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Name: Senzu

https://doi.org/10.1016/j.jare.2024.10.023
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NCBI

https://ncbi.nlm.nih.gov/
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BioProject
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BioSample
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BioSample : 

ṕNCBI Taxonomy)
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BioProject



13

SRA Experiment
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SRA Experiment: Illumina WGS Paired

(sra/ fastq )
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SRA Run: Reads and Quality Values

(sra/ fastq )
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SRA Run: sra/ fastq

prefetch DRR500229

fasterq - dump DRR500229 -- split - files

Forward

Reverse

Unpaired
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Experiment 
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SRA Run Selector: 

(sra/ fastq
)
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BioProject
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: A1

BioProject

Feature/Location/Qualifier 

BioSample

(AP023152)



22

DDBJ Search
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INSDC 

SRA - NGS 

Å Run 

Å

DDBJ/ENA/GenBank -

Å 1 1

Å
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BioProject

BioSample

DRA (DDBJ SRA)

DDBJ
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BioProject

D-way DDBJ BioSample

DRA NGS 

DDBJ

NSSS: 100 500kb

MSS: ṕ Ṗ DDBJ 



26

D-way 

https://trace.ddbj.nig.ac.jp/D -way/



27

DDBJ 

DDBJ SSH 
sftp 

https://www.ddbj.nig.ac.jp/ddbj -account.html
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D-way 
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D-way 
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BioProject : SUBMITTER
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BioProject : GENERAL INFO

Comments 
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BioProject : PROJECT TYPE
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BioProject : TARGET Ṍ OVERVIEW
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BioProject : 
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D-way 
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BioSample : SUBMITTER Ṍ GENERAL INFO
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BioSample : SAMPLE PACKAGE
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Standard

SARS-CoV-2: clinical or host-associated

SARS-CoV-2: wastewater surveillance

Microbe

Model organism or animal

Metagenome or environmental

Invertebrate

Human

Plant

Virus

Beta-lactamase

Omics

Pathogen

Pathogen: clinical or host-associated

Pathogen: environmental/food/other

MIxS

MIGS: cultured bacteria/archaea

MIGS: eukaryote

MIGS: virus

MIMS: metagenome/environmental

MIMAG: metagenome-assembled genome

MISAG: single amplified genome

MIMARKS: specimen

MIMARKS: survey

MIUVIG: uncultivated virus genome

ú

ṕgeo_loc_name Ṗ ṕcollection_date Ṗ

Environmental Package

No environmental package human-skin

agriculture human-vaginal

air hydrocarbon-cores

built hydrocarbon-fluids_swabs

food-animal microbial

food-farm_env miscellaneous

food-human_foods plant-associated

food-prod_facility sediment

host-associated soil

human-associated symbiont-associated

human-gut wastewater

human-oral water

DDBJ/NCBI Genomic Standards Consortium (GSC) 
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BioSample : SAMPLE PACKAGE ²MIGS.eu
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BioSample : ATTRIBUTES

ṕ1 1 Ṗ

*sample_name *sample_title description

Felis catus American Shorthair breed Felis catus American Shorthair breed Whole-genome sequencing sample for the domestic cat (Felis catus) American shorthair

*organism taxonomy_id bioproject_id locus_tag_prefix strain isolate cultivar ecotype

Felis catus PRJDB9879 Senzu

*collection_date *env_broad_scale *env_local_scale *env_medium *geo_loc_name é sex tissue

2018 missing missing missing Japan é femal blood
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BioSample : INSDC missing value reporting terms

Å geo_loc_name collection_date - missing: reporting level term ( missing: lab stock) 
Å top lower level terms ṕ missing Ṗ

INSDC term
(top level)

INSDC term
(lower level)

Definition
INSDC term

(reporting level)

not applicable

Information is inappropriate to report, can indicate that the 
standard itself fails to model or represent the information 
appropriately

control sample

sample group

missing

not collected
Information of an expected format was not given because it has 
not been collected

synthetic construct

lab stock

third party data

not provided
Information of an expected format was not given, a value may be 
given at the later stage

data agreement 
established pre -2023

restricted access
Information exists but can not be released openly because of 
privacy concerns

endangered species

human -identifiable
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BioSample : ATTRIBUTES - validation
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BioSample : OVERVIEW
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BioSample : 

Ẕ SAMD01949766 

Ẕ 

submit 

Å NCBI Taxonomy 

Å locus_tag_prefix ( locus_tag ) 
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D-way 
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DRA : 

sftp - i private_key test09@ftpprivate.ddbj.nig.ac.jp

sftp>

sftp> cd test09 - 0001

sftp> put illumina_1.fq.gz

sftp> put illumina_2.fq.gz

sftp> put pacbio.fq.gz

sftp fastq
https://www.ddbj.nig.ac.jp/upload.html
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DRA : 



48

DRA : SUBMISSION
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DRA : BIOPROJECT 

PRJDB42877 
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DRA : BIOSAMPLE 

SAMD01949766 
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DRA : EXPERIMENT

1 BioSample 2 + 
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DRA : RUN

Run 1: Illumina paired ²illumina_1.fq.gz, illumina_2.fq.gz

Run 2: Sequel single ²pacbio.fq .gz

MD5 https://www.ddbj.nig.ac.jp/checksum.html
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DRA : 



54

DRA : 

Submission validated
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DRA : 

DRR Run 
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BioProject

BioSample

DRA (DDBJ SRA)

DDBJ
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DDBJ: 

Å ( ) 

Å

Å MSS 

Å MSS 

Å Mass-IDṕ IDṖ

Å ṕ Ṗ

Å

BioProject

D-way DDBJ BioSample

DRA NGS 

DDBJ

NSSS: 100 500kb

MSS: ṕ Ṗ DDBJ 
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DDBJ: 

Entry Feature Location Qualifier Value
COMMON SUBMITTER ab_name Fuji,I.

ab_name Mishima,H.
contact Hanako Mishima

sequence read archiveDRR1080206
DATE hold_date 20270301

AnAms1.0_A1source 1..129629249 chromosome A1
isolate Senzu
mol_type genomic DNA
note breed: American Shorthair
organism Felis catus
sex female

assembly_gap107532..107631estimated_length unknown
gap_type within scaffold
linkage_evidence proximity ligation

AnAms1.0_A2 source 1..174768116 chromosome A2

.........

.........

.........

>AnAms1.0_A1

TCCAAGATTCCCAGGGTTGGGGAAGGGTGGCTTCCAGGCTGTTAGCAGCAGAGTTGAGGG

...

...

...

...

...

GAGGGAGAATCCCAAGCAGGCTCCACGCTGCCAGTGCAGAGTCCCACATGGGGT

//

>AnAms1.0_A2

CCCCCAAGGACCTGTGCTGGACGCTGAAATGCCCCGCCTGGGACCAGGTGTGCCCTCAGG

Å 5

Å COMMON: ṕ Ṗ

Å ENTRY: ṕFeature/Location/Qualifier Ṗ

Å FASTA 

Å >

Å //

Å ṕAnAms1.0_A1 Ṗ
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: COMMON 
COMMON SUBMITTER ab_name Fuji,I.

ab_name Mishima,H.

contact Hanako Mishima

email test09@nig.ac.jp

institute National Institute of Genetics

country Japan

state Shizuoka

city Mishima

Street 1111 Yata

zip 411-8540

REFERENCE title AnAms1.0; A high quality chromosome-scale assembly of an American Shorthair Cat

ab_name Fuji,S.

ab_name Mishima,H.

year 2020

status Published

ST_COMMENT tagset_id Genome-Assembly-Data

Assembly Method FALCON v. 1.8.8; HiRise; Bionano Access v. 1.4

Assembly Name AnAms_1.0

Genome Coverage 120x

Sequencing Technology PacBio Sequel; Illumina HiSeqX

DBLINK project PRJDB42877

biosample SAMD01949766

sequence read archive DRR1080205

sequence read archive DRR1080206

DATE hold_date 20270301

BioProject

DRA Run

BioSample
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: ENTRY 

AnAms1.0_A1 source 1..129629249 chromosome A1

isolate Senzu

mol_type genomic DNA

note breed: American Shorthair

organism Felis catus

sex female

assembly_gap 107532..107631 estimated_length unknown

gap_type within scaffold

linkage_evidence proximity ligation

AnAms1.0_A2 source 1..174768116 chromosome A2 ṕ Ṗ

Entry LocationFeature ValueQualifier
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: fasta

>AnAms1.0_A1

TCCAAGATTCCCAGGGTTGGGGAAGGGTGGCTTCCAGGCTGTTAGCAGCAGAGTTGAGGG

GACATTTTCTTTCAGTCTAGGTCATGTTTTTCTGCTTTCAAGTTCACGTCCCCAGCAGAG

GGAATCTCATTGGCCCACCTTGGCCTAAAGTCTCTACCCTTGGAACAACCCAAGCCAGGT

...

GAGGGAGAATCCCAAGCAGGCTCCACGCTGCCAGTGCAGAGTCCCACATGGGGT

//

>AnAms1.0_A2

CCCCCAAGGACCTGTGCTGGACGCTGAAATGCCCCGCCTGGGACCAGGTGTGCCCTCAGG

TGCGCCCCGCTCCCTAGCAATGAGAGAGAGAGAGAGAGAGAGGGAGTGAGACAAGGAGGA

...

TCATGAAGATAAAAAGCTTCTGCACTGCAAAGGAAACAAGCAACAAAACTAAAAGG

//

...
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UME (Utilities for MSS file Error check)

Å Parser: 

Å transChecker : CDS ( ) 

UME 
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MSS : 

MSS (https://mss.ddbj.nig.ac.jp) 

DDBJ 
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MSS : 

Annotation fasta
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MSS : 
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MSS : 
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DDBJ: 

Entry name          Accession

AnAms1.0_A1         AP023152

AnAms1.0_A2         AP023153

AnAms1.0_A3         AP023154

AnAms1.0_B1         AP023155

AnAms1.0_B2         AP023156

AnAms1.0_B3         AP023157

AnAms1.0_B4         AP023158

AnAms1.0_C1         AP023159

AnAms1.0_C2         AP023160

AnAms1.0_D1         AP023161

AnAms1.0_D2         AP023162

AnAms1.0_D3         AP023163

AnAms1.0_D4         AP023164

AnAms1.0_E1         AP023165

AnAms1.0_E2         AP023166

AnAms1.0_E3         AP023167

AnAms1.0_F1         AP023168

AnAms1.0_F2         AP023169

AnAms1.0_X          AP023170

AnAms1.0_unplaced   AP023171
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DDBJ DRA Run 

BioProject

FAQ: Ḵ
https://www.ddbj.nig.ac.jp/faq/ja/cite -accession.html
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NBDC 

Å : JGA 

Å : BioProject / BioSample /DRA/GEA/ MetaboBank

https://humandbs.dbcls.jp/data -submission
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Source: National Library of Medicine (NLM), NIH
https://www.nlm.nih.gov/oet/ed/cde/tutorial/02 -200.html
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2. 

-
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67 , 10 ṕ Ṗ4 6,500 , 22 ṕ Ṗ
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: Quality value (QV) 
sra full

sra, full -scale QVs ẓ sra lite, per read QVs 
Full-scale QVs submitted files ṕ Ṗ

INSDC
DRR1080205.sra.lite
DRR1080206.sra.lite

DRA
illumina_1.fq.gz, illumina_2.fq.gz
pacbio.fq.gz

: full lite 

sra full sra full ẓ cram
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: 
sra lite

sra lite INSDC 
sra lite 

DRA
SRR999999999 Run metadata ẓ SRR999999999.sra.lite at NCBI SRA

sra
INSDC (DDBJ/ENA/GenBank) 

sra lite cram
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DDBJ: 

Å DFAST 
Å MSS DFAST job ID 
Å DDBJ 90% DFAST 
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: GenBank 

Å rRNA

Å COX1 

Å ṕSARS-CoV-2 Ṗ

Å ṕPGAPṖ
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NCBI Eukaryotic Genome Annotation Pipeline (EGAP)

GenBank EGAP 
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: 9.5
: 44

: 95
: 780

: 181
: 600
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AI validator 

https://github.com/ddbj/ddbj -validator

BioProject 29

BioSample 90

DRA 45

DDBJ 225

GEA 118

MetaboBank 43

Å AI validator 

Å BioProject / BioSample /DRA/DDBJ/GEA/ MetaboBank validator ṕ 550Ṗ

Å python 

Å

Å D-way BioSample

Å ṕUME Ṗ
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ṕLLMṖ

DDBJ: 

Local BLAST
ddbj -validator 

LLM 
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: 9.5
: 44

: 95
: 780

: 181
: 600

2026 4
(BSI) 
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NGDC/CNCB/CAS KOBIC/KRIBB IBDC/DBT

INSDC 

INNA/BRIN
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NGDC/KOBIC 

BioProject
BioSample
GSA

PRJCA007585

PRJDB40828ṕPRJCA007585 Ṗ

PRJDB40828 PRJDB40828

BioProject
BioSample
KRA
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INSDC 

Å INSDC 

Å INSDC

Å Associate member ( BioProject / BioSample /SRA)

Å Full member (+ assembled sequences)


