写提交者的基本信息，与之前信息一致，直接点击【Continue】继续。
[image: 截屏2025-11-26 16.35.48]
图15. 提交者信息填写页面


3. 选择项目数据类型【Raw sequence reads】和样本类型【Environment】
[image: 截屏2025-11-26 17.39.17]
图16. 项目类型选择页面






4. 填写项目的Target。
[image: 截屏2025-11-27 09.27.26]
图17. 项目Target填写页面

5. 填写释放日期、项目名称及相关描述。
[image: 截屏2025-11-27 09.12.44]
图18. 释放日期、项目名称和描述页面


6. 填写BioSample编号（进入BioSample获取），点击继续到最后，检查信息正确后，点击提交即可。提交成功后将会收到邮件。
[image: 截屏2025-11-27 09.30.57]
图19. BioProject提交页面



第四步：申请SRA编号并上传原始数据

1. 回到提交页面【My submissions】，进入【Sequence Read Archive】，点击【New submission】。
[image: 截屏2025-11-26 14.49.56]
[image: 截屏2025-11-27 09.37.10]
[image: 截屏2025-11-27 09.38.02]
图20. 进入SRA申请流程


2. 填写提交者的基本信息，与之前信息一致，直接点击继续【Continue】。
[image: 截屏2025-11-26 16.35.48]
图21. 提交者信息填写



3. 填写BioProject、BioSample信息和释放日期（与之前的信息保持一致）。
[image: 截屏2025-11-27 09.44.34]
图22. 一般信息（BioProject、BioSample、释放日期等）填写页面

4. 下载表格，严格按要求的格式填写好相关信息。
[image: 截屏2025-11-27 09.45.39]图23. SRA数据表单下载页面

[image: 截屏2025-11-27 10.07.32]
图24. SRA数据表单提交页面



5. 上传原始数据。
[image: 截屏2025-11-27 10.11.38]
图25. 选择数据上传方式

[image: 截屏2025-11-27 10.12.48]
图25. 完成数据上传操作页面

6. 核对信息是否正确，点击提交。提交成功后会收到数据上传成功的邮件。
[image: 截屏2025-11-27 10.14.11]
图26. SRA流程提交页面


第 1 页 共 12 页

image5.jpeg
B=

An official website of the United States government Here's how you know v

National Library of Medicine

National Center for Biotechnology Information

NCBI Home

| All Databases ()]

Resource List (A-Z)
All Resources
Chemicals & Bioassays
Data & Software

DNA & RNA

Domains & Structures
Genes & Expression
Genetics & Medicine
Genomes & Maps
Homology

Literature

Proteins

Sequence Analysis
Taxonomy

Training & Tutorials

Variation

Welcome to NCBI

The National Center for Biotechnology Information advances science and health by providing access to

biomedical and genomic information.

About the NCBI | Mission | Organization | NCBI News & Blog

=y

Download

Submit

Deposit data or manuscripts Transfer NCBI data to your
into NCBI databases computer

£} Az

Develop Analyze

Use NCBI APIs and code
libraries to build applications

IE @

Identify an NCBI tool for your
data analysis task

Learn

Find help documents, attend a
class or watch a tutorial

i@

Research

Explore NCBI research and
collaborative projects

4

L N
Popular Resources
PubMed

Bookshelf
PubMed Central
BLAST

Nucleotide
Genome
SNP
Gene
Protein
PubChem

[ 1

NCBI News & Blog

Upcoming Change in My Bibliography

08 Sep 2025
Use of earliest publication date for
determining NIH Public Access
compliance As shared in the Julv

An Updated Bacterial and Archaeal
Reference Genome Collection is
Available!

02 Sep 2025




image6.jpeg
‘Submission Portal __ ("My submissions )  Manage data My profile

Submission Portal

Submit to the world's largest public repository of biological and sclentific information

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

What do you want to submit?

Enter a few words about your sequence data

Suggest tool




image7.jpeg
Submission Portal Home  Mysubmissions Managedata  Templates My profile

Your submissions

Start a new submission

J— . Boproet e
RIS — ¥ m
o * clnver

- TsA





image8.jpeg
Submission Portal Home Mysubmissions Manage data  Templates My profile

e

Download batch submission template

BioSample

€ Note: to update an existing record or recent submission, please email your request.

Short description and brief instructions +




image9.jpeg
BioSample submission: SUB15796884

New
1 suBMITTER
Submitter © Required fields are marked with % asterisk
% First (given) name Middle name % Last (family) name
RRENSR RZEME
% Email (primary) % Email (secondary)
FEIREGEROMEFE IR BRFE © Atleast one email should be from the organization's domain.

© Submitters with a gg.com, 163.com, or foxmail.com email address do not always receive mail from
NCBI. Please provide an alternative email address from a different domain to ensure that we are able
to communicate with you.

Group for this submission

No group | (affiliation from my personal profile)

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

% Submitting organization Submitting organization URL % Department
BB BBI=FR
Phone © Fax ©
% Street % City State/Province % Postal code % Country
L ENERTR W &ip HR B4R TS EES

v

Update my contact information in profile





image10.jpeg
BioSample submission: SUB15796884

Metagenome or environmental sample

1 suamrrren n FsawpieTvee 4 ATTRUTES 5 acrsier 6 orcron

7 REVIEW & SuBMIT

General Information

Release date

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

 When should this submission be released to the public?
@ Release immediately following processing
O Release on specified date or upon publication, whichever s first

* Specify f you are submitting a single sample or a file containing multiple samples
@ Batch/Mutiple BioSamples
You will be asked to upload a tab-delimited text il that describes each of your samples and their
attributes. Submission template files can be downloaded from the Attributes tab or the templates page.
O single BioSample

‘You will be asked to manually compiete a web form to describe one sample and its attributes.

© Required filds are marked with % asterisk




image11.jpeg
BioSample submission: SUB15796884

New
1 suBMITTER 2 GENERAL INFO - 4aTTmiBuTEs 5 BIOPROJECT | 6 DESCRIPTION | 7 REVIEW & SuBMIT
Sample Type O Required fields are marked with % asterisk

 Select the package that best describes your samples.

Al packages  Packages for MAG submitters | Packages for metagenome submitters.

NCBI packages 1. GSC MixS packages for genomes, metagenom
marker sequences icre

) Metagenome or environmental () MIMARKS Survey related
Use for metagenomic and environmental samples when it is gt Use for any type of marker gene sequences, eg, 165, 185, 235,
appropriate or advantageous to use MIxS packages. 265 RNA or COI obtained directly from the environment, without

culturing oridentifcaton of the organisms. Organism must be a
metagenome, where ineage starts with unciassified sequences
and scintifc name ends with metagenome.

() MIMS Environmental/Metagenome
Use for environmental and metagenome sequences. Organism
must be a metagenome, where ineage starts with uncassified
sequences and scientifc name ends with metagenome’





image12.jpeg
Metagenome or environmental sample

1 sumiTreR 2 oenraL inFo zumur\wsm 5 Review & susmir

Attributes © Reqired fields are marked with % asterisk.
At least one of the fields marked with %, 1 or $% is required.

Package Metagenome or environmental; version 1.0

 How do you want to provide your BioSample attributes? /
() Use builtin table eitor
(O Uload a fle using Excel ortext format (tab-delimited) that includes the attributes for each of your BioSamples )





image13.jpeg
1 SUBMITTER 2 GENERAL INFO 3 SAMPLE TYPE 4 ATTRIBUTES

Attributes © Required fields are marked with % asterisk.

At least one of the fields marked with %%, 1 or $1 is required.
Package Metagenome or environmental; version 1.0

% How do you want to provide your BioSample attributes?
(O Use built-in table editor

@ Upload a file using Excel or text format (tab-delimited) that includes the attributes for each of your BioSamples

% Attributes file

& Choose file | ordrag and drop it here

© Template for BioSample package Metagenome or environmental; version 1.0
Download Excel gr download TSV
or column explanations and examples, please see the sample attributes page.

For more information, please see creating sample attribute file.





image14.jpeg
Metagenome or environmental sample

1 sumiTren 2 oenenaLro 3 sawpLe Tyee - 5 neview & suswr

Attributes © Required fields are marked with % asterisk.
At least one of the fields marked with %, + or $4 is required.

Package Metagenome or environmental; version 1.0

 How do you want to provide your BioSample attributes?
O Use buitin table editor
@ Upload a fle using Excel ortext format (tab-delimited) that includes the attributes for each of your BioSamples

© Template for BioSample package Metagenome or environmental; version 1.0
Download Excel or download TSV

For column explanations and examples, please see the sample attributes page.

For more information, please see creating sample attribute file.





image15.jpeg
Metagenome or environmental sample

1 sumiTren 2 oenenaLiro 3 saweLe Tvee - 5 neviow s suswr

Attributes © Required fields are marked with % asterisk
Atleast one of the fields marked with %, t+ or $£ is required.

Package Metagenome or environmental; version 1.0

 How do you want to provide your BioSample attributes?
O Use buitin table editor
@ Upload a fle using Excel ortext format (tab-delimited) that includes the attributes for each of your BioSamples

(seosromecnommanr oo 15350 22571271555 [owe )]

© Template or BioSample package Metagenome or environmental;version 1.0
‘Download Excel or downioad TSV

For column explanations and examples, lease see the sample attributes page
For more information, please see creating sample attribute file.





image16.jpeg
Metagenome or environmental sample

1 SUBMITTER 2 GENERALINFO 3 SAMPLETYPE 4 ATTRISUTES 5 REVIEW & SUBMIT

Review & Submit

This will be released f ing Your submission is not yet complete. Finish your submission to get
accession(s) sooner. You may need to pload your data again if your
Submitter Information submission remains unfinished
Submitter o proceed, please review your submission, make necessary changes on
RTENER any tab, then click the ‘Submit button.

General Information
Package Metagenome or environmental; version 1.0

Attibute fle Metagenome.environmental.1.0.xisx (15.3 K8)

[0 nien




image17.jpeg
SubmiSSion Portal Home Manage data Templates My profile




image18.jpeg
Submission Portal

Your submissions

Start a new submission

- GenBank
- Sequence Read Archive

Genome

- TsA

Home

My submissions ~ Manage data  Templates

My profile




image19.jpeg
Home ~Mysubmissions Manage data Templates My profile

Submission Portal /

BioProject

£\ ATTN: to update an exsting ecord or ecent submission, you can use "Manage data’ to make some
changes yourself. i you cannot make the desited change there, then please email you requess with
your BioProject accession or Submission 1D included. Do not create new submission o update an
eisting submission!

Short description and brief instructions.




image20.jpeg
BioProject submission: SUB15797003
New

lmm-amm 4 oeneaas o | § BiosAMPLE 6 PuBLIGATIONS

7 Review a susmi

Project Type

 Project data type ©

[ ] Genome sequencing
O Assembly

O Cloneends

O Epigenomics

O Exome

O map

O Metagenome

() Metagenomic assembly

(0 Phenotype or Genotype

) Proteome

() Random survey

(0] Targeted loci cutured

(] Targeted loci environmental

(O Targeted Locus (Loc)

(O Transcriptome or Gene expression
) Variation

O other

d assembly

* Sample scope ©

© Sample scope choices

© Required filds are marked with % asterisk




image21.jpeg
BioProject submission: SUB15797003

Pathogens identified in a tissue sample

1 SUBMITTER 2 PROJECT TYPE 3 TARGET = 4 GENERAL INFO 5 BIOSAMPLE 6 PUBLICATIONS  / REVIEW & SUBMIT

© Required fields are marked with % asterisk

Target

% Environmental sample name

metagenome

Strain © Breed © Cultivar © Isolate name © Label ©





image22.jpeg
BioProject submission: SUB15797003

Pathogens identified in a tissue sample

1 SUBMITIER 2 PROJECTTYPE 3 TARGET 4 GENERALINFO ) 5 BIosAMPLE 6 £usiicarl

General Info

Release date

© Note: Release of BioProject or BioSampleis aso triggered by the release of inked data

(3 When should this submission be released to the public? )
@ Release immediaely folowing processing

O Release on specified date or upon publicaion, whicheeris irst

G Project e ©)

[ Pathogens igentifed in a tissue sample |

(s Public descripion ©)

Metagenomic next-generation sequencing was used to diagnose a case of skin and soft tissue infection.

3899 characters left

Relevance ©

-

( 1s your project part of an umbrella project which is already registered with NCBI? )
@ No O Yes (notvery common)

Delete submission

© Redquired ields are marked with  asterisk




image23.jpeg
BioProject submission: SUB15797003

Pathogens identified in a tissue sample

1 SUBMITTER 2 PROJECTTYPE 3 TARGET 4 GENERALINFO 5 BIOSAMPLE 6 PUBLICATIONS 7 REVIEW & SUBMIT

Review & Submit

“This BioProject submission wil be released following processing Your submission is notyet complet. Finish your submission to get
accession(s) sooner. You may need to upload your data again if your
Submitter submission remains unfinished.

Submitter o proceed, lease review your submission, make necessary changes on
RRENER any tab, then click the ‘Submit’ button.

Submitting organization

Project type

Sample scope Environment

BioSamples ‘SAMNS3403134 : Metagenome or sample from
Target

Organism name (taxid) metagenome

Generalinformation

Project details
Project type raw sequence reads

Tide Pathogens identified in a tissue sample

Description Metagenomic next-generation sequencing was used to diagnose a case of skin and soft tissue infection.

Ask for help





image24.jpeg
Submission Portal

Your submissions

Start a new submission

— o o=
T
s - el

- TsA

Home.

My submissions

Manage data  Templates My profile




image25.jpeg
Submission Portal Home Mysubmissions Manage data  Templates My profile

Sequence Read Archive (SRA)
‘Short description and brief instructions +
Guidance on human deta and human data contamination +
Options to upload data:
Upload via Cloud: Amazon S3 or Google Cloud +
Upload via Aspera command line or FTP. +

Upload via Web browser or Aspera browser plugin +




image26.jpeg
Sequence Read Archive (SRA) submission: SUB15798161
New

1 susmrrer 3 sraMETADATA | A FiLes 5 REVIEW & suBMIT

General Information

BioProject

© BioProject describes the goal of your research effort.

% Do you already have a BioProject accession number for this research?

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

 Existing BioProject

PRINA1370181  Pathogens identified in a tissue sample  Organization: Hangzhou Matridx Biotechnology Co,, Ltd

© Clear field

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

% Do you already have BioSample accession numbers for these samples?
@ Yes (O No(BioSamples will be created within his 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 immediatey following processing
O Release on specified date or upon publication, whichevr s irst

© Please allow 24-48 hours for propagation of the data to the NCBI SRA public site

© Required fields are marked with % asterisk




image27.jpeg
Submission Portal

Sequence Read Archive (SRA) submission: SUB15798161

Pathogens identified in a tissue sample, Nov 26 25

1 sumiTreR 2 cewenasmro |3 SAMETADRTA ) 4 116§ Ryt s

Home

My submissions  Manage data  Templates My profile

SRA Metadata

© For more detailed help with SRA submission please read the SRA Submission Wizard Help.

 How do you want to provide your metadata?
O Use buitintable editor
@ Upload a fle using Excel or text format (tab-delimited)

(% Metadata file
[ Choose e ordrag and arop there

© Download Excel spreadsheet, edit, save as .tsv, and upload the modified tsv file
Please note that Excel formulas are not supported.
Recommended for arger submissions with many data rows.

Continue

© Required filds are marked with % asterisk




image28.jpeg
Sequence Read Archive (SRA) submission: SUB15798161

Pathogens identified in a tissue sample, Nov 2625

1 SUBMITTER 2 GENERAL INFO

 SRAMETADATA 1105 5 v ki

SRA Metadata

/). Waming: 1fyou are submiting metagenomic and/or metatranscrptomic data ses, sequence data should be
splt by each sample barcode, fo individual data fies.

© For more detailed help with SRA submission please read the SRA Subrmission Wizard Help.

% How do you want to provide your metadata?
O Use buitin table editor
@ Upload a file using Excel or text format (tab-delimited)

| % Metadata file
| SRAmetadata_accxisx S17kB 202511271006
! @ Download Excel soredsheet, edi, save as.fsv, and upload the modified tav ie.

Please note that Excel formulas are not supported.
! Recommended for larger submissions with many data rows.

Continue

© Required fields are marked with % asterisk





image29.jpeg
Submission Portal Home  Mysubmissions Manage data Templates My profile

Sequence Read Archive (SRA) submission: SUB15798161

Pathogens identified in a tissue sample, Nov 2625

1 SUBMITTER 2 GENERALINFO 3 SRA METADATA ﬁ 5 neview & suamiT

Files © Reguired fields are marked with % asterisk

© + Each file must be listed in the SRA metadata table you uploaded. If you are uploading a tar
archive, ist 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?
(@ 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 fils.
O FTP or Aspera Command Line file preload
Allfiles for a submission must be uploaded into a single folder.
O AWS or GCP bucket

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

() Autofnish submission

© Ty to complete the submission automaticall. Basic checks will be done on the files in the
background. If there are no errors, this submission will be submitted for you. If the checks fail, you will
et email notification to come back to fix the problems.




image30.jpeg
Sequence Read Archive (SRA) submission: SUB15798161

Pathogens identified in a tissue sample, Nov 2625

1 SuBMITTER 2 GENERALINFO 3 SRA METADATA ' 5 Review s suaurr

Files
°

© Required fields are marked with % asterisk

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

Unique file names that do not contain any sensitive information should be used forall iles. 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
o compressing your fles is not required. Do not use zip!

 How do you want to provide files for this submission?
(@ Web browser upload via HTTP or Aspera Connect plugin
Do not use web browser HTTP upload f you are uploading fles over 10 GB or more than 300 files.
O FTP or Aspera Command Line file preload
Alfiles for a submission must be uploaded ito a single folder
O AWS o GCP bucket

© Toupload large fles (larger than 2 GB), please use Aspera Connect plugin.
* Files

o) ety e

Name Size  Created Delete
MDLOD4-A14D240800352 HS B22-20240219.nonhuman fastq.gz 14MB 202511271012 ©

() Autofnish submission

© Try to complete the submission automaticall. Basic checks will be done on the iles in the
background. If there are no errors, this submission will be submitted for you. If the checks fail, you will
get email notification to come back to ix the problems.




image31.jpeg
Submission Portal Home  Mysubmissions  Managedata  Templates My profle

Sequence Read Archive (SRA) submission: SUB15798161

Pathogens identified in a tissue sample, Nov 2625

1 SUBMITTER 2 GENERALINFO 3 SRAMETADATA 4 FiLes |5 REVIEW & suamiT

Review & Submit

“This Sequence Read Archive (SRA) submission will be released following processing. Your submission is not yet complte. Finish your submission to get
accessionf(s) sooner. You may need to upload your data again f your

Metadata file SRA_metadata_ace xsx (1.7 KB) ‘submission remains unfinshed.

BioSample accession | Files

o proceed, please review your submission, make necessary changes on
SAMNS3403134 MDLO04-A14D240800357-HS-B22:20240219.nonhuman fastq.gz (fasta) any tab, then click the ‘Submit button.

Submitter

RREES

Submitting organization

Ask for help




image1.png
HEANCBIKS

#i§BioSamplefE S

HiEBioProjecti S

HIESRARS

LSRR

JRERSRA S





image2.jpeg
B=E

National Library of Medicine

An official website of the United States government Here's how you know v

National Center for Biotechnology Information

NCBI Home

| All Databases 9\

Welcome to NCBI

Resource List (A-Z)
All Resources
Chemicals & Bioassays
Data & Software

DNA & RNA

Domains & Structures
Genes & Expression
Genetics & Medicine
Genomes & Maps
Homology

Literature

Proteins

Sequence Analysis
Taxonomy

Training & Tutorials

Variation

The National Center for Biotechnology Information advances science and health by providing access to

biomedical and genomic information.

About the NCBI | Mission | Organization | NCBI News & Blog

Submit

Deposit data or manuscripts
into NCBI databases

1

t

Develop

Use NCBI APIs and code
libraries to build applications

Download
Transfer NCBI data to your

computer

L=

Analyze

Identify an NCBI tool for your
data analysis task

B

Learn

Find help documents, attend a
class or watch a tutorial

i@

Research

Explore NCBI research and
collaborative projects

4

Popular Resources
PubMed
Bookshelf
PubMed Central
BLAST
Nucleotide
Genome

SNP

Gene

Protein
PubChem

NCBI News & Blog

Upcoming Change in My Bibliography

08 Sep 2025
Use of earliest publication date for
determining NIH Public Access
compliance As shared in the Julv

An Updated Bacterial and Archaeal
Reference Genome Collection is
Available!

02 Sep 2025




image3.jpeg
National Library of Medicine

National Center for Biotechnology Information

Log in

eRA Commons

= Google Account

e

ORCiD

Login.gov

NIH Account

\

\

L

NCBI Account

more login options




image4.jpeg
National Library of Medicine

National Center for Biotechnology Information

Sign up

5

m»

using

eRA Commons

Google Account

Microsoft

NIH Accoun!





