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77 —7— (Pla-ra) 2255 8ES L, 2000 R0l L L
TREESNAABETH S Ve S, DRk JCM
10692 ® ¥ 7 N7 A DBH%IT) o Z1id. Tllumina
MiSeq 25 E N7 R Z 300 bp DT Y FY) — F&,
N7 7 T Hde novo 72 Y7 7 u s 5 A Platanus_
B (ver. 1.10) ? 27 LTHONZbDTH Y, &HT
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Annotation and Submission Tool (DFAST) ¥ |2 X % %
AT T—aykiTo 2R A HwC DDB] Y A%
EEEIT) . M. DY) — K57 —% ® DDBJ Sequence
Read Archive (DRA) ¥ ~OBEIMEETH 270, &
AT %y, L72A55 T, DDB] O ERICLE 2k
&, B 1R DFAST FATHRIE RS HEA E 225 [W1-11,
DDB] ~NDO i WA O FFICLELT A7 v M,
DDBJ ®%§kAR— % VT&H % D-way (DDBJ Submission
Portal D-way; https://trace.ddbj.nig.acjp/D-way/) 7*5
i T& % [W2-1]o [Register for a new account] @Y
YOO, T AT VOB I UONNZAT—-FD
“""J”%:ﬁ') Z LT, Dwaylluz 4 352 LN TE 5,
DRAIZT—% 28T 241 HURLTH o v M
center name & AB#Z FOEFHEL TBL MoOFLTH
) LEVDLOTERE SN2 [W4-2], DRA ~DE
FEOFIZDOWVTIE, DRA D b v 7 R—=I 5l b 0
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Title :
JoblD @ 00506595-0325-4157-8404-0385e24bc131
Status : COMPLETE
Result Features DDBJ Submission Log

Genome Statistics

Total Length (bp) 2,504,548
No. of $equences 327 }
GC Content (%) 39.3%

N50 17,928

Gap Ratio (%) 0.494306%

No. of CDSs 2,395
No. of rRNA 6

No. of tRNA 62
No. of CRISPRS 3
Coding Ratio (%) 77 1%

You can change sequence names from here. If you want to
submit a complete genome to DDBJ, you must provide a
sequence name for each entry.

Remember the current URL to access this page. The result will be deleted 30 days after your last visit
Delete this job now. == | Delete | This procedure cannot be undone

£ = & || (2 DFAST - Job Result

Help ~

Download

[2017-83-24 ©9:41:25.32727@] Job submitted.
[2017-83-24 ©9:41:25.342269] Job started.
[2017-83-24 @9:45:48.2876%@] Job completed.

&, Download Files

Genbank Flat File :  annotation.gbk

GFF3-formatted File :  annotation.gff
Genome Fasta File: genome fna
Protein Fasta File :  protein.faa
CDSFastaFile: cdsina

RNA FastaFile: mafa
features tsv
statistics.txt
annotation.zip

Feature Table :
Genome Statistics :
Zip Archive :

Genome Assessment

ANI Result: Download CheckM Result: Download &,

&

ANI TepHit Lactobacillus acidipiscis DSM 15836
ANI % 99.89%
Completeness %  98.39%

Contamination % 1.24%

1. DFAST R{THSREH

Platanus_B (ver. 1.1.0) 2 & % de novo 7t ¥ 7V FEATRE R S, 300 bp LL T D EAI A5
TANE) YT ENELDNDFAST DATE LTHIZNTWS, OFDORHIORIEIEKIE
2594548 bp. BiHEIE 327 HTH B, ADEHIEHIL, @ genomefna DHH EFR LU TH 5,

VERT w2 RBEICLTIELY [W4-3],
DDBJ "D EFDEE

DDBJ t v % —Tld. HEIZAHLE THEDT— 5 X—
A (DLF. DB) 2% M &N Tw5b, HMOBa TR %
REGTH|SH ¥ 7 77 Aid. DDB] & v & — a4t 3
ARSI DB & LT (k3% D) DDB] ~DE§ 4 &
%5, ZHUE NCBL MM L T 53E /Y] DB TH 5
GenBank * IZHI4 ¥ 2 4D TH Y. DDBJ £ ¥ —Ti
MENTW Ao DB & X5 % &K T traditional DDBJ
EHIFEN D, o DBl E LTt ity =7 »
Y—DHEF—5 %) DRAR, ELLTRKOFYES
VXY =7 =047 —% %) DDBJ Trace Archive
(DTA). # L T3 % BioProject % BioSample 7 &
VETFTON S,

DDB] ~ND IR BE&HF TR IE22oH 5, 1 D1,
DDB]J Nucleotide Sequence Submission System (NSSS;
http://www.ddbj.nig.acjp/sub/websub-j.html) & F:iZh
BRFETL D web MUIRIERCYEER S A T A TH S [Wa-4],
AT LINERENEIEL K RV EICAN Y -V ThHh

0. HMOBR RS 2 EANBE R EERICE L TW b, £
LTI 12 7/ AERORH 4 & KRB 2 B 5k 28
L 72 Mass Submission System (MSS; http://www.ddbj.
nig.ac.jp/sub/mss_flow-j.html) T&H % [W4-5], DFAST
THERL T fE 7% DDBJ B4%H 7 7 4 ViE MSS IO b D Tdh
D, AFiTb MSS ZFIH L7z DDB] ~NOBFHFIMHIZO W
TIRHT %o mL e BEMTHEMICEFTREEITE &
LTd. PEAMCKB Do TLEIZ LI DS, 2O
720, ERGEIRLEDICERERZ TEL 2 LR
Thbo BEHOTFMHI., KEIPLIUTOHE)THS !

1. BioProject M™% $k
2. BioSample ®%: %
3. MSS ~DEEkT7 7 4 VD %ft

BioProject (http://trace.ddbj.nig.ac.jp/bioproject/index.
html) (&, W70y 7 beZ07aY 7 MIHET
57— %FlHb720DDBTHDH [Wa-6], diE. K
BRI 70y 7 M2, REDT— ¥ 2V EAME
NTwb, ZRUEV, 7—F OFEF I U CTHEE OB
DBIZ/E L TEEENSL Z L B2 T &7, BioProject
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DAy ME, INHOTFT—F 2 GRHITHZ B &) R
Thb, PIZEKTY 7 2070y 227 b THIUEL, 71
V7 MRICEBO T ) 27— pH T 5 b 2 ik
%o RNA-seq 70y =27 M THhIE, B2 IXE DD
Beg &SR T — 7 AN 6 b 2 Lk %,

BioSample (http://trace.ddbj.nig.ac.jp/biosample/index.
html) (&, 7= SHET 24 ¥ 72OV TOREH%E X
#£1L72DB TH 5 [W4-7], BioSample (&I /27—
ZIZiE. WA TZT TR ZOEY AR S 7z
BRIE, RERLMADOEZANERE o 72 RBIRE 2 &l
BT 272009y T VERENEGENS, B ZORE
%1% Genomics Standard Consortium (GSC) 2% L 7z
Minimum Information about any (x) Sequence (MIxS)
(CHEJL L 22 R 2 RRaB ST E B L ) Ik o T 7 [WA-
8lo UTFTIZ, IV INLEBHEELELT, 12D
BioProject ® F1Z 1 2 ® BioSample & — % & ZHIZH%$
%7 ) ZNEHBHI DAL T GG OB FRTIRE BN T .0

BioProject O&&#

BioProject & $kiZ, D-way Z@L T/79 (W5-1:1¥ 2),
o 7 £ » 1. BioProject ® New submission R % ~ &4l L.,
VBRI E 7 4 — JMIATI L5 D T BN
L BEEY (WE-3), 7uy s M e Z0FiH, SCHk
1B GAF IR T 2 FEDRLDER) LETHbB, ¥
ETHhE7 7Y MEHERLATLILHTEL0T, Fil
277 bOMEFRF LR EE FIICHABEL TBLE L,

PROJECT TYPE # 7 Cit, 7u¥ =7 b O % 5
ET 5D [W5-10]c S MIk4 137 ) LEH 7 — % & 88T
% DT, Project data type Tl "Genome Sequencing” (2
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Frv s ANL [Ws-11], TNUHNOIHIZOWTD
TN Yy A2 —=RF 2y 7Ky 7 ADLENT 5%
WEEBRATHTIEE v, 91 °Y Tilk~7 Locus tag
prefix DNFHFEDL TEL0T, HLELDLD (ZZTIk
Lacidipiscis & L72) # AJJ3 % [W6-1], TARGET %
7T, WHREWIIHT 21 RE AT S, Hor /) 4
Thi, ToEYHAEZLATIUII v, T 20
Tuy s NThhE BAHGEIET LB T ToLH
LEREATDET—AbDHDBEEAHH . EWRLTERIZRALR
WETHLN, 7Y ar LTy gyt - Eaht
MBI E AT E I ENTE DL [W6-2]. K&
XHH UL, PubMed ID X DOI &%= AT 5, &K%
Frv 2z L, MEDSZTIUE Submit R Y 2L THT
E b [W6-6]o Zd& X1k, #2 H#IZ BioProject ®
77ty ¥ a 5 PRIDB5682 233811 Sz [W6-71s

BioSample D&&F

5] & #t & BioSample O & & % 17 9o B HAIEE P I
BioProject ID # {8 %5 2 M 23H 5 O T, LITHE L
72 PRJDB5682 # A 71§ %A, Z 112 & U BioProject &
BioSample 25#t21F 5 4, & B, BioProject ID 122\
Tl B ek THAT S5 PSUB THi £ % Submission
ID (4 [H @ 3 & & "PSUB007096" [W5-21) # X ID &
LTANT AR TELLD, BETHREZET 2150
Z & 72 { BioSample D&% AT L CH#D L Z ENTE
5o B4k Tt %1%, BioProject & F#kIZ D-way (21 &
£ ~ . BioSample ® New submission K ¥ ~ = #fl L T
B 46 3 % [W7-1]o SUBMITTER & GENERAL INFO
IZ2W T, BioProject &[] UEMH THED TV IFIF L w

o 2 https://trace.ddbj.nig.ac.jp/D-way/contents/general/top

2. D.D..B] D-way TOP | BioProject | BioSample

O~ &¢ 2 Account agribic_ni_su...

:{@%{;’2 | Account | Password | Logout

special characters) are not accepted.

FR[CIE ASC RENF) D

BioProject

BioSample

Please register center name and public key at the ‘Account’ (top right) to submit your data to DRA.
DRA "NF—F& BT BIz8b(Z(F Account (B k) 55 center name ~ B SE T 2NBNHNET.

{ruse only ASCII characters (English letters) throughout your submission. Non-ASCII characters (for example, Japanese and

K (REYTF) OHFEFEALTILEE. IFASCH XF (BFEEPLHFFRIFRE) EEIHITTVERA.

A collection of biolegical data related to a single initiative, originating from a single organization or from a consortium.
You can rediyigs @ project here and later submit and link sequence data to the project. Handbook
b o ju DOHEEFRL, BOSEAT —FE2ERLTIOz/ MNIBEMITZC LA TEET. =27

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). Handbook
CCHSHLTINOHFEERL. BPOSEINFT—FEBRUTOLIIILICEENTZ LN TEFET. ¥—aT7IL

2. D-way OJ4 V& DEE

(D BioProject & (@ BioSample D& $kiz Z 220257

/\)O
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[W7-3]c SAMPLE TYPE Ti. Wik ® MIxS 7 (2 #HL
L 7z Core Package & Environmental Package % {5l o> i
POHERT L [(W7-4], SHO X HICHEEL 2Wko 7
J N7 —% OY4. Core Package (2 2WTIx [Genome,
metagenome or marker sequences|. % L T [Cultured
Bacterial/Archaeal Genomic Sequences] % #EIR9 i X
W, Environmental Package {22\ T, [miscellaneous
or artificial | %R L 72,

ATTRIBUTE T, % v 7 VG W @O B &% 1T
9 [W8-1]o # ¥ 7 VEEOME L, AOmE e L
7z package I2 X o T4 5, ANHEHEDIEEICLZ W
B, METHOANTERLOLREERSL T 74V (MIGS.
bamiscellaneous.txt) % %7 a0 — KL TCRARIIT v 7
O— F§AHELE RS TS, 774 NVET TXYY 7%
A2 MEXZB DT, FHEH S 1E Excel THtAAA TIEEXITH
(W8-2], EH Tt owzks HXNICHMT A2HMLEE5%
LA [W8-3], WHIEHH ZH LD TWw L [W8-
5l AJITRENEDNAH LA IZIE. "not applicable” X
"missing” % Ex VT TADTIUE LI v [W8-7], JF
VHFEHIZBWT Y, ¥ (strain) < BHAAREAEERIC
B ABEFETZEEHALTBVWZIEZ) A n7ZEs )
[(W8-9], WitkE &7 1. culture_collection & ) I H
WANT BRI TWE, ORI T v 7L —
MEEEFA TRV, B THHZBML TRRAT S
CLNTED, MHWERLRY VT VREO—EIX, ~VT
[0 17 C "List all sample attributes" & #fl¢ i v [W8-3],

—BYDANERZLYTRYDFFA LT 74N
(MIGS.bamiscellaneous_after.txt [W8-10]) # 7 v 71—
FL. &k%F = v 7 LCTHIEDNZ TN, Submit K%
VEMLTHTERL [W8-13], Cok &iE, H2HE
12 BioSample ® 7 7 & v ¥ 3 %5 SAMD00078754 3%
frandz [Wo-1lo A — VA% L H5%E, DDB] 7
JT=8 =X o TREDE 3 I TBIES 2 S Tw
b Ebh B [WI-2], 4D submission Tld, 7%
A IAFAE L T Wiz Ao 72 isolation_source &\ ) B H (2
"fermented fish (Pla-ra) "#%. % L < type_strain & \»
JIEHE I "yes" 2SBIME /2o F 72, host &\ IEHHEHC
FLAR L T\ 72 "fermented fish" A3HI B X 11720 isolation_
source (&% ¥ TNV OG5 HEERTDOTH . AW
YTNVDOEFIIBW TR ENHEORWIHE & WR 5. K
MDA OB EAT ) AT, STho 2 TOBRLTE
CEXwiErs,

MSS ~DEF T 7 A VDXt

MSS ZFH L7358 RN B L7 /) 7= 3 VIEHRO
BEREAT) L, [MSS I LIAR T + — A ] L CTHEEHRIH
2 AN LT [W10-11s 7/ LA % 2653 535413,
7 — Z M) DM T complete genome F 721 draft genome

Vol. 28, No. 2

NG B2 L1275 [W10-3]o Complete genome D3
AlE. RS BICEOCEHRXICHVIRON L, N
71 7 @ complete genome N¥Hrid, BCT DIVISION ~
DEFRE R D [WI0-7], 4D T — & 5% % F % draft
genome DA 1E. Whole Genome Shotgun (WGS) x>
P ELTHDIDbNS [W10-8]o WGS iE. FEH A
T EREORED DNA Wi 25 & L2885 Th
b0 Ty varEFebMoBikXsLidRssHEXT
Hzoh, 77— a VE#REEE RS O A
BERDIRETH 5o

FY v TEGALENT 7 M AO8EE, 280 0%
BHEDRD D, 1 20IE, v v TR THE LR
#WGS T M) ELTERL, =¥ M) HoESERz
AGP 7 7 A VIZ Xk o THEET 2471 (CON ¥ RV Ew
) TH5H [WI10-9], 2L THH 121, Frv 7T %&hH
AR OFEFFE WGS > MY & LTESL, assembly_
gap feature Z FHWTCTF v v 7EMRZ LT LB HE &
ol HETHbH, DFAST # W72 FT7 Nr )/ A%
frlZ. BEOTFMITH>TITH o —BY DA ERZ THE
55 % & [W10-6], (27 < LT DDBJ %5 FIHD F:H
WCBIT 2 2 =AU < [WII-1]o 2 — VARSI TMSS
MEER, BXU, v=¥Fyru—F] BXUV [MSS
MT7T—=% 77 A MEE] FIHICET % URL 2 ML 4228
DEGEEERIT) L ITEIPNTVED, INH O
DFAST ETfi) 2 e T& % [W11-2],

HOMTHMSLL 72X 512, DFAST F47 45 4518 17
"DDB] Submission" # 7% 27 1) v 7 L. WEHDIERIZHE
TADNHHZHD TWIFTIXEHEH7 7 4 VE2ERTE %,
Hil\l & DE Wi, Locus Tag Prefix. BioProject, & L T
BioSample ®EHE 2, K TIZZ% L AP OIERE ATI L7z E
TH 5 [Wll-4], & D Format Check D &iF & L T,
BRREN727 2 VBRSO 2 2T CRW 7 3/ Bk (X)
PEENTVE BEOZE M2 [WIl-11]. ZAUIAHE
AN ZEOHBICEETI PR INSEITREZY ) 5,
DFAST &, X 256 LT 2 2Ll Lk A 728121388k
FEAREY E L TRHEPOHIBRL TW5, 2072, X
FNTWALLTHRRTITIVBEETHL, X OK
BEWEDDB] DT ) T—F —hLBIEERERSNS
ENH LA, TORETHIIEFIHAHATH 5.

Fry IPFALEERNBLIO T ) 7= a v 774
Wi, ¥ ra— FRICHRN7 74 v & LTDDBJ IZ £ —
WVCHENT HON— N BFIHTH 5, SHIE7 74 V4
A AMRKRENZELH Y. DFAST O ~~— 3T ® URL
% DDBJ IZ A =)V TIER A jEETIT 272 [W11-13],

DDBJ £D¥bED. ZUTRE

A —VREDOK 2 Hik, DDB] & W BHNEEZT v ¥
L7z AR ENTE 72, 4o DDB] 6 Ofwib
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HFWNEIE, TN 3 HTHo72 [Wl12-2] :

. 7Y 7VICHW/AY 7 M7 = 7 Platanus ® /¥ —
Ta iE"BLIO TXwh?

2. TRNA IZB W T 5S rRNA O AT T W 555 16S
R 23S IEFHTE LD oTzDP?

3. GEOTF— ¥ 3EHE TR MHARTI WA ?

A TEROIHICEAE L [W12-3] :

1. 7Ry 7 &7z 7 g Platanus_ B T&
Y. version & 1.1.0o

2. FMlY 7 F Barrnap Z Wiz 2 A, Bbshzd
DIEES DATLZ,

3. BHETH, MOABRTEBE WL 9, BioProject
B L U BioSample ID IZOWTHFE LY A I v 7 TR
Bl LT 7280,

M LA DWW TR AT 4 OFRFLTH D, 3.12D20nT
7= AP EH (Hold Date) 2 ELTWid o7z
T2 DICHERR SN/ FHIHTH %, Hold Date 48 ET 5 &,
HEH IR 20 AMWPHETFREEZIT) T TIEIEAME
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o Bl L7zam sz a3 b £ CRIFAFHFNICT S &
W) FREFTEDR—IRKIITH 5 9 o

DDB] 2*5 3 FRLD & 9 ZBEEFFELN, ZOERET
ROMWMY I T L7z [W12-4] :

1. [Platanus_B v. 1.1.0] @ X 9 IZ5E#KT %,

2. rRNA SO TF IOV THEATL 72,

3. B $%7 — % L BioProject/BioSample 25H#i#E X T\
LOTHEBEIAMEND,

Sk L7720, 32135 4 7h 5k bHER
WThb, 77y ya rFridismIEicyzs
N, DDB] 2L DM X — VIZHEMNE T 74V
(SAMD00078754_JCM10692.acclist.txt [W12-51) @t &
DA EDT sy a v FEFYANE RS T WA,
AN, 4 H21 H (&) OHICDDBJIZA—VL [W1l-
13]J. 4 25 H (K) OFFIZ—HDORD L )25 T L7z
[(Wi12-5]c # L T4 H27H (K) ®FKBIZ BioSample
ID (SAMDO00078754 [W13-2]) 3 X U BioProject ID
(PRJDB5682 [W13-4]) 2SR EN/ZBD XA —VHmn
726 K 31X, DDB] ® 57— ¥ NX— 2 v — )V getentry
[W13-5] Z T, DIV F AT DT 7y av

- O X
2 http://getentryddbj.nig.acjp ;;e:er ? DDBJseq... (= BDQH...

LOCUS BDQHO1C000001 3747 bp OHMA linear ECT 26-APR-2017 A

DEFINITICHN Lactobacillus acidipisci=z DNA, =train: JCM 10692, =caffold:

ACCESSICH BDQHO1000000

WERSICOH 00

DELINK BioProject:PRJDES632Z
SioSample: SAMDOOOT3T54

EEYWCORLDS WGS; STANDARD DRAFT.

SCURCE Lactokac ;us_acidipiscis

ORGANISM Lactobacill cidipiscis
Bacteria micutes; Bacilli: Lactobacillales: Lactobacillaceae:
Lactobacillus.
REEFERENCE 1 (bazes 1 to 3747)
AUTHCRS Kadota,®., Tanizawa,¥. and Tohno,M.
TITLE Direct Submi=sion
JOURNAL Submitted (25-APFR-2017) to the DDEJ/EMBL/GenBank datakbase=z.
Contact:Ma=zanori Tohno
National Agriculture and Food Reszearch CJrganization, Institute of
Livestock and Grassland Science; Senbonmatsu 763, WNasushiobkara,
Tochigi 325-27%3, Japan
TRL thttp://www.naro.affrc.go.jp/
REEFERENCE 2
AUTHCRS Kadota,®., Tanizawa,¥. and Tohno,M.
TITLE Draft genome =egquence of Lactobacillus acidipiscis JCM 106892
JOUENAL Unpublizhed (2017)

CCHMMENT Annotated uszing prokka 1.11 from http://www.vichioinformatics.com.
Innotated at D-FAST https://dfast.nig.ac.jp
##Genome-Azzenbly-Data-3TART##
Azzembly Method :: Platanu=s B v. 1.1.0
Genome Coverage i 380x -
Sequencing Technology :: Illumina MiSeqg
##Genome-Assenbly-Data-ENDF§

FEATURES Location/Qualifiers

Source 1..3747 ¥
Joulture collection="JCHM:10692"
3. BTN fc7 oty 3&ES BDQHO 1000001

OzZoa v 74 7ORHIEZ 3747 bpe @B HE:E 2017 44 A 26 Ho
(3 BioProject 3 & UF BioSample ID b A 515, @DDB] & D) & )T
BIESNTZHNEDIELLKMENTWSEZ EXDbR b,

—98—
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#F75 (BDQH01000001) THi L7z#iRTHS [W13-6],
2017 -4 H 26 HfF D ABAIC% - TH Y. DDB] & DR D
LD THBIEENIZAFICL->TWAEI L LA S,

EN Nk (= Jnd nf%bba&é# fip&se -1
Ly o TERANDOEREIT- 728 I, MAVARHE
7oL A ML - %%%-%bioﬁﬁv&a@iﬁ
TEMOERIKIEEZITHo ZNIEDDB] F— 2 X—Y LoD
HLIART + —2ANBITH) T ENTE D,

HHOIC

AR TI&, L acidipiscis JCM 10692 @ de novo 7+t ~
71) B X O° DFAST #4745 % i\ T DDBJ I2 %83 %
—HDOFNEZE R L 720 DDBJ IXESFFKIEICAT L 5 HEH
PRI S 202 DIeE % BT 2 &2 B E LTWB A5, Bk
OEFT HEIICIIRIEAB O PR W L H D155 0T
CHEBELTUI L, SHOBFICEL-HEIE, 1>0H
RTHbo

FEORTHRA7z@ Y, HFEALH] 0 INSDC ~ D %

s £ X W

1) Tanasupawat S, Shida O, Okada S, Komagata K. (2000)
Lactobacillus acidipiscis sp. nov. and Weissella thailandensis
sp. nov., isolated from fermented fish in Thailand. Int J Syst
Evol Microbiol 50: 1479-1485.

2) Kajitani R, Toshimoto K, Noguchi H, Toyoda A, Ogura Y, et
al. (2014) Efficient de novo assembly of highly heterozygous
genomes from whole-genome shotgun short reads. Genome
Res 24: 1384-1395.

3) Tanizawa Y, Fujisawa T, Kaminuma E, Nakamura Y.,
Arita M. (2016) DFAST and DAGA: Web-based integrated
genome annotation tools and resources. Biosci Microbiota
Food Health 35: 173-184.

4) Mashima J, Kodama Y, Fujisawa T, Katayama T, Okuda Y,
et al. (2017) DNA Data Bank of Japan. Nucleic Acids Res 45:
D25-D31.
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X EMHEREN O SIB RIS 2 HFTH LY T
# 2 1%, GenBank ® Hi & T& % Los Alamos Sequence
Database D37 * ¥ 73— ® Walter Goad 5 DIRFEIZID
KDDTHb. WHITF 2, BESNAEERINIAMD
BOTHY., T ZOMEHRE AT L THHTIEICTRE
REFR L, ToF I, BRI N E o B
THLEWIFT =TV A T ADHMEE 2 LS~ L ik
KENTEZ, IELWIERTO 7 7 1 v 0 #efi R0l 22 7 1%
WMoOFERIT, BEEWN2STIETFHTHL, L2rL, Ik
Tife TR 20 FLaR (W FEAS R O BB 0 AR 7 — & A A
DIEHENE DAY, DWTIIBFEH Y OMEEER T &
DBEIEICLRDETHHSI.

-

AL O — L, T > R T AWFZERRRE E LR
wHzepr GEM=WE) & oJtREBF%E (2012-2088, 2013-2070)
DOHERIZEZDDOTT, F 72, JSPS B JP25712032,
JP15K06919 DB % Z1F 72 D T¥ o
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Abstract

The International Nucleotide Sequence Database Collaboration (INSDC) has maintained a primary
sequence database that collects experimentally-determined nucleotide sequence data directly from
researchers. Now data deposition to the INSDC is mandatory for research publication at most of the
scientific journals. However, the procedure to deposit data to the INSDC is a big burden, especially
for those who are not familiar with computer skills. Recently, we have developed a genome annotation
pipeline DFAST, which also assists data deposition to the INSDC. In this article, we show the
instruction to deposit annotated genome sequence data using the DFAST web service. Supplementary
materials are available at our web site, http://www.iu.a.u-tokyo.ac.jp/~kadota/r_seq.html#about_book_
JSLAB.
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