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Chromosome-scale assembly with improved annotation provides insights
into breed-wide genomic structure and diversity in domestic cats

Yuki Matsumoto 2, Claire Yik-Lok Chung !, Sachiko Isobe %!, Mika Sakamoto &%, Xiao Lin ¢, Ting-Fung Chan ¢,

Hideki Hirakawa d, Genki Ishihara ? Hon-Ming Lam €, Shinobu Nakayama d, Shigemi Sasamoto d, Yasuhiro

Tanizawa ©, Akiko Watanabe 9, Kei Watanabe 2, Masaru Yagura €, Yoshihito Niimura f Yasukazu Nakamura ®*

» Author information » Article notes » Copyright and License information

PMCID: PMC12789764 PMID: 39490737

[llumina and PacBio sequencing

Genomic DNA was extracted from Senzu’s blood using a DNeasy Blood and Tissue Kit
(Qiagen, Hilden, Germany). Sequence libraries were prepared using SMRTbell Express
Template Prep Kit 2.0 (PacBio, Menlo Park, CA, USA). Library size was selected using
BluePippin (Sage Science, Beverly, MA, USA) to remove DNA fragments smaller than 30 kb.

The library was sequenced on a Sequel system (PacBio) using 28 SMRT cells (PR]JDB9879).

The sequence reads were assembled using FALCON v.1.8.8 (c¢) with a length cutoff of 34 kb to
generate primary contig sequences and associated contigs representing alternative alleles.
Haplotype-resolved assemblies, that is, primary contigs and haplotigs, were generated using
FALCON Unzip ver. 1.8.8 [23]. Potential errors in the resulting primary contig sequences
were corrected twice using ARROW ver. 2.2.1, implemented on the SMRT Link (v 5.0;
PacBio). Paired-end libraries were constructed for Senzu’s DNA and sequenced using an
[llumina HiSegX system (Illumina), with a read length of 151 bp PR]DB9879b. The obtained

short reads were used for further error correction of contig sequences using Pilon [24].

Short-read data were also used for genome size estimation using Jellyfish ver. 2.1.4 [25].

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

Felis catus strain:American Shorthair (domestic cat) Accession: PRJDB9879  1D: 63448
Genome sequencing project of American Shorthair cat
The domestic cat (Felis catus) is one of the most popular companion animals in the world. Modern cat breeds have See Genome
variations in traits such as coat color, tail length and ear shape as well as genetic diseases. In this project, a high quality Information for Felis
chromosome-scale assembly of American Shorthair breed is established, aiming to uncover the genetic effects on the catus

disease and traits of cats deeper. Less...

Accession
Data Type
Scope

Organism

Submission

Locus Tag
Prefix

Project Data:

NavigaTe Upr

PR.JDBS879 This projectis a
compoenent of the
Genome sequencing Kazusa Genome
Project: genome
Monoisolate sequencing and
assembly of
Felis catus [Taxonomy ID: 9685] Viridiplantae
Eulkaryota; Metazoa, Chordata; Craniata; Vertebrata; Euteleostomi; Mammalia; Eutheria; Laurasiatheria; Camivora;
Feliformia; Felidae; Felinae; Felis; Felis catus
Registration date: 21-May-2020 pro}:;::trj;"f(:l:: ed
NIG by organism.
AnAms 85 additional
projects are

components of the
Kazusa Genome
Project: genome

sequencing and
Number - !

Resource Name L assembly of
of Links Viridiplantae.

SEQUENGE DATA
Nucleotide (Genomic DNA) 20
SRA Experiments 31
OTHER DATASETS

| BioSample

Assembly

SUPPLEMENTARY DATA
BioNano map 1

- Assembly details: Download

Assembly

Level Chrs BioSample Taxonomy

GCA_013340865.2 Chromosome 19 SAMDO0228405 Felis catus

|~ SRADataD

etails

Parameter

Data volume, Ghases 630
Data volume, Tbytes 0.22

Value




A G BioSample

BioSample

Organism
Customize ...

Attribute name
breed

collection date
geographic location
isolate

sex

tissue

Customize .

Sample type
MIGS.eu (1)

Access
Public (3)

Other
Used by SRA(3)

Clear all

Show additional filters

[Biosample |

Advanced

Summary = Sort by Default order -

Links from BioProject

Items: 3

O
1.

M

Domestic cat (Felis catus) American shorthair breed (Takae) female reproductive organs
|dentifiers: BioSample: SAMD0O0635099; SRA: DR5430744
Crganism: Felis catus
isolate: Takae; breed: American shorthair
Accession: SAMDO00635099 1D: 36884840
BioProject SRA

|dentifiers: BioSample: SAMDO0O0635098; SRA: DRS430743
Organism: Felis catus

isolate: Senzu; breed: American shorthair
Accession: SAMDO00635098 1D: 363884839
BioProject SRA

Send to: =

L

Felis catus American Shorthair breed

|dentifiers: BioSample: SAMD00228405; SRA: DRS430742
Organism: Felis catus

isolate: Senzu; breed: American Shorthair
Package: MIGS: eukaryote; version 6.0

Accession: SAMD00228405 1D: 15001096
BioProject SRA  Nucleotide

Help

Filters: Manage Filters

Find related data =

Database: | Select v

Recent activity =

Turn Off Clear

Q BioSample for BioProject (Select 634486)

(3) BioSample

B Felis catus strain:American Shorthair
BioProject
See more...
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BioSample :

Felis catus American Shorthair breed

Identifiers

Organism

Package

Attributes

Description

BioProject

BioSample: SAMD00228405; SRA: DRS430742

Felis catus (domestic cat)

cellular organisms; Eukaryota; Opisthokonta; Metazoa;, Eumetazoa; Bilateria; Deuterostomia; Chordata; Craniata; Vertebrata; Gnathostomata; Teleostomi;
Euteleostomi; Sarcopterygii; Dipnotetrapodomoerpha; Tetrapoda; Amniota; Mammalia; Theria; Eutheria; Boreoeutheria; Laurasiatheria; Camivora;

Feliformia; Felidae; Felinae; Felis

MIGS: eukaryote; version 6.0

sample name

biomaterial provider

breed

collection date

broad-scale environmental context
local-scale environmental context
environmental medium

estimated size

geographic location

isolation and growth condition
isolate

latitude and longitude

number of replicons

ploidy

project name

propagation

sex

tissue

locus_tag_prefix

Felis catus American Shorthair breed
Anicom Specialty Medical Institute Inc.
American Shorthair

2018

not applicable

not applicable

not applicable

2 44G

not applicable

not applicable

Senzu

not applicable

19

diploid

Genome sequencing project of American Shorthair cat
sexual

female

blood

AnAms

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

Keywords: GSC:MIxS;MIGS:6.0

PRJDB9879 Felis catus strain:American Shorthair

Retrieve all samples from this project

A

p NCBI Taxonomy)
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BioProject

Felis catus

strain:American Shorthair (domestic cat) Accession: PRJDB9879  1D: 63448

Genome sequencing project of American Shorthair cat

The domestic cat (Felis catus) is one of the most popular companion animals in the world. Modern cat breeds have See Genome
variations in traits such as coat color, tail length and ear shape as well as genetic diseases. In this project, a high quality Information for Felis
chromosome-scale assembly of American Shorthair breed is established, aiming to uncover the genetic effects on the catus

disease and traits of cats deeper. Less...

Accession
Data Type
Scope

Organism

Submission

Locus Tag
Prefix

Project Data:

NavigaTe Upr

PR.JDBS879 This projectis a
compoenent of the
Genome sequencing Kazusa Genome
Project: genome
Monoisolate sequencing and
assembly of
Felis catus [Taxonomy ID: 9685] Viridiplantae
Eulkaryota; Metazoa, Chordata; Craniata; Vertebrata; Euteleostomi; Mammalia; Eutheria; Laurasiatheria; Camivora;
Feliformia; Felidae; Felinae; Felis; Felis catus
Registration date: 21-May-2020 pro}:;::trj;"f(:l:: ed
NIG by organism.
AnAms 85 additional
projects are

components of the
Kazusa Genome
Project: genome

sequencing and
Number - !

Resource Name L assembly of
of Links Viridiplantae.

SEQUENGE DATA
Nucleotide (Genomic DNA) 20

| SRA Experiments. 31|

OTHER DATASETS

BioSample
Assembly

SUPPLEMENTARY DATA

BioNano map 1

- Assembly details: Download

Assembly

Level Chrs BioSample Taxonomy

GCA_013340865.2 Chromosome 19 SAMDO0228405 Felis catus

|~ SRADataD

etails

Parameter

Data volume, Ghases 630
Data volume, Tbytes 0.22

Value
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SRA Experiment

SRA

Access
Public (31)

Source
DNA (29)
RMNA (2)

Type
genome (29)

Library Layout
paired (1)
single (30)

Platform
lllumina (1)
PacBio SMRT (30)

Strategy
Genome (29)
other (2)

Data in Cloud
GS (31)
353 (31)
Clear all

Show additional filters

SRA

) searcn)
Advanced Help
Summary = 20 per page = Sendto:~  Filters: Manage Filters
View resulis as an expanded interactive table using the RunSelector. Send results to Run selecior Find related data =
Database:
Links from BioProject
Items: 1 to 20 of 31 Page [1 |of2 MNexi> Last>>
Recent activity =
[J Sequel sequencing of Domestic cat (Felis catus) American Shorthair breed Takae Iso-Seq Tum Off  Clear
1. 1 PACBIO_SMRT (Sequel) run: 21M spots, 30.7G bases, 7.3CGb downloads _ ] ]
Accession: DRX484402 Q, SRA Links for BioProject (Select 634486)
(31) SRA
[J Sequel sequencing_of Domestic cat (Felis catus) American Shorthair breed Senzu |so-Seq B Felis catus Senzu DNA, unplaced contig,
2. 1 PAGBIO_SMRT (Sequel) run: 13.4M spots, 20.3G bases, 4.8Gb downloads American Shorthair breed Nucleofide
Accession: DRX484401 Q BioSample for BioProject (Select 634486)
(3) BioSample
[J Sequel sequencing of Domestic cat (Felis catus) American Shorthair breed #28 WGS ) )
3. 1PACBIO_SMRT (Sequel) run: 657,783 spots, 12.1G bases, 2.8Gb downloads Q 634486[BioProject] (20) oot
Accession: DRX484400
B Felis catus strain/American Shorthair
0 Sequel sequencing of Domestic cat (Felis catus) American Shorthair breed #27 WGS BioProject
4. 1 PACBIO_SMRT (Sequel) run- 630,770 spots, 11.8G bases, 2 8Gb downloads See more..
Accession: DRX484399
[J Sequel sequencing_ of Domestic cat (Felis catus) American Shorthair breed #26 WGS
5. 1 PACBIO_SMRT (Sequel) run: 708,339 spots, 12.5G bases, 2.9Gb downloads
Accession: DRX484398
[J Sequel sequencing of Domestic cat (Felis catus) American Shorthair breed #01 WGS
30. 4 PACBIO_SMRT (Sequel) run: 739,066 spots, 11.8G bases, 2.8Gb downloads
Accession: DRX484373
[ llumina HisegX paired end sequencing.of Domestic cat (Felis catus) American Shorthair breed
31. Senzu WGS

1 ILLUMINA (HiSeq X Five) run: 772 5M spots, 233 3G bases, 111 9Gb downloads

Accession: DRX484372
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SRA Experiment: lllumina WGS Paired

DRX484372: lllumina HisegX paired end sequencing of Domestic cat (Felis catus) American Shorthair ‘

breed Senzu WGS
1 ILLUMINA (HiSeq X Five) run: 772.5M spots, 233.3G bases, 111.9Gb downloads

Submitted by: ANICOM

Study: Genome sequencing project of American Shorthair cat
PRJDB9879 « DRP012388 « All experiments « All runs
show Abstract

Sample: Felis catus American Shorthair breed
SAMDO00228405 « DRS430742 - All experiments = All runs
Organism: Felis catus

Library:
Name: CatSenzu
Instrument: HiSeq X Five
Strategy: WGS
Source: GENOMIC
Selection. RANDOM
Layout: PAIRED

BioSample

BioSample SAMD|

BioProject
BioProject PRJD]
« JOD1 7 MER
o HkEER

Sequence Read Archive

BioSample SAM D]

|

BioSample SAM

o B T)VIER
e Taxonomy ID

Dl

s

|

mRun DRR

(

Experiment

e SAJSU—IER
o = — DT HDME

= mRun

TRF:

N

Ty a B ST LI v IR

= 7—FJ7AJ)L(sralfastq)

Construction protocol: DNeasy Blood & Tissue Kit (QIAGEN), TruSeq DNA PCR-Free (lllumina)
Pipeline: show...

Runs: 1 run, 772.5M spots, 233.3G bases, 111.9Gb

Size

Published

Run

DRR500229 772,491,384

# of Spots # of Bases
233.3G

111.9Gb 2024-12-24
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SRA Run: Reads and Quality Values

Illumina HisegX paired end sequencing of Domestic cat (Felis catus) American

Shorthair breed Senzu WGS (DRR500229)

@ Metadata iaa Analysis = Reads 1™ Data access X FASTA/FASTQ download
Run Spots Bases Size GC Content Data Status  Published
DRR500229 7725M 2333G 1119GB NA Public 2024-12-24

Quality graph (bigger)
W Metadata aaa Analysis i= Reads 1M Data access

I

Experiment Library Name

DRX484372 CatSenzu

m

@ What can the filter be applied to?

Spots: 772,491,384 spots

Page 1 177,249,139 >

1 DRR500229.1

name: EQ0443:286:H2V7YCCX2:7:1101
member: 2

Find

Reads (separated)

quality scores

X FASTA/FASTQ download

advanced options

>gnl|SRA|DRR500229.1.1 E00443:286:H2V7YCCX2:7:1101:3823:1467  Biological (Biological)
NCCGAACTGT CAATAGAGTA CAACAGGGGG CCCAAACCCA TGAACCGCGA AATCATGACC

TGAGCCAAAG TCAGACGCTT AACCGACTGA GCCACCCAGT CGCCCCCACT TTTCAAGCTT

TAAAGCCGTT CTTCCTGGAC ACAAGAGGAA A

BioSample

BioSample SAMD|

BioProject
BioProject PRJD]
« JO T MER
o THRELR

Sequence Read Archive

BioSample SAM D]

BioSample SAMD

o B T)VIER
e Taxonomy ID

-

Run

[ Experiment

e SAJSU—IER
o = — DT HDME

RFE: POvIaVESTLI1w IR

rr% F—4& 7L (sralfastq)

Biosample 2 DRR500229.2
name: E00443:286:H2V7YCCX2:7:1101
member: 2
Biosample 2 DRR500229.3

SAMDO00228405 (DRS430742)

name: EQ0443:286:H2V7YCCX2:7:1101
member: 2

4 DRR500229.4
name: EQ0443:286:H2V7YCCX2:7:1101
member: 2

One channel quality score

30 30 30 30 30 30 30 30 30 30
30 30 30 30 30 30 30 30 30 30
30 30 30 30 30 30 30 30 30 30
30 30 30 30 30 30 30 30 30 30
30 30 30 30 30 30 30 30 30 30

30 30 30 30 30 30 30 30 30 30
30 30 30 30 30 30 30 30 30 30
30 30 30 30 30 30 30 30 30 30
30 30 30 30 30 30 30 30 30 30
30 30 30 30 30 30 30 30 30 30

30 30 30 30 30 30 30 30 3030
30 30 30 30 30 30 30 30 3030
3030 30 30 30 30 30 30 3030
30 30 30 30 30 30 30 30 3030
3030 30 30 30 30 30 30 3030

5 DRR500229.5
name: E00443:286:H2V7YCCX2:7:1101
member: 2

[r—

6 DRR500229.6

30

>gnl|SRA|DRR500229.1.2 E00443:286:H2V7YCCX2:7:1101:3823:1467  Biological (Biological)
NTGCTTACAG AGGACAGGCA GGAGGAGACT TGTCACAGAT CTCTCACCAA GCATGTGTCA

CCAGCCCCGT GTCTGCATGA ACCTGCTCAT GAAGGCTGTG AGAGGCGGGG TTCCTGGAAG

GCAGGGCTTT TCCACACTTA CCTTGAGGCC C

Bioproject SRA Study Ti

PRJDBO879 DRP012388 Gy

Show abstract

name: EQ0443:286:H2V7YCCX2:7:1101
member: 2

7 DRR500229.7
name: EQ0443:286:H2V7YCCX2:7:1101
member: 2

8 DRR500229.8
name: E00443:286:H2V7YCCX2:7:1101
member: 2

One channel quality score

30 30 30 30 30 30 30 30 30 30
30 30 30 30 30 30 30 30 30 30
30 30 30 30 30 30 30 30 30 30
30 30 30 30 30 30 30 30 30 30
30 30 30 30 30 30 30 30 30 30
30

3030 30 30 30 30 30 30 30 30
30 30 30 30 30 30 30 30 30 30
30 30 30 30 30 30 30 30 30 30
3030 30 30 30 30 30 30 30 30
30 30 30 30 30 30 30 30 30 30

30 30 30 30 30 30 30 30 3030
30 30 30 30 30 30 30 30 3030
30 30 30 30 30 30 30 30 3030
30 30 30 30 30 30 30 30 3030
30 30 30 30 30 30 30 30 3030

15



SRA Run: sra/fastq

lllumina HiseqX paired end sequencing of Domestic cat (Felis catus) American

Shorthair breed Senzu WGS (DRR500229)

W Metadata a8 Analysis i= Reads |M Data access X FASTA/FASTQ download

SRA archive data
SRA archive data is normalized by the SRA load process and used by the SRA Toolkit to read and

produce formats like FASTQ, SAM, etc. The default toolkit configuration enables it to find and

W Metadata ama Analysis i= Reads

Download for Experiment DRX484372

Spots

1M Data access

& FASTA/FASTQ download

This run exceeds the download limit (>5 Gbases). Use SRA
Toolkit to download runs locally in your preferred format.

retrieve SRA runs by accession. DAccession | Total Bazes .
Total Filtered
Public SRA files are now available from GCP and AWS cloud platforms as well as from NCBI.
Access to most data in the cloud requires a user account with the cloud service provider. The AL SASHLEEIER T
user's account will incur costs for cloud compute or to copy data outside of the specified cloud
service region.
Type Version Created Size Location Name 7 ™
SRA 1 2024-12- 111.9GB AWS https:/fsra-pub-run-odp.s3.amazonaws.com/sra/DRR500229/DRR500229 SRR000001.fastq | Unpaired
Normalized 24 P
SRA Lite 1 2024-12- 67.7GB  NCBI https://sra-downloadb_be-md.ncbi.nim.nih.gov/sos7/sra-pub-zq- faSterq-dump
24 41/DRR000/500/DRR500229/DRR 500229 lite.1
SRR0O00001 SRR000001_1.fastq | Forward
AWS s3://sra-pub-zg-6/DRR500229/DRR500229 lite 1
GCP gs:/fsra-pub-zg-103/DRR500229%/DRR500229 lite 1
SRR0O00001_2.fastq | Reverse
. S

prefetch DRR500229
fasterq

- dump DRR500229 -- split

- files
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Experiment

SRA

Access
Public (31)

Source
DNA (29)
RMNA (2)

Type
genome (29)

Library Layout
paired (1)
single (30)

Platform
lllumina (1)
PacBio SMRT (30)

Strategy
Genome (29)
other (2)

Data in Cloud
GS (31)
353 (31)
Clear all

Show additional filters

6

SRA

") | searcn |
Advanced Help
Summary = 20 per page = Sendto:~  Filters: Manage Filters
View resulis as an expanded interactive table using the RunSelector. Send results to Run selecior Find related data =
Database:
Links from BioProject
Items: 1 to 20 of 31 Page [1 |of2 MNexi> Last>>
Recent activity =
[J Sequel sequencing of Domestic cat (Felis catus) American Shorthair breed Takae Iso-Seq Tum Off  Clear
1. 1 PACBIO_SMRT (Sequel) run: 21M spots, 30.7G bases, 7.3CGb downloads _ ] ]
Accession: DRX484402 Q, SRA Links for BioProject (Select 634486)
(31) SRA
[J Sequel sequencing_of Domestic cat (Felis catus) American Shorthair breed Senzu |so-Seq B Felis catus Senzu DNA, unplaced contig,
2. 1 PAGBIO_SMRT (Sequel) run: 13.4M spots, 20.3G bases, 4.8Gb downloads American Shorthair breed Nucleofide
Accession: DRX484401 Q, BioSample for BioProject (Select 634486)
(3) BioSample
[J Sequel sequencing of Domestic cat (Felis catus) American Shorthair breed #28 WGS ) )
3. 1PACBIO_SMRT (Sequel) run: 657,783 spots, 12.1G bases, 2.8Gb downloads Q 634486[BioProject] (20) R
Accession: DRX484400
B Felis catus strain/American Shorthair
0 Sequel sequencing of Domestic cat (Felis catus) American Shorthair breed #27 WGS BioProject
4. 1 PACBIO_SMRT (Sequel) run- 630,770 spots, 11.8G bases, 2 8Gb downloads See more

Accession: DRX484399

[J Sequel sequencing of Domestic cat (Felis catus) American Shorthair breed #26 WGS
1 PACBIO_SMRT (Sequel) run: 708,339 spots, 12.5G bases, 2.9Gb downloads
Accession: DRX484398

o

30. 4 PACBIO_SMRT (Sequel) run: 739,066 spots, 11.8G bases, 2.8Gb downloads
Accession: DRX484373

[ llumina HisegX paired end sequencing.of Domestic cat (Felis catus) American Shorthair breed
31. Senzu WGS

1 ILLUMINA (HiSeq X Five) run: 772 5M spots, 233 3G bases, 111 9Gb downloads

Accession: DRX484372
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SRA Run Selector:

L T I o N o T S

[T o S S R SO S S Y
[ N R - R =1

6

Common Fields

Assay Type BioProject
AvgSpotlen

Consent
Bases
BioSample BREED
Bytes

Center Name
Collection_Date

Instrument DATASTORE filetype

LibraryLayout DATASTORE provider

LibrarySelection

LibrarySource DATASTORE region

Platform Organism
Sample Name
project name

=

Total

Sample_name

geo_loc_name
ge0_loc_name_country
geo_loc_name_country_continent

Selected

2% Found 31 ltems

PRIDB%879

PUBLIC

American Shorthair

ANICOM
RUN.ZQ, SRA

G5, NCBI, 53

gs.us-east1, ncbi.public, s3.us-east-1

Felis catus

Genome sequencing project of American Shorthair cat

Runs Bytes

Bases

31 20510Gb 629.70G

2
& Assay Type

Download

Metadata or

4
Collection_Date

Accession List

5 &
% Experiment % Instrument

BioProject
BioProject ~ PRJ D}
- JOST MER
*» SHIER

Sequence Read Archive -

BioSample

BioSample SAMD
BioSample SAMD

BioSample SAMD

o U T)LIER
¢ Taxonomy ID

Experiment

DRR

« SIS U—IER
o =T HOE

?‘—5’774’)14(sra/fastq
KT POy a>E\ESTLIA VIR

)

Q

Clear

7 g
isolate & Library Name

2
% LibraryLayout

® ~ Run & BioSample
1 DRR500229 SAMDO00228405 WGS 2013 DRX484372 HiSeq X Five Senzu CatSenzu PAIRED
2 DRR500230 SAMDO00228405 WGS 2018 DRX484373  Sequel Senzu  cat0l SINGLE
3 DRR500231 SAMDO00228405 WGS 2018 DRX484374  Sequel Senzu  cat02 SINGLE
29 DRR500257 SAMDO0228405 WGS 2018 DRX484400 Sequel Senzu  cat28 SINGLE
30 DRR500258 SAMDO06350%8 FL-cDNA 2018-10-31 DRX454401 Sequel Senzu  senzu_isoseq SINGLE
3 DRR500259  SAMDO0635099  FL-cDMNA 2018-0%9-28 DRX484402 Sequel Takae  takae_isoseq SINGLE
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BioProject

Felis catus

strain:American Shorthair (domestic cat) Accession: PRJDB9879  1D: 63448

Genome sequencing project of American Shorthair cat

The domestic cat (Felis catus) is one of the most popular companion animals in the world. Modern cat breeds have See Genome
variations in traits such as coat color, tail length and ear shape as well as genetic diseases. In this project, a high quality Information for Felis
chromosome-scale assembly of American Shorthair breed is established, aiming to uncover the genetic effects on the catus

disease and traits of cats deeper. Less...

Accession
Data Type
Scope

Organism

Submission

Locus Tag
Prefix

Project Data:

NavigaTe Upr

PR.JDBS879 This projectis a
compoenent of the
Genome sequencing Kazusa Genome
Project: genome
Monoisolate sequencing and
assembly of
Felis catus [Taxonomy ID: 9685] Viridiplantae
Eulkaryota; Metazoa, Chordata; Craniata; Vertebrata; Euteleostomi; Mammalia; Eutheria; Laurasiatheria; Camivora;
Feliformia; Felidae; Felinae; Felis; Felis catus
Registration date: 21-May-2020 pro}:;::trj;"f(:l:: ed
NIG by organism.
AnAms 85 additional
projects are

components of the
Kazusa Genome
Project: genome

Numb sequencing and
Resource Name ur|.1 er aslsgmbly of
of Links Viridiplantae.

SEQUENGE DATA

[ Nucleotide (Genomic DNA) 20 |

SRA Experiments 31
OTHER DATASETS

BioSample
Assembly

SUPPLEMENTARY DATA

BioNano map 1

- Assembly details: Download

Assembly

Level Chrs BioSample Taxonomy

GCA_013340865.2 Chromosome 19 SAMDO0228405 Felis catus

|~ SRADataD

etails

Parameter

Data volume, Ghases 630
Data volume, Tbytes 0.22

Value
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Qs

Nucleotide [Nucleotide v 634486[BioProject] | search
Create alert Advanced Help

Species Summary = 50 per page - Sort by Default order « Send to: +  Filters: Manage Filters
Animals (20)
Customize . -

Items: 20 Analyze these sequences
Molecule types Run BLAST
genomic DNA/RNA (20) (] Felis catus Senzu DNA, chromosome: X, American Shorthair breed
Customize ... 1. 129,629,249 bp linear DNA ]
Source Accession: AP023170.1 Gl: 1848010751 Find related data _
databases Assembly BioProject BioSample Taxonomy Database: | Select -
INSDC (GenBank) (20) GenBank FASTA Graphics
Customize .
Sequence () Felis catus Senzu DNA, chromosome: F2, American Shorthair breed
Type 2. 86,116,642 bp linear DNA I
Nucleotide (20) Accession: AP0231691 GI: 1848010750 Search details __
Sequence Assembly BioProject BioSample Taxonomy 634486[BioProject]
length GenBank FASTA Graphics

() Felis catus Senzu DNA, chromosome: A1, American Shorthair breed
18. 243,504,654 bp linear DNA

Accession: AP023152.1 G- 1848010732

Assembly BioProject BioSample Taxonomy

GenBank FASTA Graphics

(] Felis catus Senzu DNA, unplaced contig, American Shorthair breed
20. 1,381 bp linear DNA

Accession: AP023171.1 GI: 1843987454
Assembly BioProject BioSample Taxonomy

GenBank FASTA Graphics




Felis catus Senzu DNA, chromosome: A1, American Shorthair breed

GenBank: AP023152.1
FASTA  Graphics

Al

Go to: (¥

LOCUS APO23152 243504654 bp DA Linear  MAM 21-MAY-2020
DEFINITION Felis catus Senzu DMA, chromosome: A1, American Shorthair breed.
ACCESSION  APD23152
VERSLON APD23152.1
DELINK BioProject: PRIDBYATY
BioSample: SAMDO0?28405
KEYWORDS
SOURCE Felis catus (domestic cat)
ORGANISM Eelis catus
Fukaryota: Metazoa: Chordata; Craniata; Vertebratas Euteleostomis
Mammalia: Eutheria: Laurasiatherias Carnivora; Feliformia; Felidae:
Felinae: Felis.
REFERENCE 1
AUTHORS  Isobe, S., Matsumoto, Y., Chung,C., Sakamoto,M., Chan,T.-F.,
Hirakawa, H., Ishihara,G., Lam H.-M., Nakayama,S., Sasamoto,S.,
Tanizawa, Y., Watanabe,A., Watanabe,K., Yagura,M. and Makamura, Y.
TITLE Anfms1.0: A high quality chromosome-scale assembly of an American
Shorthair Cat
JOURNAL  Unpublished
REFERENCE 2 (bases 1 to 243504654)
AUTHORS  Isobe, S., Matsumoto, Y., Chung, C., Sakamoto,M., Tanizawa, Y. and
Nakamura, Y.
TITLE Direct Submission
JOURNAL  Submitted (19-MAY-2020) Contact:Yasukazu Nakamura National

Institute of Genetics: 1117 Yata, Mishima 411-8540, Japan
COMMENT #Genome-Assemb ly-Data-STARTH#
Assembly Method ti FALCOM v. 1.8.8: HiRise; Bionano Access v.
1.4
Assenbly Name 1 AnAms 1.0
Genome Coverage 11 120x

Sequencing Technology @@ PacBio Sequel; [llumina HiSeqX: Dovetail
Hi-C: Bionano Saphyr

#tenome-Assenhlv-Data-ENDEE
FEATURES Location/Qualifiers
s0Urce 1.. 243504654

Jorganism="Felis catus”
/mol_type="genomic DNA"
Jisolate="Senzu”
Jdb xref="taxon:9685"
/chromosome="A1"
/sex="female”
/note="Biomaterial provider: Anicom Specialty Medical
Institute Inc.:
breed: American Shorthair”

assembly gap  93622..937T17
Jestimated length=unknown
/9ap_type="within scaffold”
/linkage evidence="proximity ligation”

ORIGIN
1 tccaagattc ccagogttag ggaagggtag cttccaggct gitagcagea gagitgagag
61 gacattttct ficagictag gtcatgtttt tctoctttca agticacatc cccagcagag
121 ggaatcicat tegcccacct fggcciaaag fofctfaccct fegaacaact caagccagat

| BioProject
| BioSample

(AP023152)

FEATURES
source

assembly gap

Location/Qualifiers

1.. 243504654
Jorganism="Felis catus”
/mol type="genomic DNA"
Jisolate="Senzu”

Jdb xref="taxon:%9685"
Jchromosome="A1"
Jsex="female”

/note="Biomaterial provider: Anicom Specialty Medical

Institute Inc.:

breed: fmerican Shorthair”™
93622, . 93721

festimated length=unknown

Jgap type="within scaffold”

/linkage evidence="proximity ligation”

4 4

Feature/Location/Qualifier
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DDBJ Search

{at DDBJ Search Home > Entries > BioProject > PRJDB9879 About DDBJ Search API
Title Genome sequencing project of American Shorthair cat Type BioProject
Name Felis catus strain:American Shorthair Accession PRJDBE9879
Description The domestic cat (Felis catus) is one of the most popular companion animals in the world. Modern cat breeds have variations in traits such as coat color, tail length and ear Status @ Public

shape as well as genetic diseases. In this project, a high quality chromosome-scale assembly of American Shorthair breed is established, aiming to uncover the genetic effects

on the disease and traits of cats deeper. Accessibility () Public Access
Organism Felis catus [ Date Submitted 2020-05-13
Organizations  Role: owner / Type: center Date First Published 2020-05-22

NIG

Date Last Published 2020-05-22
Project Type Genome sequencing

Download
JSON-LD

Related Links

BioSample (3) SAMD00228405 SAMDO00635098 SAMDO00635099

SRA Run (31) DRR500229 DRR500230 DRR500231 DRR500232 DRR500233 DRR500234
DRR500235 DRR500236 DRR500237 DRR500238 DRR500239 DRR500240
DRR500241 DRR500242 DRR500243 DRR500244 DRR500245 DRR500246
DRR500247 DRR500248 DRR500249 DRR500250 DRR500251 DRR500252
DRR500253 DRR500254 DRR500255 DRR500256 DRR500257 DRR500258
DRR500259

SRA Experiment (31) DRX484372 DRX484373 DRX484374 DRX484375 DRX484376 DRX484377
DRX484378 DRX484379 DRX484380 DRX484381 DRX484382 DRX484383
DRX484384 DRX484385 DRX484386 DRX484387 DRX484388 DRX484389
DRX484390 DRX484391 DRX484392 DRX484393 DRX484394 DRX484395
DRX484396 DRX484397 DRX484398 DRX484399 DRX484400 DRX484401
DRX484402

SRA Study (1) DRP012388

insdc {20) AP023152 [ AP023153 [ AP023154 [ AP023155 [ AP023156 [ AP023157 [
AP023158 [ AP023159 [ AP023160 [ AP023161 [ AP023162 [ AP023163 [
AP023164 [ AP023165 [ AP023166 [ AP023167 [ AP023168 [4 AP023169 [
AP023170 [ AP023171 [

insdc-assembly (1) GCA_013340865 [




INSDC s
Research Organization of ) National Library of Medicine (NLM),
. European Molecular Biology . .

Data t Information and Systems (ROIS), Laborat (EMBL), E National Center for Biotechnology

ata type aborator , European . )

P National Institute of Genetics o y ) . P Information (NCBI) at the National
Bioinformatics Institute (EBI) )
(NIG) Institutes of Health
Next Sequence Read Archive Sequence Read Archive
Generation
reads
European

Assembled DDBJ Nucleotide GenBank
Sequences Archive
Samples BioSample BioSample
Studies BioProject BioProject

SRA - NGS

A Run

A 4

DDBJ/ENA/GenBank -

A1 1

A /
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BioProject
BioSample

DRA (DDBJ SRA)
DDBJ



|

BioProject
BioSample D-way DDBJ
DRA NGS
NSSS: 9 100% | BOOkb » 4 01
DDBJ

MSS: A SN P P DDBJ
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D-way

D-way

DDBJ Submission Portal D-way

(August 14 to 17) DDBJ Center Closing for Summer Break

Revision of the Terms of Use (Access and Benefit-Sharing)

Login to submit data to DDBJ BioProject, BioSample, Sequence Read Archive (DRA) and Genomic Expression
Archive (GEA).

Login ID: ‘ ‘

Password: ‘ ‘

e Never submit data without the permission of the principal investigator.
HREBEAEOF IR T—FEEFRULBNTLEE,

* When you are submitting data derived from human subjects, please read "Submission of research data from

human subjects”.
ERCEET ST —AEERT BEE b FERREUVEHRET —FOFRCDOVNTI] ZmLTIIEE0,

Forgot password (English, Japanese)?
Forgot username (English, Japanese)?
| Register for a new account |

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

DDBJ Account

New Account

Username *

Must be 3-24 characters, start with a lowercase letter or digit (not _ or -), and contain only lowercase letters,

digits, undersceres, or hyphens.

Password *

At least 8 characters.

Password confirmation *

Email *

First name * First name in Japanese
Middle name

Last name * Last name in Japanese

| have read and agree to the Terms of Use. *

Create Account

DDBJ /A 8

2 DDB]J

DNA Data Bank of Japan

Sign in to your account

Username or email

Password

o
Forgot Password?

$

Profie SSH keys

Password
No SSH keys
Logout
ASSH O
sftp i
https://www.ddbj.nig.ac.jp/ddbj -account.html
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D-way

D-way

DDBJ Submission Portal D-way

(Auqust 14 to 17) DDBJ Center Closing_for Summer Break

Revision of the Terms of Use (Access and Benefit-Sharing)

Login to submit data to DDBJ BioProject, BioSample, Sequence Read Archive (DRA) and Genomic Expression
Archive (GEA).

Login ID: |test09 |

Password: |sesssssss |

Login

+ Never submit data without the permission of the principal investigator.
AREAEOFFIRL T —FZEERUIINTIZEL,

* When you are submitting data derived from human subjects, please read "Submission of research data from

human subjects"
ERCHET ST YEEFITSEEE EREEREULEHART —ADERICDVNT] #3imL C{ZE0,

Forgot password (English, Japanese)?
Forgot username (English, Japanese)?
Register for a new account
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D-way

% ]' test09 | Account | Logout
D Dt ko e D-way TOP | BioProject | BioSample | DRA | GEA

Revision of the Terms of Use (Access and Benefit-Sharing)

Account: test09

BRI -2 3204 b THCETIV DN OERICINA D CERAENERNENET.
Submission navigation site: By answering several questions about your data, you will be guided how to submit
your data.

Register a public key to submit data to DRA/GEA.
DRA/GEA [CT —5%ERTIRHICE. DHBOEENNETT.

When you are submitting data derived from human subjects, please read "Submission of research data from human subjects".
EHCHETEST —YEEBFIIBEE EFEHNRE UEHART —ADEE(CDOVNT] BRFEL TS,

© Use only ASCII characters (English letters) throughout your submission. Non-ASCII characters (for example, Japanese and
special characters) are not accepted.
BHR(C(F ASCII XF (FEEXF) OHFFERALTLIZEN., 38 ASCI XF (AABEPHHRIFRE) @Z T TVER A,

O If there is no reply from submitters after three months of initial contact from us, submissions will be cancelled.
EFECHVWSHEEZMB M EEEMEVES(E Submission &3 22 LUz LET,

BioProject
A collection of biological data related to a single initiative, originating from a single organization or from a consortium.

You can register a project here and later submit and link sequence data to the project. Manual
CohETOTIY OHFESREL, BOSENFT—4EBEEL IO MCBEMTEC LA TEERY. XZaFIL

BioSample

Descriptions of biological source materials used to generate experimental data in any of DDBJ’s primary data archives.
You can register sample(s) here and later submit and link sequence data to the sample(s). Manual
CChEYYTILOFEERL. BNSET—4RERLTYYIILICEETScenttE=EY. a7l

DDBJ Sequence Read Archive (DRA)

DRA stores raw and aligned sequence data from next-generation sequencing platforms.
You can complete both your BioProject as well as BioSample submissions within DRA submission interface. Manual
DRA B85 4 — JI—ATEEHT BioProject, BioSample & DRA X5TF —4SEB{FI LN TEET. ¥—17IL
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BioProject . SUBMITTER

BioProject Submission ID: PSUB049081

j SUBMITTER u GENERAL INFO U PROJECT TYPE U TARGET U PUBLICATION U OVERVIEW

~Submitter™

First name: ‘Hanako ‘ *Last name : ‘Mishima ‘ -

*Email : |te5t09@nig.ac.jp ‘

First name : ‘I{:hiro ‘ *Last name : ‘Fuji ‘ (=]

*Email : |te5t1[]@nig.ac.jp ‘

&» Add another submitter

Enter submitting organization.

—0rganization

*Submitting organization ™ : |Nati0nal Institute of Genetics ‘

Submitting organization URL® : ‘ ‘

Specify when this submission should be released to the public.
—Data Release™

@ Hold (not viewable until the release of linked data)

(O Release immediately following curation

‘Conﬁnue
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BioProject . GENERAL INFO

j SUBMITTER U GENERAL INFO U PROJECT TYPE U TARGET U PUBLICATION |_| OVERVIEW

—Project Description

* Project title™ : ‘Genome sequencing project of American Shorthair cat ‘

* Description™ : [The domestic cat (Felis catus) is one of the most popular companion animals in the
world. Modern cat breeds have variations in traits such as coat color, tail length and
ear shape as well as genetic diseases. In this project, a high quality chromosome-
scale assembly of American Shorthair breed is established, aiming to uncover the
genetic effects on the disease and traits of cats deeper.

Provide a description (a paragraph) of the study goals and relevance (more than 100 characters).

For umbrella projects, please include the comment: "Please register this as an umbrella project.”

For human data submissions approved by DBCLS, please provide both the hum ID and application ID (e.g., hum0001, J-
DS000001-001).

—Comments

Private comments to DDBJ staff“ :

Cominents

A ~ Umbrella 1 project \ B

Primary project

Primary project
Primary project

~ Umbrella project }

Umbrella project

//\

Primary project Primary project

* Umbrella project \

Primary project

Primary project
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BioProject

: PROJECT TYPE

J SUBMITTER U GENERAL INFO U PROJECT TYPE U TARGET U PUBLICATION U OVERVIEW ]

A general label indicating the primary study goal.

— *Project data type”

Genome Sequencing :
Clone Ends :

Epigenomics :

Exome :

Map :

Metagenome :

Phenotype and Genotype :
Proteome :

Random Survey :
Targeted Locus (Loci):
Transcriptome or Gene Expression :
Variation :

COther :

Ooo0oDoo0Ooo0ooOooo e

Indicates the scope and purity of the biclogical sample used for the study.

—Sample scope/Material /Capture /Methodology

*Sample scope® : *Material © : *Capture® : [whole ~

*Methodology ® : | Sequencing v |

Project goals with respect to the type of data that will be generated and submitted to an INSDC-associated database.
~ *Objective”

Raw Sequence Reads :
Sequence :

Analysis :

Assembly :
Annotation :
Variation :
Epigenetic Markers :
Expression :

Maps :

Phenotype :

Other :

R < R < <
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BioProject

- TARGET O OVERVIEW

J SUBMITTER U GENERAL INFO U PROJECT TYPE U TARGET U PUBLICATION U OVERVIEW |

If the project targets multiple organisms, enter a common lineage e.g. "Mammalia” (taxonomy id: 40674) for the project
targeting "Homo sapiens” and "Mus musculus”.
If an organism name is not found in the NCBI Taxonomy, enter a lineage or a species name with sp. e.g. "Escherichia sp.”
(tax id: 1884818) for a novel species "Escherichia sp. ABCDEF".
Apply a novel organism name in BioSample.

Organism information®

*0rganism name® : |Felis catus

Taxonomy ID : _

OR Isolate name or label® -

Strain, breed, cultivar® : |

J SUBMITTER U GENERAL INFO ]_[ PROJECT TYPE U TARGET ]_[ PUBLICATION ]_[ OVERVIEW |

Publication

PubMed 1D : _ OR DOIY : 10.1016/j.jare.2024.10.023 |

(» Add another publication

| suBMITTER | | GENERALINFO | | FROJECTTYFE | [ TARGET | [ PUBLICATION || oOvERviEw |

SUBMITTER
Submitter 1
First name Hanako
Last nama Mishima
Email nestD@nig. ac. jp
Submitter 2
First name Tefiro
Last nama Fuji
Email restindnig.ac. jp
Organization
Eubmitting arganization Mational Institute of Ganetics
Data Release
Data Release Hald
GEMERAL INFO
Project Description
PFroject tithe Falis catus strain:American Shorthair (domestic cat)
"
.
-
TARGET

Organism information

Organism name Felis catus
Taxonomy 1D 9685
PUBLICATION
Publication 1
PubMed ID
DoI 10.1018/].jare. 2024.10.023

B 1 confirm that, to the best of my knowledge, the data submitted here sre not Subject to any restrictions
that weuld prevent their open sharing through the databases operated by the BioData Science Initiative
{BSI). I have also reviewed and agreed to the BSI Terms of Use, including the provisions on the rights and
duties of submitters, the handing of human-derived research data, and the access and benefit-sharing
[ABS} of genetic resources,

Read mare:

= BSI Terms of Use: Rtgs:/fwwe.0dbj.mig.ac.jp/ policies-g.ntml
- Applrcdﬂe natianal and intermational laws and rules on access and henerl-sha'ing:
Pt S o Bl nig. ac. oy o fen/ abs-date-sharing-g.html
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Bio

Project

BioProject submission list for test09

New submissionl

@ To update an existing record or recent submission, please send your request with your Submission ID or BioProject accession
included (English, Japanese).

PSUBD49081

cat

BioProject Accession ] Status Title $ Project Type $ Created Date $
| ) Genome sequencing project of American Shorthair i
PRJDB42877| Private 9 g prol Primary 2026-08-03

Q
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% ]' test09 | Account | Logout
D Dt ko e D-way TOP | BioProject | BioSample | DRA | GEA

Revision of the Terms of Use (Access and Benefit-Sharing)

Account: test09

BRI -2 3204 b THCETIV DN OERICINA D CERAENERNENET.
Submission navigation site: By answering several questions about your data, you will be guided how to submit
your data.

Register a public key to submit data to DRA/GEA.
DRA/GEA [CT —5%ERTIRHICE. DHBOEENNETT.

When you are submitting data derived from human subjects, please read "Submission of research data from human subjects".
EHCHETEST —YEEBFIIBEE EFEHNRE UEHART —ADEE(CDOVNT] BRFEL TS,

© Use only ASCII characters (English letters) throughout your submission. Non-ASCII characters (for example, Japanese and
special characters) are not accepted.
BHR(C(F ASCII XF (FEEXF) OHFFERALTLIZEN., 38 ASCI XF (AABEPHHRIFRE) @Z T TVER A,

O If there is no reply from submitters after three months of initial contact from us, submissions will be cancelled.
EFECHVWSHEEZMB M EEEMEVES(E Submission &3 22 LUz LET,

BioProject
A collection of biological data related to a single initiative, originating from a single organization or from a consortium.

You can register a project here and later submit and link sequence data to the project. Manual
CohETOTIY OHFESREL, BOSENFT—4EBEEL IO MCBEMTEC LA TEERY. XZaFIL

BioSample

Descriptions of biological source materials used to generate experimental data in any of DDBJ’s primary data archives.
You can register sample(s) here and later submit and link sequence data to the sample(s). Manual
CChEYYTILOFEERL. BNSET—4RERLTYYIILICEETScenttE=EY. a7l

DDBJ Sequence Read Archive (DRA)

DRA stores raw and aligned sequence data from next-generation sequencing platforms.
You can complete both your BioProject as well as BioSample submissions within DRA submission interface. Manual
DRA B85 4 — JI—ATEEHT BioProject, BioSample & DRA X5TF —4SEB{FI LN TEET. ¥—17IL
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BioSample

BioSample Submission ID: SSUB048035

J SUBMITTER |_[ GENERAL INFO USAMPLE PACKAGEU ATTRIBUTES U OVERVIEW |

~Submitter®
First name : |Hanako | *Last name: ‘Mish'\ma | =]
*Email : ‘testOQ@mg.ac.jp ‘
First name : |Ichir0 | *Last name: ‘Fuji | -]

*Email : ‘testio@mg.ac.jp ‘

@ Add another submitter

Enter submitting organization.
~Organization

*Submitting orgamizat'\ono : |Nationa| Institute of Genetics

Submitting organization URL® : |

: SUBMITTER O GENERAL INFO

SUBMITTER | GENERAL INFO \USAMPLE PACKAGEU ATTRIBUTES U OVERVIEW |

Specify when this submission should be released to the public.
~Data Release

® Hold (not viewable until the release of linked data)

O Release immediately following processing

~External Links

Link descri ption‘-’ URL®

© Add another link

~Comments

Private comments to DDBJ staff® :
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BioSample

: SAMPLE PACKAGE

J SUBMITTER U GENERAL INFO USAMPLE pACl(AGEU ATTRIBUTES ]_[

OVERVIEW

Select the package that best describes your samples.
For more information, please see the sample type page (English, Japanese).

—~Sample package

*Core Package :
® Standard

(O SARS-CoV-2: clinical or host-associated
(O SARS-CoV-2: wastewater surveillance
O Microbe
) Model organism or animal
() Metagenome or environmental
O Invertebrate
O Human
O Plant
O Virus
() Beta-lactamase
O Omics
O Pathogen

(O Genome, metagenome or marker sequences (MIxS compliant)

Use when it is not advantageous to use the Genome Standards Consortium (GSC) minimum information (MIxS) packages.

Continue
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DDBJ/NCBI A

Genomic Standards Consortium (GSC)

N

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

0 { Beo_loc_name P

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

1

6

No environmental package

agriculture

air

built

food-animal
food-farm_env
food-human_foods
food-prod_facility
host-associated
human-associated
human-gut

human-oral

human-skin
human-vaginal
hydrocarbon-cores
hydrocarbon-fluids_swabs
microbial
miscellaneous
plant-associated
sediment

soil
symbiont-associated
wastewater

water

0 ¥ pcollection_date P 1
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BioSample : SAMPLE PACKAGE 2

MIGS.eu

J' SUBMITTER |_| GENERAL INFO USAMPLE PACKAGEU ATTRIBUTES |_|

OVERVIEW |

Select the package that best describes your samples.
For more information, please see the sample type page (English, Japanese).

—Sample packag

*Core Package :
O Standard

O Pathogen
I ® Genome, metagenome or marker sequences (MIxS compliant)

the Genome Standards Conscrtium (GSC).

) Cultured Bacterial/Archazal Genomic Sequences (MIGS)
® Eukaryotic Genomic Sequences (MIGS)

O Viral Genomic Sequences (MIGS)

O Environmental/Metagenome Genomic Sequences (MIMS)
O Metagenome-assembled Genome Sequences (MIMAG)

O Single Amplified Genome Sequences (MISAG)

(O Specimen Marker Sequences (MIMARKS)

O Survey-related Marker Sequences (MIMARKS)

O Uncultivated Viral Genome Sequences (MIUVIG)

Use for genomes, metagenomes, and marker sequences. These samples include specific attributes that have been defined by

—Environmental package (MIxS ple)

*Enyi mple) :
®No environmental package

Oagriculture

Cair

Obuilt

Cfood-animal and animal feed

Cfood-farm environment
Ofood-food production facility
Ofood-human foods
(Chost-associated
Ohuman-associated
Chuman-gut

Chuman-oral

Chuman-skin
Chuman-vaginal
(Chydrocarbon resources-cores
Ohydrocarbon resources-fluids/swabs
Omicrobial mat/biofilm
(Omiscellanecus or artificial
Oplant-associated

Osediment

Osoil

Osymbiont-associated
Cwastewater/sludge

Cwater

39



BioSample

: ATTRIBUTES

| susmrTTER |_| GENERAL INFO | [SAMPLE PACKAGEU ATTRIBUTES |_| OVERVIEW |

~Attributes

Describe your sample(s) by providing sample attributes.
For more information, please see the sample attribute page (English, Japanase)

#Attributes file : BRENTULERA

JDownload a template text file for BioSample attributes |

'missing’.

Download and edit the template text file in spreadsheet or text editor.

* YYou can submit multiple samples described in lines.

LT EEHITICEE L, FLOTERID LN TEFT.

» If you do not have information for the required attribute(s), please provide the value as either 'not collected’, 'not applicable’ or

HEBIECE T SELYRVMES(E. not collected’, 'not applicable’ £ < [3 'missing' AL T LT

* Provide 'organism’ and 'taxonomy id' as registered in NCBI Taxonomy (for unregistered organism)
NCBI Taxonomy[cEE =N TVSENFE. ‘organism’ & 'taxonomy id' ICEALT L EEW (EEREQEUOES)

*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

e IN1 p 2
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BioSample : INSDC missing value reporting terms

INSDC term INSDC term S INSDC term
Definition :
(top level) (lower level) (reporting level)

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

not applicable appropriately

sample group

synthetic construct

Information of an expected format was not given because it has lab stock

not collected not been collected

third party data

missing not brovided Information of an expected format was not given, a value may be data agreement
P given at the later stage established pre -2023
. Information exists but can not be released openly because of endangered species
restricted access :
privacy concerns human -identifiable
6 N d4 N
A geo_loc_name collection_date - missing: reporting level term ( missing: lab stock)
A s 24 top lower level terms p missing P
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BioSample . ATTRIBUTES - validation

&1 error

(43}

J SUBMITTER |_| GENERAL INFO \|_|'SAMDLE DACKAGEU' ATTRIBUTES |_| OVERVIEW |

Error Message BS R0138 error Invalid Attribute value for controlled terms

m Attribute value is not in controlled terms. (explanation: @glish,_% . . .
message: Attribute value is not in controlled terms |] .

Show entries ' .

Sample name Attribute Attribute value
Felis catus American Shorthair breed sex femal
. . attribute controlled terms
Showing 1 to 1 of 1 entries
rel_to_oxygen "aerobe", "anaerobe", "facultative”, "microaerophilic”, "microanaerobe”, "obligate
If applicable, the taxonomy id will be automatically filled and the organism ~~— "~ yo ) ' ' ’ p- ' ' 9
scientific name. When the organism(s) is novel, please enter proposed name(s) in tf, w-type bloﬂenous : cosmoﬁenous ; hyd“’ﬂe“o“s i "thoﬂf’“o“s
taxonomy id empty and submit the BioSample. (explanation: English, Japanese) sex "male", "female", "pooled male and female", "neuter”, "hermaphrodite”, "intersex
Show entries space_typ state "typical occupied", "typically unoccupied”, "missing", "not applicable", "not collect

Suggested value

Sample name EIREEIEL taxonomy_id (taxonomy_id)

Felis catus American
Shorthair breed

Showing 1 to 1 of 1 entries Previous Next

Describe your sample(s) by providing sample attributes.
For more information, please see the sample attribute page (English, Japanese)
~Attributes

‘ MIGS_eu.txt ‘

Felis catus 9685

(]
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BioSample : OVERVIEW

| sumrTter | | GENERAL InFO | [sAMPLE PackAGE| | ATTRIBUTES || oOVERVIEW

SUBMITTER
Submitter 1
First name Mishima
Last name Hanako
Email test09@nig.ac.jp
Submitter 2
First name Ichiro
Last name Fuji
Email test10@nig.ac.jp

Organization
Submitting organization Mational Institute of Genetics
Submitting organization URL

‘GENERAL INFO

Data Release
Data Release Hold

External Links 1
Link description
URL

Private comments to DDBJ staff
Comments

SAMPLE PACKAGE

Core Package MIxS compliant
MIxS Sample Eukaryotic Genomic Sequences (MIGS)
MIxS Sample Mo environmental package
ATTRIBUTES
Attributes
TSV file S5UB048035.kxt

I confirm that, to the best of my knowledge, the data submitted here are not subject to any restrictions
that would prevent their open sharing through the databases operated by the BioData Science Initiative
(BSI). I have also reviewed and agreed to the BSI Terms of Use, including the provisions on the rights and
duties of submitters, the handling of human-derived research data, and the access and benefit-sharing (ABS)
of genetic resources.

Read more:

« BSI Terms of Use: https://www.ddbj.nig.ac.jp/policies-e.html
» Applicable national and international laws and rules on access and benefit-sharing:
https://www.ddbj.nig.ac.jp/faq/en/abs-data-sharing-e.html




BioSample :

BioSample Submission ID: SSUB048035

j SUBMITTER U GENERAL INFO USAMPLE PACKAGEU ATTRIBUTES u OVERVIEW

Sample Summary

Sample Name Status BioSample Accession Published Date Modified Date
Felis catus American _ .
Chortho b Private SAMD01949766 ~  —-------e- 2026-08-04 Z SAMDO01949766
SUBMITTER b
Submitter 1
First name Hanako
Last name Mishima
Email test09@nig.ac.jp

Organization
Submitting organization National Institute of Genetics
Submitting organization URL

GENERAL INFO

Data Release

Data Release Hold

External Links 1
Link description
URL

Private comments to DDBJ staff
Comments

SAMPLE PACKAGE

Core Package MIxS compliant
MIxS Sample Eukaryotic Genomic Sequences (MIGS)
MIxS Sample No environmental package
ATTRIBUTES
Attributes
TSV file SSUB048035.1xt

N

4 A

c

D24 44D submit 4 A
A NCBI Taxonomy A
A locus_tag prefix ( A I locus_tag )

Q



D-way

% ]' test09 | Account | Logout
D Dt ko e D-way TOP | BioProject | BioSample | DRA | GEA

Revision of the Terms of Use (Access and Benefit-Sharing)

Account: test09

BRI -2 3204 b THCETIV DN OERICINA D CERAENERNENET.
Submission navigation site: By answering several questions about your data, you will be guided how to submit

your data.

Register a public key to submit data to DRA/GEA.
DRA/GEA [CT —5%ERTIRHICE. DHBOEENNETT.

When you are submitting data derived from human subjects, please read "Submission of research data from human subjects".
EHCHETEST —YEEBFIIBEE EFEHNRE UEHART —ADEE(CDOVNT] BRFEL TS,

© Use only ASCII characters (English letters) throughout your submission. Non-ASCII characters (for example, Japanese and
special characters) are not accepted.
BHR(C(F ASCII XF (FEEXF) OHFFERALTLIZEN., 38 ASCI XF (AABEPHHRIFRE) @Z T TVER A,

O If there is no reply from submitters after three months of initial contact from us, submissions will be cancelled.
EFECHVWSHEEZMB M EEEMEVES(E Submission &3 22 LUz LET,

BioProject
A collection of biological data related to a single initiative, originating from a single organization or from a consortium.
You can register a project here and later submit and link sequence data to the project. Manual
CohETOTIY OHFESREL, BOSENFT—4EBEEL IO MCBEMTEC LA TEERY. XZaFIL
BioSample

Descriptions of biological source materials used to generate experimental data in any of DDBJ’s primary data archives.
You can register sample(s) here and later submit and link sequence data to the sample(s). Manual
CChEYYTILOFEERL. BNSET—4RERLTYYIILICEETScenttE=EY. a7l

DDBJ Sequence Read Archive (DRA)

DRA stores raw and aligned sequence data from next-generation sequencing platforms.
You can complete both your BioProject as well as BioSample submissions within DRA submission interface. Manual

DRA B85 4 — JI—ATEEHT BioProject, BioSample & DRA X5TF —4SEB{FI LN TEET. ¥—17IL
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DRA

DRA Submission ID : test09-0001

DRA Submission ID DRA Accession Status Created Date Hold Date
test09-0001 New 2026-08-04  ———e-

All metadata (Experiment, Run, Analysis and referencing BioProject and BioSample) and sequencing data in this submission will
be released at the same time.
Z @ Submission (CEFENBZETOAYT—4 (Experiment, Run, Analysis, ZB=41TL\3 BioProject & BioSample) &2 —4oT
S RTARERCABEENED,

. If your submission has more than 100 Experiments or Runs, we recommend to register metadata by uploading XML files.
Manual

Experimentt®Run 10028 X 2FHOES. XMLIF7I)La7vIO-RULTAIT —9EBER IS ExMELFT. ¥X_a 7L

1. Upload data files to ftp-private.ddbj.nig.ac.jp:/submission/test09/test09-0001
F—AIF7AIERDT « Lo IV TO— BRULTIES ftp-private.ddbj.nig.ac.jp:/submission /test09/test09-0001

2. Enter or update metadata in the web interface.

LTI T T—RCAIF—FEHRANEL BT Ray, SIP faslg
https://www.ddbj.nig.ac.jp/upload.html
‘Enterj Update metadata

sftp -i private_key test09@ftpprivate.ddbj.nig.ac.jp
3. Validate uploaded data files
7w IO—RUIET =477 ILEGEBLMRICNF TLTEEL, sftp>
sftp> cd test09 - 0001
sftp> put illumina_1.fq.gz
* Stop validation to edit metadata or upload data files sftp> put illumina_2.fq.gz

BIBUEEEL LTINS A9T — 92 RESB L (ET -9 T 7 ()Le7y TO— L Sitp> put pacbio.fq.gz
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DRA

i 8
1. Upload data files to ftp-private.ddbj.nig.ac.jp:/submission/test09/test09-0001

F—HIFAIERDT < L7 FIICFyTO— FBELTLEZ ftp-private.ddbj.nig.ac.jp:/submission/test09/test09-0001

2. Enter or update metadata in the web interface.
DT A A —TJ T —ATAIT—IEFIRANELEFEFLTIIEZL,

| Enter / Update metadata

3. Validate uploaded data files
Py IO—BULET -7 )LE@ERICT T IZE L,

Validate data files| Stop validation

* Stop validation to edit metadata or upload data files
EHNEBEEELTHS AT —HEREE LLEIFT—FI7MILEFvITO-FLTLIEEW.,

Submit or update metadata by directly uploading XML files.

XML Upload [+]

Component [-]

Mone

File Name Metadata Uploaded
illumina_1.fq.qz no yes
illumina_2.fq.gz no yes
pacbio.fq.gz no yes
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DRA : SUBMISSION

| SUBMISSION || BIOPROJECT || BIOSAMPLE || EXPERIMENT || RUN | | ANALYSIS (optional) |

~Submitting organization

*Submitting organization : ‘Natic-nal Institute of Geneti(‘

Specify when this submission should be released to the public.
O All metadata (Experiment, Run, Analysis and referencing BioProject and BioSample) and sequencing data in this
submission will be released at the same time.

~Data Release

@ Release on specified date (not viewable until this date or the release of linked data, whichever is first)
Release date (YYYY-MM-DD)

2027-03-01 |

O Release immediately following curation

~Submitter™

2 Add another submitter

#  *Name *Email Delete
1 |Hanako Mishima | |te5t09@m’g.ac.jp ‘ (]
‘Ichiro Fuji ‘ |test10@m’g.ac.jp ‘ (=]

Next (BIOPROJECT)




DRA : BIOPROJECT

SUBMISSION H BIOPROJECT H BIOSAMPLE || EXPERIMENT || RUN H ANALYSIS (optional)\

Select a BioProject for this DRA submission.

BioProject Accession BioProject Submission ID Title
‘ﬁlter records || Reset‘ ‘ﬁlter records ||Reset| filter records ‘ ‘Reset|
@® |PRIDB42877 PSUBD49081 Genome sequencing project of American Shorthair cat

If you have not registered your project, register a project.

Next (BIOSAMPLE)|

PRJDB42877



DRA

: BIOSAMPLE

| SUBMISSION || BIOPROJECT | BIOSAMPLE || EXPERIMENT || RUN | [ ANALYSTS (optional) |

Select sample(s) for this DRA submission.

|Se|ect filtered BioSampIes‘ ‘Unselect filtered BioSampIes|

If you have not registered your sample, register sample(s).

BioSample Accession BioSample Submission ID Title
|ﬁlter records H Reset‘ |ﬁlter records ||Reset| filter records ||Reset|
SSUBD48035 ; Felis catus American Sho . . .
SAMDO1949766 rthair breed Felis catus American Shorthair breed

Next (EXPERIMENT)|

SAMDO01949766
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DRA . EXPERIMENT

J SUBMISSION U BIOPROJECT U BIOSAMPLE ]_| EXPERIMENT |_[ RUN U ANALYSIS (optional)

* For more information, please see the Experiment metadata.

S¥H(Z Experiment AT —2HFEZBLTLIEZ,

s Click the "Save" button and fix aliases to edit metadata in TSV file.
"Save" O wOLT alias ZHEELTHS TSV THERTEBELTLEE0.

Save| [Next (RUN)|

~Edit Experiment by using tab-delimited text (TSV) file

3 Download TSV file

I Upload T5V fle | 2 71 LEER | BRENTOERA
~Experiment
» Add ancther Experiment(s) || 1 | ‘Copy Experiment #1‘
# | Alias®@ *BioSample Used & Library Name *Library Source *Library Selaction
1 New  |SAMD01949766 | |Senzu Illumina | || cEnoMIC v| | RanDoM v
New | SAMDO1949766 | |Senzu PacBio | || cEnoMIC v| | RanDoM v
Save| [Next (RUN)|
*Library Sl:rategyfi Library Construction Protocol & *Instrument

*Library Layoutﬁ Insert Size'

| WGS

v | | |DNeasy Blood & Tissue Kit (QIAGEN), Truseq DNA PCR-F| | HiSeq X Five

oees[ooe

= —

| WGS

v | |DNeasy Blood & Tissue Kit (QIAGEN), SMRTbell express 1| | | Sequel

v| | single v|

=

BioSample 2 +
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DRA : RUN

J' SUBMISSION U BIOPROJECT U BIOSAMPLE |_| EXPERIMENT U RUN |_| ANALYSIS (optional) |

* For more information, please see the Run metadata.

HHBE Run AT —S9FSBLT LS,

e Click the "Save" button and fix aliases to edit metadata in TSV file.
"Save" HOUwWILT alias FEELTHME TSV TAHASRREL T LIEE,

‘Save| ‘Select data files for Run|

~Edit Run by using tab-delimited text (TSV) file

»'Download TSV file
—Edit file by using tab-delimited text (TSV) file
I Upload 15V Ale| | 7 74 LESHR [WRENTOELRA
s'Download TSV file
~Run  Upload TSV file | Z7r LEER BIRENTULWEEA
@ Add another Run(s) o
~File
- 3] % . ) . . . ) .
SonlEES = Delete | Dele | rjls Type: "generic_fastq": fastq with variable read length, "fastq": fastq with constant read length.
1 MNew | test09-0001_Experiment_0001 v| - * # | Run/Analysis | File Name® | *Run/Analysis contains files® | *File Type & *MD5 Checksum &
2 | New | test02-0001_Experiment_0002 v | - 1 Run ~ |illumina_t.fa.qz| | testo9-0001_Run_0001 v | | fastq v || |680260f7b5e321efbo63a50b5499dffe |
2 Run v |ilumina_2.fq.gz| | test09-0001_Run_0001 v| | fastq v || |a4ed6a5533211ch1531434275f096d17 |
‘Save| ‘Select data files for Run|
3 Aun v |pacbiofggz || test09-0001_Run_0002 v| | fastq v || |e39f500b12c1fa538e39d54ff236c897 |

|Save‘ ‘Back to Run|

Run 1: lllumina paired 2 illumina_1.fq.gz, illumina_2.fq.gz
Run 2: Sequel single 2 pacbio.fq .gz
MD5 https://www.ddbj.nig.ac.jp/checksum.html
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DRA

‘Submit;’Update DRA metadata

I confirm that, to the best of my knowledge, the data submitted here are not subject to any restrictions that
would prevent their open sharing through the databases operated by the BioData Science Initiative (BSI). I have
also reviewed and agreed to the BSI Terms of Use, including the provisions on the rights and duties of submitters,
the handling of human-derived research data, and the access and benefit-sharing (ABS) of genetic resources.

Read more:

¢ BSI Terms of Use: https://www.ddbj.nig.ac.jp/policies-e.html
* Applicable national and international laws and rules on access and benefit-sharing:

https://www.ddbj.nig.ac.jp/fag/en/abs-data-sharing-e.html

J SUBMISSION |_| BIOPROJECT U BIOSAMPLE |_| EXPERIMENT U RUN U ANALYSIS (optional) |

Data files for Run/Analysis

s (Click the "Save" button and fix aliases to edit metadata in TSV file.
In the TSV file, enter "Run" in the leftmost "Run/Analysis" column to distinguish the data files.
"Save" &2 w2 LT alias #HEELTHE TSV THEEBELTLIESEL,
TSV Ao "Run/Analysis" S AICEIT7ILZERT B "Run”" EADLTLIIEEL.

» Associate the uploaded data files to Run or Analysis. Use TSV file to sort and associate many files.
7w FO— BLIETJ7A)L% Run/Analysis EERERTTLEE W, TSV JFAILEES> TT —F I 7 A ELABRIZD A TEE
FFscENfTE£ET.

» If you are not submitting Analysis data, please submit metadata by clicking the [Submit/Update DRA metadata] at here.
Analysis 7T —9EEE ULRLVBE(E. T T [Submit/Update DRA metadata] 2w 7 LT AFZT —FEH/IBLTIEEL.

‘Save| |Back to Run
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DRA

Submission Validated

DRA Submission ID : test09-0001 ‘t
DRA Submission ID DRA Accession Status Created Date Hold Date
test09-0001 Metadata Submitted 2026-08-04 2027-03-01

0 All metadata (Experiment, Run, Analysis and referencing BioProject and BioSample) and sequencing data in this submission will

be released at the same time.

T Submission [CEFEN3ETOAYT—4 (Experiment, Run, Analysis, ZEBZ+1 T3 BioProject & BioSample) &5 —4T
VAT —AFEECARENET.

O If your submission has more than 100 Experiments or Runs, we recommend to register metadata by uploading XML files.

Manual
Experimentf®Runf 1004 % B2 ZBHEOES. XMLIF7AILEFY IO—FUTAST —S95BETICERHEELEFT. Y171

1. Upload data files to ftp-private.ddbj.nig.ac.jp:/submission/test09/test09-0001

TR IFAIERDT « L2 FIIC 7y TO— BLTLLEE ftp-private.ddbj.nig.ac.jp:/submission/test09/test09-0001

2. Enter or update metadata in the web interface.

DITA A —T I —ATAZT —HEFHEINELIEEFRLTIZEL,
|Enter/ Update metadata‘

3. Validate uploaded data files

7w IO—BULET -4 J 7 AJURETHMEICTT <IZE0,

|\-’al'|date data ﬁles‘

* Stop validation to edit metadata or upload data files
BIAEFEIL L TS AS T —9FREE LT IF77ILEF v IO-FLTILEZL,

Upload and validate run data files along with the submitted metadata to start reviewing process.
This submission will be reviewed sequentially when the status become "submission_validated"
AFF—ADEREFZYIO—FUET 71 ILOIRIPNEHIET UEER. T—9BEFRAEESNET.

Z® Submission [FAF—4ZH “submission_validated” T3 &IEREBEBEENET,

(14
o

a Submission validated
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DRA : 4 A

DRA Submission ID : test09-0001

DRA Submission ID DRA Accession Status Created Date Hold Date
test09-0001 DRA029513 Private 2026-08-04 2027-03-01

_ All metadata (Experiment, Run, Analysis and referencing BioProject and BioSample) and sequencing data in this submission will
be released at the same time.
T Submission [CEEN3ETOAIT—4 (Experiment, Run, Analysis, ZBZ+1TL\3 BioProject & BioSample) &% —4T
VAT —HREABCARENET.

o If your submission has more than 100 Experiments or Runs, we recommend to register metadata by uploading XML files.
Manual
Experimentf®Runff 100 %BX 3BHDHE. XMLIF7AILETFYIO—FULTAYT—9E2BHEIICEEHELFT. Y17

Object BioProject ID BioSample ID DRA Accession Alias
submission DRADZ29513 test09-0001_Submission
+ experiment PRIDBE42877 SAMDO1949766 DRX1055790 test09-0001_Experiment_0001
+ run DRR1080205 test0S-0001_Run_0001
+ experiment PRIDB42877 SAMDO0O1S49766 DRX1055791 test09-0001_Experiment_0002
+ run DRR1080206 test0S-0001_Run_0002
DRR Run / T
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DRA (DDBJ SRA)
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DDBJ:

I N L .

BioProject
BioSample D-way DDBJ
DRA NGS
NSSS: % 1009 4 BOOkb > 4 01
DDBJ
MSS: A DN p P DDBJ

A 8( )

A A/

A MSS

A MSS N

A Mass-IDp di IDPJ4A

A~ Ap 3 A P

A A A 57



DDBJ:

Entry Feature Location Qualifier Value
COMMON [SUBMITTER ab name Fuiji,l.
ab name Mishima,H.
contact Hanako Mishima
seqguence read archiv|DRR1080206
DATE hold date 20270301
AnAms1.0 A]source 1..129629249 |chromosome Al
isolate Senzu
mol type genomic DNA
note breed: American Shorthair
organism Felis catus
sex female
assembly ga|107532..10763|estimated length unknown
gap_type within scaffold
linkage evidence proximity ligation
AnAms1.0 A|source 1..174768116 [chromosome A2
A 5
A COMMON: 1 P A 0 AV P
A ENTRY: pFeature/Location/Qualifier P

>AnAmsl1.0_Al
TCCAAGATTCCCAGGGTTGGGGAAGGGTGGCTTCCAGGCTGTTAGCAGCAGAC

GAGGGAGAATCCCAAGCAGGCTCCACGCTGCCAGTGCAGAGTCCCACATGGG(
Il

>AnAms1.0_A2
CCCCCAAGGACCTGTGCTGGACGCTGAAATGCCCCGCCTGGGACCAGGTGTG!

A FASTA

A > A

A A

A AnAmsH0O Al P
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: COMMON 1

COMMON | SUBMITTER ab_name Fuiji,l.
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 Fuiji,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; lllumina HiSegX
DBLINK project PRJDB42877
biosample SAMD01949766
sequence read archive DRR1080205
sequence read archive DRR1080206
DATE hold_date 20270301

AN

BioProject
BioSample

DRA Run

(A

0 N 59



: ENTRY

Entry Feature Location Qualifier Value
AnAms1.0_Al |source 1..129629249 chromosome Al
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
A

41
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>AnAmsl1.0 Al
TCCAAGATTCCCAGGGTTGGGGAAGGGTGGCTTCCAGGCTGTTAGCAGCAGAGTTGAGGG
GACATTTTCTTTCAGTCTAGGTCATGTTTTTCTGCTTTCAAGTTCACGTCCCCAGCAGAG
GGAATCTCATTGGCCCACCTTGGCCTAAAGTCTCTACCCTTGGAACAACCCAAGCCAGGT

GAGGGAGAATCCCAAGCAGGCTCCACGCTGCCAGTGCAGAGTCCCACATGGGGT

Il

>AnAms1.0_A2
CCCCCAAGGACCTGTGCTGGACGCTGAAATGCCCCGCCTGGGACCAGGTGTGCCCTCAGG
TGCGCCCCGCTCCCTAGCAATGAGAGAGAGAGAGAGAGAGAGGGAGTGAGACAAGGAGGA

TCATGAAGATAAAAAGCTTCTGCACTGCAAAGGAAACAAGCAACAAAACTAAAAGG
I



1/

HIJHI: {Utilites lor MSS Hile Error check)

UME (Utilities for MSS file Error check) fo o Conf

Annotation file |

(-]
Fasta file | I_

=10l =

A Parser:
A transChecker : CDS ( )

“check [ Contig
oy Exgcula
(Chack formar and synraz)
|| save log in file
UME A 0 A
transChecker Execute
{Check and make CLYS transiation)
7 ® Translate in FASTA format [[] Sawe log i file
A I = Translate in alignment with nuclectide sequence

| Save transiated sequences in file

Frconv Execute
{Make prefiminary flat file format)

1 Sava flat file in file

Exit



MSS A

MSS ZFx A~

Mass Submission System (MSS) Tl3. LT 1-3 QLINACEZ LT BEFT

385 )71 )l(reads CREWF=ITFTET,
DDBJ [(E R AEERT - IEAh B TEHRM AL,

1. 5250, FlE, ENUTICE YT RESIT-F
n T-AERDEMIL, Annotated/Assembled T DX 3% 27
FLEE,

o 1EFAEVEES. BEIF 500 kb L+

o 1EEHBHIEYICZEHD Feature A'H 254, BRIL 30 LIk

o BHIBEIIDENEVNES, HEH 100 282 5L =
2. finished/draft DFIAEHT LT IV EEEBLYOEFT-S
3. DBLINK [C BioProject, BioSample Qa2 &Eih' s EBEFIT -5

ZHEBROHB(CE Doway THIVETOTM YL TLEEL,

D-way 7A7Y bTOJ1Y

1Y%/ RAT-FEEn TLEof
HBTNIVEE

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

TR S SR E

1. ARG OB UTOINTUH LI BHE0H, —EQ submission ¢ L (HAHTEET,

=z WINH YL LEWNES ., & submission BAEEICEET 345(2 submission
TP ES T, B4 ICELIAAREIT>LESW, 1E2ECH B TOHELAH

2. BFEITIIE ELFIBTELEN,

IR

o IV YN E—TH3
3. IEHROAS o EFT-IEFMEFETHD
) e NEFEBNE—THZ
4 BFENEDRE

1)

SEEFIBEINIOVTETIFRETOEERL T,

5.5%7
O B 50T TCERINAELHEERSITHS

PNRINTVWBT-INET T I LEEEES] (TPA) TH @ TPAL
% 7




MSS

AR B S ES
1. BRSO

2. BHEITADER
3. EROAN
4. BEREORER

5.5 7T

Submission 771 ILDEF A FEERLTEL.

EFITINEPYTO-FT3EEF. SHICUME (Parser, transChecken)[ZTJA— W FPCDS J—F v
~OFFRFTYIETIN IT-05WI P LERFLTOREL. 2B FEBEEETSCE. 7/7-VaY
274 COMMONEEEChold dateDERENWETT ., JA-LADAATERET S LETEF A,

DFASTOY3TIDNSBEIT IV ERYAATE[HTS
O EZHIFANEIOMSSTA-LDETyI0-FE3
TPANEFAsftpt =\ /submission/testas/mass [CPYTO-FEADLEH
IrANEZEAFTS R
e massTALIMICEZITINOAERER. COATYaVEERL AN ?;t
o TPALEPTAAFRENG S, O-FRRERFRNZCHINMNIET

T3V T VB ERFIITAITATICRR L3 LTy TO-FL TR RO Ty 0-F
FIEETT (FIZH10EOHEMTLY/LEFZEHTIEEIIE. &F208077 15 1EOT YT
O-FCESFBRETEET)  IT LN iR F RV EFE— LI ARTICRUET. Ha
AHBTITANELEFFROBYTT. BHEITIIETYIO-RLENTEAL.

e EVI R

.ann .annt.tsv .ann.txt

EERIIPI

.fasta .fsa .seqg.fa .fa .fna .seqg

ITVEZER 50 2SIV ERDY LTS,

@ AnAms1.0.ann 76.02 kB
Ju52 K=" Hanako Mishima <test09@nig.acjp> (National
Institute of Genetics)

@ AnAms1.0.fasta 253 GB
IvhU# 20

I )L0iEmn

2EFEE207- O
03-01

©

2771, 2.53 GB

Annotation fasta
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MSS

N
HTIR S SRS

| AR EOED AHIYMNHEABFER, 157 MUY, submission e SEUBL (ERLTNET. 2HLEL
AN, T2 BRTPIVORRICRY, SELLIP) TEREE PYEL TR0,
2. BRITIDER

IANTOEF I7MI D& IV EUEE LB TF B (Hold date)

4 EENEOED IV ARTEH

5.=7 20 2027/03/01
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Entry name
AnAms1.0_Al
AnAms1.0_A2
AnAmsl1.0 A3
AnAms1.0_B1
AnAms1.0_B2
AnAms1.0 B3
AnAmsl1.0_B4
AnAmsl1.0 C1
AnAms1.0 C2
AnAmsl1.0_D1
AnAms1.0 D2
AnAms1.0 D3
AnAms1.0 D4
AnAms1.0 El1
AnAms1.0 E2
AnAms1.0 E3
AnAms1.0 F1
AnAms1.0 F2
AnAmsl1.0 X

Accession

AP023152
AP023153
AP023154
AP023155
AP023156
AP023157
AP023158
AP023159
AP023160
AP023161
AP023162
AP023163
AP023164
AP023165
AP023166
AP023167
AP023168
AP023169

AP023170
AnAms1.0 _unplaced AP023171
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f : I \ DBCLS
-t PIAAD L e— —n Data Access Committee (DAC)
7 IT—3a - —_
-
—— — —F _ : _—__—____
72>V — — __ Quality value —— =
7> VeSS J—F
Metabolights GEO
MetaboBank GEA Arraykxpress . .
A \ BioProject
! ! f | JOT MEH
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Findable

A |
[ >

Accessible Interoperable

Source: National Library of Medicine (NLM), NIH
https://www.nlm.nih.gov/oet/ed/cde/tutorial/02

R
a

Reusable

-200.html
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N

. Quality value (QV)

sra full

sra, full -scale QVs Z sra lite, per read QV's
Full-scale QVs _ 1 NI

INSDC
DRR1080205.sra.lite
DRR1080206.sra.lite

DRA
illumina_1.fg.gz, illumina_2.fq.gz
pacbio.fg.gz
1 full N

sra full z cram

0’ submitted files p

lite A
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sra lite

sra lite

— %

sra lite Y4  INSDC
sra lite

DRA
SRR999999999 Run metadata

sra
INSDC

z SRR999999999.sra.lite at NCBI SRA

A
(DDBJ/ENA/GenBank) 1
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N DDBJ: A0 a

Dﬁ DDBJ Fast Annotation and Submission Tool

[ Running 1 / Waiting 0 ]

Please see FAQ and Sample Result if this is your first visit.

Enter Job ID to access your job result. Q

¥

A DFAST{ J
A MSS
A DDBJ T U

DFAST job ID

90% > A

TR ETRIES

1. BIRAAFOER Submission 774 LA EFBIRL <AL,

2. BEIFIDER BHEIFANETYTO-FT 3154 (3, SHEIICUME (Parser, transChecken)[C T7#-V Y PCDST1—F+
—-OERFTuIETWN, IT-080IPMIEEFLTEEN, ABEFEREEETLE, 2.T7-Y3Y
ER 0PN 274 JL,COMMONSEE [Chold_dateDFRENAETT, JA-LAQANTEET I LA TEEEA,

4. HEREOER

O DFASTOY3TIDIGEFI7AILEIAA CETTS
- =13 J Pl DIET
BHRITINEIZOMSSTA-LABTYI0-Fg5
7?‘1‘”’%{7_“5?] sf‘tp*j‘—!f /submission/ts-ykodama/mass FCP‘D"I]— f*%:?fﬂ)%
BHEITNEETTD I
o massTALIRUICEEIPAINOIBERER, Z0ATV3aVERERLTOEN (;?_:E_muz
o J7AERHAINRZNES, O-FEBERNENIETCES M1 ET

5%7T

DFAST job 1Ds

NIV EEHIHTDIDTY . Submitd B(C[F. DFASTICTAYT—4% A FL.. Format Check® L THINVT{ESLL.
EHDjob IDEEFT B EEFAITCE TR

01234567-89ab-cdef-0000-000000000001
01234567-89ab-cdef-0000-000000000002

Retrieve submission files from DFAST

N A )

w

DFAST 1

Ca
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P, N : GenBank

* What type of organism or material was sequenced?

@ Prokaryote ® (O Eukaryote ®

% What do your sequences contain?

(O small subunit rRNA only (16S rRNA) (example records)
() large subunit rRNA only (23S rRNA) (example records)
() intergenic spacer (16S-23S rRNA IGS) (example records)
O any other feature (coding regions, regulatory regions, etc.)

(O virus@

% What type of organism or material was sequenced?

(O Prokaryote @ @ Eukaryote @ (O Virus@

“* What do your sequences contain?
O nuclear ribosomal RNA or rRNA-ITS (example records)

O mitochondrial or chloroplast rRNA (example records)
O mitochondrial COX1 from metazoa only (example records)
O any other feature (coding regions, organelle genomes, regulatory regions, etc.)

COX1 A
SARS-CoV-2
PGAPP

% What type of organism or material was sequenced?

(O Prokaryote @ (O Eukaryote @ @ Virus @

% What type of virus did you sequence?

O SARS-CoV-2 (example records)

O Influenza virus (example records)

() Norovirus (example records)

(O Dengue virus (example records)

O any other virus (examples: HIV-1, Rotavirus, Herpesvirus, phage, viroid, etc.)
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NCBI Eukaryotic Genome Annotation Pipeline (EGAP)
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Al

= Q ddbj

Code  Issues

/| ddbj-validator ~

Pull requests  Agents

. ddbj-validator pubii

¥ main ~

Avalidator A/

Q Type 7] to search

Actions Projects Security and quality Insights Settings

<P EditPins ~  OW

¥ 3Branches © 41Tags Q Go to file T Add file ~ <> Code ~

@ komstat and claude deploy: %% .env (2944 L L T main 14T staging/production ... @B  08c46ea- 4daysago (L) 321 Commits

apps

common

deploy

tests

Rule ID =
ANNOO10
ANNO0020
ANNO0035
ANNO040
ANNO050
AXS0060
AXS0070
SEQO0080

To o Do o o I

Al
BioProject / BioSample /DRA/DDBJ/GEA/ MetaboBank 4 validator p a 550 P
python

Alternate IDs =

FMTO0002

FMTO0004
FMTO005
JPOD09
JPOD1
JPOD13

D-way BioSample

Bump versions for release 1.0.1: overall=1.0.1 ddbj=1.0.1 bios... 5 days ago
DRA_R0049 md5 dup content & R0040 h* 538+ LK — b ... 2 weeks ago
deploy: TiEH% env (244 L LT main 12T staging/pro... 4 days ago
unify translation/location helpers into utils (drop cross.py du... 2 months ago

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

A

BioProject 29

BioSample 90

DRA 45

DDBJ 225

GEA 118

MetaboBank 43

Level = Min Spec = Autofix/cleanup = Submission = External DB/API = Auth = Message =
FATAL No annotation or sequence files found.

FATAL Invalid file pair for '{basename}": {annCount} annotation file(s) and {seqCount} sequence file(s).
WARNING auto-cleanup [Auto-cleanup] Line endings will be automatically converted to LF.

ERROR Non-ASCII characters detected.

ERROR Line exceeds 10,000 characters.

ERROR Entry count mismatch: annotation ({N1}) and sequence ({#N2}).

ERROR Entry name mismatch: annotation {ENTRY NAME1} and sequence {#ENTRY NAMEZ2}.

ERROR Missing FASTA definition line (>Entry name).

validator A /1~

A4

U

1/

UME Ho P
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NGDC/KOBIC T &

PRJDB40828

HS and BIN2 (PRJCA007585) Accession PRIDB40GZS 1D 1450720

Identfication of BIN2 and HS co-regulated genes.

Accessicn  PRIDB40B2E
Scope Mitsoiate
Ogansm  Arabidopsis [Taxonoemy 1D 3701

Eukaryots, Viidiplantae, Strsptophyls, Embryophyta Trachaophyts: Spermatophyta, Magnolopsids. sudicotylsdons.
Gunnaritan, Pontapetaas. rosds mahids, Brassicales Brassicaosss. Caraliness. Aiabidopsis

Publications. Ren 4 et i "Heat Shock Like Kinase
ing but Reduces
Front Plant S0/, 202,13 838062
Gants  « “missing Science and Technology
« “issing’
+ “missing of Hebei Province)

Submisson  Registraton date: 26-Apr-2026
Hebei Normal University

Retated
Resources

+ NGDC BioProject PRICA007885

Publied !
e '

PRJDB40828 p PRJCA007585

Name
Oescription
Ovganism

Publications.

Grants

Organizations

External Links

Project Type

? > PRIDB40828

HS and BIN2 (PRICADOTSSS)
Arabidopsis

Identifcation of BIN2 and HS co-reguisted genes

32070293 / Ntional Natural Science foundation of Chins (NSFC)

05028 / Science and Techaclogy Department of Hebel Province

14002 / Education Department of Hebsi Province.

kobic

BioProject
BioSample
KRA

BioProject
BioSample
GSA

PRJDB40828

Organism:
Arabidopsis

Secondary Study Accession:
DRP018025

Study Title:
HS and BIN2 (PRJCAQ007585)

Center Name:
Hebei Normal University

Study Name:
Arabidopsis

Project: PRJDB40828

Identification of BIN2 and HS co-regulated genes.

PRJCAO07/585

i j [ rerpn— [+ J crome ]
F.-BloProject . Hn

Biological Project Library

e

e

Aecession FRICATES

e HS antENG

Retavanze Mt ganem

Data ypes. e p—1

Orgasisms aatisopss

[— ifcanoe of BING a0 HS. o vegpied gonas.

Sample scape Misiclate

Retnass dxte 5121

T Pubbed Ak sse ol DG Year

e Sheck. e Accamator ol e
Gycapun Synise Kinssa 3L ko Knasa Frontursin

IRASSINCSTERDID INSENSITIVE 2 Pt
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INSDC

Qis

INSDC y
INSDC ,, N
Associate member ( BioProject / BioSample /SRA)
Full member (+ assembled sequences)
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