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" I DHATHIS LI, QEIET
MR BT74JL (LH_draft2.fa) A
Wl'l i LH draftZ.fa 355&(,\5'5?]}5'55&&){3\3;7

S % File Edit View Search Terminal Help ) 1542 3%
r iu@bielinux[iu] cd ~/Desktop/mac_share [ 3:20 %]
é‘, iu@bielinux[mac share] pwd [ 3:4154 %]
m=eidl / hOMe /1u/Desktop/mac_share
iu@bielinux[mac share] 1s -1 LH draft2.fa [ 3:414 %]
— VM - rwxrwxrwx 1 iu iu 2400619 98 23 20:25

iu@bielinux[mac share] | [ 3:414 %]

DD D O

A A E LSt o) a2 oM Field et al., Mat Biotechnol.,, 24: 801-803, 2006 2



= LH_draft2. faDACGTDFELERER RS

Wl 2 _ LH d ft2 f -#E R ., GCEE=H'38.2%DLH_draft2 faD 15
- . rafiz.1a &%, C or GO EDIEHIEA 382 /
9 File Edit View Search Terminal Help 2=191%ThY . EAH|E (CH19.0%. GH
R rownames, sapply, setdiff, sort, table, 13 19 9%)Ga#HBZEMDHE . Chargaff s second

}a¢ unlist, unsplit . A
parity rule M Z L THH_EhHMND

E Loading required package: S4Vectors
MlLoading required package: stats4
Creating a generic function for ‘nchar’ from package ‘base’ in packa
N Wge ‘S4Vectors’
Loading required package: IRanges
i Loading required package: XVector
>HEANNNT 74 IVDFTEHIAH
> fasta <- readDNAStringSet(in f, format="fasta")#in fCHE LT 7
1TIVDZEHIAH
> #X &
' > hoge <- alphabetFrequency(fasta)[,1:4] #A,C,G,TORZEZERBHIC &IC
E P Y U R % hogeld 1 4
@ > colSums (hoge)/sum(as.numeric(hoge)) #A,C,G, TO#HRL & TR

A C G il
0.3098775 0.1900621 0.1921449 0.3079155
:, - >
>~ > q(save="no")
gl iugbielinux[mac share] | [ 1:514%]

HAZBREFREDEHEME



=
W2-1:features.tsv

N IWTFIT g,

» MiGAP: Sugawara et al., 20th Int. Conf. Genome Informatics (Kanagawa, Japan). 2009
» RAST: Aziz et al.. BMC Genomics, 2008, Overbee et al., Nucleic Acids Res.. 2014, Bret|

F8EIMDIDWA-50) . @features.tsvd
Excel CRALN TdnaAD TFELFESR, B
annotation.gffa LN THEZE TH KLY

» DFAST: Tanizawa et al_ . Biosci Microbiota Food Health, 2016
« FLESEINGS:E#E 5[0 PDF

» Prokka: Seemann T, Biownformatics, 2014

» W4-1: DFAST
*» W4-2:LH hgap.fa
A A0S EDLH hgap %, £F 74 L EBRTHRAFOSICOE —LTWWARLITTE .,

pwd

1=

cp LH hgap.fa ../mac_share
1s -1 ../mac_share

W4-5: DFAST={ T#g A(LH heap fa)
= Genbank Flat File: annotation.shk
= GFF3-formated File: annotation off
= Genome Fasta File: genome.fna
= Protein Fasta File: protein faa
= CDS Fasta File: cds_fna
= RNA Fasta File: ma.fna
= Feature Table: features.tsv
= Genome Statistics: statistics.

BLAST® =EiT&o[#R1{kL

o _dntter: Sonnhammer and Thirbin Gene 1995

axsmgza=xpo DFAST: Tanizawa et al., Biosci Microbiota Food Health, 35: 173—-184, 2016




2-1:features.tsv

features.tsv -

Excel

(DdnaAlZ. sequencel1 D[1441846, 1443162 bplE
B oT- (CET—IHER) o == (F4BEEH H
b7E4HLH hgapfazr AHELTEITLI-FHER

Frl WA BL AT L(FUb &= T4 EH TR Q ETULMEEEAHLTOSEN
G1457 v Je dnah v
A . B . i . D . E . F G H -
1451| 1450 LOCUS_01450 sequencel complement{1432847..1434211) CDS hypothetical protein ATGTTTA
1&52_ 1451 LOCUS_01451 sequencel complement(1434402..1436963) CDS DMA gyrase subunit A YA GTGGCTG
1&53_ 1452 LOCUS_01452 sequencel complement(1436991..1438934) CDS DMA gyrase subunit B gyrB GTGAGCG
1&55: 1453 LOCUS_01453 sequencel complement(1438934..1440055) CDS DMA replication and repair protein RecF reck ATGATTT]
1&55_ 1454 LOCUS_01454 sequencel complement(1440065..1440289) CDS S4-like RMA binding protein GTGCAAC
1456_ 1455 LOCUS_01455 sequencel complement(1440531..1441670) CDS DNA polymerase ||l subunit beta dnall  AZGAAAT
1457] 1456 LOCUS_01456 sequencel complement(1441846..1443162) CDS chromosomal replication initiator protein DnaA
ldEE: 1457 LOCUS_01457 sequencel 1443654..1443788 CDS 505 ribosomal protein L34 romH  ANGAAGC
1&59_ 1458 LOCUS 01458 seguencel 1443859,.1444203 CDS rnbonucleaze P mpA ATGAGAAN
lﬂ-frﬂ_ 1459 LOCUS 01459 seguencel 14442189,.1445052 CDS preprotein translocase subunit YidC vidC 2 GTGAAAA
1461 1460 LOCUS_01460 sequencel 1445219..1446019 CDS hypothetical protein ATGGCAA
1462| 1461 LOCUS_01461 sequencel 1446195..1447583 CDS tRNA modification GTPase trmE  GTGGCAC
1&63_ 1462 LOCUS_01462 sequencel 1447617..1449545 CDS tEMNA uridine 5-carboxymethylaminomethyl mocgidA ATGGAGC
1464_ 1463 LOCUS_01463 sequencel complement(1449639..1450622) CDS aldo/keto reductase ATGAATT| +
features o) 1 '
BERT FH M - | + 100%

HAZBREFREDEHEME




= LH_draft2.fa% A J &L TDFASTZRITLIHER
] (Dfeatures.tsvES 2 A—KR L TdnaATXFS
W2'2 . L H d raftz .fa. BELTHEULL ., @Features® T TERARTHELY

-

=X

e e & http://dfast.nig.ac.jp/analysis/ O ~ C || @ DFAST - Job Result | | {5 5.7 so3

Remember the current URL to access this page. The result will be deleted 30 days after your last visit.

Title - Delete this job now. == | Delete | Thiz procedure cannot be undone

JoblD : 3e0898bd-5b70-4b00-b4b3-7H6555a0020

Status - COMPLETE [2816-12-15 15:13:49.566123] Job submitted.

[2816-12-15 15:13:48.573419] Job started.
[2816-12-15 15:17:83.495828)] Job completed.

~2-

Result Features NBJ Submission Log
Genome Statistics &, Download Files
Genbank Flat File : annotation.gbk
Total Length (bp) 2,400,584 GFF3-formated File :  annotation.gff
Genome Fasta File: genome.ina
No. of Sequences 3 9

Protein Fasta File :  proiein.faa
GC Content (%) 38.2% CDS Fasta File: cdsfa
RMA Fasta File: ma.fna
Feature Table : features.tsy
Gap Ratio (%) 0.0 Genome Statistics :  statistics tud
Zip Archive :  annotation.zip

N50 2,277,983

No. of CDSs 2,330




W2-2:LH draft2.fa

(DFeatures® T T, @QdnaATXFHREREL
T=#58 . QdnaAld. chromosome L ) B 4H
8 Bl (complement)D[1436009, 1437325 bp]

-

TRIEIZ3H 2T, ETE IR R oriClE . HE <

& http://dfast.nig.ac.jp/analysis/ O ~ C || @ DFAST - Job Result

| COBIEYEETRINETHAS. LM

Remember the current URL to access this page. The result will be deleted 30 days after your last visit.

Delete this job now. == | Delete | Thiz procedure cannot be undone
Title :
JoblD : 3e0398bd-8b70-4b00-b4b3-7H16555a0080 .
Status - COMPLETE [2816-12-15 15:13:49.566123] Job submitted.

[2816-12-15 15:13:48.573419] Job started.
[2816-12-15 15:17:83.495828)] Job completed.

~0-

Result Features DBJ Submission Log

Annotated Features

Show 25 ﬂ entries Search: | dna4 *®
Feature
No. LocusTag Seq. D Location Type Froduct Gene Nucleoctide Translation Edit
1496 LOCUS 01443 [chromosome complement cDs chromosomal dnaA View View Edit
(1436009..1437325) replication

initiator
‘ protein DnaA

Showing 1 to 1 of 1 entries (filkered from 2,490 total entries) Previous - Mext




DOri-FinderM by TR— , QA
HNI77A4ILD ALK ILFASTA format

3-1 : Ori-Finder

“A Ori-Finder

: Home

%= Introduction sl

&= Examples

== Database

&= Download

&= Reference

% Links

11 A ;i Running Options g8 | Upload a ptt fileo example

| [Escherichia coli  \v| Select species-specific DnaA boxes

[] Define your own DnaA boxes
Unmatch site(s)

Output Options Output the distribution of DnaA boxes M
Output M AT M GC M RY ¥ MK disparity curves

*If you want to predict the replication origins in archaeal genome, please visit the O i -Finder 2
web server [Luo. Zhang and Gao. 2014].

*For the convenience of users' query, the predicted oriC regions have been organized into a
MySQL database, called DoriC, which is freely available at Liiip: tubic.tjuedu.cn/doric

(c) 2007.TUBIC all rights reserved.

A EBESAEDEREmE Gao and Zhang, BMC Bioinformatics, 9: 79, 2008 8



= BN (DLH_draft2 fa0d {7441£6., @grep TERFIHAS
THY . XPDEFI A ch ThdHE%H
W3-2:seql draft.fa = caromosome

MR, QLH draft2. faD Ex ¥ D217 7 (KRS
: ile Eit iew Sarch Terminal Help ﬁlj-"’-rﬂ \)gjiﬂaﬂjb'tsecﬂ draft.falZ ‘[%ﬁo@
jiuebielinux[iu] cd ~/Desktop/mac_share seql draftfaD I 7AILH A X1£2,277,996 bytes
Jiu@bielinux[mac share] pwd = . . —

/home/iu/Desktop/mac share

iu@bielinux[mac share] 1s -1 LH draft2.fa [ 1:564%%]

-rwxrwxrwx 1 iu iu 2400619 98 23 20:25

iu@bielinux[mac share] wc LH draft2.fa [ 1:564 %]
‘. 6 6 2400619 LH draft2 fa

iu@bielinux[mac share] grep ">" LH draft2.fa [ 1:565 %]

>chromosome

>plasmidl

>plasmid2

iu@bielinux[mac share] head -n 2 LH draft2.fa > seql draft.fa

iu@bielinux[mac share] 1s -1 seql draft.fa 1:5654 % ]

-rwxrwxrwx 1 iu iu 2277996 12H 16 13:56

iu@bielinux[mac share] | 1:5654% ]

,,,,
N % LA




Ori-FinderzZE{T9 L, OB, QX F I+
ILE RO, Bseql draft.faz EZIRL T, @RA<

3-3:0Ori-Finder

i« Home : , ' : “iegxample
%« Introduction | B85 r—= = - =T
el e B Py TO— RTBT7LDER [
&= Examples
is Database @uvl W C:¥Users¥kadota¥Desktop¥share{ shareig= ol ‘
&= Download = —
3 — H== i
D e Z|;Ey  HLLIANY 3 0l @
&= Link P A )] EFHE HA4X b=} 2
Links Je BEIEAD BT SHOE A 233 o
g Fo>0—-F 4, seql_draft.fa 2016/12/16 13:56 2,225KB FA 271IL
B Ao bvT .| sequencel_blast.txt 2016/09/2521:38  12,182KB FFA I FFa
~. 11 -, Running Options v BEER LSRR 4| LH_draft2.fa 2016/09/23 20:25 2,345KB FA 274l -
\ i N — - e Liodis
Exchetnichia coli & OneDiive | T out2.bam.bai.zip 2016/09/13 20:03 4KB ZIP I7AIL
L] Define you [ out2.bam.zip 2016/09/13 20:02 69,651 KB ZIP J7 AL
[1 V] Unmatchy I'" unigout.sam.zip 2016/09/13 20:02 94,135KB ZIP I7 ),
Output Options Output the dis A Z1I5Y I out.sam.zip 2016/09/13 19:42 113,662 KB ZIP J7-JL
Output M AT| & RFaxyh 4] out-unique.varfit.vef  2016/08/12 17:28 7KB VCF 274
= E9Fv || out2.bam.bai 2016/09/12 17:26 8 KB BAI J7-IL
*If you want to predict the replicatig . $ 5y SR R ey e S L ey - M
web serv AN i . <
*For the convenience of users' que 7 4ILE(N): seql_draft.fa v wff b (*.%) v’
MySQL database, called DoriC, Y
- LB || #v>on |

HAZBREFREDEHEME 10



DOEWFEZ LIZHEh [ ZDnaA boxMD9—merD 15 K
SIMNBLEES5THS, LM L. @LactobacilluslE%:
SZEIEDT, EYHAT T4 ILEDFEFE TR Submit

E=REEE X
(=) l “Z http://tubic.tju.edu.cn/Ori-Finder/ O ~ ¢ H “7 Ori-Finder x ‘ ’ AN

Welcome to Ori-Finder

oExample

C:\Users\kadota\Desktop| £33,

A2 Running Options £88 | Upload a ptt fileo example

4 |Escherichia coli  \v| Select species-specific DnaA boxes
' } L] Define your own DnaA boxes

i [1 v| Unmatch site(s)

Output Options O

he distribution of DnaA boxes M
AT M GC M RY ¥ MK disparity curves

*If you want to predict the replication origins in archaeal genome, please visit the O i Finder 2
web server [Luo. Zhang and Gao, 2014].

*For the convenience of users' query, the predicted oriC regions have been organized into a
MySQL database, called DoriC, which is freely available at Liiip: tubic.tjuedu.cn/doric

(c) 2007.TUBIC all rights reserved.

HAZBREFREDEHEME 11



S iR FE TREMNF oS AY DintroductiondD )

] - - DOFICABA-FTa2 - NS A—FIZET SRR
W3-3: Ori-Finder #5207, ZLEHTHEEED, FIZIEDGC skew

} %2 http://tubic.tju.edu.cn/Cri-Finder/ O ~ & H “Z Ori-Finder b I

| DFERDAERE=VLVDOTHNIL., fEDAT, RY, MK®

- e ECAHDFTIIENLTHIFIEKLY, . disparity(dd
Z5<skewl ALBHR TR TLDLDERDIET

TUBIC

%= Home

&= Introduction \Users'kadota\Desktop 85,

&= Examples
%« Database

&= Download

&= Reference
%= Links

Running Options £83. | Upload a ptt fileo example

|Escherichia coli | Select species-specific DnaA boxes

L] Define your own DnaA boxes
Unmat*
Output Options Output the distr n of DnaA boxes ¥

Output ATl GCI@ RY [ MK disparity curves

Submit

*If you want to predict the replication origins in archaeal genome please visit the ¢
web server [[.uo. Zha

*For the convenience of users' query, the predicted oriC reglons have been organized into a
MySQL database, called DoriC, which is freely available at | du.cn/doric

(c) 2007.TUBIC all rights reserved.

12




Ori-FinderE{T#5 R , DR
AT LIZRRESNTLNS, D
TDIFES>ETHRDHALHZET

3-4:Ori-Finder

, P ===

e.gf_jjj‘ %2 http://tubic.tju.edu.cn/Ori-Finder/o O ~ & || <7 Ori-Finder | # Output results by Ori-Fi... x ‘ | {0 T ek

e omation ot genome ndorCregion
Genome size 2277983 nt

Genome GC content 0.3812

DnaA box distribution [DnaA box distribution]

OnC length 653 nt

OriC AT content 0.6769 '
The number of DnaA bax 6

The location of oriC region 1396338..1396990 nt

The location of dnahA gene -

The extremes of GC disparity 1435740 nt (minimum), 337722 nt (maximum}
The extremes of AT disparity 1334199 nt (minimum), 342895 nt (maximum}
The extremes of RY disparity 1437338 nt (minimum), 342395 nt (maximum}

The extremes of MK disparity 337276 nt (minimum), 1432968 nt (maximum}
Note that the E. coli perfect DnaA box (ttatccaca) was searched for with no more than one mismi

Note [Gene list (zcurve1.02)]
Z-curves [Figure1] [Figure2]
OriC Sequence The DnaA boxes identified in the below sequence are capitalized and also marked in bold, if any

aactaacgacctttcaacaagqTTATCCACAqagTITTCCACAqggttaagatatttttaat
taaaaataagtttcaaactctattgacttegtttttttaaaatattttTTATCCACAgEL
ttgcacagaaacactcgttogtgatagocagttacaaacagttgatgtaccaacgattaag
actactttcecgtttgtttggttgttagTTATCCACAagtggtgggeccecgtcTGTGGATAAC
tttttcaactgctataacagttgttctggggggecttitatactttecttaacaattatacca
gaaagtttccacagagqTTTTCCACAgattaattatttcaaaaaaatacttgoaaaatgac
tactgaactacttcatttocctgtaacttattttgttogttaaatttaaccatttttagge
ttttttgcgecattatactagtataaatatatttgtecgttegtetttctetaattatgece
ttttcagatacctatatgtgggttaatcaatataattccocgaactttaacttoctaaatatg
tattataasacggagatccaatgcaacctgtggtttgoccgaatctocogttattttattta
tatatattgttagaacgttcccocccagaaggtatcagtctaagttttatgtgec

The information of genome and oriC region

v
Genome size 2277983 nt
< >

HAZBREFREDEHEME 13



W3-4

- Ori-Finder

-

D—B T DIREE,

(RCESEIFHRMNEERT3IDH
S>1=DT)oriCHDIEFEM . CHGEEIFEETIDOH
Sf=CEROMNYFET  HIZIEL. CSTRATLNS

3% B D& DoriCHELELF2[1437326, 1438021]

e %2 http://tubic.tju.edu.cn/Ori-Finderfo O - & |||%Z Ori-Finder #7 Output reboreeoyor

Genome size

Genome GC content

DnaA box distribution

OrC length

OnC AT content

The number of DnaA box
The location of oriC region
The location of dnaA gene
The extremes of GC disparity
The extremes of AT disparity
The extremes of RY disparity
The extremes of MK disparity

MNote

Z-curves
OnC Sequence

taggcIGIGGATATccTGTGGATAACcaggacaacttttaattagTTTTCCACA: ~,

2277983 nt

0.3812

[DnaA box distribution]

696 nt

06351

6

1437326..1438021 nt

1435740 nt (minimum), 337722 nt {maximun)
1334199 nt (minimum), 342895 nt {maximun)
1437338 nt (minimum), 342895 nt (maximum)
337276 nt (minimurm), 1432963 nt {maximun)

Note that the E. coli perfect DnaA box (ttatccaca) was searched for with no more than one mismi
[Gene list (zcurve1.02)]

[Figure1] [FigureZ2]
The DnaA boxes identified in the below sequence are capitalized and also marked in bold, if any

agtgactcctocctaaatgaaagtacaataaatagtttagecatgtogagaaatagTTTTCC
ACAgqggttgttgaaatttaaatgtaatattgcacaactgtgtgtgtaaaTTATCCACAgC
agtgtggaaagccaggtaaatgctaggectatacgaagTITATCCACALttttttgtgcaaa

TAActtaatcgacagggtgttocttttgttegtaacacggggaaaaagocagttgaaaactt
aaattgaatccacaggaaagaaacaacgctgtggattgttttggtttaatTGTGGATAAC
tcaaaaattttttattctttttaggtgtttattatctttttagaatgtgataagattgat
gggtattgtttgggaagataaacttttcocgactaataaaatttaaactaaattgttttagg
aggtgcocgaaatatgaagocgcacatttcaaccaaaaaagoggcatocgttcacgtgttcacyg
gtttccgtaaacgcatgagtactagtaacggoecgtagtgtattagecacggagacgtcaaa
aaggcagaaaagtattatctgocataggggtcgtgacaaactageotttgtogoagooccttt
tttcatatctataggaatatttctggagattacago W

gatacgtccgttgtatcaaggecttggaggagTTATCCACTattttttgecatagecTGTGGA .

HAZBREFREDEHEME
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W3-4: Ori-Finder

-

€,

#2 http://tubic.tju.edu.cn/Ori-Finderfo 0 ~ &

“7 Ori-Finder

#7 Output results by Ori-Fi...

3D MDoriCIEHMEE D £
37, 1D[1396338, 1396990]
. @[1435834, 1436008].
@)[1437326, 1438021]

Genome size

Genome GC content

DnaA box distribution

OnC length

OrC AT content

The number of DnaA ba

The location of oriC regi

The location of dnaA ge

The extremes of GC disparity
The extremes of AT disparity
The extremes of RY disparity
The extremes of MK disparity

MNote

Z-curves
OriC Sequence

Genome size

<

2277983 nt

03812

[DnaA box distribution]
653 nt

0.6769

6

1396338..1396990 nt
1435740 nt (minimumy),
1334199 nt (minimumy),
1437338 nt (minimum),
337276 nt (minimurm), 14

Note that the E. coli perf]
[Gene list (zcurve1.02)]

[Figure1] [Figure2]
The DnaA boxes identifig

aactaacgacctttcaac
taaaaataagtttcaaac
ttgcacagaaacactcgt
actactttcecgtttgtttg
tttttcaactgctataac
gaaagtttccacagagTT]
tactgaactacttcattt
ttttttgcgecattatact
ttttcagatacctatatg
tattataaasacggagatc
tatatattgttagaacgt

2277983 nt

€

#2 http://tubic.tju.edu.cn/Ori-Finderf/o 2 ~ ¢

“7 Ori-Finder

#2 Qutput results by Ori-Fi... AT

Genome size
Genome GC content
DnaA box distribution
OnC length

OnC AT content

The number of DnaA bo
The location of oriC regi

The location of dnaA ge
The extremes of GC disparity
The extremes of AT disparity
The extremes of RY disparty
The extremes of MK disparity

Note

Z-curves
OnC Sequence

Genome size
Genome GC content
DnaA box distribution
OriC length

OrC AT content

The number of Dnah box

BAIBEEFREOERFEME

The location of oriC region

2277983 nt

0.3812

[DnaA box distribution]

175 nt

0.6743

4

1435834 1436008 nt

1435740 nt (minimum), 337722 nt (maximum)
1334199 nt (minimum), 342895 nt (maximum)
1437338 nt (minimum), 342895 nt (maximum)
337276 nt (minimum), 1432968 nt (maximum)

Mote that the E. coli perfect DnaA box (ttatccaca) was searched for with no mare than one mism;

[Gene list (zcurve1.02)]
[Figure1] [Figure2]

The DnaA boxes identified in the below sequence are capitalized and also marked in bold, if any

gattggttactococttgaaggttgaatttgtctttaatttaattaataaataataaagtog
tagtagtagggcctgttaatacTGITGATAALtaaagttcacaagaaggatacacggttt
taggcTGTGGATATccTGTGGATAACccaggacaacttttaattagTTTTCCACAA

2277983 nt

0.3812

[DnaA box distribution]
696 nt

0.6351

8

1437326..1438021 nt




= DFASTY /T—23ViaR(W2-2)& Y. dnaAld
] - . chromosome £ M #H4# £5 Bl (complement) D [14360009,
W3-4:Ori-Finder 1437325 bpRBBIZ B ~F-C b HEZ . OMIEED

-

D S 57 M slerl Bl
- &+ pEE[1437326, 1438021]M — & Z & LB
%2 http://tubic.tju.edu.cn/Ori-Finderfo O - & |||%Z \Ori-Finder 2 Otrpoc o oo =
(= O eS|

. a 2 htp://tubic.tju.edu.cn/Ori-Finder/a © ~ ¢ || 22| Ori-Finder #7 Qutput results by Ori-Fi... 7.7 %03
Genome size 2277983 nt — p—
Genome GC content 0.3812 ~
DnaA box distribution [DnaA box distribution] e 2977983 nt
OrC length 653 nt Genome GC content 0.3812
Lz TonET Liive DnaA box distribution [DnaA box distribution]
The number of DnaA box 6 OriC length 175 nt
The location of oriC region 1396338..1396990 nt OriC AT content 0.6743
The location of dnaA gene - The number of Dna box 4

The exiremes of GC disparity 1435740 nt (minimum), 4| The location of oriC region 1435834 1436008 nt
The extremes of AT disparity 1334199 nt (minimum), The location of dnaA gene

The extremes of RY disparity 1437338 nt (minimum), | The extremes of GC disparity 1435740 nt (minimum), 337722 nt (maximum)
The extremes of MK disparity 337276 nt (minimum), 19| The extremes of AT disparity 1334199 nt (minimum), 342895 nt (maximum)
Note Pgéimtﬂlifwi?"o%ef The extremes of RY disparty 1437338 nt (minimum), 342895 nt (maximum)

The extremes of MK disparity 337276 nt (minimum), 1432968 nt (maximum)

Z-curves [Figure1] [Figure2] : - -
: . . N Mote that the E. coli perfect DnaA box (ttatccaca) was searched for with no mare than one mism;
OriC Sequence The DnaA boxes identifig ote [Gene list (zcurve1.02)]
aactaacgacctiitcaac| 7 cypes [Figure1] [Figure2]
taaaaataagtttcaaac - - - - — -
ttgcacagaaacactegt| ONC Sequence The DnaA boxes identified in the below sequence are capitalized and also marked in bold, if any
actactttocgtttgtttg gattggttactococttgaaggttgaatttgtctttaatttaattaataaataataaagtog
tttttcaactgctataag tagtagtagggcctgttaatacTGTTGATAALtaaagttcacaagaaggatacacggttt
gaaagtttccacagagTT] taggcTGTGGATATccTGTGGATAACccaggacaacttttaattagTTTTCCACAA
tactgaactacttcattt
ttttttgcgecattatact
ttttcagatacctatatg .
tiomosooToomie Genome size 2277983 nt
tatatattgttagaacgt|| Genome GC content 0.3812
DnaA box distribution [DnaA box distribution]
= : T OriC length 696 nt
enome size n :
< OrnC AT content 0.6351
~ The number of DnaA box 8

_ Sl AE s o The location of orC region 1437326..1438021 nt




W3-5

DO—IsZ-curve; ZETHRLoN-KERTH5

Z-curve

e %2 http://tubic.tju.edu.cn/Ori-Finderfe © - & |||%2 Gri-Finder #7 Output results by Ori-Fi...

Genome size

Genome GC content

DnaA box distribution

OrC length

OnC AT content

The number of DnaA box
The location of oriC region
The location of dnaA gene
The extremes of GC disparity
The extremes of AT disparity
The extremes of RY disparity
The extremes of MK disparity

MNote

Z-curves
OnC Sequence

TEgJragragggocrgrraatacIGIIGATAAT Taaag L LCcacaagaaggaracacggrtT
taggcIGIGGATATccTGTGGATAACcaggacaacttttaattagTTTTCCACA:

2277983 nt

0.3812

[DnaA box distribution]

696 nt

06351

6

1437326..1438021 nt

1435740 nt (minimum), 337722 nt {maximun)
1334199 nt (minimum), 342895 nt {maximun)
1437338 nt (minimum), 342895 nt (maximum)
337276 nt (minimurm), 1432963 nt {maximun)

Note that the E. coli perfect DnaA box (ttatccaca) was searched for with no more than one mismi

[Gene list (zcurve1.02)]
[Figure1] [Figure2]

boxes identified in the below sequence are capitalized and also marked in bold, if any

tocctocctaaatgaaagtacaataaatagtttageatgteogagaaatagTTTTCC
ACAgqggttgttgaaatttaaatgtaatattgcacaactgtgtgtgtaaaTTATCCACAgC
agtgtggaaagccaggtaaatgctaggectatacgaagTITATCCACALttttttgtgcaaa
gatacgtccgttgtatcaaggecttggaggagTTATCCACTattttttgecatagecTGTGGA
TAActtaatcgacagggtgttocttttgttegtaacacggggaaaaagocagttgaaaactt
aaattgaatccacaggaaagaaacaacgctgtggattgttttggtttaatTGTGGATAAC
tcaaaaattttttattctttttaggtgtttattatctttttagaatgtgataagattgat
gggtattgtttgggaagataaacttttcocgactaataaaatttaaactaaattgttttagg
aggtgcocgaaatatgaagocgcacatttcaaccaaaaaagoggcatocgttcacgtgttcacyg
gtttccgtaaacgcatgagtactagtaacggoecgtagtgtattagecacggagacgtcaaa
aaggcagaaaagtattatctgocataggggtcgtgacaaactageotttgtogoagooccttt
tttcatatctataggaatatttctggagattacago

HAZBREFREDEHEME
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=
W3-5:Z-curve

-

#2 http://tubic.tju.edu.cn/Ori-Finderfo 0 ~ &

“7 Ori-Finder

Legend

Figure1 shows the Z-curves (AT, GC, RY and MK disparity curves)

DOEE XEF RO RSICHYE T E L5, QftED
Base disparityh'. Q#FF DI TRINTLVHGCDIZFILGC
skew|ZHE T HED=AHLFIEITE S, disparity[FI&E L
M EEVDELR, Z-curve ZEDFFHlA HMBIELESE.
{E&+m5E1[1437326, 1438021]/E 30 TGC disparity H §iB/ME
DTS EMN D, B/IMEZFIEL TS DT=A5 EF

Figure2 shows the Z-curves (AT, GC, RY and MK disparity curves) for the rotated sequence

beginning and ending in the maximum of the GC disparity curve. Short vertical red line indicates the
indicator gene (such as dnaA, dnaN, gidA, hemE etc) location, and short up vertical dark blue arrow
indicates the identified oriC location. Purple peaks with the diamonds indicates the Dna& box

clusters. [back to main]

>chronosone,

length: 2277983 bp, GC content: B,3812

38008 1 a3s
AT disparity
GC disparity
RY disparity
| HK disparity A
28008 8,83
af box clusters —dp—
18068 - F 8.825
£
2 b
n 0 - - 8.2 o
g -
2 °
T g
B -1p888 - - 8,015 =
-3
= [
= E
=
-28088 - 8,81
=-38888 - r 9.885
=48880 a
a 588 1888 1588 2880
nikb}
= 24 A e
EK?LE&E%KHIL\@E% 9@
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= DanaABIET B DRI D 10151

N NERT, HHEHEALZDTO
WA4-1:dnaAd) Faﬁ tlél\ —1 I‘ > :ATCA_](;TCAC#%I\ eRTEATTE

) File Edit View Search Terminal Help Eﬁﬁﬁg%s Eﬁtﬁj P_‘/bﬁ—ﬁQH"]@ATG
[ JJiuebielinuximac share] pud TI>ALGTGITA> TN BT EIZE 5K
| “§/home/1iu/Desktop/mac_share
_‘,_‘ iu@bielinux[mac share] 1s -1 LH draft2.fa [ 3:524 %]

-rwxrwxrwx 1 iu iu 2400619 985 23 20:25

iu@bielinux[mac share] head -2 LH draft2.fa | tail -1 | cut -c 14373
7~ 16-1437325

o WAATCAGTCAC
iu@bielinuxMpac share] | [ 3:524 %]

HAZBREFREDEHEME
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INTTYTDARREZBRD D E.

O = S, == | AR AOGTG(PQTTG) T
WA-2:7\JT V)T DOAR D IR Gor s cimancizns

-

L= [ E ]

e = https://www.ncbi.nlm.nih.gov,/ Taxonomy/Utils/w; O ~ @& € I = ncbi.nlm.nih.gov | Y ARLE

. . N

11. The Bacterial, Archaeal and Plant Plastid Code (transl table=11)

s = FFLLSSSSYY+4CCxHLLLLPPPPHHGORRRR TT TMTTTTHNKKSSARYY Y YAA R DDEEGRGG
Starts = —-Ho—o—- e e 177
Basel = TTTTTTTTTTTTTTTTOMCCOCCO0CO00C0GALALLLALALL A At A CEGHAGHACEAGMEGG
Bage? = TTTTCOCCAMAGGERTTTTCCCOAAAGGEGTT T TCCCCAAM GEIGTT T TCCOCAMAGEGG
Based = TOAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGT CAGTCAGT CAGTCAGT CAGT CAGTCAG

Click herﬁ format
Systematic Range and Comments:

Taklz 11 is used for Bactera, Archasa, prokarvotic viruses and chloroplast proteins. As in the standard
code, initiation is most efficient at AUG. [naddition, GUG and UG starts are documented in Archasa and
Bacteria (Kozak 1983 Fotheringham et al. 1986, Golderer ot al 1885 MNolling et al 1995 Sazuka & Ohara
1896, Genser et al 1898 Wang et al 2003) In E. coli, UUG is estimated to serve as initiator for about 3%
of the bacterium's proteins (Blattner et al 1997). CUG is known to function as an initiator for one
plasmid—encoded protein (RepA) in Escherichia coli (Spiers and Beroguist, 1852) In addition to the NUG
initiations, in rare cases Bactera can initiate translation from an AUU codon as ez in the case of pohAdA)
polymerase PonB and the Infs gene that codes for translation initiation factor IF3 (Polard et al 1951,
Livers etal 1953, Sazuka & Ohara 1896, Binns & Masters 2002). The internal assignments are the same
as in the standard code though UGA codes at low efficiency for Trp in Bacillus subtilis and, presumakly, in
Fscherichia coli (Hatfiled and Diamond, 1993) v
Eack to top

£ 2

https://www.ncbi.nim.nih.gov/Taxonomy/Utils/wprintgc.cgi#SG11

HAZBREFREDEHEME
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" SN
- W4-3:JQCHO01000005.1

L

tOMEST IL—ThibH
=N 7-L. hokkaidonensis
DEEKRD Y / LEES|

= | B -
1| 2 https://www.ncbi.nlm.nih.gov/nuccore/JQCH01000005.1 L-ad | = Lactobacillus hokkaidon... | | {0 5.7 4o
> NCBl  Resources (¥ How To [¥ S A
Nucleotide Nucleotide  v/|| |
Advanced Help
GenBank - Send: - .
Change region shown -
Lactobacillus hokkaidonensis strain DSM 26202 Scaffold5, whole o
Customize view -
genome shotgun sequence
GenBank: JQCHO1000005 .1
EASTA Graphics Analyze this sequence
Run BLAST
Go to: Pick Primers
LOCUS JQCHO1000005 96182 bp  DNA& linear BCT 06-NOV-2015 Highlight Sequence Features
DEFINITICON Lactobacillus hokkaidconensis strain DSM 26202 Scaffclds, whole
genome shotgun Sedquence. Find in this Sequence
ACCESSION JQCHO1000005 JQCHOLOOO000
VERESION JOCHO1000005.1
DBLINE BioProject: PRJNRAZZZ2Z5T A ) -
BioSample: SAMNO2787790 Related information
KEYWORDS WES. Assembly
SOURCE Lactobacillus hokkaidonensis BioProiect
ORGANISM Lactobacillus hokkaidonenzis lorTojec
Bacteria; Firmicutes; Bacilli; Lactobacillales; Lactobacillaceae; EiGSample V)
Lactobacillus.
£ >

HAZBEF=

SN

somgmom  NUPS://www.ncbi.nlm.nih.gov/nuccore/JQCHO01000005.1




4-3:JQCHO01000005.1

(Dchromosomal replication
initiation protein & &, @
CDSZ=DJvy

‘1| &2 https://www.ncbi.nlm.nih.gov/nuccore/]

Y r =

H01000005.1 L ~ & ¢ | = Lactobacillus hokkaidon...

(o]

a n
S 2o Fh
L Ll

x B’E: | chromosomal replication initiation protein

| giA A |?r:”i:-5|:.f - | 10—

i L.-J.G.I.IDJ._Lpl:I.L_IJ.': :
/fproduct="3tage III $porulation protein Jv

/protein id="EROLO455.1"
ftran3laEiDn="MEKHLKKYLTHASILSLALFLAAESHKPINSRSTGIWDKGIVYE
FSRAI IWLAHTFGGYGMGIIIFTIIVREIVILPIMIYOTESMEETOELOPELERLOEEY
SSEDMETVEELQEEQEQLY SEAGVHPFASILPMIVOLEVIYALYQRIWRTDVLREGGESE
LWLELGHRDPYFILPILAAVFTEESSWLSMASOFEENTMT SAMTWVHMEIMI FEMAMNT
S AT S LYWWV INAFOVGOILVIONPFEIHRERAEREARERAHREAVEKARBEHARESER
BE"

complement (862585, .86639)

flocus tag="IV5% GLOO1E55"

complement (86285, .B6639)

flecus_;ag=“IUEQ_GLDDIEEE“

Jocodon start=1

ftransi_table=£l

/product="ribonuclease B"

fprutein_id="K3©1045E.l"
Jtranslation="MRESYRVEKESEFQOVFETHNSVANREFIIYTMEEPGOEHFRIG
ISVGREIGHAVHRNWVERRIRQSVLELEDQLEFDCDFLVIARRSADOMSMAETEQHLT
HALEKLAHLIDEH"

47294, .BB652

flocus_tag=“IVEB_GLDDIEEE“

a7294. .BEE52

flocus tag="IV:% GLOOLESE™

fcodon:start=1 -

/transl table=11

B romosomal replication initiation proteing
/protein id="KRQ10457.1"
Jtranslation="MLNYLLYFHLGGVIVIDLETLWDT IKESFENDVSSVIYENLIEP

e

£
HAZBEFRE

DEHF[E
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4-3:JQCHO01000005.1

STWAIELADHMND

DFEMNIZATGI S IEE

e

= | B [ |

[ =2 )(=2)| 2 https://www.ncbi.nlm.nih.gov/nuccore/JQCH01000005.1 D -~ & ¢ || = Lactobacillus hokkaidon... {t S.¢ i3
S & —
x EE: |chr0m050mal replication initiation protein | g R | ATZ3 - | 1 #M—3h
E&701l tcacgaccocc tatgcagata atacttttoct goctttttga ogtcoctocogtg ctaatacact
Be&76l acggcoccgtta ctagtactca tgcgtttacg gaaaccgtga acacgtgaac gatgococgoctt )
B2l ttttggttga aatgtgocgct tcatatttog cacctoctaa sacaatttag tttasatttto
B&881 attagtcgaa aagtttatct toccRRAcCAaa Taccocatcaa tcttatcaca ttoctaaasag
Be&94]l atmatamaca CCtaaBhAaga Ataammaatt tttgagttat ccacaattea accasaacasa
ET001 tcocacagogt tgtttottto ctgtggattc aatttaagtt ttoaactgeot ttttocoogt
ET06l gttacgaaca asagascacc Cctgtogatta agttatocac agotatgoea asaatagtog
B7121 atmactcctc caagcocttga tacamcggac gtatctttge acaaazaaat
7181 tecgtatagcc tagcatttac ctggotttoc acactgoctgt
E7241 tgtgcaatat tacatttasa tttcaacaac cctgtggaaa actatttct ga
SNENNES ctatttatt gtactttcat ttaggaggag tcactgtbtgac tgatttagad
a2 (==
GNEINES cocaattaa agaatctttt aagaatgacg tttotagogt can:gtﬂtgae”'ugq““”ﬁﬁ2
p— o m
LA CcCctgotaa ggcactgtca ttagogasaca accaactgac aattgaatteﬁlﬂcus—pag_ e
CNLNAET tCcacEAgga ttattggoge gattcattga cagataagtt tcgtttgt&cﬁcadbﬂ—start=l
SNELNNCtECcLtCcAEgA AEAAaAtCgAaA CCCcCcgtttca tcattgaaac agaggaaaacﬁtrazsl—jihie_ 1 3 s ] o .
NN -t Ogagyocos gtotaEgoct toattcaagg ttaatacago gttgaacccafprG u?t—.c fqmﬂﬂnma IE%_Lcatan initiation proteln
NIt toacacatt tgtgattgges EAagJQOCAACC aaatggoccha tgcggctqc1prGtELn—ld= L2l
Jtranglation="MLNYLLYFHLGGVIVIDLETLWDT IKESFENDVSSVIYENLIEP
AN -t gaggaace cggasaaatg tataatccac tocttcoctttta cggtggtgtd
AL L SLANNQOLT IELFTPFHEDYWEDSLTDEFRLYAFEAT SEKIEPRFIIETEENTIT
NN gecoccattt gatgoatgoa attggtaaca aaatgatggo aagcaatgo
PEAPSKPSFEVHIALNPRYTFDT EVIGKGNOMAHARATLVVSEEPGEMYNEFLFFYGEVE
SNE-ENNT coagtacgt gactagtgasa gotttcacca acgactttat taatgocat!
LGKTHLMHAT GHEMMASHAOTRVEY VI SEAFTHDFINATQTGTOEQFROEYRKLDLLL
M-t Ccaagaaca Atttocgocaa gaataccgca aactocgactt attattagt1vﬂul FFADRECTOEEFFHTFHALYEE IVLISORLPNEIPRLOCRLVSRFENGLS
SIS AT CCCE e cgataEggas ggaacccasg aagaattctt ccatacttti d E . 2
VDITPPDLETRIAILRSKAKADOIDIFHDTLTY IAGQIDSHNVRELEGALSEVOAYSRL
GEICAES T OaAaJaa8a CRAJCEAALT gtactaactt cogatcgttt gocaaatgal
NEATTINTSLASDALEGLELAGTSALTIPLIQEEVASY YHI SQTDLEGEERVEQIWVVER
RGN gcaggJatcg CcCttgtttct Ccgttttaast ggggattgtc agttgatat!
OIAMYLVRELTDNSLPKIGAREFGGKDHT TVLHS IDKIEEMLOSDHNLOEDVONLEMEL
CEAENENS tCctggJeaac TAgAaEtCogoC AtLttacgca gtaaagocas agcggatcaeEP“
SEENN s aCJECAs CttaBcttat attgogggtc aaattgattc caEtgtocgl
CDS &| Feature | & || « | T00f 75 |, | | JQCHO1000005 : 1 segment | Details [+ || Display: FASTA GenBank Help X W
€ >
e = = - el
BARIBEEFREOESEIE
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] e R B O R O B (f A— B . D
W4-4 - [B|E5 B4 DFASTT /5 —S 2 B T dna Al in T A B 88
-4 L Bl 1 BIE1 0T =T=80 (2D X KD A=) . 0%
1EXFEEL T, dnaASc BRI m & YH 10018 EK EfRRET

SO RBKENSER[1, 1437425]& TR R EN4ELE
[1437426, 22779831 ANE A 5 ([ElEIH 5)

b <D )
1 < 2,277,983

1,436,009 1,437,325

EEREA ‘

\ %
W

N
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- QFE2RPELL THMEHE R LTI, AR

WA4-4 - fH4EfE T 1R % BB TRLEIOERBERT

mHEA NoF \
é'ﬁ‘ //// \\\\\ %g mn
1 < i 2,277,983
R AR
_ 1,436,009 1,437,325
EILIXE S . . ‘
’Fﬁ*ﬁfﬂj"?ﬁﬁ‘i ‘
------------------------------------- et E LUy
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Wa-4: RS T 1

@IEQ@ZEFME LI T, REMICRILE
DTY ., TN ZFEELL Tldreverse
complementlZLTL\SAY, Wit #ETHE TR 5
WhETTEL CTCETIToBE S ZE B EDFAST
[ZhMTFT=5. dnaABIEFHFEEDIETHAIZT /
T—2arvENBIET (—FEDEZEHHE)

G <@ )
I8 = e y=
1 < ; 2,277,983
R Y= g =1
HEss 1,436,009 1,437,325
L f: ‘
ffﬁ%ﬁfﬂﬂﬁu& ‘
------------------------------------- D e -
e e e e e e e e e e L E L L L L e PR > ‘
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finish_assembly.pyMDwgetE@more

WA4-5:finish assembly.p

3
E ‘
2
-
=
B

File Edit View Search Terminal Help 3 B = ©) 1932 %
Jiu@bielinux[mac share] pwd [ 7:314 %]
/home/iu/Desktop/mac share

iu@bielinux[mac share] wget -cq http://www.iu.a.u-tokyo.ac.jp/~kadot
a/book/finish assembly.py

iu@bielinux[mac share] more finish assembly.py [ 7:32 %]
fileName = "LH draft2.fa"

def reverseComplement(seq):
import string
ttable = string.maketrans("ACGTacgtNn", "TGCAtgcahNn")
return seq[::-1].translate(ttable)

for i, line in enumerate(open(fileName)):
T =3
line = line.strip()
upper, lower = line[:1437425], line[1437425:]
line = lower + upper
print reverseComplement(line)
else:
print line,
iu@bielinux[mac share] | [ 7:32 %]

HAZBREFREDEHEME
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DAATFZAILIELH draft2fa, @

i S35 AR B Vi
WA4-5:finish_assembly.py szmzszsics

File Edit View Search Terminal Help 3 B = ©) 1932 %
r Jiu@bielinux[mac share] pwd [ 7:314 %]
@ /home/iu/Desktop/mac share
st 1 U@bielinux[mac share] wget -cq http://www.iu.a.u-tokyo.ac.jp/~kadot
E a/book/finish assembly.py

iu@bielinux[mac share] morg finish assembly.py [ 7:32 %]
.éﬁj fileName = "LH draft2.fa"
e def reverseComplement(seq):
. import string

ttable = string.maketrans("ACGTacgtNn", "TGCAtgcahNn")

é return seq[::-1].translate(ttable)

for i, line in enumerate(open(fileName)):
3 T =3
line = line.strip()
upper, lower = line[:1437425], line[1437425:]
@ line = lower + upper
print reverseComplement(line)
'@ else:
e

print line,
iu@bielinux[mac share] | [ 7:325%]

HAZBREFREDEHEME
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=
W4-5:finish assemb

) File Edit View Search Terminal Help
b Jiu@bielinux[mac share] pwd
| /home/iu/Desktop/mac_share

a/book/finish assembly.py
Miu@bielinux[mac_share] mor,
fileName = "LH draft2.fa"

def reverseComplement(seq):
import string

ttable =
return seq[::-1].translate(ttable)

i, line in enumerate(open(fileName)):
T =3

print reverseComplement(line)
else:

print line,
iu@bielinux[mac share] |

DLH draft2 fal&X3ECHI M 7B DY, 24TE DR
HERS DA RIEREABEEHEERLI-LND T, Qif
EBelse TEH DI TLVS,, Pythonldi=0
MORA—RT DT i=1IBNAAT7AILFD?2
TEDEROARMYFE->TNAZEICHETS

iu@bielinux[mac share] wget -cq http://www.iu.a.u-tokyo.ac.jp/~kadot

finish assembly.py

string.maketrans("ACGTacgtNn",

line = line.strip()
upper, lower = line[:1437425], line[1437425:]
line = lower + upper

[ 7:324 %]

"TGCAtgcaNn")

[ 7:324%]

HAZBREFREDEHEME
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" DIz 8ETS AI LU E R A B 15
T 55325, 08B HDNYUNETBEENES
4-5 -finish assemb | L\of=C (. $#ERELTIEE 2 H<TEL

File Edit View Search Terminal Help 13 = €) 19:32 1%

Jiu@bielinux[mac share] pwd [ 7:314 %]
/home/iu/Desktop/mac share

iu@bielinux[mac share] wget -cq http://www.iu.a.u-tokyo.ac.jp/~kadot
a/book/finish assembly.py

iu@bielinux[mac share] more finish assembly.py [ 7:32 %]

.éﬁj fileName = "LH draft2.fa"

def reverseComplement(seq):
import string
ttable = string.maketrans("ACGTacgtNn", "TGCAtgcahNn")
return seq[::-1].translate(ttable)

for i, line in enumerate(open(fileName)):

3 I I==0
line = line.strip() ' '
E%h upper, lower = line[:1437425], line[1437425:]

line = lower + upper
print reverseComplement(line)
else:
print line,
iu@bielinux[mac share] | [ 7:32 %]
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" | PythonDFERHTEGE L, abTHRIT D, TabllL, o & B
Y L MobBEBR " DFHIETEIRSHIEEICGD, [bIF
WA4-5:finiISh  aSS€maizcsy. cgans-sa0zizconzess
: ile Eit iew Search Terminal Help cE - Tald. o BB IO REFTTNDIEE LSS, LD
poicinmlmec sharel bl | STODL 192511 ORE S 147Ti2 B DET
iu@bielinux[mac_share] wget -cq htt i’@’&?ﬁibfb‘\%)i/&llﬁéofi:\ ®®r1_437425:“i
a/book/finish assembly.py 1437425 B MO RBETEREEL TSI EICHS

Miu@bielinux[mac share] more finish assembly.py [ 7:32F & ]
fileName = "LH draft2.fa"

def reverseComplement(seq):
import string
ttable = string.maketrans("ACGTacgtNn", "TGCAtgcaNn")
return seq[::-1].translate(ttable)

for i, line in enumerate(open(fileName)):

T =3
line = line.strip() ' '
upper, lower = line[:1437425], line[1437425:]
line = lower + upper
print reverseComplement(line)

else:
print line,

iu@bielinux[mac share] | [ 7:32 %]
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" S| finish_assembly.pyZ SRAT L < #5R & LH_complete.fa

W 4 6 === ELDITF7AILBTRF QIT7AIHAZXNEDHST
-0: =17 MDA, SENDTIND = EDEEIL, B34
File Edit View Search Terminal Help E%Ah%if*ﬁ*ﬁﬁﬁ%:}ﬁb'{l\éff(j’ff;ﬁ\%
iu@bielinux[mac_share] pwd [ 7:33F & ]
“§/home/1iu/Desktop/mac_share
iu@bielinux[mac share] 1s -1 finish* LH dra* [ 7:334 %]
-rwxrwxrwx 1 iu iu 418 12H 19 19:30

-rwxrwxrwx 1 iu iu 2400619 98 23 20:25
-rwxrwxrwx 1 iu iu 2400619 98 10 16:52
#iu@bielinux[mac share] python finish assembly.py > LH complete.fa

iu@bielinux[mac share] 1s -1 finish* LH * [ 7:334%#]
-rwxrwxrwx 1 iu iu 418 128 19 19:30
-rwxrwxrwx 1 iu iu 2400619 1285 19 2016
-rwxrwxrwx 1 iu iu 2400619 98 23 20:25
-rwxrwxrwx 1 iu iu 2400619 985 10 16:52

-rwXrwxrwx 1 iu iu 2433662 8H 30 21:22
iu@bielinux[mac share] | [ 7:3354%]
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T o R, ORISR S KUBHEHE AT O LH draft2.fa”
W4 7 . E}_—MIIE Egé:- =SF | FANISHLT, BBEIE EL =L dnaAR R F DERE
L E QICs | $55(1437325% B)D £ F 10018 £ 5 DA2E(1437425)h

=) File Edit View Search Terminal Help ‘5J:5ﬁ20iﬁ§ﬁ0)iﬁ§ﬁaﬁ']’é§§ﬁ%@@iﬁd%é:lﬁ*ﬁ?ﬁ

iu@bidinux[mac_share] de ﬁﬁg’ﬁﬁfﬁ@LH_compIete.fa77'f)l/(:§TfL,'Cs EES—'L*JJODZO
o s S EEAERT. BAISSEEMELTORT LA DN D

iu@bielinux[mac share] ls -1 LH dr

-rwxrwxrwx 1 iu iu 2400619 128 19 19:33

-rwxrwxrwx 1 iu iu 2400619 98 23 20:25

iu@bielinux[mac share] head -2 LH draft2.fa | tail -1 | cut -c 14374
06-1437425

ATGTAATATTGCACAACTGT

1u@bielinux[mac share] head -2 LH complete.fa | tail -1 | cut -c 1-2
0

ACAGTTGTGCAATATTACAT

iu@bielinux[mac share] | [ 7:3354%]
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= BHERERR, Dless -N -STHRR, —17A'3E
: n S BICRWEEICIE-SHAERITT , -NIFAT
4'7 . EJJ{’IE E%- ﬁ?‘q\ g%mi\%ﬁ:'@n '%SIEIW160)EB§BL\’C:{3'

File Edit View Search Terminal Help 13 = €) 18:43 %
Jiu@bielinux[mac share] pwd [ 7:3354%]
/home/iu/Desktop/mac share

iu@bielinux[mac share] ls -1 LH draft2.fa LH complete.fa

-rwxrwxrwx 1 iu iu 2400619 128 19 19:33

-rwxrwxrwx 1 iu iu 2400619 98 23 20:25

iu@bielinux[mac share] head -2 LH draft2.fa | tail -1 | cut -c 14374
06-1437425

ATGTAATATTGCACAACTGT

iu@bielinux[mac share] head -2 LH complete.fa | tail -1 | cut -c 1-2
0

E ACAGTTGTGCAATATTACAT

iu@bielinux[mac share] less -N -S LH complete. falj [ 7:3354%]
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" | LH complete fald £ 8 T61T Tl AT EERER., aTIRITS

WA4-7 - E{EMEER

1y BB = 19:07 3%

File Edit View Search Terminal Help o))
>chromosome
ACAGTTGTGCAATATTACATTTAAATTTCAACAACCCTGTGGAAAACTATTTCTCGACAT
>plasmidl
GGAAAATCAGCCGGCAAATCACGCCAAGTACAACCATTTTTAAGGACATAGAGCATGGCA
>plasmid2
GAGCAGGGGTATTACTACTACATCATTCCAAATGGGAACGGCACTTGGGAAAAAACAGAT

LH complete.fa (END)

PDRD OOIB -

oOuUps WNH-

’
.’ Tha,
B
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] _ AOF S Linuxa< U RZERFEL TR EKED S
— DAHzRESBT-FER % fal ZH& N
W4-8: 20— DD F ; e

iu@bielinux[mac share]

File Edit View Search Terminal Help

/home/iu/Desktop/mac share

13 = ) 19:19

pwd [ 7:18 %]

iu@bielinux[mac share]
iu@bielinux[mac share]
26-2277983 >> hoge.fa
iu@bielinux[mac share]
7425 >> hoge.fa

echo ">chromosome" > hoge.fa [ 7:185 %]
head -2 LH draft2.fa | tail -1 | cut -c 14374‘

head -2 LH draft2.fa | tail -1 | cut -c 1-143

iu@bielinux[mac share]
.fa

Reverse and complement
iu@bielinux[mac share]
>chromosome Reversed:

revseq -sequence hoge.fa -outseq LH complete2

a nucleotide sequence
head -n 5 LH complete2.fa [ 7:1854 %]

PPDD OO

’ é
_’. e
-

ACAGTTGTGCAATATTACATTTAAATTTCAACAACCCTGTGGAAAACTATTTCTCGACAT
GCTAAACTATTTATTGTACTTTCATTTAGGAGGAGTCACTGTGACTGATTTAGAAACACT
TTGGGACACAATTAAAGAATCTTTTAAGAATGACGTTTCTAGCGTCACGTATGAAAATTT
GATTGAACCTGCTAAGGCACTGTCATTAGCGAACAACCAACTGACAATTGAATTACCAAC
iu@bielinux[mac share] | [ 7:185 %]
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= B RIZ. Bio-LinuxIZF LAV RAb—LEN TS, D
W4 8 ] :EJ =~ O 0) %E EMBOSS®Mrevseq7 04 5 L% ALY Thoge fa®
0. j reverse complementZ 137-#& R ZLH_complete2.fa

ile Eit iew Search Terminal Help [:1%7$L,~ @:ﬂ%*ﬂd)&?ﬁ'ﬁ\%iio revseq%*’fﬁ'ﬁtﬁ
1u@b1e¥1nux[mac_share] pwd BI7AILIZ 11TH-Y0XFIZHE-oTWNDA A
§/home/iu/Desktop/mac_share TE.F - COBRBETIEELH complete2.falZ

s iu@bielinux[mac_share] echo ">chromosome o N e
iu@bielinux[mac_share] head -2 LH draft? [FRBAREIILNBHSN TLVEVWRICTERE

M26-2277983 >> hoge.fa
iu@bielinux[mac share] head -2 LH draft2.fa | tail -1 | cut -c 1-143
#7425 >> hoge.fa

iu@bielinux[mac share] revseq -sequence hoge.fa -outseq LH complete2
.fa

Reverse and complement a nucleotide sequence

iu@bielinux[mac share] head -n 5 LH complete2.fa [ 7:1854 %% ]
>chromosome Reversed:
ACAGTTGTGCAATATTACATTTAAATTTCAACAACCCTGTGGAAAACTATTTCTCGACAT

M GCTAAACTATTTATTGTACTTTCATTTAGGAGGAGTCACTGTGACTGATTTAGAAACACT

Ml TTGGGACACAATTAAAGAATCTTTTAAGAATGACGTTTCTAGCGTCACGTATGAAAATTT
GATTGAACCTGCTAAGGCACTGTCATTAGCGAACAACCAACTGACAATTGAATTACCAAC
iu@bielinux[mac share] | [ 7:1854%# ]
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" A
W4-8:£5— DD FEX

) File Edit View Search Terminal Help

| /home/iu/Desktop/mac_share

LH_draft2 fah D ExEZED4{TH N TS AZKRE S
JU| [T T HD T, TN%ELH _complete2.falZi&
MRFELTWS, ETRIETIZAILTAXN
2,315,972 bytesH 52,438,595 bytes|ZAE>TLY
BEMG, FEMNEBMESNT-DT=55 3 B

rax iu@bielinux[mac_share] pwd

iu@bielinux[mac share] ls -1 LH complete2.fa
-rwXrwxrwx 1 iu iu 2315972 128 20 19:18

@) iu@bielinux[mac share] tail -n 4 LH draft2.fa >> LH complete2.fa

E iu@bielinux[mac share] ls -1 LH completez fa
) -rwxrwxrwx 1 iu iu 2438595 128 20 19:31
iu@bielinux[mac share] ls -1 LH complete.fa
-rwxrwxrwx 1 iu iu 2400619 128 19 19:33
iu@bielinux[mac share] |

[ 7:31F %]

[ 7:3154 ]
[ 7:314 %]
[ 7:324 %]
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= Python7 045 5 LAE{TTHLNI:
_ =__ TU LH_compIete.fa&77’f}l/"j"fZ°J:U:E:jC
4'8 . :EJj O 0) % -EX EEBDIL. revseqE TR DR T

File Edit View Search Terminal Help 1T60X%TE& b\ﬁﬁéhfb\éf—&)fj‘
l Jiu@bielinux[mac share] pwd [ 7317 8% ]
@ /home/iu/Desktop/mac share

iu@bielinux[mac share] 1s -1 LH complete2.fa [ 7:314 %]

E -rwxrwxrwx 1 iu iu 2315972 128 20 19:18
_Miu@bielinux[mac share] tail -n 4 LH draft2.fa >> LH complete2.fa

iu@bielinux[mac share] 1s -1 LH completez fa [ 7:314 %]
: -rwxrwxrwx 1 iu iu 2438595 128 20 19:31

iu@bielinux[mac share] 1s -1 LH complete.fa [ 7:314 %]

-rwxrwxrwx 1 iu iu 2400619 128 19 19:33

iu@bielinux[mac share] | [ 7:324 %]
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" A
W4-9: LD Z<LFER

AL [ZLH complete.fa&LH complete2.fah®
ECEEHIIZE>TLNS M ESIME, ACGT
DE|E THEFR, £9 IFDLH_complete.fa

File Edit View Search Terminal Help

1y =) 4) 19:55 §F
Jge ‘S4Vectors’
Loading required package: IRanges
Loading required package: XVeditor
> in f <- "LH complete.fa"
FICHR 4
> fasta <- readDNAStringSet(in f, format="fasta")#in fCHE LT 7
1IVDZTEHIAH
> fasta

A DNAStringSet instance of length 3

width seq

*ANT7A4IVREBEL Tin

#HEBLTBEITTY
names

[1] 2277983 ACAGTTGTGCAATATTACATTT...CTGCTGTGGATAATTTACACAC chromoso
me
[2] 81630 GGAAAATCAGCCGGCAAATCAC...GTAGTAAACAGTGGACCACTTT plasmidl
[3] 40971 GAGCAGGGGTATTACTACTACA...TGGATTTAGAACTGTTGATGAT plasmid2
> hoge <- alphabetFrequency(fasta)[,1:4] #A,C,G,TOREEREI C & IC
A FURESR%ZhogelZ 18 40
> colSums (hoge)/sum(as.numeric(hoge))

A C G i
083008 0.1926315 0.1895755 0.3094922

PPDD OO

#A,C,G, TO 4K Z2 R

0.
>

3
J
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_ AR Z[ZLH _complete.fa&LH_complete2.fah®

W4 9 L/O <E%; = RICERSIIZE>TLVS M ESI M ZE., ACGT
— E ity DE|E TR, RIZDLH_complete2.fa,

9 File Edit View Search Terminal Help SEEE(C ﬂbg[ﬂ:L\Ct(i@iﬁgﬁaﬁuw:ﬁE—

1> colSumls\(hoge)/sune(as.numeréc(hoge)) - #M,C,0 EEHRDIFIARLIEN DL HERITTRE

s QRDIERT

> in f <- "LH complete2.fa"
| Ri=EY

> fasta <- readDNAStringSet(in f, format="fasta")#in fCHE LT 7
1ILDFH:HIAH
> fasta HERULUTBEITTT

A DNAStringSet instance of length 3

0.3083008 0.1926315 0.189575 .3094922
*ANNT7A4INREEEL Tin

width seq ﬁes

[1] 2277983 ACAGTTGTGCAATATTACATTT...CTGCTGTGGATAATTTACACAC chromoso
me Reversed:
[2] 81630 GGAAAATCAGCCGGCAAATCAC...GTAGTAAACAGTGGACCACTTT plasmidl
[3] 40971 GAGCAGGGGTATTACTACTACA. . .TGGATTTAGAACTGTTGATGAT plasmid2
> hoge <- alphabetFrequency(fasta)[,1:4] #A,C,G,TOREEREI C & IC
A Yk UTRE&R%Zhogell 18 48
> colSums (hoge) /sum(as.numeric(hoge)) #A,C,G, TO4H Y &= "
. A C G T

0.3083008 0.1926315 0.1895755 0.3094922
> ((save="no")
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"S- AR H([ZLH_complete.fa&LH_complete2.fah®
W4-10- 13'15 — <E:€:§}] FICEESIICGE> TSN ESIME. DRD
= . D E Aty setequal ANV TE S ELTEHELLDY
9 File Edit View Search Terminal Help EOMTHIESR, TRUENSELN-DTEL
ge bieciors. i QIFE B F I TOBERED

JLoading required package: IRanges
Loading required package: XVector
> in f <- "LH complete.fa" AINNNT7AINVRBEEEL Tin
| Ri=EY

> fastal <- readDNAStringSet(in f, format="fasta")#in fTHE UL 7
FAIDHEHIAH
>
> in f <- "LH complete2.fa" #ANTNT 74N RERV/EL Tin
TICHE 4
> fasta2 <- readDNAStringSet(in f, format="fasta")#in fCHE LKL 7
7 A ILDEHIAH
>
> setequal(fastal, fasta2)
[1] TRUE

> setequal ("AGGT", "ACGT")‘

[1] FALSE

> setequal ("AGGT", "AGGT")
a[1] TRUE

"I > q(save="no")
iu@bielinux[mac share] | [ 8:154 %]
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" entryd E{hHIL, KIE K-12%

| DEEHEIDERNETT
W5-1:U00096

e =>]| @ http://getentry.ddbj.nig.ac.jp/getentry/na/U00096.3/ O - C || @ getentry.ddbj.nig.a... | AR

LCCOS Too09e 4641652 bp DHA circular BCT 01-ROG-2014 ~
DEFINITICH Es=scherichia coli ztr. E-12 substr. HGleS5S, complete genome.
ACCESSION Joooge

VERSICH TJoo0%86.3
DELINE BioProject: PRJNARZZE
BioSample: SAMNOZ604091
KEEYWORDS
SCURCE Escherichia coli str. E-12 substr. MGleSs

CEGANISM Escherichia coli str. E-12 substr. MG1&55
Bacteria; Protecobacteria; Gammaproteobacteria; Enterobacterigles;
Enterobacteriaceae; Escherichia.
REFERENCE 1 (bazez 1 to 4641&652)
AUTHCES Blattner,F.R., Plunkett,G. III, Bloch,C.A., Permna,H.T., Burland,V.,
RBiley,M., Collado-Vides,J., Glasner,J.D., Rode,C.EK., Mavhew, G.F.,
Gregor,J., Davis ,HN.W., Eirkpatrick,H.A., Goeden,HM.A., BRo=ze,D.J.,
Mau,B. and Shao,¥.
TITLE The complete genome zeguence of Eacherichia coli E-1Z2
JOURNATL Science 277 (5331), 1453-1462 (159897)
PUBHMED 9278503
EEFEREHNCE 2 {ba=ze= 1 to 4641652)
AUTHCES Hayaszhi, K., HMorooka,N., Yamamoto,¥Y., Fujita,K., Izono, K., Choi,5.,

Chtsubo,E., Baka,T., Wanner,B.L., Mori,H. and Horiuchi,T.

TITLE Highly accurate genome =2eguencez of Escherichia coli E-12 =trains
MG1655 and W3110

JOURNATL Mol. Sy=t. Biol. 2, 20086 (2008}

BUBMED 16738553
BEEFERENCE 3 (basez 1 to 46416352}
AUTHCES Eiley M., 2be,T., Arnaud,M.B., Berlyn,MHM.E., Blattner,F.E., !
Chaudhuri,E.E., Glasner,J.D., Horiuchi,T., Eezeler,I.M., Kozsuge,T.,

http://getentry.ddbj.nig.ac.jp/getentry/na/U00096.3/
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" A
“W5-1:U00096

@DU00096(EZ DentryDEHANF (7 Uty arEE)
QFEYARDZDIIFIN—30BE, CITHY)
DEFMS2EIFIHHINTINBIEEERT S, Z5%

E#I13U00096.1. 1] B O EFH#£I1ZU00096.2. ¥

e & http://getentry.ddbj.nig.ac.jp/getentry/na/U00096.3/ O L,'CZIEI E @E%ﬁfﬁ':U000963t7‘; Uﬂf"d-
LOCUS oo0os 4641652 bp DHA circular BCT 01-RUOG-2014 ~
DEFINITICH E=zche a coli ztr. E-12 substr. HGle55, complete genome.
ECCESSICH ooo09Se
VERSICH Jo00%6.3
DELINK BioProj BPRJNRZZE
BioSanp SAMMN0Z2604081
FEEYWORDS .
SCURCE Ezcherichia coli str. E-12 substr. MG1655
CEGANISM Escherichia coli str. E-12 substr. MG1&55
Bacteria; Protecobacteria; Gammaproteobacteria; Enterobacterigles;
Enterobacteriaceae; Escherichia.
REFERENCE 1 (bazez 1 to 4641652)
AUTHCES Blattner,F.R., Plunkett,G. III, Bloch,C.A., Permna,H.T., Burland,V.,
RBiley,M., Collado-Vides,J., Glasner,J.D., Rode,C.EK., Mavhew, G.F.,
Gregor,J., Davis ,HN.W., Eirkpatrick,H.A., Goeden,HM.A., BRo=ze,D.J.,
Mau,B. and Shao,¥.
TITLE The complete genome zeguence of Eacherichia coli E-1Z2
JOURNATL Science 277 (5331), 1453-1462 (1997)
PUBHMED 8278503
EEFEREHNCE 2 |bases 1 to 4641652)
AUTHCES Hayaszhi, K., HMorooka,N., Yamamoto,¥Y., Fujita,K., Izono, K., Choi,5.,
Chtsubo,E., Baka,T., Wanner,B.L., Mori,H. and Horiuchi,T.
TITLE Highly accurate genome =2eguencez of Escherichia coli E-12 =trains
MG1655 and W3110
JOURNATL Mol. Sy=t. Biol. 2, 20086 (2008}
BUBMED 16738553
BEEFERENCE 3 (basez 1 to 46416352}
AUTHCES Eiley M., 2be,T., Arnaud,M.B., Berlyn,MHM.E., Blattner,F.E., !
Chaudhuri,E.E., Glasner,J.D., Horiuchi,T., Eezeler,I.M., Kozsuge,T.,
L
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" A
“W5-1:U00096

DEYELZ . QNI RID)IT7LU R,
NIFEZERXIEED., EOTLHWNGEELH D

= | B S |
e |@ http://getentry.ddbj.nig.ac.jp/getentry/na/u00096.3/ O - C || @ getentry.ddbj.nig.a... ‘ i 5.7 fo
LOCUS Too09s 4641652 bp DHA circular BCT 01-RUOG-2014 ~
DEFINITICH Es=scherichia coli ztr. E-12 substr. HGleS5S, complete genome.
ECCESSICH ooo09e
WVERSIOH TJo00%9e.3
DELINK BioProject: PRJNARZZS
BioSample: SAMNOZ604091
FEEYWORDS
SCURCE Ezcherichia coli str. E-12 substr. MG1655
CEGANISM Escherichia coli str. E-12 substr. MG1&55
Bacteria; Proteobacteria; Gammaproteolbacte s Enterobacteriales;
Enterobacteriaceae; Escherichia.
REFERENCE 1 (bases 1 to 46416352)
AUTHCES Blattner,F.R., Plunkett,G. III, Bloch,C.A., Permna,H.T., Burland,V.,
RBiley,M., Collado-Vides,J., Glasner,J.D., Rode,C.EK., Mavhew, G.F.,
Gregor,J., Davis ,HN.W., Eirkpatrick,H.A., Goeden,HM.A., BRo=ze,D.J.,
Mau,B. and Shao,¥.
TITLE The complete genome zeguence of Eacherichia coli E-1Z2
JOURNATL Science 277 (5331), 1453-1462 (159897)
PUBMED 9278503
EEFEREHNCE 2 |bases 1 to 4641652)
AUTHCES Hayaszhi, K., HMorooka,N., Yamamoto,¥Y., Fujita,K., Izono, K., Choi,5.,
Chtsubo,E., Baka,T., Wanner,B.L., Mori,H. and Horiuchi,T.
TITLE Highly accurate genome =2eguencez of Escherichia coli E-12 =trains
MG1655 and W3110
JOURNATL Mol. Sy=t. Biol. 2, 20086 (2008}
BUBMED 16738553
BEEFERENCE 3 (basez 1 to 46416352}
AUTHCES Eiley M., 2be,T., Arnaud,M.B., Berlyn,MHM.E., Blattner,F.E., !
Chaudhuri,E.E., Glasner,J.D., Horiuchi,T., Eezeler,I.M., Kozsuge,T.,
L
BARIBEEFREOESEIE 45



N
W5-1:U00096

o~

YR—VIFETIZFHEH, D22HD)IT7LU R, 23D
H. B4, CALRRLTIDESIZEAT AREFIR
NEAEABINENTWNAZENHLMNS, M EYF L

2 http: tel

Cer

1 IAANaE

getentry.ddbj.nig.ac.jp/getentry/na

AL

RKBEREDT, 252 EITHD, £z, @426HD
JI7LURBEENRZ TLVSEE R T, U00096.30) 73—

=
|

Enterobacteriaceae; Escherichia. L 2 ~ —_—
EEFEREHNCE 1 (base=s 1 to 4641652) VE‘/E-’?&&#FL;LTL\éb(TT‘iEL\;&%bh\é
AUTHCES Blattner,F.R., Plunkett,G. III, Bloch,C.A., Perna, N.T., Burland,V
Biley, M., Collado-Vide=,J., Glasner,J.D., Bode,C.E., Mavhew, G.F.,
Gregor,J., Davis N.W., EKirkpatrick H.A., Goeden,M.A., Rose,D.J.,
Mau,EB. and Shao,¥.
TITLE The complete genome =seguence of Escherichia coli E-12
JOURNAL Science 277 (5331), 1453-1462 (15997)
FUBMED 9278503
REFERENCE 2 (basez 1 to 4641652)
AUTHCES Havyashi, K., Morooka,N., Yamamoto,¥Y., Fujita,K., Izono,K., Choi,5.,
Chtsubo,E., Baka,T., Wanner,B.L., Mori,H. and Horiuchi,T.
TITLE Highly accurate genome seguences of Escherichia coli E-12 strains
MG1655 and W3110
JOURNAL Sy=st. Biol. 2, 2006 (2008)
BUEMED §iS53
EEFEERENCE azez 1 to 4641652)
AUTHCERS e, 2be,T., Arnaud,HM.EBE Eerlyn M.X., Blattner,F.ER.,
Chaddhuri,R.R., Glasner,J.D., Horiuchi,T., Eeseler,I.M., Eosuge,T.,
Mori,H., Perna,N.T., Plunkett,G. III, Rudd,EK.E., Serres ,M.H.,
Thomas,&.H., Thom=2on,N.EK., Wishart,D. and Wanner,B.L.
TITLE Ezcherichia coli E-12: a cooperatively developed annotation
snapshot--2005
JOURNATL Hucleic Acids Bes. 34 (1), 1-9 (2008}
BUBMED 337293
EEMAREK mcation Status: Cnline-Cnly
EEFEERENCE azez 1 to 4641652)
AUTHCES d,HM., Berlyn HM.KE.B., Blattner,F.R., Galperin,H.Y.,
er,J.D., Horiwuchi,T., EKosuge,T., Mori,H., Perma,N.T., LW
kett,G. III, Riley,M., Budd,EK.E., Serres,M.H., Thomas,G.H. and
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" S | DREFERENCE 4t , @Unpublished&ZE>TLNDHD T
W5 1 ] U00096 CNDEFBR/RIXTLHEWN)T7LUAD A, (publishal T
, =4L. MEBEFHINTWVEWEITFEWLSHEH D EITERNET)

SN
e . :g http://getentry.ddbj.nig.ac.jp/getentry/na/u00096.3/ O - C || @ getentry.ddbj.nig.a... | {7 io3
—Topono oo
JOURNAT Hucleic Rcids Re=. 34 (1), 1-9 (2008} A
PUBMED 163972593
EEMARE Publication Status: Cnline-Cnly
REFERENCE 4 (bazez 1 to 4641&652)
AUTHCES Arnaud,MM., Berlyn M.E.BE., Blattner,F.R., Galperin,M.Y.,
Glasner,J.D., Horiuchi,T., HKosuge,T., Mori,H., Perna,N.T.,
Plunkett,&5. III, Riley,M., Budd,K.E., Serrez,M.H., Thoma=s,G.H. and
Wanner,B.L.
TITLE Workshop on Annotation of Escherichia coli E-12
JOURNAL Unpubliszshed
EEMARE Woods Hole, .y On 14-128 November 2003 (=seguence corrections)
REFERENCE 5  (bases 4641652)
AUTHCES Glaszner,J.D., Perna,N.T., Plunkett,. III, Ander=zon,B.D.,
Bockhorst,J., Hu,J.C., Riley, M., Budd,K.E. and Serres, M.H.
TITLE ASAP: E=scherichia coli E-12 =2train MGleS55 werzion mSée
JOURNAL Unpublished
EEMAREK ASAP download 10 June 2004 (annotation updatesz)
EEFERENCE & (base=z 1 to 4641652)
AUOTHCRS Havashi, K., Morooka,N., Mori,H. and Horiuchi,T.
TITLE A more accurate zegquence comparison between genomez of Ezcherichia
coli K12 W311l0 and MG1655 strains
JOURNAL Unpublished
EEMARE GenBank accessions AGE13214 to AGEL337E (sequence corrections)
REFERENCE 7 (baze=z 1 to 4641652)
AUTHCES Perna,N.T.
TITLE Escherichia coli E-12 MGleSS ygiE-rfaE intergenic region, genomic
zegquence correction
JOURNAL Unpublished W
EEMARE GenBank accession AYe(05T1lZ (sequence correctionsz)
L
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S (DREFERENGE 9, @ DAUTHORS () &3R4V BB 5 0D 2

W5-2:U00096

BEBR. ERXWIZIX, TCTOTITLED EZA D Direct
Submission&EZE>TEY . JOURNALD ECAETSv—FILE

OUnpublishedE WV ERIR THAEWZ EZ Y (TR (X K0

e @ http://getentry.ddbj.nig.ac.jp/getentry/na/U00096.3/ 0O ~ C || & getentry.ddbj.nig.a... | Nt 5eg 503
_____ e e sz anE e DT T S = s =Ty — 3=
Fequence correction
JOURNAL Unpublished A
EEMARE GenBank accession AYe(05T1lZ (sequence correctionsz)
REFERENCE 8 (bazez 1 to 4641&652)
EUTHCES Budd,K.E.
TITLE A manual approach to accurate translation start site annotation: an
E. coli E-12 case ztudy
JOUENAL Unpublished
EEFERENCE 8 (ba=ze= 1 to 4641652)
AUTHCES Blattner,F.R. and Plunkett,. III
Direct Submiszsion
Submitted (l&6-JAN-1997) Laboratory of Genetics, University of
Wizconsin, 425G Henry Mall, Madison, WI 5370&6-1580, US4
REFERENCE 10 (bases 1 to 46416352)
AUTHCES Blattner,F.R. and Plunkett,. III
TITLE Direct Submi=zsion
JOURNAL Submitted (02-5EP-1997) Laboratory of Genetics, University of
Wisconsin, 425G Henry Mall, Madison, WI 53706-1580, USA
BEEFERENCE 11 (kasez 1 to 46416352}
EUTHCES Plunkett,5. III
TITLE Direct Submiszsion
JOURNAL Submitted (13-0CT-1998) Laboratory of Genetics, University of
Wizconsin, 425G Henry Mall, Madison, WI 5370&6-1580, US4
REFERENCE 12 (bases 1 to 46416352)
EUTHCES Plunkett,5. III
TITLE Direct Submi=zsion
JOURNAL Submitted (10-JUN-2004) Laboratory of Genetics, University of
Wizconsin, 425G Henry Mall, Madison, WI 5370&6-1580, US4 W
EEMARE SequEﬁce update by submitter

BAIBEEFREOERFEME
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" =D& [3(DREFERENCE 18T

HEM., CNIFHEEZBESTT
~ W5-2:U00096 E

e Z l'@ http://getentry.ddbj.nig.ac.jp/getentry/na/u00096.3/ O - C || @ getentry.ddbj.nig.a... | N} .f 525
JOURNAL Submitted (15-HOV-2013) Laboratory of Genetics, University of
izcpn=in, 425G Henry Mall, Madi=zon, WI 53706-1580, USA ™
EEMARE an update by submitter
REFERENCE zez 1 to 4641652)
AUTHCES ner, F.RE., and Plunkett,&. III.

TITLE Diredrt Submission
JOURNAL Submitted (30-JUL-2014}) Laboratory of Genetics, University of
Wiscon=sin, 425G Henry Mall, Madison, WI 53706-1580, USA
EEMAREK Protein update by submitter
COMMENT Cn Sep 26, 2013 thi=z seguence version replaced gi:480994873.
Current UQ000%& annotation updates are derived from EcolGene
http: /S ecogene.org. Suggestions for updates can be sent to Dr.

Kenneth Rudd (kruddfmiami.edu). These updates are being generated
from a collaboration that also includes ASAP/ERIC, the Coli Genetic
Stock Center, EcoliHub, EcoCyc, EBegulonDE and UniProt¥B/Swiss-Prot.
FEATURES Location/CQualifiers
zource 1..48641652
Jorganiszm="E=scherichia coli =str. HE-1Z =substr. MGl&55"

/mol type="genomic DNA"

Jetrain="E-12"

{3ub strain="MGl655"

/db_xref="taxon:511145"
gene 190, .255

Jgene="thxL"

/locus tag="b0001"

fgene_synnnym="ECKGGG1"

Igene_synﬂnym="JW4357”

fdh_xref="3c0535e:35112??”
Ch5 180..255 L'y

Jogene="thrL"
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HE. LEEMREEDIR)(DAPO14680) (%,
(QREFERENCE 1M & B EIRIZHE-TLNS

"W5-2-1:AP014680

(2| &

y ey
.-'ﬁx Colie B B
LT Ead a5

Lddbj.nig.ac.jp/getentry/na/AP014680 0O ~ C || @ getentry.ddbj.nig.ac.jp |

LOCUS APO14680 2277885 bp DA circular BCT 03-APR-2015 ~
DEFINITICH Lactobacillu=z hokkaidonensiz DNA, complete genome.
ECCESSICH EPD14680
WVERSICHN AP014680.1
DELINK BioProject:PRJDB1TZ6
Seqgquence Read Archiwve:DRR024500, DREROZ4501
BioSample:SAMDOO0O0O0344
EEYWORDS .
SCOURCE Lactobacillus hokkaidonensis
CEGANTISM Lactobacillus hokkaidonen=sis
Bacteria; Firmicutes; Bacilli; Lactobacillales; Lactobacillaceae;
Lactobacillus.
EEFERENCE 1 (bases 1 to 227T78985)
AUTHCRS Tohno,M. and Tanizawa,¥Y.
TITLE Direct Submi=z=ion
JOURNAL Submitted (10-NOV-2014) to the DDBEJ/EMEL/GenBank databases.
Contact:Masanori Tohno
Hational Agriculture and Food Eesearch Crganization, National
Institute of Livestock and Grassland Science, Animal Feeding and
Management Reszsearch Diviszion; Senbonmatsu 762, Nasushiobara,
Tochigi 329-2793, Japan
REFERENCE 2
AUTHCES Tanizawa,¥Y., Tohno,M., Kaminuma,E., WNakamura,¥. and Arita, M.
TITLE Complete genome sequence and analysisz of Lactobacillus
hokkaidonen=si=s LOCCZ&60T, a paychrotrophic lactic acid bacterium
i=zolated from =ilage
JOURNAL BHMC Genomics 16, 240 (2015)
EEMARE Publication Status: Online-Cnly W
D0I:10.1186/=212864-015-1435-2
http://getentry.ddbj.nig.ac.jp/getentry/na/AP014680
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W5H-2-2: REFERENCE 1 S—

G & http://www.ddbj.nig.ac.jp/sub/referencei-j.htmi P~0C H 2 REFERENCE 1 | DDBJ | N A

2 DDB]J o == |

DNA Data Bank of Japan

IEEENDOESE JO0zz/h0O8R  EHENBROBIC Flat File DM sEVGHE

HOME > F—4E4% > EERFIOE4SF > DDB] OF—~ /LB, (flat file) DZHER > REFERENCE 1

88538 : 2015.11.9.

REFERENCE 1

[E=]DDBITSY R I 7L T4 - PRET : E-mail? LA EEZES. FAXESODIERTME(2007/8/1))

ﬂ REFERENCE 1

F—IR—RICERUCEREOBEN Z®ENTL ;{90 RSV —2ICEAUTRTCORD TIESDERA. T -9/
NBICHEET S CON T hIDBS. ERERRCHICD REFERENCE 1 FRRSIBVVEETHBDFET, v

http://www.ddbj.nig.ac.jp/sub/referencel-j.html
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W TAFEATURES D=

l'@ http://getentry.ddbj.nig.ac.jp/getentry/na/U00086.3/ O -

(2 getentry.ddbj.nig.a...

JOURNAL Submitted (15-HOV-2013) Laboratory of Genetics, University of
Wizconsin, 425G Henry Mall, Madison, WI 5370&6-1580, US4
EEMARE Protein update by submitter
REFERENCE 18 (basez 1 to 4641652)
AUTHCES Blattner,F.R. and Plunkett,. III
TITLE Direct Submission
JOURNAL Submitted (30-JUL-2014}) Laboratory of Genetics, University of
Wiscon=sin, 425G Henry Mall, Madison, WI 53706-1580, USA
EEMAREK Protein update by submitter
COMMENT Cn Sep 26, 2013 thi=z seguence version replaced gi:480994873.
Current UQ000%& annotation updates are derived from EcolGene
http: /S ecogene.org. Suggestions for updates can be sent to Dr.
Kenneth Rudd (kruddfmiami.edu). These updates are being generated
from a collaboration that also includes ASAP/ERIC, the Coli Genetic
Stock Center, EcoliHub, EcoCyc, EBegulonDE and UniProt¥B/Swiss-Prot.
FEATURES Location/CQualifiers
zource 1..48641652
Jorganiszm="E=scherichia coli =str. HE-1Z =substr. MGl&55"
/mol type="genomic DNA"
Jetrain="E-12"
{3ub strain="MGl655"
/db_xref="taxon:511145"
gene 190, .255
Jgene="thxL"
/locus tag="b0001"
fgene_synnnym="ECKGGG1"
Igene_synﬂnym="JW4357”
fdh_xref="3c0535e:35112??”
CD5 190..255
Soene="thy "

-
= |E] -3 -
-
| ﬂ% g 0
)
A

http://getentry.ddbj.nig.ac.jp/getentry/na/U00096.3/
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(Msource featureld ., 252 A%t
S5l Zifeature TdHY

=) |E] —
e I'@ http://getentry.ddbj.nig.ac.jp/getentry/na/u00096.3/ O - C || @ getentry.ddbj.nig.a... | {7 io3
JOURNAL Submitted (15-HOV-2013) Laboratory of Genetics, University of
Wizconsin, 425G Henry Mall, Madison, WI 5370&6-1580, US4 ™
EEMARE Protein update by submitter
REFERENCE 18 (basez 1 to 4641652)
AUTHCES Blattner,F.R. and Plunkett,. III
TITLE Direct Submission
JOURNAL Submitted (30-JUL-2014}) Laboratory of Genetics, University of
Wiscon=sin, 425G Henry Mall, Madison, WI 53706-1580, USA
EEMAREK Protein update by submitter
COMMENT Cn Sep 26, 2013 thi=z seguence version replaced gi:480994873.
Current UQ000%& annotation updates are derived from EcolGene
http: /S ecogene.org. Suggestions for updates can be sent to Dr.
Kenneth Rudd (kruddfmiami.edu). These updates are being generated
from a collaboration that also includes ASAP/ERIC, the Coli Genetic
Stock Center, EcoliHub, EcoCyc, EBegulonDE and UniProt¥B/Swiss-Prot.
FEATURES Location/CQualifiers
zource 1..48641652
Jorganiszm="E=scherichia coli =str. HE-1Z =substr. MGl&55"
/mol type="genomic DNA"
Jetrain="E-12"
{3ub strain="MGl655"
Jdb mref="taxon:511145"
gene 190, .255
Jgene="thxL"
/locus tag="b0001"
fgene_synnnym="ECKGGG1"
Igene_synﬂnym="JW4357”
fdh_xref="3c0535e:35112??”
CD5 190..255 by
Jogene="thrL"
L
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~ W5-5:gene feature

(Dgene featureld, CDS. rRNA. tRNAZ:E
DELFHEEBZFEH T IEICALGNS

e I I-@ http://getentry.ddbj.nig.ac.jp/getentry/na/u000%96.3/ O ~ & || @ getentry.ddbj.nig.a... | i 57 53

FEATURES
Zource

Location/Qualifiers
1..4841652
Jorganism="E=scherichia coli
/mol type="genomic DNA"™
Jetrain="E-12"

fsub strain="MG1655"

Sdb mref="taxon:511145"

str. H-12Z =zubstr. MGLgLL"

gene

190..255

Jgene="thrL"

/locus tag="b0001"
fgene_synnnym="ECKﬂﬂﬂl"
fgene_synnnym=“JWﬂEE?"

Jdb xref="EcoGene:EGL1ZTT"

CDs

180..255

Jgene="thrL"

flocus_ tag="b000L"
fgene_syﬁnnym="ECKDGDl"
fgene_aynnnym=“JWﬂEE?"

Sfunction="leader; Zmino aci
fnnte="GC_pIDceas: GO:000908

process"®
/codon_start=1
Jtransl takle=11

fprnducE="thI operon leader peptide®

/protein id="AACT311Z.1"
fdb xref="GI:17E86182"
/db_xref="ASAP:ABE-0000006"

fdb_xref="UniPrDt33fSwiss—PIDt:PGEEEE"

fdb_xref="3cuGene:EGllZ??"

ftranslation="MERISTTITTTITI

337..278%8

d biosynthe=siz: Threonine®
8 - threonine biosynthetic

TTGHGAGY W

DEHF[E
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~ W5-5:CDS feature

(DCDS featurelk, > /\U%&Fa3—F7
HEIZDULNTEEELTLNVS

e )| @ http://getentry.ddbi.nig.ac.jp/getentry/na/U00096.3/ L ~ ¢ || @ getentry.ddbj.nig.a... | o 25 &
FEATURES

= | B | |

Iource

gene

Location/Qualifiers
1..4641652
Jorganism="E=scherichia coli
/mol type="genomic DNA"™
Jetrain="E-12"

fsub strain="MG1655"
/db_xref="taxon:511145"
180..255

Jgene="thrL"

/locus tag="b0001"
fgene_synnnym="ECKﬂﬂﬂl"
fgene_synnnym=“JWﬂEE?"

Jdb xref="EcoGene:EGLLIZTT"

)
str. H-12Z =zubstr. MGLgLL"

CDs

180..255

Jgene="thrL"

flocus_ tag="b000L"
fgene_syﬁnnym="ECKDGDl"
fgene_aynnnym=“JWﬂEE?"

Sfunction="leader; Zmino aci
fnnte="GC_pIDceas: GO:000908

process"®
/codon_start=1
Jtransl takle=11

fprnducE="thI operon leader peptide®

/protein id="AACT311Z.1"
fdb xref="GI:17E86182"
/db_xref="ASAP:ABE-0000006"

fdb_xref="UniPrDt33fSwiss—PIDt:PGEEEE"

fdb_xref="3cuGene:EGllZ??"

ftranslation="MERISTTITTTITI

d biosynthe=siz: Threonine®
8 - threonine biosynthetic

TTGHGAG" W

337..278%8

DEHF[E
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~ W5-6: qualifier

feature DN B ZFIH(THAMCEER L%
D Hiqualifier, Dgene qualifier. @)product
qualifier. @translation qualifier’i&

=

e I I-@ http://getentry.ddbj.nig.ac.jp/getentry/na/u000%96.3/ O ~ & || @ getentry.ddbj.nig.a... | {ir o7 693
FEATURES Location/Qualifiers
source 1..4641652 ~
Jorganism="E=scherichia coli =str. E-12 substr. MG1l&55"

/mol type="genomic DNA"™

Jetrain="E-12"

fsub strain="MG1655"

/db_xref="taxon:511145"
gene 180..255

Jgene="thrL"

/locus tag="b0001"

fgene_synnnym="ECKﬂﬂﬂl"

fgene_synnnym=“JWﬂEE?"

Jdb xref="EcoGene:EGLLIZTT"

CDS 180..255

Jgene="thrL"

flocus_ tag="b000L"
fgene_syﬁnnym="ECKDGDl"

fgene_aynnnym=“JWﬂEE?"

process"®

fdb xref="GI:17E86182"
/db_xref="ASAP:ABE-0000006"

fdb_xref="3cuGene:EGllZ??"

JSfunction="leader; Amino acid biosynthesis:
fnnte="GC_pIDceas: GC:0009088 - threonine biosynthetic

fdb_xref="UniPrDt33fSwiss—PIDt:PGEEEE"

Jftranslation="MERISTTITTTITITTGNGAG"

Threonine™®

337..278%8

/codon_start=1

/transl table=l11

Sproduct="thr operon leader peptide"®
fprntein_id="ﬁﬁt?3112.l"

HAZBREFREDEHEME
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"
~ W5-7:qualifier

feature DN BT Z I (ZHIML
D Hiqualifier, Dexperiment qualifier|Z &
STEERMIZEMITHAEINTINSE
MRENTLBEDEH S

b Lf=%

e . @ http://getentry.ddbj.nig.ac.jp/getentry/na/U00096 O - & || @ getentry.ddbj.nig.ac.jp | I IAGE
% 12%: | experiment | Ein A | ATz - | 100 LOHL—HLBDET

FOENE Synonym— " JWUUUL™
fgene_synunym=”thrhl"
fgene_synunym=”thr£2"
fgene_synnnym=”thrﬂ”
fdh_xref="3cmsene:3513999"
CD5 337..2789
Jgene="thra"
/locus tag="b000z"
fgene_synunyn=“3t13332"
fgene_synunym=”ﬁ3"
fgene_synmnym=”£ﬁ3331"
fgene_synmnym=”thr£l"
fgene_aynnnym=”thrﬁ2“
fgene_synunyn="thrn”
/EC_number="1.1.1.3"
/EC_number="2.7.2.4"
Jfunction="enzyme; Amino acid biosynthesis: Threonine"
Jexperiment="N-terminus verified by Edman degradation:
PMID 354697,4582589M

fmote="hifunctional: aspartokinasze I (N-terminal) ;
homozerine dehydrogenase I (C-terminal):;

GO component: GO:0005737 - cytoplasm;

GO process: GO:0005088 - threonine biosynthetic process:
GO process: GO:000908& - methionine biosynthetic process;
GO proceszs: GO:0009090 - homoserine biosynthetic process”

fcodon_start=1

ftransl table=11

JSproduct="Bifunctional aspartokinase/homoserine
dehyvdrogenase 1"

mrotedin id="AACT3IT113 1™

HAZBREFREDEHEME
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" S
W5-8:feature DFE$H

gene feature*2CDS feature LL4} (2
4. MDrepeat_region featureX:--

= | B | |

e Z |%‘ http://getentry.ddbj.nig.ac.jp/getentry/na/u00096.3/ O - C || @ getentry.ddbj.nig.a... ‘ {nr 3¢ $83

P

X BE: | repeat_region | EiN A | ATz - | 100 £0EVW—HHENFET

/locus_tag="b0005"

Igene_synunym="3ﬂ3ﬂ0ﬂ5"

f925e_synnnym="JWGGG4”

/db xref="EcoGene:EG14384"
CD5 5234..5530

JSgene="yaax"

{locus tag="b0005"

fgene_synnnym="ECKGGG5"

fgene_synunym="JWGGGﬂ”

/codon_start=1

Jtransl table=11

fprntein_id="ﬁﬁﬂ?3116.l"

fdb xref="GI:17861E86"
fdh_xref="ESRP:EBE—GGGGDlE"

/db xref="UniProtKB/Swiss-Prot:P75616"
fdh_xref="3cmﬁene:EGlﬂEEH”

55655663

containzs Z2 REP =zequence=z and 1 IHF =ite"
gene conplement (S683..6459)
JSgene="yaal"
{/locus_tag="b000&"
fgene_synnnym="ECKGGGE"
fgene_synﬂnym="JWGGG5”
fdh_xref="3cuGene:EGlGGll”
CDSs conplement (S683. .6458)

fprﬂducE=“EUF25D2 family putative periplazmic protein”

ftranslation="MEEMOSIVLALSLVLVAPMARCARAETTLVESVELOIGDRDNRGY
YWD GGHWRDHGWWE CHYEWRGNREWHLHGPPFPPEHHKEAPHDHHGGHGPGEHHR"

JSmote="RIFl (repetitive extragenic palindromic) element:

HAZBREFREDEHEME
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(DncRNA feature’ZZENHYFE T, (&

r W5'9 fe atU e O) *E #E tRNA featuret°rRNA feature NFELET

= | B | |

e . I'_i_% http://getentry.ddbj.nig.ac.jp/getentry/na/u00096.3/ O - C || @ getentry.ddbj.nig.a... | {7 Tef 525

¥ 8% | ncRNA

| @in B’ [ ATzar - | 100 £0BL—BHB0ET

gene

ncBENA

gene

JO0 XYSI—"ASAPIABE-UUZ TZ 16"
/db xref="UniProtEB/Swiss-FProt:POACG4" A
fdb_xref=“3anene:EGlGETE”
Jtranzlation="MEQHKAMIVALIVICITAVVALLVIREDLCEVHIRTGOTEVAVE

TAYESE"

16852..17006

Jgene="sokC"

/locus tag="b4413"

fgene_synﬂnym="ECKGG19"

fgene_synnnym="JWRG22€"

Igene_synﬂnym="3nf"

fdh_xref="3c0535e:3531125”

18852..17008

IncRﬂﬂ_c;ass=“antisense_amﬁ”

Jgene="sokC"

/locus_tag="b4413"

fgene_synnnym="ECKGG19"

fgene_synﬂnym="JW3G224"

fgene_synﬂnym="3nf"

Jproduct="=ENX antizense regulator blocking mokC, and

hence hokC, translation®

Jnote="IS5186A interrupts hokC transcript downstream of

hokC gene in E-12"

Sfunction="component of addiction module®

/db xref="RSAP:REE-0047238"

fdh_xref="3cmﬁene:EGEllEE”

17485..18655

JSgene="nhai"

/locus tag="b0015" A

frenes simontm="ant "

DEF [ 59



KfeatureDELEL AL,

5-10:featureMid

EE 7'7— :£ INSDC(DFeature Table
2 / Definitn"C“E&)B*L'CL\é

e

N [
Q(f?) @ http://www.insdc.org/documernts /feature-table P~C
AU

YU International Nucleotide Sec
e

ABOUT INSDC POLICY ADVISORS DOCUMENTS

The DDBJ/ENA/GenBank Feature Table Definition

The DDBJ/ENA/GenBank Feature Table Definiticn
Feature Table:
Definiticn

ENA“»» Version 10.6 November 2016

Farogean Nuclsotde Mchive

DNA Data Bank of Japan, Mishima, Japan.
EMBL-EBI, Eurcpean Nucleotide Archive, Cambridge, UK.
GenBank, NCBI, Bethesda, MD, USA.

1 Introduction

2 Overview of the Feature Table format Vv

2.1 Format Design

http://www.insdc.org/documents/feature-table
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N
- W6-2:locus_tag

MDU00096(W5-3,LRILEHMD TY)ETR
b1 Blocus_taglFERIEE DECR;ET
HY.IREDLDEITIELLDTIEE

(=5 eS|

I\= l'_i% http://getentry.ddbj.nig.ac.jp/getentry/na/U0005t O ~ &

"\ &

2 getentry.ddbj.nig.ac.jp

y iy
.-'ﬁx = = ;b
| UL Esd Loed

x #%: | locus_tag

| @in B’ [ ATzar - | 100 £0BL—BHB0ET

JOURNAL Submitted (30-JUL-Z014)
Wisconsin, 425G Henry Mall,
Protein update by submitter

Cn Sep 26,

Laboratory of Genetics,

Madi=zon, WI 53706-1580,
REMARE

COMMENT

http://ecogene.org.
Eenneth Rudd (krudd@miami.edu).
from & collaboration that also includes ASAPSERIC,
Stock Center, EcoliHub, Ecolyc,
Location/Qualifiers
1..4641652
Jorganism="Escherichia coli =tr.
/mol type="genomic DNA"
fEtrain="E-12"
{3ub strain="MG1655"
/db xref="taxon:511145"
180..255
Jgene="thxL"
/ TR~ "0 001"
f925e_synnnyn="ECijjl"
fgene_aynnnym="£ﬁﬂﬂﬁ?”
fdb_xref="3c0535e:35112??“
180..255
JSgene="thrL"
/locus_tag="b0001"
fgene_synunym="3ﬂ33331"
Jgene synonym="JW4367"
+ Zmimm armdrd hidimstnthesd =-

FEATURES
source
K-12

gene

CD5

fFrmetdimn="lsadar-

Univer=sity of
Usa ~

2013 thiz =zequence verz2ion replaced gi:4895%4873.

Current U000%6 annotation updates are derived from EcoGene
Suggestion= for updates can be =ent to Dr.
These updates are being generated
the Coli Genetic
EegulonD® and UniProtEB/Swiss-Frot.

substr.

MGlass"™

W

Thramrmina™

http://getentry.ddbj.nig.ac.jp/getentry/na/U00096.3/
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6-3: AP014680

(DaccessionZF S5 AP014680% Bk
D5, CHlFGenBankD TR

. S

()| 2 https:/www.ncbi.nlm.nih.gov/nuccore /AP014680.1

- -
& NCBI

Nucleotide

Resources [*| How To [*]

= Lactobacillus hokkaidon... |

..
Sign in to NCBI A

GenBank: AP014680.1
FASTA  Graphics

Nucleotide  v|| |
Advanced Help
GenBank - Send: - .
Change region shown -
Lactobacillus hgpkkaidonensis DNA, complete genome o
Customize view -

Basic Features
(® Default features
O Gene, RMA, and CDS features only

Go to:
Display options
LOCOS APD146ED 2277985 bp DHE circular BCT 03-APR-2015 [ Show sequence
DEFINITICHN Lactobacillus hokkaidonensis DHA, complete genome. [ show reverse complement
ACCESSION APD148ED
VERSION APD146E60.1
DBLINE BioProject: FREJDB1T7Z26
BioSample: SAMDOOOO0344
Sequence BRead Archive: DER0Z4500, DERE0243501
EEYWORDS i Analyze this sequence =
SOURCE Lactobacillus hokkaidonensis JCM 13461 Run BLAST
ORGANISM Lactobacillus hokkaidonensis JCM 18461 ) )
Bacteria; Firmicutes; Bacilli; Lactockbacillales; Lactobacillaceae; Pick Primers
Lactobacillus. Highlight Sequence Features
EEFERENCE 1 W
AUTHORS Tanizawa,Y., Tohno,M., Eaminuma,E., Nakamura,Y. and Arits,M.
€ >
e
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= 201411 A10B8 I2& Fx SN T-AP014680Z%BkOHH L.
W6 3 ] AP014680 HEMIZIRTE Dlocus_tagK it i& (prefix_tagEHY . D
—J . LOOCZGO 100010&%>TLVS, T, LOOC260(%

DEBREYST /LB ETH-LTEHLN TS
SN & https://www.ncbi.nlm.nih.gov/nuccore/AP014680.1 Iocus_tagd) preflxl_jtﬁ é L/\ 10001 Oh\tag(‘$ﬁ é "a'é

JOURMATL Submitted {1:'—:[\- 1-;—2'314] Contact:Masanori Tohno wocromo=r o L P ey g L

and Foocd Research Organization, Haticmal Institute of Livestock and Genome e
Grassland Science, Animal Feeding and Management Research Division; Identical RefSeq
Senbonmatsu 768, HWasushicbara, Tochigi 32%-27%3, Japan

COMMENT AEnnotated by GenomeRefine. Protein
ttGenome-LAasembly-Data—STRART#§
Lssembly Method :: HGAP SMETZnalysis v. 2.1 Pubhed
Genome Coverage i1 300X Pubed [WEighted}
Sequencing Technology :: PacBio RSII
t#Genome-LAssembly-Data-ENDEE Taxonomy

FEARTURES Location/Qualifiers

Fource 1..22779B5

Jorganism="Lactcbacillus hokkaidonensis JCM 184&1"

i Fe
/mol_type="genomic DNA" LinkOut to external resources

/atrain="LO0CZ&0" Ribosomal Database Project I _ _
/db_xref="taxon:1291742" [Ribosomal Database Project 1]
/fnote="type strain of Lactobacillus hokkaidonensis"™ 2|LVA LSU Database
gens 347..1676 [SILVA]
fgene="dnad" :
/locus tag="LOOC260 l00010" SILVA S5U Database )
E_n;_:_;ulat:_\f}:r_ 347..352 [Sle""'-"'"*.
Jregulatory class="ribo=some binding site"
/gene="dnann — — Order PUF{E ::DN_A _ _ _
1 "LO0C280 100010 clone/ProteinfAntibody/RNAI  [OriGene
Cous_Tags C _ O .
/note="identified by MetaGeneAnnotator; putative® Order MURC cDNA
CDS 360..1676 clone/ProteinfAntibody/RNAIL  [CriGene]
Sgene="dnai"
Order MVK cDNA
flocus tag="LOOCZ60 100010" . . . . i
- clone/ProteinfAntibody/RNAI  [OnGene]
/note="Bacterial dnal protein heliz-turn-helix; pfam0B239;
Bacterial dnal proteiny pfam0030E; Lv)
Dna® N-terminal domain: pfamll&lE;
£ >
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N
W6-4: AP014680

TREEH2 D8 MDfeature, tagld. BEYS /L
TOHBRIEICBLESZHERTHIIENZLY
M. QZZTIEEMNGEM-IBAINGZEE
EELTIORUDEZFE-> TS (CNET))

www.nchi.nlm.nih.gov/nuccore/AP014680.1

p-ac|=s

= Lactobacillus halkkaidaon... | |

U Tag 2203

ot

flccuﬂ_;ag=“LDC:2ED_lDDDlE"

fnote="identified by MetaGeneAnnotator; putatiwve"
380..1676

Jgene="dnad"

flccuﬂ_;ag=“LDC:2ED_lDDDlE“

/fnote="Bacterial dnal protein helix-turn-helix; pfam0B259;
Bacterial dnaf protein:; pfam0030E;

DnaZ H-terminal domain:y pfamllée3E;

chromoscmal replication initiaticon protein Dmalk
[Lactobacillus plantarum WCFS1] »

chromoscmal replication initiator protein Dnad;
gene_1;

TIGRO0362:

identified by MetaGenelnnotator; putative"

/codon start=1

Jtransl table=11

fprcdu:E="chrcE;scmal replication initiation protein Imah"™
/protein id="BAPB4581.1"

15857..2991

fgene="dnal"

flocus tag="L0O0OCZe0 l1000Z0™

1837..1842 B
fregulatcry_:lass=”ribcscme_binding_site“

Jgene="dnali"

/locus tag="LOOC260_l00020"

/fnote="identified by MetaGensAnnotator; putative™
1852..2991

fgene="dnal"

flocus tag="LOOCZ60 100020"

/note="Beta clamp domain. The beta subunit (processivity
factor) of DNE polymerase IIT holoenzyme, refered to as
the beta clamp, forms a ring shaped dimer that encircles

Order MURC cDNA
clone/Protein/Antibody/RNAI

Order MVEK cDNA
clone/Protein/Antibody/RNAI

Recentacﬂvny =
Tum Off Clear

Lactobacillus hokkaidonensis DNA,
complete genome

9278503[uid] (1)

The complete genome sequence of
Escherichia coli K-12.

O W W O

Cited In for PubMed (Selact
22009675) (123)

See more._..

[CriGene]

[CriGene]

Mucleotide
FubMed
PubMed

GenVisR: Genomic Yisualizations in

R. PubMed

PubMed

(g

66




" DB ETARSA TS

W6 5 |OCUS tag —t |‘ﬁ *& locus_tag qualifierlZB8 9 515 %R

E=SEERX)

LN

. DDB]J

DNA Data Bank of Japan

Q v 72 http://www.ddbj.nig.ac.jp/sub/locus_tag-j.html P~0C [l ¢ /[locus_tag qualifier (MZC... \ |

EERANORS JOx o bORR IEERNERORIC Flat File D38 HHEVLGDHE

> Qualifier key MESF > /locus_tag qualifier D%

/locus_tag qualifier M52 &iE

P ES

(&, &/ LhTOT0 M TORRIT—5ESHIT IR

/locus _tag qualifier (&, 2003F(CBASNE UL, TOBALRGZ

MOiEHEA ID EUTBEHREDSVEEZalgEE L TWE UL

7', The American Society for Microbiology 'S Mz
Qé /locus_tag quahfar ZEANIC— ..%’Tdi

JH—.

&1, /locus_tag ZiLE 3 LS ITFREIN

T, /locus_tag qualifier OBEFEHN BT ENE
Ecﬁu—r SOBRFCHZT ) LERD prefix ZE|D

DDBJ [CBWTIZ, ¥/ LABHIT—4=$3FA(CMass Submission System (MSS)ZZBEUTEDET . MSSEHUIAH T4 —AICBWT, BE, $8EL
TWZIZnE, /locus_tag prefix %J DYTERIVNVCLETD,




6-6:gene feature

GenBankfiz = Tl&. Mgene
feature NTFTET HHY- -

B S5C)
e- )| 2 https://www.ncbi.nlm.nih.gov/nuccore/AP014680 PO ~ & ¢ || = Lactobacillus hokkaidon... I 5.2 fob
[ and Food Research Organization, Naticnal Institute of Liwvestock and Enom
Grassland Science, Animal Feeding and Management Research Divisions Identical RefSeq A
Senbonmatsu 768, Wasushicbara, Tochigi 329-27%3, Japan
COMMENT Lnnotated by GencmeRefine. Protein
ttGenome-Assembly-Data-START#%
Lassembly Method HGLP SMETZnalysis v. 2.1 Publed
Genome Cowverage 300X PubMed (Weighted)
Sequencing Technology PacBic RSIT
tiGenome-Assembly-Data-ENDEE Taxonomy
FEATURES Location/Qualifiers
Fource 1..22779E5
Jorganism="Lactobacillus hokkaidonensis JCM 13461" i
_ . LinkOut to external resources =
/mol type="genomic DNHA"
/etrain="LOOCZE0" Ribosomal Database Project Il
/db xref="taxon:12091742" [Ribosomal Database Project 1]
/note="type strain of Lactcbacillus hokkaidonensis" 2|LVA LSU Datzhaze
gene 347 ..16%76 [SILVA]
Jgene="dnai" -
/locus tag="L0OOC260 100010" SILVA 55U Database
regqulatory 347..352 [SlL\""-"'"‘*:
freg'ulatnry_class="ribo50m&_binding_site“ Order PURE cDNA
/gene="dnah" clone/Protein/Antibody/RNAI  [OriGene]
flocus tag="LOOCZ60 100010" .
/note="identified by MetaGeneAnnoctator; putatiwve® Order MURC cDNA
COS 360..1676 clone/Protein/Antibody/RNAI  [OrniGene]
/gene=tdnak Order MVK cDNA
/lecus_tag=t100C260_L00D10" _ , clone/Protein/Antibody/RNAi  [OriGene]
/note="Bacterial dnalk protein helix-turn-helix; pfaml8235; b
Bacterial dnaf protein; pfam0030E;
Dna®Z H-terminal domain; pfamll&e3E; A
Fhvemooemal ramldestdion dmdsdiatdan ot adin Theah Rarant acntivitu g
€ >
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W6-6 : gene feature

DDBJ2 XK Tlk. Dgene featurelFFFEL
ZLN, ChlERERKDELND—1FI, DDBJ
TAIZEFINT=F S (L. GenBank®D

JOURNAL
REMARE

COMMENT

FEATURES

(X2 Tgene featureZz BEIRIIZFTINT S

2 http: 680

getentry.ddbj.nig.ac.jp/getentry/na /AP014

ot

’7—‘* getentry.ddbj.nig.ac.jp | | () af 204

=== e e o

BMC Genomics 16, 240 (2015}
Publication S5tatus: Online-Cnly
DOI:10.1186/512864-015-1435-2
Ennotated by GenomeRefine

$#Genome-LAssenbly-Data-STARTH##
Ezzembly Method
Genome Coverage 300X
Seguencing Technology PacBio RS5IX
$iGenome-Azsembly-Data-ENDE#$
Location/Qualifiers
source 1..2277885
fdb mref="taxon:11%3055"
/mol type="genomic DHA"

fnote="type strain of Lactobacillus hokkaidonensis"
Jforganism="Lactobacillus hokkai

fetrain="LOCCZa0"

347..352

Sgene="dnaiL"

flocus tag—”'CCCLED 100010"
fnote=

regulatory

CDS 360..1676
/codon start=1
fgene="dnaL"

fLDcus_tag‘”'CCCaED l1o0010"

/note="Bacterial dnal protein helix-turn-helix:

fnote="Bacterial dnal protein:
fnote="Dnalk N-terminal domain;
fmote="chromosomal replication

[Lactobacillus plantarum WCFS1)

fnote="chromosomal replication
TIGROO362M

/note="gene 1"

JSnote="i

HGAP SMETAnalysis w.

identified by MetaGenefnnotator:
fIegu;atnry_c;ass=”Iibnsnme_binding_site"

dentified by MetaGeneAnnotator:

(g

(%]
[

donenzsis"

putative™

pfampazoom
pfam00308™

pfamlla3g"

initiation protein Dnak

n

initiator protein Dnai;

putative™

EEFREOESHEE
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" S EMBLI T, Dgene featurelE AFHEL AL

W6-6 : gene feature

e Z | http://www.ebi.ac.uk/ena/data /view/AP014680&display=text L~-a ebi.ac.uk Nt Gaf Gos
DR SILVA-LSU; AP014680.
DR SILVA-55U; APO14680. ~
DR PubMed; 25879850,
XX
CcC Ennotated by GenomeRefine
CC $iGenome-Azsembly-Data-STRET##
CcC ABzzembly Method :: HGAP SMETAnalys=si=s v. 2.1
CcC Genome Coverage 1 300X
cC Sequencing Technology :: PacBio RS5IT
CcC $iGenome-LAssembly-Data-ENDE$
X
FH Eey Location/Qualifiers
FH
FT zource 1..2277885
FT forganism="Lactobacilluz hokkaidonenziz"
FT fSetrain="LOOCZ&0"
FT /mol type="genomic DHA"
E fmote="type strain of Lactobacillus hokkaidonensis™
fdb mref="taxon:11%3055"

regulatory 347..352
FT Jgene="dnaL"
FT flocus tag="LOCC2&0 1000107
FT fnote="identified by MetaGenelAnnotator: putatiwve"
FT fIegu;atmry_c;ass=”Iibmsmme_binding_site"
FT CD5 360..16876
FT fcodon start=1
FT ftransl table=11
FT JSgene="dnaiL"
FT flocus tag="LOCCZ&0 100010"
FT fproduct="chromosomal replication initiation protein Dnai"
FT fnote="Bacterial dnal protein helix-turn-helix; pfamO32gg"
FT /note="Bacterial dnal protein; pfam00308"
FT fnote="Dnal N-terminal domain; pfamlls3g™
FT /note="chromosomal replication initiation protein Dnal W
FT [Lactobacillus plantarum WCFS1]"™
BARIBEEFREOESEIE
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= . DFASThy 7B, 2016512 (2/3—=23>7 v T,
W7 1 ] D FAST ELEEE 7714 )L (LH_completefa) D7 /T— 3> =&
-1. HM>TLVBD T, Dlactic Acid Bacteriazx ')
f [E=NEEE X

J <
= o LN

@ https://dfast nig.ac.jp £~ & ¢ || & DFAST & DAGA

DFAST and DAGA are integrated genome annotation fools and resources. DFAST is an annotation
platform for bacterial genomes. Its core annotation process is based on PROKKA and curated reference
database tailored to specific organisms. It also generates DDBJ-compliant submission files for Mass
Submission System (MSS) at DDBJ. DAGA is a genome archive that sores bacterial genomes obtained from
DDBJ/ENA/GenBank and Sequence Read Archive (SRA). All the genomes deposited in DAGA are
consistently annotated using DFAST. This website provides genome resources for Lactic Acid Bacteria.

DI:———» DDBJ Fast Annotation and Submission Tool
AS’_ Upload your Genome, Annotate. and Submit to DDBJ.

Select reference database to use.

Lactic Acid
Bacteria

B-versions

HAIBEYSEOESEME 71



\

L] _ DB, AHT7A4)L(LH complete.fa:W4—-6) 35 E

W7-1:DFAST

ESREER T
e @ https://dfast.nig.ac.jp/analysis/annotation PO ~ & ¢ || @ DFAST: DDBJ Fast Anno... | fo% of's fol

DFAST is an annotation platform for bacterial genomes. Its core annotation process is based on

PROKEA and curated reference database tailored to specific organisms. It also generates DDBJ-
campliant submission files for Mass Submission System (MS3S) at DDBJ.

Query File (Fasta format) Job Title

Mail Address

Specify metadata and parameters.

These data other than minimum contig length can be altered later. Reference Databases for genera other
than Lactobacillus and Pediococcus are not fully supported.

Genus Species Strain

actohacill v| on LI kO

HAIBEYSEOESEME 72

L




"
W7-1:DFAST

DOHRFIAIWVE EIZHD. D
LH_complete.fazEA T, @Ri<

2 https://dfast.nig.ac.jp/analysis/annotation

P~-ac

(=2 DFAST: DDEJ Fast Anno...

& 7wIJO—-FT3T77ILOER
@er C:¥Users¥kadota¥Desktop¥share| vl vy ‘ sharedDiE= P
DFAST is an annotation pf | =32 FLL I AL — =+ Al @
PROKKA and curated referer] - 2z — S R 3
N — = Al =30 =R -7 N
compliant submission files for W BRICTAD ' - . “
g Fo0—F R .RData 2016/12/20 19:55 R Workspace 686 KB
B 2o by | || -Rhistory 2016/12/20 19:55 RHISTORY J7... 2 KB|
Query File (Fasta format) v EEERLREF || ) LH_complete2.fa 2016/12/20 19:31 FA J7 AL
_ 4| hoge.f 2016/12/20 19:19 FA T7
| 08 % OneDrive 7] hoge.a s
e |4, LH_complete.fa 2016/12/19 19:33. FA Z7A 5KB| |
) — |2 finish_assembly.py 2016/12/19 19:30 PY J7 -1/ 1 KB
Mail Address A 1I3Y 4] seql_draft.fa 2016/12/16 13:56 FA J7 2,225 KB
_ ] B R Xk || sequencel_blast.txt 2016/09/25 21:38 FFAb Ko 12,182 KE
= EOFv 4| LH_draft2.fa )9/23 20:25 FA J7A 2,345 KB
[ B out2.bam.bai.zip /13 20:03 ZIP 774 4 KB
D =1-—sus out2.bam.zip 2016/09/13 20:02 ZIP 77 A 69,651 KB _
Specify metadata and parar v W5 m b
These data other tnan minim J7ALE(N): LH_complete.fa - |FRTOTZOL (MY |
than Lactobacillus and Pedioq
| 8@ | | #r>t |
Genus Speq
N
L Lartohariili vl <N INTnl:Cwi%Nia] |
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= B MDJob Title[ZIZEEDBZFAA DTSN ., @Mail
W7 1 ] DFAST addresstfl[C7RFLRAZAALTHIFTIEOIT R
( -1 . TEIZBRHA—ILEZ(TIRA_ENTES

E=RIER X

6— =7 & https://dfast.nig.ac.jp/analysis/annotation L~ad & DFAST: DDBJ Fast Anno... » ‘

DFAST is an annotation platform for bacterial genomes. Its core annotation process is based on

PROKKA and curated reference database tailored to specific organisms. It also generates DDBJ-
compliant submission files for Mass Submission System (MSS) at DDBJ.

Query File (Fasta format) Job Title

lc\Usersikadota S8

Mail Address

Specify metadata and parameters.

These data other than minimum contig length can be altered later. Reference Databases for genera other
than Lactobacillus and Pediococcus are not fully supported.

Genus Species Strain

I actahacilin 'VI N Lnkawn
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" =l O~ T AR5 B, @Minimum Contig Lengthld
=

EERBDEVMFERINZRI=HDED (T

W7-1.DFAST FIUMIE200), TRUA DREEE (K. 7/7— 3

RER|ICEELE B Z A2 ETHL, BHASTE

Al e

& https://dfast.nig.ac.jp/analysis/annatation; £ ~ & C | & DFAST: DDBJ Fast Anno... x |_ i %

(L

Specify metadata and parameters.
These data other than minimum contig length can be altered later. Reference Databases for genera other
than Lactobacillus and Pediococcus are not fully supported.

Genus Species Strain

Lactobacillu[\/] sp. unkown

ex) plantarum, delbrueckii subsp. bulgaricus

Locus Tag Prefix Minimum Contig Length

LOCUS 200

v Show Perform Genome Assessment (optional)

)
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7-2 :CheckM&ANI

 —
U & https://dfast.nig.ac.jp/analysis/annotation/ L ~ & C | @ DFAST: DDBJ Fast Anno... x ; 7 6o}
E-mail nofification will be sent to this address when the job is completed. (optional) A
Specify metadata and parameters.
These data other than minimum contig length can be altered later. Reference Databases for genera other
than Lactobacillus and Pediococcus are not fully supported.
Genus Species Strain
Lactobacillu E] sp. unkown
ex) plantarum, delbrueckii subsp. bulgaricus
Locus Tag Prefix Minimum Contig Length
LOCUS 200
3 ¥ Show EPerform Genome Assessment (optional)
Run
v

HAZBREFREDEHEME
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MDCheckMM R 55, QRX— T ERIZFEE

) © https://dfast.nig.ac.jp/analysis/annotation/ L ~ & C || @ DFAST: DDBJ Fast Anno... x I ; ey Sop Lo

lis address when the job is completed. (optional) A

m
A
o)
5
L5
~ |
7y
S )

Specify metadata and parameters.

These data other than minimum contig length can be altered later. Reference Databases for genera other
than Lactobacillus and Pediococcus are not fully supported.

Genus Species Strain
Lactobacillu E] sp. unkown
ex) plantarum, delbrueckii subsp. bulgaricus
Locus Tag Prefix Minimum Contig Length

LOCUS 200

m Wnome Assessment (optional)

[ ] Perform CheckM Calculation for Genome Quality Assessment

Select a Taxonomic Group for CheckM Calculation. (Currently, for Lactobacillus and Pediococcus)

Rank Genus

HAZBREFREDEHEME 77



(MDCheckMP@ANIDEEITA T3> &%

HDT.,.ETLEWEEIZIEZFvy
7'2 i CheCkM &ANI 252@4\%7@% d =

& https://dfast.nig.ac.jp/analysis/annotation/

£ ~ & C | @ DFAST: DDBJ Fast Anno... x l;; T Sp £o

Locus Tag Prefix Minimum Contig Length A

LOCUS 200

-2 EH Perform Genome Assessment (optional)

[ | Perform CheckM Calculation for Genome Quality Assessment

Select a Taxonomic Group for CheckM Calculation. (Currently, for Lactobacillus and Pediococcus)

Rank Genus

Genus M Lactobacillus XJ

[[] Perform ANI Calculation for Taxonomic Assessment

Select Target Groups for ANI Calculation.

HAZBREFREDEHEME 78



"
~ WY7-3:CheckM

Q = | & https://dfast.nig.ac.jp/analysis/annotation PL~-ad || e

Locus Tag Prefix

LOCUS 200

Lnﬁe Perform Genome Assessment (optional)

vl Perform CheckM Calculation for Genome Quality Assessment

Rank Genus

Genus v Lactobacillus

M

[] Perform ANI Calculation for Taxonomic Assessment

Select Target Groups for ANI Calculation.

DCheckMEZEITT L, FvI%E AN D, CheckM
EITERFIZIE E D R FfiFE(taxonomic group)D Y —7

— IR EEINEETIDLELHLIN. BEEO
GenusfEl TERLI-HE R (D5 8E Lactobacillus) [Z
EOSVWTHHTEIRSNSGLDZALNIE KLY

Minimum Contig Length A

Select a Taxonomic Group for CheckM Calculation. (Currently, for Lactobacillus and Pediococcus)

BAILEE

b

A D EE FE]

“NE
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- @ANIDETE X, @QfbigELAE(T
7 4 AN| NIEL1BFEEDRBITHEEITS
4. (HARFNEITOBEIENAMISD)

-

(=] s

G ;é https://dfast.nig.ac.jp/analysis /annotation/ £ ~ & C || & DFAST: DDBIJ Fast Anno... X ‘ l e S.p fo

Locus Tag Prefix Minimum Contig Length A

LOCUS 200

Perform Genome Assessment (optional)

vl Perform CheckM Calculation for Genome Quality Assessment

Select a Taxonomic Group for CheckM Calculation. (Currently, for Lactobacillus and Pediococcus)

Rank Genus

Genus |V Lactobacillus v

[[] Perform ANI Calculation for Taxonomic Assessment

Select Target Groups for ANI Calculation.
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= (DFTvIEANDEUT CRFBEIETE
7 4 . AN I BEIZH5) QstERMEERELI-WMEEIZIE
T . NRETHDRMEHTIEERIREICL THLELLY

g |1{= I @ &
Q" ‘ & https;//dfast.nig.ac.jp/analysis/annotation/ £ ~ & C || & DFAST: DDBJ Fast Anno... x ’ NS¢ fod
Locus Tag Prefix Minimum Contig Length
LOCUS 200

m Perform Genome Assessment (optional)

lvl Perform CheckM Calculation for Genome Quality Assessment

Select a Taxonomic Group for CheckM Calculation. (Currently, for Lactobacillus and Pediococcus)

Rank Genus

Genus [V Lactobacillus v

[v] Perform ANI Calculation for Taxonomic Assessment

Select Target Groups for ANI Calculation.

Pediococcus

algidus

alimentarius
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7-5: 17T

r |1D]@g‘

Q" ‘ & https;//dfast.nig.ac.jp/analysis/annotation/ £ ~ & C || & DFAST: DDBJ Fast Anno... x NS¢ fod
Locus Tag Prefix Minimum Contig Length
LOCUS 200

m Perform Genome Assessment (optional)

lvl Perform CheckM Calculation for Genome Quality Assessment

Select a Taxonomic Group for CheckM Calculation. (Currently, for Lactobacillus and Pediococcus)

Rank Genus

Genus [V Lactobacillus v

[v] Perform ANI Calculation for Taxonomic Assessment

Select Target Groups for ANI Calculation.

— not specified (calculate ANI against all representative genomes) —
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‘our annotation job has been submitted.

Remember the current URL to access this page. The result will be deleted 30 days after your last visit.

Title - Delete this job now. => | Delete | This procedure cannot be undone
JobID: cbbab016-21eb-4060-9cee-60b12d073d4a
Status : RUNNING [2017-01-01 13:43:87.450512] Job submitted.

[2017-21-01 13:43:07.473965)] Job started.

Update Status

Result Features DDBJ Submission Log

= | B |

et
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ttp://dfast.nig.ac.jp/analysis/annotation/cbbal

Your annotation job has been submitted

Title :
JoblD: cbbab016-21eb-4060-9cee-60b12d073d4a
Status : RUNNING

Update Status ~ QQ Please wait patiently. Currently, 1 Jobs

running / 0 Jobs waiting.

Result Features DDBJ Submission Log

EITHRREEICGDETIEOD L EREANHTEETT
o PCZIRHPTAII HLERTHRREE WY E (F73<7E
HOTEE ! TR TZA—ILTHLETELPYA

boie 2 - ¢ AYIZEBMLTEIFIEETRTEI TV HTEZFLTOK

Remember the current URL to access this page. The result will be deleted 30 days after your last visit.

Delete this job now. =>

[2017-01-01 13:43:87.450512] Job submitted.
[2017-01-01 13:43:07.473965] Job started.

Delete ' This procedure cannot be undone

| DABRAALZN, ETHTHURLEZATTHLEY., RIS

Help «
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" CheckMEANIE E+ E L 1= T F B A

—— hof=M, ENTHLORIB8H THERT
W7-6: E1THER ; .

ESREERTST)

[l ]

e & http://dfast.nig.ac.jp/analysis/annotation/cbbab016 0 ~ &

(& DFAST - Job Result | it 57 598

Remember the current URL fo access this page. The result will be deleted 30 days after your last visit.
. Delete this job now. == | Delete | This procedure cannot be undone.
Title :
JoblD: cbbab016-21eb-4060-9cee-60b12d073d4a
Status : COMPLETE [2017-81-81 13:43:87.458512] Job submitted.
) [2017-81-81 13:43:087.473965] Job started.
[2817-81-81 13:58:54.541834] Job completed.
Result Features DDBJ Submission Lag
Genome Statistics ¥, Download Files
Genbank Flat File :  annotation gbk
Total Length (bp) 2,400,584 GFF3-formated File :  annotation.gff
Genome Fasta File: genome.fna
Mo. of Sequences 3 -
q Protein Fasta File :  protein.faa
GC Content (%) 35.2% CDS FastaFile: cds.fna
RMA Fasta File: ma.fna
NS0 2,277,983 Feature Table : features.isv
Gap Ratio (%) 0.0% Genome Statistics ©  statistics bd hd

L
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Title :

JoblD:  cbbabl16-21eb-4060-9cee-60b12d073d4a

Status : COMPLETE

& http://dfast.nig.ac.jp/analysis/annotation/cbbab016 O ~ & || €

D2 adET OBEEMA—)L

HREEZLTULVELNES

[T. QZDR—UDURLEFRATHEMNELE, FFE

EEANBET7IELRATEHIENTELGLGE(R=D
#FALBETOR) . QEBEMA—ILOEFEEICEAHLLT
ERBIZTOEALIE-BHN 308 FET S EHIBR

Remember the current URL to access this page. The result will be deleted 30 days after your last visit.

SNDEDTEE, DS T CiEHLI=IT[EDelete

Delete this job now. == Del?-:ce-:ll. re cannot be undone.
[2017-81-81 13:43:87.458512] 3] ubmitted.

[2017-81-01 13:43:87.473965] Job started.
[2817-81-81 13:58:54.541834] Job completed.

Result Features DDBJ Submission Log
Genome Statistics ¥, Download Files
Genbank Flat File :  annotation gbk
Total Length (bp) 2,400,584 GFF3-formated File :  annotation.gff
Genome FastaFile: genome.fna
Mo. of Sequences 3 -
q Protein Fasta File :  protein.faa
GC Content (%) 35.2% CDS FastaFile: cds.fna
RNA FastaFile: mafna
NS0 2,277,983 Feature Table : features.isv
Gap Ratio (%) 0.0% Genome Statistics ©  statistics bd hd
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i — IEI EE B
e- ) @ http://dfast.nig.ac.jp/analysis /annotation /cbbab016 O ~ & || & DFAST - Job Result i3 5.7 Go%
s
Genome Statistics . Download Files

e

Total Length (bp)
No. of Sequences
GC Content (%)
N50

Gap Ratio (%)
No. of CDSs

Mo. of rRNA

MNo. of tRNA

Mo. of CRISPRS

Coding Ratio (%)

2,400,584
3

35.2%
2,277,953
0.0%
2.3

12

56

1

86.9%

3,

ANI TopHit

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.

ANI %
Completeness %

Contamination %

Genbank Flat File :
GFF3-formated File :
Genome Fasta File :
Protein Fasta File :
CDS Fasta File :
RNA Fasta File
Feature Table :
Genome Statistics :
Zip Archive :

annotation.gbk
annotation.gff
genome._fna
protein_faa
cds.fna

ma.fna
features tsv
statistics. txd
annaotation.zip

Genome Assessment
ANI Result : Download

CheckM Result :

Lactobacillus hokkaidonensis LOOC260

100.00%

89.30%

2.50%

Download & '

HAZBREFREDEHEME
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e & http://dfast.nig.ac.jp/analysis/annotation/cbbab016 0 ~ &

Genome Statistics

Total Length (bp)
No. of Sequences
GC Content (%)
N50

Gap Ratio (%)
No. of CDSs

Mo. of rRNA

MNo. of tRNA

Mo. of CRISPRS

Coding Ratio (%)

BRERRIIZIE . NOTV)TH /L TIEOCDSDE K LY
J LY A X%1,000CE|>T={EXYDOPDLENEER/
L A X2Mbp7ii51,900F2 ), @QCDSHEE D KD
w45 ) LA X TE|>f-a—TFT 124 #F(Coding ratio)
[X8OUEERFDEEZTRT EMN LB, NGSHzzDTESE
[CE-TIEHBA-REDIS—MNZLAR DEFEH D
TNTLES=HIZCDSHBIRIZZLHEo-Ya—T«
DD RERNTH-YUTEIEELHLIDTIEE

2,400,584
3

35.2%
2,277,953
0.0%
2.3

12

56

1

86.9%

GFF3-formated File :  annotation.gff
Genome FastaFile : genome.fna
Protein Fasta File :  protein faa
CDS FastaFile: cdsfa
RMA FastaFile: ma.fna
Feature Table : features isv
Genome Statistics :  statistics txd
Zip Archive :  annotation zip

Genome Assessment

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.

ANI Result : Download CheckM Result : Download &
&

ANI TopHit Lactobacillus hokkaidonensis LOOC260

ANI % 100.00%

Completeness % 99.30%

Contamination % 2.50%

HAZBREFREDEHEME
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e )| @ http://dfast.nig.ac.jp/analysis/annotation/cbbab01s 2 ~ &

22 DFY

DRSS TR/ LTIErRNAD F BN TEARLNZEA
5. rRNAILBE XS/ L (ZEREMIZE O
—FET D, COLOIGRHAEREMBE T 3—R)
—KZ{E>7=de novo assembly CEHIRT 50 (L&
L<BER A RIZESSIL Mo nENNCENZ V=D

Total Length (bp)
No. of Sequences
GC Content (%)
N50

Gap Ratio (%)
No. of CDSs

Mo. of rRNA

MNo. of tRNA

Mo. of CRISPRS

Coding Ratio (%)

Genome Statistics

2,400,584
3

35.2%
2,277,953
0.0%
2.3

12

56

1

86.9%

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.

3. Download

Genbank Flat File :
GFF3-formated File :
Genome Fasta File :
Protein Fasta File :
CDS Fasta File :
RNA Fasta File
Feature Table :
Genome Statistics :
Zip Archive :

Files

annotation.gbk
annotation.gff
genome._fna
protein_faa
cds.fna

ma.fna
features tsv
statistics. txd
annaotation.zip

Genome Assessment

ANI Result : Download

&

ANI TopHit
ANI %
Completeness %

Contamination %

Lactobacillus hokkaidonensis LOOC260
100.00%
99.30%

2.50%

CheckM Result : Download &

L
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(=)@ http://dfast.nig.ac.jp/analysis/annotation/cbbab0ls O ~ &

(=8 DFAST - Job Result
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Genome Statistics

Total Length (bp)
No. of Sequences
GC Content (%)
N50

Gap Ratio (%)
No. of CDSs

Mo. of rRNA

MNo. of tRNA

Mo. of CRISPRS

Coding Ratio (%)

2,400,584
3

35.2%
2,277,953
0.0%
2.3

12

56

1

86.9%

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.

~-

3. Download

Genbank Flat File :
GFF3-formated File :
Genome Fasta File :
Protein Fasta File :
CDS Fasta File :
RNA Fasta File
Feature Table :
Genome Statistics :
Zip Archive :

Files

annotation.gbk
annotation.gff
genome._fna
protein_faa
cds.fna

ma.fna
features tsv
statistics. txd
annaotation.zip

Genome Assessment

ANI Result : Download

3,

ANI TopHit
ANI %
Completeness %

Contamination %

Lactobacillus hokkaidonensis LOOC260

100.00%

89.30%

2.50%

CheckM Result : Download &

e
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7-9:CheckM&ANI

(73> TCheckMEANIZELT
)1D)Genome AssessmentDfEENRH5NS

Li=Z& (&

= | B | |

e' =) @& http://dfast.nig.ac.jp/analysis/annotation /cbbab01s O ~ &

(=8 DFAST - Job Result

0 5 i
Lok Ll

Total Length (bp)
No. of Sequences
GC Content (%)
N50

Gap Ratio (%)
No. of CDSs

Mo. of rRNA

MNo. of tRNA

Mo. of CRISPRS

Coding Ratio (%)

each entry.

Genome Statistics

2,400,584
3

35.2%
2,277,953
0.0%
2.3

12

56

1

86.9%

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

3. Download

Genbank Flat File :
GFF3-formated File :
Genome Fasta File :
Protein Fasta File :
CDS Fasta File :
RNA Fasta File
Feature Table :
Genome Statistics :
Zip Archive :

Files

annotation.gbk
annotation.gff
genome._fna
protein_faa
cds.fna

ma.fna
features tsv
statistics. b

e

3,

ANI TopHit
ANI %
Completeness %

Contamination %

Genome Assessment
ANI Result : Download

Lactobacillus hokkaidonensis LOOC260

100.00%

89.30%

2.50%

CheckM Result : Download &

e
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| DANIEH (3100004755 =, EHEHERIDISRELS

W/7-10: ANI

-

L

e & http://dfast.nig.ac.jp/analysis /annotation /cbbabi]

Genome Statistics F. Download Files
Genbank Flat File :  annotation.gbk
Total Length (bp) 2,400,584 GFF3-formated File :  annotation.gff
Genome Fasta File : genome.fna
MNo. of Sequences ] B
q Protein Fasta File :  protein.faa
GC Content (%) 36.2% CDS FastaFile: cds.fna
RNA FastaFile: ma.fna
NS0 2,277,983 Feature Table : features_tsv
Gap Ratio (%) 0.0% Genome Statistics @  statistics txt
Zip Archive :  annotation.zip
No. of CDSs 2,331
No. of rRNA 12 Genome Assessment
No. of tRNA 96 ANI Result : Download CheckM Result: Download &
L
No. of CRISPRS 1 =
Coding Ratio (%) 86.9% ANI TopHit Lactobacillug hokkaidonensis LOOC260
ANI % 100.00%
You can change sequence names from here. If you want to submit a Completeness % a9 0%
complete genome to DDBJ, you must provide a sequence name for
each entry. Contamination % 2.50% o

185 HFE(FHFEL Z L) Drepresentative genomesZExtREL T,

EIEC EIZAFAT7AIL(LH complete fa)EDANIZETEL . &
LANHED EM2=HDEFRRLTLVD, 100.00%ELVI5TE—
BMOEREGH-EAIL, LEERL-18FFEDHIC. AKEE
{[EIC L. hokkaidonensis LOOC260¥kMEFEMNTL \=1=6D

HAZBREFREDEHEME
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[ _ (DCheckM®MD#5ER . Completeness (99.30%)& Contamination
W7 11 ] Ch kM (2.50%)&H12, CheckMMEZE (£ E N >95%4 & U <5%)
-1l eC EELTND, BRDBEELTIE. FEAEDS ) LT
1%Ri@EMD contaminationTHd— A .. LB KEH TS
e © hitp:/ dfast.nig.ac.p/analysis annotation bbabts O] 2 T R ZFF D H [E 5 8O D contamination (2~3%1E ) 7R
T o cNIETESITEDRIRBITZA., ZTDRERRIZTDVTHDIR

-

ot LT BRERMXEHMSB VDTS ERE
Genbank Flat File :  annotation.gbk
Total Length (bp) 2,400,584 GFF3-formated File :  annotation.gff
Genome Fasta File : genome.fna
MNo. of Sequences ] B
q Protein Fasta File :  protein.faa
GC Content (%) 36.2% CDS FastaFile: cds.fna
RNA FastaFile: ma.fna
NS0 2,277,983 Feature Table : features_tsv
Gap Ratio (%) 0.0% Genome Statistics @  statistics txt
Zip Archive :  annotation.zip
No. of CDSs 2,331
No. of rRNA 12 Genome Assessment
No. of tRNA 96 ANI Result : Download CheckM Result: Download &
L
No. of CRISPRS 1 =
Coding Ratio (%) 86.9% ANI TopHit Lactobacillus hokkaidonensis LOOC260
ANI % 100.00%
You can change sequence names from here. If you want to submit a Completeness % a9 0%
complete genome to DDBJ, you must provide a sequence name for
each entry. Contamination % 2.50% o
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W8-1: Features

OR—L L EIZBUBEIL
. @Features®7&H9')v9

Result

Title :
JohlD : cbbab016-21eb-4060-9cee-60b12d073d4a
Status: COMPLETE

@

Features DDBJ Submission Log

Genome Statistics

| B S
e @ http://dfast.nig.ac.jp/analysis /annctation /cbbab016 O ~ € (| & DFAST - Job Result fo% of's fol

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

[2017-81-81 13:43:87.458512] Job submitted.
[2017-81-01 13:43:87.473965] Job started.
[2817-81-81 13:58:54.541834] Job completed.

=

¥, Download Files
Genbank Flat File :

annotation.gbk

Total Length (bp) 2,400,584 GFF3-formated File :  annotation.gff

Genome Fasta File: genome.fna
Mo. of Sequences 3 -

q Protein Fasta File :  protein.faa
GC Content (%) 35.2% CDS FastaFile: cds.fna
RMA Fasta File: ma.fna
NS0 2,277,983 Feature Table : features.isv
Gap Ratio (%) 0.0% Genome Statistics ©  statistics bd hd
BARIBEFREOESHEE
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WS8-2:dnaA

1B RV Dfeatureld. DdnaATHY . QF D EHLA
RIF101FBBICHE-TWND, Z5HBDELIET7A
IWEERLT=DT=hi5., £515->TH=URI(W4A)

L

=] B e S

e & http://dfast.nig.ac.jp/analysis/annotation/cbbab016 0 ~ &

Remember the current URL to access this page. The result will be deleted 30 days after your last visit.

Title :

JoblD:  cbbabl16-21eb-4060-9cee-60b12d073d4a

Status : COMPLETE

Result Features DDBEJ Submission

Annotated Features

Ly

(& DFAST - Job Result i T3 883

Delete this job now. == | Delete | This procedure cannot be undone.

[2017-81-81 13:43:87.458512] Job submitted.
[2017-81-01 13:43:87.473965] Job started.
[2817-81-81 13:58:54.541834] Job completed.

Show 25 [v] entries Search:
' Feature '
MNo. LocusTag Seq.ID Location Type Product Gene Nucleotide Translation Edit
1 LOCUS 00001 chromosome 101..1417 cDs chromosomal dnah View Wiew Edit
replication initiator
protein DnaA
2 LOCUS 00002 chromosome 15932732 cDs DNA polymerase Il dnaN View Wiew Edit =

HAZBREFREDEHEME
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0 ViewRELE T &, ZORETF ODELE

W8_ 3 - @E 5 |J 'l‘ﬁ *& Hy {[%l: 5|07/ BEECHIEREF/LHENTES
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ESREER T

(& DFAST - Job Result i T3 883

Caped

& http://dfast.nig.ac.jp/analysis/annotation/cbbab016 0 ~ &

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.

Title :
JoblD:  cbbabl16-21eb-4060-9cee-60b12d073d4a )
Status - COMPLETE [2017-81-81 13:43:87.458512] Job submitted.
[2017-81-01 13:43:87.473965] Job started.
[2817-81-81 13:58:54.541834] Job completed.
Result Features DDBJ Submission Log

Annotated Features

Show 25 |wv| entries Search:
Feature
MNo. LocusTag Seq.ID Location Type Product Gene Nucleoctigle Translatjon Edit
1 LOCUS 00001 chromosome 101..1417 cDs chromosomal dnah View Wiew Edit
replication initiator
protein DnaA
2 LOCUS 00002 chromosome 15932732 cDs DNA polymerase Il dnaN View Wiew Edit =
BAZIBEFSE0EFHFEME
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| B S
e @ http://dfast.nig.ac.jp/analysis /annctation /cbbab016 O ~ € (| & DFAST - Job Result | fo% of's fol

" DEREIIERTNHESS,

W8-4: Nucleotide Q&R —ITHIHD

Remember the current URL fo access this page. The result will be deleted 30 days after your last visit.

Title - Delete this job now. == | Delete | This procedure cannot be undone.
JoblD :  cbbabl16-21eb-4060-9cee-60012d073d4a
Status - COMPLETE [2017-81-81 13:43:87.458512] Job submitted.

[2017-81-01 13:43:87.473965] Job started.
[2817-81-81 13:58:54.541834] Job completed.

Result Features DDBJ Submission Log

Annotated Features

Show 25 [v] entries

L

Search:
Feature
No. LocusTag Seq. ID Location Type Product Gene  Nucleotile Translation  Edit
1 LOCUS_00001 chromosome 101..1417 CcDS chromosomal CUET View | View Edit
renlicatinn initiatnr
Nucleotide
2 LOCUS_00002 chromosome 1593..2732 CDS

GTGACTGATTTAGAAACACTTTGGGACACAATTAAAGAATCTTTTAAGA

HAIBEYSEOESEME 97



8-4: Nucleotide

DZDIEEEFIZEZAHELT. NCBI
BLASTZ#ZE{TT 5 EMNTES

e

= | B | |

(=) @ http://dfast.nig.ac.jp/analysis/annotation /cbbab0i1s O ~ &

(=8 DFAST - Job Result

(L]

'S o
[ ]

10

11

12

13

14

LOCUS_00005

LOCUS 00006

LOCUS_00007

LOCUS_00008

LOCUS 00009

LOCUS_00010

LOCUS_00011

LOCUS_00012

LOCUS 00013

LOCUS_00014

Chromosome

chromosome

Chromosoime

Chromosome

Chromosome

chromosome

Chromosome

Chromosome

Chromosome

chromosome

4329.6272

6300..8861

2052..10416

10610..10906

1094411474

1149511735

complement

(11971..12528)

12648..13400

13621..15642

13649..16101

cDS

chDs

chDsS

cDs

cDs

CDS

cDS

cDs

cDs

CDS

AAGGTTAATACAGCGTTGAACCCACGTTACACATTTGACACATTTGTG
ATTGGCAAGGGCAACCAAATGGCCCATGCGGCTGCTTTAGTGGTTTC
TGAGGAACCCGGAAAAATGTATAATCCACTCTTCTTTTACGGTGGTGT
TGEGETTAGGAAAGACCCATTTGATGCATGCAATTGGTAACAAAATGAT
GGCAAGCAATGCACAAACGCGCGTCAAGTACGTGACTAGTGAAGCTT
TCACCAACGACTTTATTAATGCCATTCAAACTGGTACTCAAGAACAATT
TCGCCAAGAATACCGCAAACTCGACTTATTATTAGTTGATGATATTCAA
TTTTTTGCCGATAAGGAAGGAACCCAAGAAGAATTCTTCCATACTTTCA,
ACGCATTGTATGAAGAAAACAAGCAAATTGTACTAACTTCCGATCGTTT
GCCAAATGAGATTCCTAAGTTGCAGGATCGCCTTGTTTCTCGTTTTAAA
TGEGGATTGTCAGTTGATATTACACCACCCGATCTGGAAACTAGAATC
GCCATTTTACGCAGTAAAGCCAAAGCGGATCAAATCGACATTCCARAAL
GACACCTTAACTTATATTGCGGGTCAAATTGATTCCAATGTCCGTGAA,
CTTGAGGGAGCATTATCACGAGTACAAGCGTACTCACGCCTTAATAAG
GCTACTATTAATACCAGTTITAGCGTCGGATGCCTTAAAAGGCTTAAAG
TTAGCTGGTACTAGTGCATTAACGATTCCGCTAATTCAAGAAAAAGTG
GCCAGCTATTATCATATTTCACAAACTGATT TAAAAGGAAAALAACGGG
TTAAACAAATCGTCGTTCCTAGACAAATTGCGATGTACTTAGTTCGTGA
ACTAACTGATAATTCATTACCTAAAATTGGAGCAGAGTTTGGTGGETAAG
GACCATACAACTGTTTTACACTCGATTGATAAAATTGAAGARATGCTCC
AATCCGATCATAATTTGCAAGAAGATGTCCAAAACCTTAALAATGGAGCT
AAAGCCATAG

Blast this sequence at NCBL. | BLAST

AU TIPS Il T b= WIS Ui

mer b i 10T

(e

HAZBREFREDEHEME

98
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| EFLURNERET HENTES

=R
e @ http://dfast.nig.ac.jp/analysis /annotation/cbbab016 O ~ & || & DFAST - Job Result fo% of's fol

[ ]

Remember the current URL to access this page. The result will be deleted 30 days after your last visit.

Title - Delete this job now. == | Delete | This procedure cannot be undone.
JoblD :  cbbabl16-21eb-4060-9cee-60012d073d4a
Status - COMPLETE [2017-81-81 13:43:87.458512] Job submitted.

[2017-81-01 13:43:87.473965] Job started.
[2817-81-81 13:58:54.541834] Job completed.

Result Features DDBJ Submission Log

Annotated Features

Show 25 [v] entries

Search:
Feature
No. LocusTag Seq. ID Location Type Product Gene  Nucleotide  Translation  Edit
1 LOCUS_00001 chromosome 101..1417 CcDS chromosomal CUET View | View Edit
renlicatinn initiatnr
Nucleotide
2 LOCUS_00002 chromosome 1593..2732 CDS

GTGACTGATTTAGAAACACTTTGGGACACAATTAAAGAATCTTTTAAGA

L
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DR— L ERIZF8EN, QEditthAZ T &
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f

8-5: Edit e

(=5)| @ http://dfast.nig.ac.jp/analysis/annotation/cbbab016 O ~ & || & DFAST - Job Result X ATk
p g.ac.Jp ) / L ARS

Edit a Feature

Feature 1 : LOCUS_00001

Product

chromosomal replication initiator protein DnaA

[] Highlight this Feature

Search recommended names using TogoAnnotator. | Search

@

Save Cancel

Nucleotide

GTGACTGATTTAGAAACACTTTGGGACACAATTAAAGAATCTTTTAAGA

o

ik
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W8-6: Tips

@DViewh 2 # L THIRT B DRYTT
w7, 53— EViewR 3B LHA TS

L

| B S
e @ http://dfast.nig.ac.jp/analysis /annctation /cbbab016 O ~ € (| & DFAST - Job Result | fo% of's fol

Remember the current URL fo access this page. The result will be deleted 30 days after your last visit.

Title :

JoblD:  cbbabl16-21eb-4060-9cee-60b12d073d4a

Status : COMPLETE

Result Features DDBEJ Submission

Annotated Features

Show 25 [v] entries

No. LocusTag Seq. ID Location
1 LOCUS_00001 chromosome 101..1417
2 LOCUS 00002 chromosome 15932732

Delete this job now. == | Delete | This procedure cannot be undone.

[2017-81-81 13:43:87.458512] Job submitted.
[2017-81-01 13:43:87.473965] Job started.
[2817-81-81 13:58:54.541834] Job completed.

Search:
Feature
T}'pE Product Gene Nucleotjde Translation Edit
CDSs chromosomal dnaA Yiew Edit
renlicatinn initiatnr
Nucleotide
CcD3

GTGACTGATTTAGAAACACTTTGGGACACAATTAAAGAATCTTTTAAGA
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" F5h
W8-6: Tips

[ (= | O

e @ http://dfast.nig.ac.jp/analysis /annotation/cbbab016 O ~ & || & DFAST - Job Result | | fo% of's fol

Remember the current URL fo access this page. The result will be deleted 30 days after your last visit.

Title - Delete this job now. == | Delete | This procedure cannot be undone.

JoblD:  cbbabl16-21eb-4060-9cee-60b12d073d4a

Status - COMPLETE [2017-81-81 13:43:87.458512] Job submitted.

[2017-81-01 13:43:87.473965] Job started.
[2817-81-81 13:58:54.541834] Job completed.

Result Features DDBJ Submission Log

Annotated Features

Show 25 [v] entries Search:
Feature
MNo. LocusTag Seq.ID Location Type Product Gene Nucleotide Translation Edit
1 LOCUS 00001 chromosome 101..1417 cDs chromosomal dnah View Wiew Edit
replication initiator
protein DnaA
2 LOCUS 00002 chromosome 15932732 cDs DNA polymerase Il dnaN View Wiew Edit

L
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W9-1:DDBJ Submission

L

(1DDBJ Submission3¥7 . @5
BNDR—, FBEIFITKYJobID
BENEHL->TULAARIZLELY

=R X
& http://dfast.nig.ac.jp/analysis/annctation /5359b058-11ef-40e7-8485-8: O ~ C || @ DFAST: DDBJ Fast Anno... | | fs oo fo

Title :
JoblD : 5359b0558-11ef-40e7-3405-83fe7bValdce
Status : COMPLETE
Result Features DDB.J Submission Log

1. Preparation for Submit.

You can create DDBJ Submission Files (sequence file and
annotation file) required to submit the genome through DDEBJ
Mass Submission System (MS3S). If you want to submit a complete
genome, you must provide a sequence name for each entry at this
page.

Before submission, you need to register BioProject and
BioSample. Please follow the instruction below. For detailed
information, please refer to DDBJ Handbooks. If necessary, raw

oo gene o et e lel B dSleseumse it G OO A

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

[2017-81-28 16:17:56.643418] Job submitted.
[2017-81-28 16:17:56.667496] Job started.
[2817-81-28 16:25:41.884897] Job completed.

— M~ —3/T13 DDBJ Mass Submission System (MSS) FRLTIE
BRI e T A7 S F 7 AR O ) BCR DT A
T T {Jb*?ﬂ: I =R 4% DDBY 128
9 2ES1013 2SO -3 TACIE- BrFIfER| (BT As
Fy EHARRDIEE S To TS,

FiR CHSI 5. BioProject Database & BioSample Database ~DE
R ROFIB - TiTVWE . 5ElFEFRIEIZ DDBJ Handbooks &
SR TS0 BB T — 91027 —20 SRA ~DEH

Lol =
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[CHELDR—=2 D)D)
Foo ORN—UTERETHH

- W9-1:DDBJ Submission

4=
!

Remember the current URL fo access this page. The result will be deleted 30 days after your last visit.
Delete this job now. =>

This procedure cannot be undone

Delete

Title :
JobID : 5359b058-11ef-40e7-8485-83fe7b7aldce
Status © COMPLETE [2017-01-20 16:17:56.643410] Job submitted.
] ' [2017-01-20 16:17:56.667496] Job started.
[2017-01-20 16:25:41.084897] Job completed.
Resul Features DDBJ Submission Log

Change Sequence Names

To submit a complete genome, you need to specify a sequence name, a type (chromosome or plasmid), and topology for each sequence.
Number of Sequences: 3

Sequence Status: @ draft () complete

Sequence Prefix

sequence

EEEE )

0e7-8485-8: O~ ¢ H & DFAST - Change Sequen... » 3 ‘ L

HAZBREFREDEHEME
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OR—UTEETRELINE

O-1:DDBJ Submission

r

E=na=s

& http://dfast.nig.ac.jp/analysis/annotation/5355b058-11ef-40e7-8485-8: O ~ ¢

& DFAST - Change Sequen..

B
S

Title :
JobID : 5359b058-11ef-40e7-8485-83fe7b7a1dce
Status: COMPLETE

Result Features DDBJ Submission Log

Change Sequence Names

To submit a complete genome, you need to specify a sequence name,
Number of Sequences: 3

Sequence Status: @ draft () complete

Sequence Prefix
sequence

Use only alphabetic characters.

Entry names will be sequencei-sequences.

peiete INis JoD NOW. == | Delete

[2017-01-20 16:17:56.643418] Job
[2017-01-20 16:17:56.667496] Job
[2017-01-20 16:25:41.084897] Job

‘This procedure cannot be undone

submitted.
started.
completed.

a type (chromosome or plasmid), and topology for each sequence.
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"
,

DOEMNIZAAIL3BEFHIE>T=. FS TR

_ FlDEEIL., (WBETITLZLD) QEEFID
W9_2 . @E ﬁlj % O) % E BEBETE(Sequence Prefixd);é@sequence##

MScontightDEIIZER T HELHTE

Title :

Status: COMPLETE

Result Features DDBJ Submission

Change Sequence Names

Number of Sequences: 3

Sequence Status: @ draft () complete

Sequence Prefix
sequence
Use only alphabetic haracters

Entry names will be sequence1-sequence3.

JobID : 5359b058-11ef-40e7-8485-83fe7b7aldce

Log

To submit a complete ge‘ou need to specify a sequence name, a type (chromosome or plasmid), and topology for each sequence.

9%, @F: < D A HlEcompleteFEL 5l

UeEl
~
[2017-01-20 16:17:56.64341@8] Job submitted.
[2017-01-20 16:17:56.6674296] Job started.
[2017-01-20 16:25:41.0884897] Job completed.
v
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ol 00000 MDcompletelZLT=EZ A, @completefit 51 D
. ZERFFIZIX . @BEH D £ Fi(Sequence Name
- W9-2 . @E ﬁlj % O) % E TR —2), @FE5I(Sequence Type;

AR or TS RZR), ®FIK(Topology ; $F4K

Y

G => )| & http://dfast.nig.ac.jp/analysis/annotation/5359b058-11ef-40e7-8485-8. O ~

or RINEHEET DRENHD

Title :
JobID : 5359b058-11ef-40e7-8485-83fe7b7aldce

StatUS - COMPLETE [2017‘91'20 16:17:56-643419] Job submitted.

[2017-01-20 16:17:56.6674296] Job started.
[2017-01-20 16:25:41.0884897] Job completed.

Result Features DDBJ Submission Log

Change Sequence Names

To submit a complete genome, you need to specify a sequence name, a type (chromosome or plasmid), and topology for each sequence.

Number of Sequences: 3

SequWS: O draft e: complete ' '

Sequence Name Sequence Type Topology
sequence1 chromosorr|v| circular  [V]
sequence2 chromoson V| circular V]
sequence3 chromosom V| circular V]
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(AHEFID2, 3FEE DEFIMNTSRIRFZE
] HHM>TNDDT) K& 7D Zplasmidl 2%
9'2 . @E ﬁlj % 0) aﬂk E B, TNUNEIFICERT T HIBLENGLD

| T. @Save and Update, Z o<1 —F

G 2 t’%—}_’_http; .dfast‘rig.ac.jp analysis/annotation/5359b058-11ef-40e7-8485-8. O ~ ( [: L_CL\%)O)be\B . @%Chromosome\ @E

Sawas . COUNT LT Ezzi;: plasmiC“ [N @%p'&SI’ﬂide;Eth:(iabﬂ,\b\
M, ZZTIEALAL

Resuit Features DDBJ Submission Log

Change Sequence Names

To submit a complete genome, you need to specify a sequence name, a type (chromosome or plasmid), and topology for each sequence.

Number of Sequences: 3

Sequence Status: () draft @ complete

Sequence Name Sequence Type Topology
sequence chromosorr}i] circular ﬁ
sequence2 plasmid M circular ﬂ

sequence3 | plasmid [ circular V]
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" DELRBERT=£572, @

- WO-2:EeSBDNERE

EEEE )

G ' & http://dfast.nig.ac.jp/analysis/annotation/5359b058-11ef-40e7-8485-8: O ~ ¢ H & DFAST - Change Sequen... x | L

Seqguence Names have been successfully updated

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

Title :
JobID: 5359b058-11ef-40e7-8485-83fe7b7atdce
Status © COMPLETE [2017-01-20 16:17:56.643410] Job submitted.
’ : [2017-01-20 16:17:56.667496] Job started.
[2017-01-20 16:25:41.084897] Job completed.
Result Features DDBJ Submission Log

Change Sequence Names

To submit a complete genome, you need to specify a sequence name, a type (chromosome or plasmid), and topology for each sequence.

Number of Sequences: 3

Sequence Status: () draft @ complete

£ s - Al snnm [ LI NS T e PN PRNPSTE

HAZBREFREDEHEME 109




= (1DDBJ Submission2 7 &41)w%

- WO-2:EeSBDNERE

Q => )| @& http://dfast.nig.ac.jp/analysis/annotation/5359b058-11ef-40e7-8485-8: O ~ ¢ H & DFAST - Change Sequen... » i N

Remember the current URL fo access this page. The result will be deleted 30 days after your last visit.

Delete this job now. => | Delete | This procedure cannot be undone
Title :

JobID : 5359b058-11ef-40e7-8485-53fe7b7aldce

Status : COMPLETE [2017-01-20 16:17:56.643418] Job submitted.

[2017-01-20 16:17:56.667496] Job started.
[2017-01-20 16:25:41.084897] Job completed.

~0-

Result Feature DDBJ Submission Log

w

Change Sequence Names

To submit a complete genome, you need to specify a sequence name, a type (chromosome or plasmid), and topology for each sequence.
Number of Sequences: 3

Sequence Status: () draft @ complete

Sequence Name Sequence Type Topology

sequencet chromoson“ﬂ circular 1,

EEEE )
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OR—UTEICBEIL. . .

WO-3: 7N SGE

=] E [
e & http://dfast.nig.ac.jp/analysis/annctation /5359b058-11ef-40e7-8485-8: O ~ C || @ DFAST: DDBJ Fast Anno... | | % oo io

L

Title :
JoblD : 5359b0558-11ef-40e7-3405-83fe7bValdce
Status : COMPLETE
Result Features DDB.J Submission Log

1. Preparation for Submit.

You can create DDBJ Submission Files (sequence file and
annotation file) required to submit the genome through DDEBJ
Mass Submission System (MS3S). If you want to submit a complete
genome, you must provide a sequence name for each entry at this
page.

Before submission, you need to register BioProject and
BioSample. Please follow the instruction below. For detailed
information, please refer to DDBJ Handbooks. If necessary, raw

oo gene o et e lel B dSleseumse it G OO A

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

[2017-81-28 16:17:56.643418] Job submitted.
[2017-81-28 16:17:56.667496] Job started.
[2817-81-28 16:25:41.884897] Job completed.

— M~ —3/T13 DDBJ Mass Submission System (MSS) FRLTIE
EER ST i e B eEmBO Or L @R O AT
T—iaITAI) EER TS EY . 3T T/ L% DDBY ICE
9 2ES1013 2SO -3 TACIE- BrFIfER| (BT As
Fy EHARRDIEE S To TS,

FiR CHSI 5. BioProject Database & BioSample Database ~DE
R ROFIB - TiTVWE . 5ElFEFRIEIZ DDBJ Handbooks &
LTS BEIEU T — 0T 27 — 50 SRA ~DEH

Lol =
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= .— FiedHt=-YDEE, EROZ536512(X. DDDBJIZEHF 7 HYk

W . jj |-7 N | DEEX@)locus tag prefix[FER(AP014680NHZ & (.
9'3 . 7 7 LOOC260MF HEF LT=locus_tag_prefixIZ4H ) D ER1F%4:

-

L

e Z IQ http://dfast.nig.ac.jp/analysis/annotation /5359

(=

EDEENHBIN . AETIEZOH=YDEMIZIXIIB AL
7ZEUNE10[E| TEE R F F), BioProject¥°BioSample ID{F ¥z 3k X

genome, you must provide a seqijer‘u:e name for eaq ?%@iif@@%ﬁ(:&ﬁ'd’é&\ W9‘5f‘?ﬁ'§'§:§$%} (?:*Fﬁ]o)i

page. FTEHTELEI ARG,

Before submission, you need to register BioProject

M PPILLEDD TOLALY)

BioSample. Please follow the instruction below. For detailed
information, please refer to DDBJ Handbooks. If necessary, raw
sequence data should be deposited in SRA.

1. Create a DDBJ submission account

Open the submission portal page D-way, and create a new one.
2. Registration to the BioProject Database

Log-in at D-way, and create a new BioProject.
3. Registration to BioSample Database

Log-in at D-way, and create a new BioSample.

A unigue Locus Tag Prefix is required for submitting an annotated
genome, which can be registered during the submission procedure
of BioProject or BioSample. To start using MSS, please apply from
MSS3 application form. Note that DFAST is not an official service of
DDBJ. Please check the latest information at the MSS guideline.

2. Input Metadata

Input metadata by filling the form to create the submission file.
Please refer to the instruction for more information for each item.

FF RDFNB S TiTWOW FET . 553812 DDBY Handbooks 7F
HWBL TS BEIELU RS - 9T 2T —40 SRA ~ D&
BiTOET .

1. DDBJEE 77 ./ DIRE

B — 2 D-way TZhD o BEEEITLET,
2. BioProject Database ~D &%

D-way |04 7L, 3T# BioProject ZEFLE T,
3. BioSample Database ~MD&%k

D-way | O 2. #7H. BioSample A

27 JAEREF| S E T Locus Tag Prefix |3 BidProject <13
BioSample BEHF CERI§ T 28T E T, L FDIERLSTEIZS
BRL AR T — L s MBS DF PRI T 39 . MSSMEFHI—>
LyT13 DDBJ @ H o F 5L e E BB T30, (DFAST |13 DDBJ
AT —E AT IRV EEA )

BEE 77 AR B AT — Dy — LICAHLEY ., A
B sHERY SRR R Z 2T T 7 T =g 27 o L ER RS
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9-4: Input Metadata

(Dl2. Input Metadata | D
@2Show FormZx4')w%

= | B e |

1| @ http://dfast.nig.ac.jp/analysis/annotation/5350b058-11ef-40e7-8485-8: O ~ &

(=% DFAST: DDB] Fast Anne...

0 o5 i
Lk Ll

MSS application form. Note that DFAST is not an official service of
DDBJ. Please check the latest information at the MSS guideline.

2. Input Metadata

Input metadata by filling the form to create the submission file.
Please refer to the instruction for more information for each item.
Ifyou want to add items not shown in the form, you can add them
manually after downloading the annotation file.

You can "Preview" the provided metadata. You can also import
metadata from another DFAST job by providing the job 1D in the
text box below. By default, organism specific data, such as a
species name or a strain name, are not imported. To enable this,
check the "Override organism specific data".

]

¥ Show Form Preview Enter Job

3. Download Submission Files

LT3 DDBJ @ HAF S EHFBELTFZ5, (DFAST |13 DDBJ
MsE T —E A TIIEY FA L)

BT IARR B AT — Dy —LICAhHLET, A TE
B O BRI C DT 7T — 25 07 o L EREEEE
FEBBL TR,

Ta— LI IERIZ 7T ILE D O — P RIS EE T T <
fodl, ART — e AT I CERD EE D7 IR, H
A—Fi&ISFaTANTHI00RETT .

AET =AM g "Preview" R A THESDVTEET . F2. 257 1D
AN TS F e 87 — o —F a2 TEET . T
Tl TIIERES PEHRE S DT — A1 O S hERFA

£, "Override organism specific data” #Hh ZL-ES. Zhad
TR EFEFEINET .

) import another job's metadata S

[1: Override organism specific data.

e

e

HAZBREFREDEHEME

113



9-4: Input Metadata

ANTA— LB TDIFESIZ
BZTWLWA2(XL\DT. ..

= | B e |

(=) @ http://dfast.nig.ac.jp/analysis/annotation/5350b058-11ef-40=7-8485-8: O ~ &

(=% DFAST: DDB] Fast Anne...

b S 502
Lk Ll

MSS application form. Note that DFAST is not an official service of
DDBJ. Please check the latest information at the MSS guideline.

2. Input Metadata

Input metadata by filling the form to create the submission file.
Please refer to the instruction for more information for each item.
Ifyou want to add items not shown in the form, you can add them
manually after downloading the annotation file.

You can "Preview" the provided metadata. You can also import
metadata from another DFAST job by providing the job 1D in the
text box below. By default, organism specific data, such as a
species name or a strain name, are not imported. To enable this,
check the "Override organism specific data".

Preview Enter Job

LT3 DDBJ @ HAF S EHFBELTFZ5, (DFAST |13 DDBJ
MsE T —E A TIIEY FA L)

BT IARR B AT — Dy —LICAhHLET, A TE
B O BRI C DT 7T — 25 07 o L EREEEE
FEBBL TR,

Ta— LI IERIZ 7T ILE D O — P RIS EE T T <
fodl, ART — e AT I CERD EE D7 IR, H
A—Fi&ISFaTANTHI00RETT .

AET =AM g "Preview" R A THESDVTEET . F2. 257 1D
AN TS F e 87 — o —F a2 TEET . T
Tl TIIERES PEHRE S DT — A1 O S hERFA

£, "Override organism specific data” #Hh ZL-ES. Zhad
TR EFEFEINET .

D to import another job's metadata S

[1: Override organism specific data.

Genus® Species®

e
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9-4: Input Metadata

ODIR—UTFERBICEELIZECH

= | B e |

el”'! 1| @ http://dfast.nig.ac.jp/analysis/annotation/5350b058-11ef-40e7-8485-8: O ~ &

(& DFAST: DDBI Fast Anna... AYIARLE

A Hide Form

Genus®

Lactobacillus

Strain®

unkown

Locus Tag Prefix

LOCUS

Preview

Enter Job ID to import another job's metadata

You can "Preview" the provided metadata. You can also import
metadata from another DFAST job by providing the job ID in the
text box below. By default, organism specific data, such as a
species name or a strain name, are not imported. To enable this,
check the "Overmride organism specific data”.

oS, ART —SEANETICEROEL D7 IVEFERL., H7
O—F&EICFRTAN TS EDIRET Y .

AT =8N H1E "Preview" Ao THEEDTZEET . F-. 2537 1D
AT g e — e —d Al TELT . T
I TI3EEES CERE S DT SIS hEFA

4%, "Override organism specific data" FEH CLi-BS. ZHhaD
T —RL EFTFINES,

[]: Override organism specific data.

Species®
sp.
Type Strain

NO

BioProject”

ex) PRJDBS0001

Culture Collection

N Tl R B & & &l

ex) JCM:0000

BioSample*

e

L |

.

Sequence Read Archive

e
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WO-5 : [5ER R ENIFT-&...

ANEDEABIZRE-TANT BT
AN WO-3 TR = K3 (ZDDIEHE
KMEBOFEEEE, CZEEHONELY

-

—

Y]

e Z |% http://dfast.nig.ac.jp/analysis/annotation /535

b058-11ef-4027-8485-81 0 ~ &

You can "Preview" the provided metadata. You can also import
metadata from another DFAST job by providing the job ID in the
text box below. By default, organism specific data, such as a
species name or a strain name, are not imported. To enable this,
check the "Override organism specific data”.

Genus* Species®

Lactobacillus

Preview Enter Job ID to import another job's metadata L |

[]: Override organism specific data.

hokkaidonensis

o CDT—HIEEBHIIZAPO14680% D
o1 T, T HEBREEDNHEC AL
oy, Hear—2

 EYBAT T TEEEDS

A—Fi&IcFanT

AET —8 N HE "Preview" R Ao TS a0 T ET . 2. 2537 1D
FANDLTMD T ine AT — O —d &2 A TEET . T
LTI EES PEREES DT - R3O S hEEFA

#%. "Override organism specific data” #HEICLI-BS. Zhad
T AL EEEFINTT,

Strain* Type Strain Culture Collection
LOOC260 YES ﬂ JCM:18461

Locus Tag Prefix BioProject” BioSample* Sequence Read Archive
LOOC260 PRJDB1726 SAMDOD000344 DRR0O24500, DRRO24501

HAZBREFREDEHEME
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10-1: 38 B Save

OR—UTEBIZFEEIL T,
BE@SaveL THEELLD

= | B ) |

1| @ http://dfast.nig.ac.jp/analysis/annotation/5350b058-11ef-40e7-8485-8: O ~ &

0 5 i
Lok Ll

(=% DFAST: DDB] Fast Anne...

= T e o e L FTAT TOoaT o T

3. Download Submission Files

You can download the sequence file and the annotation file. You

"~

Authors* Status

ex) Mishima,H.; Yamada,T.; Robertson,G.R.; Kim,K.-H_; Park,C.S.; Shizuoka,T Unpublishe
Assembly
Assembly Method* Sequencing Technology™® Genome Coverage*

ex)Veleviv. 2.0, SPAdes v. 3.6.1, Plat ex) lllumina MiSeq, lon PGM, PacBio £ ex) 120x
Hold Date Comment

ex) 20160801

YEREL 7= D7 A IEA D O—FTEET, Parser HL0F

e
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W10-2:Error

L

=z ]

2 http://dfast.nig.ac.jp/analysis /annotation /5359b058-11ef-40e7-8485-

(]

0

4

—OTERFBEIL ., BX S E AT

ANEBRIZIS—¢EG->=-BEFRAH I,
BEERMLTNMET . CNETAALIZART
IDFTEEVLAHSZEALMET, D
Sequence Read Archive D& T T9 12, @R

TR

Error in the Sequence Read Archive field - invalid Format. ex)DRR999939

Title :
JoblD : 5359b0558-11ef-40e7-3405-83fe7bValdce
Status : COMPLETE
Result Features DDBJ Submission Log

1. Preparation for Submit.

You can create DDBJ Submission Files (sequence file and
annotation file) required to submit the genome through DDEBJ
Mass Submission System (MS3S). If you want to submit a complete
genome, you must provide a sequence name for each entry at this
page.

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.

[2017-81-28 16:17:56.643418] Job submitted.
[2017-81-28 16:17:56.667496] Job started.
[2017-81-28 16:25:41.884897)] Job completed.

— M~ —3/T|3 DDBJ Mass Submission System (MSS) =L T18
EER ST i e B eEmBO Or L @R O AT
T—ia AT ERRE TS E Y . O - L% DDBY IZE
fd AEE1013 ZhoD A3 THOR - BrFlFER etz
FrEHAARDISE i T TS,
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u @I S5—I[Z. Sequence Read Archive (SRA) field, =
10 2 . E (X, EHEDSRAIDD A AZEBELTLVGEWNW EIZH
-2 . Error ¥4 BIT5—, SCOEEL TIE. Bz T5 M

‘ KX DIDDBIEFAI7AILIZERL TLBEITED
G };—} http://dfast.nig.ac.jp/analysis/annotation /5358b058-11ef-40e7 -css &U%i-—d—"-l Oﬁj\ff(d_@IDE)\jj L"CEFS(‘J'IZfJ:L\o
BTRELEI7MIVE. BEETFAIT4ETLL
ST, BBIDEANLIEEWSERIEEI7AILIZES
4 e o e 00| ]G EVSHEREFTICETHIBS HEMTES

s

[]: Override orgamsm Specic 0atE.

Genus* Species™®

Lactobacillus hokkaidonensis

Strain* Type Strain Culture Collection

LOOC260 YES M JCM:18461

Locus Tag Prefix BioProject” BioSample* Sequence Read Archive
LOOC260 PRJDB1726 SAMDO00000344 DRR24500, DRR024501 ‘

Submitter

Submitters®

Dahordcennr

Miist be separated with semicolons
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DELEZ-6. COTEVITUERITAEILSD

. = -~ > JA=|
10 3 ] E -l-_J. Il PacBioT—2M>5M 124 (DRRO54113) 1=+ TH
[ ] \ ~ > =
. EIMTOrx L SNt=HDFE =D T, DRRO54113% A AL . Save
G }\:—) http://dfast.nig.ac.jp/analysis/annotation/5359b058-11ef-40e7-8485-8: O ~ C || @ DFAST: DDBJ Fast Anno... X ‘ I i 5.7 4o
B, "Override organism specific data" F=H#h cLi-B&. Zhad ~
T =5 FBEFINFT,
A Hide Form Preview Enter Job |ID to import another job's metadata S
L] Override organism specific data.
Genus* Species™®
Lactobacillus hokkaidonensis
Strain® Type Strain Culture Collection
LOOC260 YES E] JCM:18461
Locus Tag Prefix BioProject* BioSample* Sequence Read Archive
LOOC260 PRJDB1726 SAMDO00000344 DRR054113
Submitter
Submitters®
eX) Robertson, G.R.; Mishima, H., Kim K_-H
Vv
Must be separated with semicolons

HAZBREFREDEHEME
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BEIS—HAHAT

" A
W10-3: Errorxd 4l

(=2 DFAST: DDEJ Fast Anno... |

e & http://dfast.nig.ac.jp/analysis /annotation /5359b058-11ef-40e7-8485-8: 0 ~ ¢

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

Title :
JoblD :  5359b058-11ef-40e7-8455-83fe7bfaldce
Status - COMPLETE [2017-81-28 16:17:56.643418] Job submitted.
) [2017-81-28 16:17:56.667496] Job started.
[2817-81-28 16:25:41.884897] Job completed.
Result Features DDBJ Submission Log

1. Preparation for Submit.

— M~ —3/T13 DDBJ Mass Submission System (MSS) FRLTIE
ERCYEE T 2l D Dp B2 D D7 A )l BRI Tr AT

You can create DDBJ Submission Files (sequence file and
annotation file) required to submit the genome through DDEBJ

Mass Submission System (MS3S). If you want to submit a complete
genome, you must provide a sequence name for each entry at this
page.

Before submission, you need to register BioProject and
BioSample. Please follow the instruction below. For detailed
information, please refer to DDBJ Handbooks. If necessary, raw

oo g e o et e lel B dAleseumse it G OO A

T—iaITAI) EER TS EY . 3T T/ L% DDBY ICE
9 BE\SIC3 ZES 02 TALRIE- BrFiER| (e TS As
F)y B ARIRDIs = To Tz,

FiR CHSI 5. BioProject Database & BioSample Database ~DE
R ROFIB - TiTVWE . 5ElFEFRIEIZ DDBJ Handbooks &
LTS BEIEU T — 0T 27 — 50 SRA ~DEH

Lol =

L
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10-4: Preview

DPreviewrh 22 ZHL T,
_NETDODANANBETHEDR

e(= 1| @ http://dfast.nig.ac.jp/analysis/annotation/5350b058-11ef-40e7-8485-8: O ~ &

(8 DFAST: DDEBJ Fast Anne... »

Preview

A Hide Form

Genus*

Lactobacillus

Strain™®

LOOC260

Locus Tag Prefix

LOOC260

Submitter

Submitters®

MMust be separated with semicolons.

e

S =

Enter Job ID to import another job's metadata

Species®

hokkaidonensis

Type Strain
YES

BioProject”

PRJDB1726

ex) Robertson,G_R.; Mishima,H.; Kim K -H

4%, "Override organism specific data” #gHh L 8S. Zhad

T AL EEFEINEA,

[1: Override organism specific data.

Culture Collection

JCM: 158461

BioSample*

SAMDODD00344

|

= | B ) |
0T Tf 153
~
Sequence Read Archive
DRR054113
W
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DAIABNREENTLNSE LS, @
R—UTERIZFBENIL T D EFT B AEER

10-4: Preview

L=l

o3
ond

(=]
& http://dfast.nig.ac.jp/analysis/annotation /5359b058-11ef-40e7-8485-8: © ~ C || & DFAST: DDBJ Fast Anno... X ’ 0} 20

Preview for Common Entry

Entry Feature Location Qualifier Value

COMMON DBLINK project PRJDB1726
biosample SAMDO00000344

sequence read DRR054113
archive

SUBMITTER contact

ab_name

email
phone

fax

institute
department

country

state
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10-4: Preview

D—BTETHBEILI=ECH, QD HTI=VE
ATRBENRBMEN TS LS, @Close

& http://dfast.nig.ac.jp/analysis/annotation /5359b058-11ef-40e7-8485-8: © ~ C || & DFAST: DDBJ Fast Anno... X

ST_COMMENT

source

line
tagset_id
Assembly Method
Genome Coverage

Sequencing
Technology

organism

strain

note
culture_collection

mol_type

ff_definition

Annotated at D-FAST https://dfast.nig.ac.jp

Genome-Assembly-Data

Lactobacillus hokkaidonensis
LOOC260
type strain of Lactobacillus hokkaidonensis

JCM:18461

genomic DNA

@@)][organism]@@ DNA, complete
genome, strain: @@J[strainj|@@

@

L=l

5
of

Ins

E
{0 37 £

BAILEE

A+
F = ok

DEF (A
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10-5: Submitter

DXL SubmitteriER, @
B&2ER—UTERZIZEY

= | B ) |

ep 1| @ http://dfast.nig.ac.jp/analysis/annotation/5350b058-11ef-40e7-8485-8: O ~ &

(=% DFAST: DDB] Fast Anne...

n n
{frtl‘ Mo gl
Lok Ll

Preview

A Hide Form

Genus*

Lactobacillus

Strain™®

LOOC260

Locus Tag Prefix

LOOC260

Submiﬁer‘

Submitters®

MMust be separated with semicolons.

Enter Job ID to import another job's metadata

4%, "Override organism specific data” #gHh L 8S. Zhad

T AL EEFEINEA,

[1: Override organism specific data.

Species®

hokkaidonensis

Type Strain
YES

BioProject”

PRJDB1726

ex) Robertson,G_R.; Mishima,H.; Kim K -H

Culture Collection

JCM: 158461

BioSample*

SAMDODD00344

|

e

Sequence Read Archive

DRRO054113

HAZBREFREDEHEME
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10-5: Submitter

MDSubmitter&f 43, EERDAP014680
DANARBE—ERIESEDE

s

@ DFAST: DDBJ Fast Anno... |

N\
G }g—} http:“.rﬂg.ac.jp'analysisannctaticn '5358b058-11f-40e7-8485-8:

Submitter

Submitters™®

Must be separated with semicolons.

Contact Person*

€x) Hanako Mishima

Must be one of the submitters

Institute*

: nal Ite Sene
Country* State

o Al A I:‘I' IZ
Reference
Title

~x) Draft aen sequence of La

Fax

URL

| & 7o
A
Zip*
Year*
v
2017
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10-5: Submitter

Q & j & http://dfast.nig.ac.jp/analysis/annotation/5359b058-11ef-40e7-8485-8: O ~ C || & DFAST: DDBJ Fast Anno... X l ' N S.g fo3
Submitter R
Submitters®

Tohno, M_; Tanizawa, Y.

Must be separated with semicolons.

Contact Person* E-mail* Phone* Fax
Hanako Mishima mishima@ddbj.nig.go.jp 81-55-981-6853 81-55-981-6853

Must be one of the submitters

Institute* Department URL
National Institute of Genetics DNA Data Bank of Japan hitp://www.ddbj.nig.ac.jp
Country* State City* Street* Zip*
Japan Shizuoka Mishima Yata 111 411-8540
Reference
Title Year*
v
ex) Draft genome sequence of Lactobacillus plantarum strain XXX 2017
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@@ ESaveLFEL LD

10-5: Submitter

i — IEI E; B

e- =»)|@ http://dfast.nig.ac.jp/analysis /annotation/5358b058-11ef-4027-8485-8. O ~ & || @& DFAST: DDBJ Fast Anno... 5.7 G0}
Hold Date Comment
A
ex) 20160501

3. Download Submission Files

You can download the sequence file and the annotation file. You {EREL =27 - WA S0 /O—FTEET, Parser BL0F
can also check the file format and translated amino acid sequence transChecker (@ DDBJ) H{EAL T 27 1L EDE LU 7 2 /BSEER
using Parser and transChecker (© DDBJ). BB F o P T2l &V TEE T,
If you have editted the annotation and metadata, files are F AT =LA AT —AHRELIES, BEREMNF I8 80 DR
automnatically updated. =2hZEd.

Format Check Sequence (Genomic Fasta Annotation (TAB-separated TAB-separated Table without annotation

File) Table) # Use this to submit a genome without
annotation.

4. Submit Your Genome.

e
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(DI'3. Download Submission

10_6 . FOrmat CheCk Files 1M . @Format Check

= | B ) |
e- )| @ http://dfast.nig.ac.jp/analysis/annotation/5359b058-11ef-40e7-8485-8. 0 ~ & || @ DFAST: DDBJ Fast Anno... i3 5.7 503
Hold Date Comment

e

3. Download Submission Files

You can download the sequence file and the annotation file. You {EREL =27 - WA S0 /O—FTEET, Parser BL0F
can also check the file format and translated amino acid sequence transChecker (@ DDBJ) H{EAL T 27 1L EDE LU 7 2 /BSEER
using Parser and transChecker (© DDBJ). BB F o P T2l &V TEE T,
If you have editted the annotation and metadata, files are F AT =LA AT —AHRELIES, BEREMNF I8 80 DR
automnatically updated. =2hZEd.

Format Check Sequence (Genomic Fasta Annotation (TAB-separated TAB-separated Table without annotation

- File) Table) # Use this to submit a genome without
annotation.

4. Submit Your Genome.

e
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(DFormat CheckiRZEHRL-E % D IKEE

10-6:Format Check

e- )| @ http://dfast.nig.ac.jp/analysis/annotation/5359b058-11ef-40e7-8485-8. 0 ~ & || @ DFAST: DDBJ Fast Anno... 57 6o
Hold Date Comment

3. Download Submission Files

You can download the sequence file and the annotation file. You {EREL =27 - WA S0 /O—FTEET, Parser BL0F
can also check the file format and translated amino acid sequence transChecker (@ DDBJ) H{EAL T 27 1L EDE LU 7 2 /BSEER
using Parser and transChecker (© DDBJ). BB F o P T2l &V TEE T,
If you have editted the annotation and metadata, files are F AT =LA AT —AHRELIES, BEREMNF I8 80 DR
automnatically updated. =2hZEd.

Format Check Sequence (Genomic Fasta Annotation (TAB-separated TAB-separated Table without annotation
9 - File) Table) # lse tr_lis to submit a genome without

annotation.

4. Submit Your Genome.

e
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10-6:Format Check

D IEETIOLOSLBETIZE
%, DSubmitters(FHD EZAT
BHE -S> TWVA KD, @ x

\ )| @ http://dfast.nig.ac.jp/analysis/annotation/5359b058-11ef-40e7-8485-83fe7b7aldce/subn O ~ &

jParser (Ver. 6.54)
reading sequence.
reading sequence.
reading sequence.
reading sequence.
reading sequence.
reading annotation
reading annotation

Check For Annotation File

Format Check for DDBJ Sumission Files

started.

| @ DFAST: DDBJ Fast An... x '

JPO114:WAR:STX:ANN:Line [5]: The value format of [ ab_name ] [Tohno, M.] is possibly wrong.
JPO114:WAR:STX:ANN:Line [6]: The value format of [ ab_name ] [Tanizawa, Y.] is possibly wrong.

JPOO78:ER1:STX:ANN:Line [17]: Invalid length [] for [ab_name] qualifier, it must be modified following

[1-64].

JPO078:ER1:STX'ANN:Line [18]: Invalid length [] for [title] qualifier, it must be modified following [1-255].
JPO157:WAR:STX:ANN:Line [24]: There is no value for [Assembly Method] qualifier in [ ST_COMMENT ]

feature.

JPO157:WAR:STX:ANN:Line [25]: There is no value for [Genome Coverage] qualifier in [ ST_COMMENT ]

feature.

JPO157:WAR:STX:ANN:Line [26]: There is no value for [Sequencing Technology] qualifier in

[ ST_COMMENT ]

feature.

HAZBREFREDEHEME
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SubmittersBERDH1-YZ R
BHRL, OR—T L EBIZFEE)

10-7 {&1E

= | B ]

e(_! )| @ http://dfast.nig.ac.jp/analysis/annotation /5359b058-11ef-40e7-8485-83fe7b7aldce/subr O ~ & || @ DFAST: DDBJ Fast An... qo% e'o fol
Hold Date Comment
A
ex) 20160501

=3

3. Download Submission Files

You can download the sequence file and the annotation file. You {EREL =27 - WA S0 /O—FTEET, Parser BL0F
can also check the file format and translated amino acid sequence transChecker (@ DDBJ) H{EAL T 27 1L EDE LU 7 2 /BSEER
using Parser and transChecker (© DDBJ). BB F o P T2l &V TEE T,
If you have editted the annotation and metadata, files are F AT =LA AT —AHRELIES, BEREMNF I8 80 DR
automnatically updated. =2hZEd.

Format Check Sequence (Genomic Fasta Annotation (TAB-separated TAB-separated Table without annotation

File) Table) # Use this to submit a genome without
annotation.

S =

4. Submit Your Genome.

Send submission files to DDBJ MSS in email attachments ( mass PRI 27 - ) CRagEnva il d, 27L& — )L CETL DDBJ v

e
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& http://dfast.nig.ac.jp/analysis /annotation /535

]

a — @DSubmittersMEZH, QD IR ICAR—ADNRNBHBHEF AT
. I& 9, £1=. @Contact PersonDECANDBDER B E. one of
W10-7 :{E1E
=E
0b058-11ef-40e7-84 (=5 DFAST: DDBJ Fast An... {57 663
Submitter A
S <@

the submittersZ g E LA ITNIXNFHEWOEENANTINS
e. 485-83fe7b7aldce/subr O ~ &
Tohno, M.; Tanizawa, Y.

Must be separated with semicolons.

Contact Person® E-mail* Phone* Fax
Hanako Mishima mishima@ddbj.nig.go.jp 51-55-981-6853 81-55-981-6853
Must be one of the submitters.

Institute* Department URL
National Institute of Genetics DNA Data Bank of Japan http://www.ddbj.nig.ac jp

Country* State City* Street® Zip*
Japan Shizuoka Mishima Yata 111 411-8540
Reference
Title Year*
o ) o W
ex) Draft genome sequence of Lactobacillus plantarum strain XXX 2017
BARIBEFREOESHEE
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10-7 {&1E

DDERHTDAR—RZHL ., QAP014680D EFED
Contact Person CH & AMasanori TohnolZZEBEL
T. SaveL=M5 ., BEFormat CheckZE{T:"

= x|

ep )| @ http://dfast.nig.ac.jp/analysis/annotation /5359b058-11ef-40e7-8485-83fe7b7aldce/subr O ~ & || & DFAST: DDBJ Fast An...

R
Lok Ll

Submitter

@ @

Tohno,M.; Tanizawa,Y.

Contact Person®
Masanori Tohno

Must be one of the submitters.

Institute”

Mational Institute of Genetics

Must be separated with semicolons.

mishima@ddbj.nig.go.jp

Country* State
Japan Shizuoka
Reference
Title
ex) Draft genome sequence

S R B T AT,
Clius plantaru SIran AN

Phone*

Department

DMA Data Bank of Japan

City* Street®

Mishima Yata 111

x
N

81-55-981-6853

Fax

5§1-55-981-6853

URL
hitp://www.ddbj.nig.ac jp
Zip*

411-85240

Year*

2017

e
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SubmittersNDEZANDITS—M

HZ=CEADIND. CAREL
10-8: Format Check OB LEEBEL T

-
-] n@:

) & http://dfast.nig.ac.jp/analysis/annotation/5359b058-11ef-40e7-8485-83fe7b7aldce/subn O ~ ¢ l & DFAST: DDBJ Fast An... x | l ) 5.7 so

Format Check for DDBJ Sumission Files

Check For Annotation File

jParser (Ver. 6.54) started.

reading sequence

reading sequence

reading sequence

reading sequence

reading sequence

reading annotation

reading annotation

JPOO78:ER1:STX:ANN:Line [17]: Invalid length [] for [ab_name] qualifier, it must be modified following
[1-64].

JPOO78:ER1:STX:ANN:Line [18]: Invalid length [] for [title] qualifier, it must be modified following [1-255].
JPO157:WAR:STX:ANN:Line [24]: There is no value for [Assembly Method] qualifier in [ ST_COMMENT ]
feature.

JPO157:WAR:STX:ANN:Line [25]: There is no value for [Genome Coverage] qualifier in [ ST_COMMENT ]
feature.

JPO157:WAR:STX:ANN:Line [26]: There is no value for [Sequencing Technology] qualifier in

[ ST_COMMENT ] feature.

jParser (Ver. 6.54) finished.
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10-9:{&1E

ZOH-YIXERHDEFTLZD T, *D
DW= BRI Z 0N,
AP014680D [BERZ=SEICLTHED S

)| @ http://dfast.nig.ac.jp/analysis/annotation/5350b058-11ef-40e7-8485-83fe7b7aldce /subm O ~ &

Reference
Title

ex) Draft genome sequent

[q¢]

Authors*

ex) Mishima,H.; Yamada, T.; Robertson

Assembly
Assembly Method*

ex) Velevtv. 2.0, SPAdes v. 3.6.1

Hold Date Comment

Sequencing Technology*

ex) lllumina MiSeq, lon

=0
& DFAST: DDB] Fast An... Y IARLE
A
Year*
2017
Status
Unpublishe
Genome Coverage®
ex) 120;
v

HAZBREFREDEHEME
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" S | O

W10-9:{&

-

e 2 http://dfast.nig.ac.jp/analysis /annotation /5359b058-11ef-40e7-8485-83fe7b7aldce/subn 0 ~ C |

FE7EIWS-1W9-2h b hhhd, QB N ME AL HESS
TT—2ZWMELENSWNEE>TE IS, QIEETEIRFE
PDFMp104a LH-UTEHL TS, DIZHIXDEAFIL

HEL(ETAH, EYBHZ T Complete genome---ELTLVNS
E‘, DFAST: DDBJ] Fast An... | | N Taf o8

Reference
Title

Complete genome sequence of Lactobacillus hokkaidonensis LOOC260T

Authors*

Tohno,M.; Tanizawa,Y.

Assembly
Assembly Method*

HGAP v. 2.2.0

Hold Date Comment

Sequencing Technology*

PacBio RSl

Year®

X 2017

Status

Un publisheﬂ

Genome Coverage®

63X

BAILEE

kll>

A D EE FE]

“NE
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(1DSavelL T@Format Check

10-10: Format Check

[ ESREEE™X)

eli:ifl @ http://dfast.nig.ac.jp/analysis /annotation/5359b058-11ef-40e7-8485-83fe7b7aldce /subm O ~ & (2 DFAST: DDBJ Fast An... fo% o'o fol
Assembly A
Assembly Method* Sequencing Technology* Genome Coverage®
HGAPvV. 220 PacBio RSII 65X
Hold Date Comment
ex) 20160801

3. Download Submission Files

You can download the sequence file and the annotation file. You {ERL I 27 4 W H0 O—FTEET, Parser HL0F
can also check the file format and translated amino acid sequence transChecker (@ DDBJ) F{EAL T 27 IL.EFTHE LU 7 T /BEFER
using Parser and transChecker (@ DDBJ). OO F o P T2l TEET .
If you have editted the annotation and metadata, files are F AT g R AT R E LIRS, ERAEIIE R R
automatically updatgd. =hET,
Format Check Sequence (Genomic Fasta Annotation (TAB-separated TAB-separated Table without annotation
File) Table) # Use this to submit a genome without v

b Al
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10-10: Format Check L, @QR—SFEETFTVY

(c5)| € http://dfast.nig.ac.jp/analysis/annotation/5359b058-11ef-40e7-8485-83fe7b7aldce/subn O ~ C l & DFAST: DDBJ Fast An... x l l {0} T.¢ 0

Format Check for DDBJ Sumission Files

Check For Annotation File

jParser (Ver. 6.54) started.
reading sequence

reading sequence

reading sequence

reading sequence

reading sequence

reading annotation

reading annotation

jParser (Ver. 6.54) finished.

Check For Translation

transChecker (Ver. 2.19) started at Mon Jan 23 14:19:04 JST 2017
Reading Sequence File(s) finished.

Reading Annotation File(s) and Checking transiation error....
_finished.

TransChecker (Ver. 2.19) finished at Mon Jan 23 14:19:06 JST 2017
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DR—CTEETHBIHLT. Q2K

10-10: Format Check = ##-Araeesecies

(=l
)| & http://dfast.nig.ac.jp/analysis/annotation/5359b058-11ef-40e7-8485-83fe7b7aldee/subn O ~ C || @ DFAST: DDBJ Fast An... X I I 0} 5.7 403

Check For Annotation File

jParser (Ver. 6.54) started.

FEadING SEOUETIC S . oo vt iduns s
reading SeqUENCe.........o.oovveeeeeeeeeeeeeeeee
FEadING: SEOMETICE oo covssidenm s
reading SeqUENCe...........oooveeeeeeeeeeeeeeee
reading sequence......

reading annotation..............................
reading annotation...........................

jParser (Ver. 6.54) finished.

Check For Translation

transChecker (Ver. 2.19) started at Mon Jan 23 14:19:04 JST 2017
Reading Sequence File(s)......finished.

Reading Annotation File(s) and Checking translation error....
_finished.

TransChecker (Ver. 2.19) finished at Mon Jan 23 14:19:06 JST 2017
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DE@HDDBIZE SRR T 71 JL, WO-3

— S e T BELUWI-S5THIRRI=LS(Z. £
W10-11: U A T ST | moiicr—semomoirirs

-

L

DTEOO—KRLTHELELOIDELY, &

l:;}, http://dfast.nig.ac.jp/analysis/annotation /5359b058-11ef-40e7-

]

485-83fe7b7aldce/subn) :if%ifbof:wli\ @&7')“}7

Assembly LTHRoNARBER BN >1=h6
Assembly Method* Sequencing Technology™® Genome Coverage*

HGAPv. 2.2.0 PacBio RSII 65X
Hold Date Comment

R

3. Download Submission Files

You can download the sequence file and the annotation file. You
can also check the file format and translated amino acid sequence
using Parser and transChecker (@ DDBJ).

Ifyou have editted the annotation and metadata, files are

automatically updated. '

File) Table)

-

Format Check Sequence (Genomic Fasta Annotation (TAB-separated TAB-separated Table without annotation

PEREL P27 1 IS0 o O—FTEF T, Parser H4&TF
transChecker (© DDBJ) F{ERHLT 77 1 L. EFE LU = /BEFHR
AL F oo T2l T,

FAT =g A AT —ERELICES. EEMEII8 88 SR

# Use this to submit a genome without

HAZBREFREDEHEME
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W10-12: Annotation

DDBJH. K 77 A ILAMERLTETLVS
ZEhMYET, AP014680D 1E R
EMEYBI TSI ENDHMNYET

= | B -
e @ http://dfast.nig.ac.jp/analysis /annotation/5350b058-11ef-40e7-8485-83fe7h7aldee /subm O ~ & || & dfast.nig.ac.ip —I fo% o'a fol
COMMON DELINE project PRJDEL17Z6 P
biosample SEMDOO000D344
segquence read archive DER0OS4113
SUBMITTER contact Masanori Tohno
abr _name Tohno, M.
gk name Tanizawa,Y.
email mishimaffddbj.nig.go.jp
rhone 81-55-981-6853
fax 81-55-981-6853
institute Hational Institute of Genetics
department DHA Data Bank of Japan
country Japan
state Shizuoka
city Mizhima
street Yata 111
zip 411-8540
REFERENCE gb name Tohno,M.
gk _name Tanizawa,Y.
title Direct Submission
atatuz Unpublished
year 2017
CCHMMENT line Annotated using prokka 1.11 from http:// www.vichioinformatics.com.
line Ennotated at D-FAST https://dfast.nig.ac.ip
ST COMMENT tagset_id Genome-Assembly-Data
Azzembly Method HGAP +w. 2.2.0
Genome Coverage 65X
Segquencing Technology PacBio RSIX
seguencel source 1..2277983 organism Lactobacillus hokkaidonensis
strain LOCCZa0
mol type genomic DNA
culture collection JCHM:18461
note type =strain of Lactobacillusz hokkaidonensis v
< Fff definitinn RBEMroaniaml B8 NNA. ~omnlete nenome. strain: BETatrainl @@ >

HAZBREFREDEHEME
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W10-12: Annotation

ODH-YLREFBDTMA
ALEE#HRELG>THYRID

SUBMITTER

REFERENCE

COMMENT

ST COMMENT

zegquencel Iource

e 2)| @ http://dfast.nig.ac.jp/analysis/annotation/5359b058-11ef-40e7-8485-83fe7b7aldce/subm O ~ C || @ dfast.nig.ac.jp fo% o'a fol
CCMMCHN DBLINK project PRJDEB1T7Z6 Y

biosample SEMDOO000D344
segquence read archive DER0OS4113
contact Masanori Tohno

abr _name Tohno, M.
gk name Tanizawa,Y.
email mishimaffddbj.nig.go.jp
rhone 81-55-981-6853
fax 81-55-981-6853
institute Hational Institute of Genetics
department DHA Data Bank of Japan
country Japan
state Shizuoka
city Mizhima
street Yata 111
zip 411-8540
gb name Tohno,M.
gk _name Tanizawa,Y.
title Direct Submission
atatuz Unpublished
year 2017
line Annotated using prokka 1.11 from http:// www.vichioinformatics.com.
line Ennotated at D-FAST https://dfast.nig.ac.ip

tagset id Genome-Asscenblfr—-Data

Azzembly Method HGAP +w. 2.2.0
Genome Coverage 65X

Segquencing Technology PacBino RSIX

1..22778E83 organism Lactofcillus hokkaidonensis
strain LOCCZa0

mol type genomic DNA

culture collection JCHM:18461

note type =strain of Lactobacillusz hokkaidonensis

ff definitinn BRETNroaniaml 28 TNA . ~comnlete oenome .

atrain: BRI=trainllR

http://getentry.ddbj.nig.ac.jp/getentry/na/AP014680

143



JE
W10-12: Annotation

DEEFBEHLTAALIE-EAITE
LVED, D-FAST# B TDDBJZ £%
Bo274IVE{ER LI CEH

e & http://dfast.nig.ac.jp/analysis /annotation /5359b058-11ef-40e7-8485-83fe7b7aldce /subn O ~ (_.a| (= dfast.nig.ac.jp | | NP Tep 503
COMMON DELINE project PRJDEL17Z6 P
biosample SEMDOO000D344
segquence read archive DER0OS4113
SUBMITTER contact Masanori Tohno
abr _name Tohno, M.
gk name Tanizawa,Y.
email mishimaffddbj.nig.go.jp
rhone 81-55-981-6853
fax 81-55-981-6853
institute Hational Institute of Genetics
department DHA Data Bank of Japan
country Japan
state Shizuoka
city Mizhima
street Yata 111
zip 411-8540
REFERENCE gb name Tohno,M.
gk _name Tanizawa,Y.
title Direct Submission
atatuz Unpublished
year 2017
CCHMMENT line Annotated using prokka 1.11 from http:// /www.vichioinformatics.com.
line Ennotated at D-FAST https://dfast.nig.ac.ip
ST COMMENT tagset_id Genome-Assembly-Data
Azzembly Method HGAP +w. 2.2.0
Genome Coverage 65X
Segquencing Technology PacBio RSIX
seguencel source 1..2277983 organism Lactobacillus hokkaidonensis
strain LOCCZa0
mol type genomic DNA
culture collection JCHM:18461
note type =strain of Lactobacillusz hokkaidonensis v
Fff definitinn RBEMroaniaml B8 NNA. ~omnlete nenome. strain: BETatrainl @@ >

ETHIMLTNSLDDHITY

144



"
W11-1:DNAPIotter

(DDNAPIotterD by TR—

< .
| http://www.

E

wellcome trust

sanger

sanger.ac.uk/science /tools/dnaplotter

lg:i@l-f&-l‘

£ ~ ¢ || [H ONAPlotter | Sanger .. x | | {1 5.7 4o

SCIENCE
DNAPIotter §
Sranitet Overview

Tool type

* Annotation

DNAPIlotter can be used to generate images of circular
and linear DNA maps to display regions and features

Screenshots

Download of interest. The images can be inserted into a

document or printed out directly. As this uses Artemis gL LTI
it can read in the common file formats EMBL, GenBank 0 ’ ' ! 3

Learn and GFF3. A v\,_,....&\ .

£ 3

License '{\ w : :

Download and Installation K 7 Frai W~ o v
A EBESAEDEREmE Carver et al., Bioinformatics, 25: 119-120, 2009 145



S
W11-2: AAAT774)L

WBZANT7AILIE, ODFAST?Z /T—ay
DResut¥ T MhELNS . @GenBankfizRX 774
JL(annotation.gbk) D&, @4/ LEZFIDFASTA

-

L

7714 )L(genomefna)b7 /T —a BRI 7A

59b058-11f-4

e Z I% http://dfast.nig.ac.jp/analysis /annotation /53

JL(annotation.gff) D& CTHLIRERIZILFTA

Remember the current URL fo access this page. The result will be deleted 30 days after your last visit.

Title :
JoblD :  5359b055-11ef-40e7-84535-83fe7bValdce
Status : COMPLETE
Result Features DDBJ Submission Log

Genome Statistics
Total Length (bp) 2,400,554
Mo. of Sequences 3
GC Content (%) 38.2%
N50 2277983
Gap Ratio (%) 0.0%

3

ADBDIET  I/WEMIZ(IFI7 1L DERIARFIC
I5—MNHTESOESEA T FENERT

Delete this job now. == | Delete | This procedure cannot be undone.

[2017-81-28 16:17:56.643418] Job submitted.
[2017-81-28 16:17:56.667496] Job started.
[2817-81-28 16:25:41.884897] Job completed.

Download Files

Genbank Flat File :
GFF3-formated File :

annotation.gbk
annaotation.gff

Genome Fasta File :  genome ma
Protein Fasta File :  protein faa
CDS FastaFile: cdsfna
RNA FastaFile: mafna

features. tsv
statistics.ixt

Feature Table :
Genome Statistics :

L

'y En i

==+
[STT0Y

BAIBEEFREOERFEME

146



W11-3: /12 A—)L

OR—U T ERIZFBEIL . @Download
and Installation® R 55 L5295

| http://www.sangerac.uk/science/tools/dnaplotter

wellcome trust

§ 'sanger

institute

SCIENCE
DNAPIlotter
Sranitet Overview

DNAPIlotter can be used to generate images of circular
and linear DNA maps to display regions and features

Download of interest. The images can be inserted into a Screenshots
document or printed out directly. As this uses Artemis -
it can read in the common file formats EMBL, GenBank 0 ’ ' & %y
Learn and GFF3. \ bl 2
';':‘:\ ~  f L % =%
=2 - ‘f : '; -
License § {\ § o } .
- > ‘\_ :Q‘
Download and Installation T A€ A v

Tool type

£ ~ ¢ || i oNAPlotter | Sanger I..

* Annotation

'lg:t@l-&-l‘

%

BAIBEEFREOERFEME

147



11-3: 412 AL

i

http://www.sanger.ac.uk/science/tools/dnaplotter

Overview

Download

Learn

License

Contact

Related

Publications

and linear DNA maps to display regions and features

OFEHLOEFT Vo O—FL TS
LY, LU @Windows DI TERBAL %
9, iwl. FA (FAE) DWindowsIzig TlE
XTI SR E LD FE-ED
[THhMYFEHAD, @DPOYAETIED
FREENS TS ENTEFEFEHATLE-

of interest. The images can be inserted into a
document or printed out directly. As this uses Artemis
it can read in the common file formats EMBL, GenBank
and GFF3.

Download and Installation

The latest release of DNAPIotter can be downloaded
from our ftp site:

* UNIX
* MacOS
* Windows

It can also be launched with Java Web Start:

Launch (®)

For further download and installation instructions,

T S ST T T T N

........

K‘NJ
- -~
L
v \ 8
v
Dt " "
% ‘.'. L o Bt
— SR nuny -3

o
R T
X .

P
a' B \ *
R s\
r:/v“ltulml"": (5

200008 0 | W' T~

Example showing S. typhi
genome

I00 Related Tools

* Artemis

A free genome browser and
annotation tool that allows
visualisation of sequence features,

BAILEE

o

=:&\0)5Eﬁ%9@

ik

148




-

11-4:

AN

—REEST

MDWindowshR Djar7 71 L&
TR TR EIZREFEL
T.@FTILY)yYUTELT

G % ‘ http://www.sanger.ac.uk/science /tools /dnaplotter P~ ‘ DNAPIotter | Sanger I... x ’ I 5.7 403
e T TS oo oo
o ) and linear DNA maps to display regions and features s h A
Ve of interest. The images can be inserted into a creenshots
document or printed out directly. As this uses Artemis R
it can read in the common file formats EMBL, GenBank Ko " ' & BN
Download and GFE3 oS )
' & KW : ,}f"
Learn 1 : - i ] ;f H
. 2 - 8 {7
Download and Installation R B %o
: o T ; L
License The latest release of DNAPIlotter can be downloaded o e 2 gy s
from our ftp site: 2y e 5
Contact « UNIX ‘ Example showing S. typhi .
MacQS gEfome &
Windows'
Related dnaplotter.jar
It can also be launched with Java Web Start: 00 Related Tools
Publications o
ftp.sanger.ac.uk 7'> dnaplotter.jar (7.08 MB) ZE<H\. EEREFFEFLETH? '
JrLzEE<0) || &%) |v|| Frrtuuo v
patures,

HAZBREFREDEHEME

149



=9 134/ LERHIDFASTATZ 74 JL(genome.fna)&7 /T —
A EEHR T 74 )L(annotation.gff) D & & TG A 21T
o FEMEL TIEIFASTAD 7 A ILILERAHIAD HMGFF 77 A

11-4 aéﬁ

DNAVuewerW:zard EJLJ%JAJ%H#' I7—75\Hj$l,,f:o @OK @genome fna%
o @F'aﬁ(o — _TClXDesktop — share74+ /LA LIZRFLTLV
- {_) Read template file %@%Eﬁb\—CL\éo /ﬁ E ”Eagljll‘ﬁ *&Ogo)g[:fj?’r}l/”ff

o Seiectatle | L5 2, % 5y BT EANEIBEL =D TWI19 GBS L TULVES

‘ Iw A OIBFEI): ] share | || |5 || (ee]a=

D annotation.gbk D LH_hgap.fa
|j| genome.fna |j| seq1_draft.fa
|j| hoge.fa

D LH_complete.fa

D LH_complete2.fa

[y LH_draft.fa

[ LH_draft2.fa

7 NG |gennme.fna
F=A DR A F(O): | Sequence files -

B < A

150



- FTCIZCALRLDL DA EEESNET, D
Wll 5 /7:‘/A§I:L:I \ & J7AILIE, BT3EESIA DY, 7/ LHAX
SY[HBUAS Dr—A)L1%2,400,584 bp TLI=(W7-7), Fh

(o e 111 =B bz DD B FTHY2,400,5841 5K 12400000& LY
N | SEISESTNBDEB5 L4, 1055 L1
FIEZRL TS ES5ED T, @H%240000, B

‘ £HY¥480000) LS RELIZH-TLNVS DA

1680000 720000

1440000 960000

1200000

HAZBREFREDEHEME 151



" S
W11-6:sequence2® 8 1g

(L_J DNAPlotter :: Release 1.11 E=E)

File View Graph Options Help

2400000

1920000 450000

1680000 720000

1440000 960000

1200000

BAILEE

“NE
P
i
S
ﬁzﬂi_
el
i
O
Ji=]

DDEBHDEDENELA
AS5LBR LV DD,. 2OHT-
YIZRDRA—/IN—F BH&---

152




" S
W11-6:sequence2 Fa

E=E—)

u DNAPIotter :: Release 1.11

File View Graph Options Help

2400000

] sequence2 2277984‘.2359613]

450000

720000

1440000 960000

1200000

[Sequence2 2277984.2359613 | A%
RZ2FET, ﬁEi)\(—étB’C3EE§Ui)\‘5
HAHDT, BRIFLTWNSDT=A
X, DD ERS \b\sequenceZOD fE|
154[2277984, 2359613]%MD TL &S

153



" S
W11-6:sequence3® 8 1d

(L_J DNAPlotter :: Release 1.11 E=E)

File View Graph Options Help

2400000

[sequence3 2359614, 2400584 |

1920000 450000

1680000 720000

1440000 960000

1200000

FEBEY. DOHI=YEITDIR
ZA—/\—9 % &M Sequencel
2359614..2400584 ;MR ZF

154




W11-6:sequencel® 81g

-
| %] DNAPlotter :: Release 1.11

=)

FHEEY. DDOHT-YEITIR
ZA—/\—9 B &I Sequencel
1.2277983 1R AET

File View Graph Options Help

2400000

[sequence1 1.2277983]

1440000 960000

1200000

450000

720000

BAILEE

b

oul
ch

DEHF[E

“NE

155




12-1:gff 274 )L

-
|| DNAPlotter :: Release 1.11

== o
TP

File | Vie raph Options Help

Read In
Print...
Save As jpeg/png Image...

n Separate Track... 2400000

Print Preview...
Export Track Template... ¥ a
import Track Template... "
Exit

1440000

1200000

480000

720000

HAZBREFREDEHEME

RiE.7/T—avI7
A1 JL(annotation.gff) D &t
ﬁo Flle)(:l_0)®0pen

156




12-1:gff 774 JLERIA

-
| %] DNAPlotter :: Release 1.11

= B )

File View Graph Options Help

1440000

2400000

1200000

960000

T7AINDEATED
Sequence filesh io- -

-
| £| Select a file ...

27 N-OIFFI): ] share

| |FE||TF| || |86 8=

E| annotation.gbk |j| LH_draft2.fa
D annotation.gff D LH_hgap.fa

E| genome.fna

|_j hoge.fa

E| LH_complete.fa

D LH_complete.fa
[y LH_draft.fa

D seq1_draft.fa

T3 A NN |

7 NADAA F(I): |Sequence files

F< HYiE

157



12-1:9ff 774 JLERIA

-
|%] DNAPIotter :: Release 1.11

File View Graph Options Help

1440000

2400000

1200000

960000

TJ74ILDFATEQDFeature files|IZZEHE
TBRE AT INTFAILERKYIADS

r|é| Select a file ... ﬁw
27 JDIFF(): ] share v | (|53 =] |88 e=
E| annotation.gbk
D annotation.gff
27 A NNy |
P71 WD F(I): |Feature files -
B < HEE

158



12-1:9ff 774 JLERIA

.
| 4] DNAPIotter :

: Release 1.11

= B )

File View Graph Options Help

1440000

2400000

1200000

960000

(Dannotation.gffZEIRLT. @D
ECAIZRRSIETTHL., QBIL

.
| £| Select a file ...

27 - N-OIBF:

7 share

E| annotation.gbk
D annotation.gff |

27 A NN

|annntatinn.gﬁ

27 NADAA F(I): |Feature files

F< HYiE

159




12-1: gff774)ba% A

.
| 4] DNAPIotter :

: Release 1.11

File View Graph Options Help

2400000

450000

DES

MTEY -, QIEL, T &

720000

.

~-

there were warnings while reading - view now?

13L1(Y)

LiLvZ(N)

1440000 960000

1200000

160




" A DBRALED. can’ tEEDRATA T Ay E—H
= @Log Viewer|ZTT, @GN found' &7
W12-1:gff 77 A JL & < i 55, Dimmssmhc kg s,

EOMNRDFEICHTLET , DOK, BClose

|&| Log Viewer

File

riilDNAF’lotter::Releasel.ll ‘ = | 5 1ﬂ€£5¢h‘ib\l'\®h\éo(j‘fl’)bh\rofd:l,\@'ts\

while reading from annotation.eff: siz_peptide is not a walid key

Al
while reading from anmotation.zff: tRNA can’t hawve inference as a gqualifier
while reading from anmotation.zff: tnRNA can™t have gene as a qualifier

r K N
Sequence Missing (s e
1680000 ;_’ ! § No sequence found!

|

1440000

Close Clear
A

“NE
b

HAZBREFREDEHEME 161



W12-2:gbkZ77 A JL %A

-
| %] DNAPlotter :: Release 1.11

file | Vie

raph Options Help

Open

Read In
Print...

Print Preview...

n Separate Track...

Save As jpeg/png Image...

Export Track Template...
Import Track Template...

Exit

1440000

2400000

1200000

240000

960000

e

450000

720000

D—B#& T &E T, BEDNAPIotter®
REILEHELTHSTHELAY, FASTA
74 )L(genome.fna)z i+ IA AT=IK
REOFFETHLELLWL., FileA=a2—nNQ®
OpenTHELY, CCTIXEE TERBA

162




12-2: gbk77’f)l/|:ut. 1A

-
| %] DNAPlotter :: Release 1.11

= B )

File View Graph Options Help

1440000

2400000

1200000

960000

D74 ILDE AT HSequence
filesMEFEXFTHLLID T,

.
| £| Select a file ...

77 A IADIBFR(): share | || |TF| 3] |eE|e=

E| annotation.gbk LH_draft2.fa

D annotation.gff LH_hgap.fa

E| genome.fna D seq1_draft.fa

|_j hoge.fa

E| LH_complete.fa

D LH_complete.fa

[y LH_draft.fa

5 A NN |

F7 - NADAA F(I): |Sequence files -
B < HEE

163



-
| %] DNAPlotter :: Release 1.11

= B )

File View Graph Options Help

1440000

2400000

1200000

960000

(@annotation.gbkZEIRL T. B@RAL

12-2: gbk77’f)l/|:ut. 1A

i N
|| Select a file ... |23
77 A IADIBFR(): share v | |@|| S| |3 |88 6=

E| |annutatiun.ghk LH_draft2.fa

D annotation.gff LH_hgap.fa

E| genome.fna D seq1_draft.fa

|_j hoge.fa

E| LH_complete.fa

D LH_complete.fa

[y LH_draft.fa

P71 AN |annntatiun.gbk

F7 - NADAA F(I): |Sequence files -
B < HEE

164



CABRLIZRYET

FL*—E',J DNAPlotter :: Release 1.11 @@Iﬂ

File View Graph Options Help

2200000

660000

1320000

1100000

HAZBREFREDEHEME 165



= DZDH=YERNITHMYET . sequencel D1E

le 3 - gbkZEIA BDOHLNFEAAATNENERDHIYET
g I:IJL sequencel DERFIE(£2,277,983 bp=A 5 TF, A S

e S 74 Wannotation gbk) B K IE3EE1 5 D IEHA B

e %1%, DNAPlotter| BAI DB D& L ANGEH A

BWNEO T4, COEEIL. sequencel ELNVHED
chromosomeEE 5 DA T, EYEH A chromosome
ERB|DAHBKD-LNDTEDFEFFZTEDS

660000

1320000

1100000

HAZBREFREDEHEME 166



—D—DEHRLTVEET . FT .
KED2DDH>MMNRONFET

12-4: 3k
- H¥ i
FL*—E',J DNAPlotter :: Release 1.11 @@Iﬂ

File View Graph Options Help

2200000 g

660000

1320000
1100000
EKELE&%ﬁ%E&\@Eﬁ%gﬁ 167



O BIDEH-H L, IBEE EDCDSERLET

-
|| DNAPlotter :: Release 1.11 =), E

File View Graph Options Help

1320000

BAILEE

o

A EE M 168

ik



QREIDE> ML, 1HFHFHEDCDSERLFY

12-4 : 75

-
|| DNAPlotter :: Release 1.11 =), E

File View Graph Options Help

2200000 g

1320000
1100000
EKELE&%ﬁ%E&\@Eﬁ%Q@ 169



O _ ORI ISE R RHBODIBAIZES

FOIZEIEREE =1 D TLI=(W4), Li=H >
T, EHFABRENFENT, QFFETEYIC
s EENECB S XIEEA)—T 42U

-
|] DNAPIotter :: Release 1.11

File View Graph Options Help

660000

1320000

1100000

170



12-4 : fR iR

@R EFETEIVY IR AE

CFE I

BHBEAN)—T AT HITBEYES

,
| %) DNAPlotter :: Release 1.11 =B

File View Graph Options Help ’
0

2200000

1320000

1100000

BAILEE

b

auh
ch

DEHF[E

ik

171




" | =EossclE, O EY QO REHEY D ERAS

le 4 ﬁ XY, BIEIZESDT. QD HI-UhshnBIZEYET . @
|:I FTEXYYELTEZDE DFETRIVIZER N ED

12) ovAPotter :: Relea IBEERIANY) —T 42T 8H. QBT ERIVICERNED

mo tew S R W MEEHAUN) —T 4T HERYET ) —T 1T HHIC

KUY ZLDELEF(CDS)MWEET HERHIE-EYED
MET, ZREFTSCEH2E—FAThIEEeE)—T 1425
BETHYSFTUTHEHL LM ERDNEINELAEE
AN, INITIT DIEEITEREIB SN LIHIFTD A
DTRFETHERYIYELTEADIDTEINWERNET

UUUUUU

660000

1320000

1100000

HAZBREFREDEHEME 172



W12-5: 9 nDEH

-
|] DNAPIotter :: Release 1.11

| B ]

File View Graph Options Help

QDO EEMNEFAIZTATLNADIE, FE8[H
W10 =Y TELERLI=TAT7— D LS54T
R EBRIZHAAENF-FBE A, HIZEE
Ahorbnf-fElENEEICLHERDHONET

660000

1320000

51100000
1

2283820

V2289497 .
A< sequence | RIGEES
2
5839
1 v 11.509 37329 43.187
sequencel . e AT S
SEadk s 1 2 1
I\ )

Y
JOo7—UmEE

BAILEE

“NE
b
i
S
ﬁzﬂi_
e
H
O
=

173




"
W12-5: f?h,@f;:

-
|| DNAPlotter :: Release 1.11

File View Graph Options Help

2200000

1320000

@

0

51100000

<>

~@~

660000

(Dsequencel MDERFI K (32,277,983 bpZi D T,
@D FEEHY40,000 bp55, F7AT7— M
(43,187 — 5,839 + 1) = 37,349 bpFEE/L D T.
QEEDETODINITZLALELWHERLE

| LE=DY, ENZEQMREDEFET D K EHT28

DADBE TIEEHEL29 CADAEIZEH DS
HWEA A ADTIFELMNERSIZESTH
UET, TTHhH, TAT7—IEBOH MR

FTEHGWERDNET
2.283.820
V2289497
< sequence | 3105
2
5839
Y 11509 37329 43.187
sequence rL:u:L:iY 7 S
SEES 2 0
\ )

Y

JOJy7—%EE

174




- DIRE D> (% tRNA

12-6-tRNA DEEFRERLES

-
|2 DNAPotter :: Release 1.11 [EENE

File View Graph Options Help

2200000 g

660000

1320000

1100000

HAZBREFREDEHEME 175



[ F—<KR5E. DDOHF-VIZERBDIE
12 6 ] tR NA NHYET , CNHtRNAD LB TFEER
“JU. T9, BEBEEDODEFZRTRAZTLVEL

r‘L*—zj DNAPlotter :: Release 1.11 =B - %@%%%ﬂ%étﬁgbhi?

File View Graph Options Help

2200000 g

660000

1320000

1100000

HAZBREFREDEHEME 176




= B CDSERNADVA R ICRIR TS HD(E. FIZ 1
W12 7 ] DFAST DFASTD(D)Feature®7 M . @Feature Type®
I ECATERENMIZAITONTNSMNLTY , 2D
Feature TypeD £ [(TIXGFFI77 AL A

& http://dfast.nig.ac.jp/analysis /annotation /5359b058-11ef-40e7-8485-83fe GenBankﬁ?Eﬁ77’r)lx¢' '::E)%§5A$*LTL\6
DT IGERITTESDTLLD

Remember the current URL to access this page. The result will be deleted 30 days after your last visit.

i Delete this job now. == | Delete | This procedure cannot be undone.
Title : :

JoblD . 5359b058-11ef-40e7-8435-83fe7bValdce )

Status - COMPLETE [2017-81-28 16:17:56.643418] Job submitted.

[2017-81-28 16:17:56.667496] Job started.
[2817-81-28 16:25:41.884897] Job completed.

~0-

Result Features DDBJ Submission Log

Annotated Features

Show | ELEM v| |entries

' Search:

Feature
No. LocusTag Seq. ID Location Type Product Gene  Nucleotide  Translation
1 LOOC260_00001 sequencel 101..1417 CDs chromosomal replication initiator dnah YView View
protein DnaA
2 LOOC260 00002 sequencel 1593.2732 cDs DNA polymerase 11l subunit beta dnaN Wiew View v
L < View?

HAZBREFREDEHEME 177



12-7:DFAST

=) @ httpy/

ig.ac.jp/analysis /annotation/5359b058-11

ef-40e7-8485-8

DFASTO(DFeature 27N T, @QtRNAZEE T
BEITHE. QFeature TypeH ' tRNAELED

TWAEDBHONET , DD IHT=YEMT
FEFEAIZY—R T BIE5D 0L

3fe7b7aldcefeatt O ~ & || (=% DFAST - Job Result

FJ = = oo
| | N Laf B

Result Features

Annotated Features

DDBJ Submission Log

Show | 100 entries ' Search:  tRNA
IE Feature
No. LocusTag Seq. ID Location Type roduct Gene  Mucleotide Translation E
21 LOOC260_00021 sequencel complement IRMNA IRMNA-Lys View B
(23521..23595)
129  LOOC260 00127 sequencel 139985 140056 IRNA tRMNA-ArQ View E
203  LOOC260 00199 sequencel 214943 216745 CcDS threonyl-{RNA synthetase thrs 1 View View E
342 LOOC260 00330 sequencel 348523349779 CcDs tyrosyl-tRMNA synthetase tyrs View View B
368  LOOCZ260_ 00354 sequencel 330925 381941 CDsS tryptophanyl-tRNA, trpSs View View B
synthetase
375 LOOC260_00361 seguencel 387557389578 CDs methionyl-tRNA synthetase  metG View Wiew E
414  LOOC260_00397 sequencel 423345 423902 CDSs peptidyl-tRMA hydrolase pth View View E
420  LOOC260 00403 seguencel 430546431943 CcDSs tRNA(lle)-lysidine mes.J View View E
synthetase
424  LOOC260_00407 sequencel 435737 436747 CDsS tRNA-dihydrouridine dusA View View B
e
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)| @ http://dfast.nig.ac.jp/analysis/annotation/5350b058-11ef-
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(=8 DFAST - Job Result

" r
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Result Features DDBJ Submission Log
Annotated Features
Show 100 entries
18 Feature
No. LocusTag Seq. ID Location Type Product
21 LOOCZ60 00021 sequencel complement tRMA tRNA-Lys
(23521..23595)
129 LOOC260 00127 sequencel 139985.140056 tRMNA tRMNA-Arg
203 LOOC260 00199 sequencel 214943 216745 CDS threonyl-tRNA synthetase
342 LOOC260 00330 sequencel 348523349779 CcDs tyrosyl-tRMNA synthetase
368 LOOC260 00354 sequencel 380925 381941 CDS tryptophanyl-tRNA,
synthetase
375 LOOCZ60 00361 sequencel 387557..389375 CDs methionyl-tRNA synthetase
414 LOOC260_00397 sequencel 423345.423902 CDs peptlidy-tRNA hydrolase
420 LOOC260 00403 sequencel 430546..431943 CDsSs tRMNA(lle)-lysidine
synthetase
424 LOOC260 00407 sequencel 435737436747 CDS tRNA-dihydrouridine

Search:

Gene

thrs_1

tyrs

trpS

metG
pth

mes.

duss

Mucleotide

Wiew

WView

Wiew

Wiew

View

View

WView

WView

View

tRMNA

Translation E

Wiew B
iew B
Wiew B
Wiew H
Wiew B
Wiew B
Wiew B
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2200000 g

660000

1320000

1100000
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12-9:Options

.
| DNAPIotter ::

=B

File View Graph

Options l Help

DNA Wizard...

(DOptionsM@FeaturesT. KYEEH7L
Features (CDS or tRNA)DEEEHBH_ED
TEFET . ENHNKBTRIRSNTLT, &

NBVFEBRTRARSNTLDOINGETT

Track Manager..,
Tick marks...

198

Features...
Restriction En

Line

ar plot...

¥ Show tick numbers
V1 Display as Circular Plot

i B
|£| Features =] B
File Tools
Label Start End Caolour Line width Arrow head Arrow tail
source 9 FPTTOR3 10 L] Ll -
dnak 101 1417 10 L] L] | =
dnak 101 1417 10 L] L]
dnah 1583 2732 10 L] L]
dnah 1583 2732 10 L] L]
LOCUS_00003 20874 3198 10 L] L]
1320000
LOCUS_00003 20874 3198 10 L] L
1100000 reck 3208 4329 10 I:l D -
start stop . 1 line width [}
Add Feature
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12-9:Options
|4 DNAPlotter :: Release 1.11 (ol

File View Graph Options Help

7

2200000

|£| Features =] B
File Tools
Label Start End Calaur Line width Arrow head Arrow tail
1840000 source 1 2277983 10 O O a
dnas 101 1417 10 L] L]
dnas 101 1417 10 L] L]
dnamd 1593 2732 10 L] L]
dnamd 1593 2732 10 L] L]
LOCUS_00003 2074 3198 10 L] L]
1320000
LOCUS_00003 2074 3198 10 L] L
1100000 recF 3208 4329 10 L] L] -
start stop . 1 line width [}
Add Feature
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[ ) DNAPIotter :: Release 1.11 =okE 0)[23521’ 23595] bﬁ%if(ﬂé@fi‘%—}

File View Graph Options Help

2200000 g

-
|£)| Features =] B e
File Tools |
Label Start End Calaur Line width Arrow head Arrow tail
1240000 qor_1 21038 21961 10 O O -
LOCUS_00020 22157 22915 ) 10 L] L]
LOCUS_00020 22157 22915 10 L] L]
LOCUS_ 00021 23521 23585 10 L] L]
LOCUS 00021 23521 23585 10 L] L]
vick 23813 24514 10 L] L]
1320000 - \
vick 23813 24514 10 L] L
1100000 ".l'il:K_'1 24529 26391 10 I:l D -
start stop . 1 line width [}
Add Feature
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Result Features DDBJ Submission Log

Annotated Features

Show 100 entries Search:  tRNA
18 Feature
No. LocusTag Seq. ID Location Type Product Gene Nucleotide  Translation E
21 LOOCZ60 00021 sequencel complement tRMNA tRNA-Lys Wiew B

(23521..23595)

129 LOOC260 00127 sequencel 13998 === S —
- || Features

203  LOOC260_00199 sequencel 21494 [me Tools

I
[g]

342 LOOC260_00330 sequencel 34852 L abel Start

End Caolour Line width Arrow head Arrow tail
qor_1 21038 21961 10 L] L] -
LGCL.IS=EIEIEIEEI 22157 22915 10 L] L]
LOCUS_00021 23521 23595 10 L] L]
375 LOOC260_00361 sequencel 38755]||Locus 00021 23591 21505 10 L ]
vicR 23813 24514 10 L] L]
414  LOOCZ60_0D0397 sequencel 42334 | |vick 23813 24514 ' 10 [l ]
vick_1 24529 26391 10 L] L] -
420 LOOC260 00403 sequencel 43054
start stop . 1 line width [}
424  LOOC260 00407 sequencel 43573]|L AddFeature

e
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@ http://dfast.nig.ac.jp/analysis /annotation/5359b058-11ef-40e7-8485-83fe7b7aldce /feat O ~ &

FATNTTIVEELEW T Rl

(=8 DFAST - Job Result X

Show | 100 entries Search: = tRNA
1 Feature
No. LocusTag Seq. D Location Type Product Gene Mucleotide Translation E
21 LOOC260 00021 sequencel complement tRMNA IRNA-Lys View B
{23521..23595)
129 | LOOC260_00127 sequencel 139985 140056 IRNA tRMNA-AMg View E
203  LOOC260_00199 sequencel 214943 216745 CDSs threonyl-IRNA syhthetase thrs_1 View View E
342 LOOC260 00330 sequencel 34852Fp—= === % v S o = Ty
- |£)| Features =] B e
368  LOOC260_00354 sequencel 380924 [ ke Tools
Label Start End Colaur Line width Arrow head Arrow tail
375 LDDCEED_‘]DSE1 Sequen{:e1 38755 ddpX 138548 139105 10 D D =
ada 139117 139623 10 L] L] =
414 LOOC260_00397 sequencel 42334 | [a4a 129117 129623 10 L] L] ]
LOCL.IS_EIEHE? 138885 140056 10 L] L]
420 LOOC260_00403 sequencel 43054 | lLocus 00127 139985 140058 10 L ]
LOCUS_00128 140164 140301 10 L] L]
LOCUS_00128 140164 140301 10 L] L]
424 LOOC260 00407 sequencel 43573]) (LOCUS_00129 140837 141076 10 L] L] -
start stop . 1 line width [}
425  LOOC260_00408 seguencel 43678 Add Feature
e
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425 LOOCZ60 00408 sequencel 436762..438275 CDs lysyl-tRNA synthetase lysi View Wiew B
429 LOOCZ60 00412 sequencel 443594..4436638 tRNA tRMA-ASN View B
430 LOOC260_00413 sequencel 443713443757 tRMNA tRMA-Thr View B
433 LOOC260 00416 sequencel 446553446635 tRNA tRNA-TYT View B
434 LOOC260 00417 sequencel 446640 446713 tRMNA tRMA-GIn View B
446  LOOC260_00429 sequencel 461973..462060 TRNA tRNA-Leu View B
466 LOOC260 00447 sequencel 479060..450550 CcDs3 glutamyl-tRNA synthetase ains View Wiew B
i B
467 LOOCZ60 00448 sequencel 48081 |4 Features — = g
497 LOQC260 00476 sequencel 50345] | File Tools
530 LOOC260_00508 sequencel 53254] Label Start End Colour Line width Arrow head Arrow tail
LOCUS_00411 443474 443586 10 L] L] -
531 LOOC260_00509 sequencel 53263 | Locus 00411 443474 44358F ) 10 L] L]
LOCUS_00412 443594 443668 10 Ll Ll 1=
532 LOOC260 00510 sequencel 53274 ||Locus_oo412 443594 443668 10 L] L]
LOCUS_00413 443713 443787 10 L] L]
536 LOOC260 00513 sequencel 53508) ) LOCUS_00413 443713 443787 10 L] L]
LOCUS_00414 444113 4456048 10 L] L]
537 LOOC260_00514 sequencel 53517(|[LOCUS_00414 444113 445609 10 L | >
538 LOOC260_00515 sequencel 53525 start 5t09.1 line width [/
586  LOOC260 00563 sequence1 57723] |l AddFeature
e
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File View Graph Options Help

1320000

2200000

| £| Features

= | - |

1100000

File Tools
Label Start End Caolour Line width Arrow head Arrow tail
LOCUS_00411 443474 443586 10 L] L] -
LOCUS 00411 443474 443586 ) 10 L] L]
LOCUS_00412 443594 443668 10 L] L] 1=
LOCUS_00412 443594 443668 10 L] L]
LOCUS_00413 443713 443787 10 L] L]
LOCUS_00413 443713 443787 10 L] L]
LOCUS_00414 444113 445608 10 L] L
LOCUS_00414 444113 445608 10 L] L] -
start stop . 1 line width [} i

Add Feature
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e-_: >l 8 http:.-'.-'.iﬂ.ac.jp_.-'anal*,,rEiE_.-'annctaticn_.-‘E359|::DEE=-11Ef-4EIE?-E485-83fe?I::?al::lce_.-‘featl_ £ ~ & || & DFAST - Job Result fo% o'2 fol
Result Features DDBJ Submission Log
Annotated Features
Show 100 entries Search: | rRNA
18 Feature

No. LocusTag Seq. ID Location Type Product Gene  Nucleotide Translation Edit

3 LOOCZ60 00035 sequencel 4106941568 CD3 rRMNA View Wiew Edit
methyltransferase

210 LOOC260 00206 sequencel 226595.227323 CDs 165 rERNA QidB View Wiew Edit
methyltransferase
GidB

343 LOOC260_00331 sequencel 350155.351730 rRNA 165 ribosomal View Edit
RMNA

344 LOOC260 00332 sequencel 351956..354877 rRNA 235 ribosomal View Edit
RMNA

345 LOOCZ60 00333 sequencel 354977..355089 rRNA 55 ribosomal View Edit
RMNA

426 LOOC260 00409 sequencel 4358651..440226 rRMNA 165 ribosomal View Edit
RMNA,

A7 OOWC2/0 O0A4A0  sennenced  AAGAST AA33TA B kA 245 ribnenmal ey Edit
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Result Features DDBJ Submission Log
Annotated Features
Show | 100 entries Search:  rRNA
18 Feature
No. LocusTag Seq. ID Location Type Product Gene  Nucleotide  Translation  Edit
35 LOOCZ60 00035 sequencel 4106941568 CDSs rRMNA View Wiew Edit
methyltransferase
210 LOOC260 00206 sequencel 22659§—=—== =3 . —= ' h
- |£)| Features = B ]
File Tools
343 LOOC260_00331 sequencel 35015 Label Start End Colour Line width Arrow head Arrow tail
tyrs 348523 3497749 ) 10 L] L] -
tyrs 348523 2497748 10 L] L] =
344  LOOC260_00332 sequencel 351954 | |LOCUS_00321 350155 351730 10 Ll Ll —
LOCUS_00331 350155 351730 10 L] L]
LOCUS_00332 351956 354877 10 L] L]
345 LOOC260 00333 sequence1 35497 ||LOCUS_00332 351956 354877 10 L |
LOCUS_00333 354977 3550849 10 L] L]
LOCUS_00333 354977 3550848 10 L] L] -
426 LOOC260 00409 sequencel 43865 start stop.‘l Iinewidthc}
Add Feature
427 | OOWCIAN ONAI0  s~anenced 44045
e
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ter £ - ¢ || [l DNAPlotter | Sanger .. |

wellcome trust

sanger

institute

E

SCIENCE

DNAPIlotter

ESE)

Overview Tac:rype
Overview .
DNAPIlotter can be used to generate images of circular moni
and linear DNA maps to display regions and features h
Download of interest. The images can be inserted into a Screenshots
document or printed out directly. As this uses Artemis g DL T
it can read in the common file formats EMBL, GenBank s ’ ' ! 3
Learn and GFF3. % v\»_,,..,&\ 0
A Sl T
a - ¥
License 2 {\ i o } -
H \oe e 3
Download and Installation B T 20 v
AAIBEL AN ER B http://www.sanger.ac.uk/science/tools/dnaplotter 191
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-
Q (=) http://www.sanger.ac.uk/science/tools/dnaplotter

Overview

Learn and Support

Download

* Forward CDS
* Reverse CDS

* pseudogenes

Learn

License
* repeat regions (blue)

* rRNA and tRNA (green)
* %GC plot
* GC skew ([GC]/[G+C])

Contact

Related

Editing Features
Publications

DD ESIZENTHA=-DDHEDTIMN,. QD ECH
THEEWTHAIIIZ. BEEZABHENTEET,
HOT. DTEVNTHADIETIAHIFTIFEL T
BEOBFENVZOTIEERWVET, COLoZVA
WAL THEWNES SN ELZ AHYET

The screenshot on the right shows the S. typhi genome
and the tracks from the outside represent:

* Salmonella Pathogenicity Island (red)

Click here to open this in DNAPIlotter.

Each feature drawn can be double clicked on to open

translation. A

* Artemis Comparison Tool (ACT)

A Java application for displaying
pairwise comparisons between two
or more DNA sequences. It can be
used to identify and analyse regions
of similarity and difference between
genomes and to explore
conservation of synteny, in the
context of the entire sequences and
their annotation.

* BamView

An interactive Java application for
visualising read-alignment data
stored in BAM files.

+ Web-Artemis

up a properties window. This allows the label, start and
end coordinates, colour and line width to be changed.
There is also an option to show or hide the label.

A lightweight web-based version of
the popular genome visualisation
and annotation tool.
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File View |Graph | Options Help
‘GCplot » [ Draw
GC Skew » Options...
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IEANDRAFI: |[FTATOHIFAN -
1320000 !
1100000 1F1F A
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ol 00000 B 89 : 3B2 51 53 H¥ & F£ L Hannotation.gbk
] - 7714 ILDGenBankfZ2 X ZEBHEL . & Hl
W13-1:annotation.gbK |omsiosmmss-s. 40
' GenBanks XZBIET H71= . Dhead
iu@bielinux[mac_share] pwd CHEER . Fre N E(TEER IS
“§/home/1iu/Desktop/mac_share

iu@bielinux[mac share] ls -1 annotation.gbk [ 4:345 % ]

-rwxrwxrwx 1 iu iu 5241683 18 21 12:39

iu@bielinux[mac share] head annotation.gbk [ 4:3457 %]
LOCUS sequencel 2277983 bp DNA BCT
20-JAN-2017

Lactobacillus sp. strain unkown.
sequencel
sequencel

Lactobacillus sp
ORGANISM Lactobacillus sp. Unclassified.

COMMENT Annotated using prokka 1.12-beta from
https://github.com/tseemann/prokka.

iu@bielinux[mac share] | [ 4:366F &1
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= NBERDITHALOCUSELNS X FINES
] - A TLBD T, @annotation.gbklZxtL T
W13-1:annotation.gbk -ocuensxzzannzaemcss

File Edit View Search Terminal Help 13 = €) 16:47 %

f Jiu@bielinux[mac share] pwd [ 4:345 %]
@ /home/iu/Desktop/mac share
sl iU@bielinux[mac share] 1ls -1 annotation.gbk [ 4:345 %]
E -rwxrwxrwx 1 iu iu 5241683 18 21 12:39

iu@bielinux[mac share] head annotation.gbk [ 4:345 %]
2 LOCUS sequencel 2277983 bp DNA BCT

SVl 20 - JAN-2017
B DEFINITION Lactobacillus sp. strain unkown.
. ACCESSION  sequencel
VERSION sequencel
é KEYWORDS

SOURCE Lactobacillus sp
ORGANISM Lactobacillus sp. Unclassified.

COMMENT Annotated using prokka 1.12-beta from
E https://github.com/tseemann/prokka.

iu@bielinux[mac share] grep "LOCUS" annotation.gbkj [ 4:365% ]
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" LOCUSE&LATIE, annotation.gbk I K
. " EICFETDEIZ InfZLEIIRID K
W13_1 - annOtathn. o bk PYN S MSELD T, DFTFEEIZLOCUS

File Edit View Search Terminal Help ﬁ‘ﬁ)é{TE”ALOCUS"&Lfgrep?'%)

PDDD O M-

o
Y,
'{

/locus tag="LOCUS 02391"
/locus tag="LOCUS 02391"
/locus tag="LOCUS 02392"
/locus tag="LOCUS 02392"
/locus tag="LOCUS 02393"
/locus_tag="LOCUS 02393"
/locus tag="LOCUS 02394"
/locus tag="LOCUS 02394"
/locus tag="LOCUS 02395"
/locus_tag="LOCUS 02395"
/locus tag="LOCUS 02396"
/locus tag="LOCUS 02396"
/locus tag="LOCUS 02397"
/locus tag="LOCUS 02397"
/locus tag="LOCUS 02398"
/locus tag="LOCUS 02398"
/locus tag="LOCUS 02399"
/locus_tag="LOCUS 02399"

s /locus_tag="L0CUS_02400"
™ A /locus tag="LOCUS 02400"
i) iu@gbielinux[mac share] grep "~LOCUS" annotation.gbk [ 4:5354 %]
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DfTEEIZLOCUSHA $HBITE"LOCUS”ELT
grepLT-#5 R BEICEDTRPIDITEEHTHD
[X. 7 LOCUS" T+ =Ll S 2 e hof=

13 == ) 11:42 3%

/locus tag="LOCUS 02394"
/locus tag="LOCUS 02395"
/locus tag="LOCUS 02395"
/locus tag="LOCUS 02396"
/locus tag="LOCUS 02396"
/locus_tag="LOCUS 02397"
/locus tag="LOCUS 02397"
/locus tag="LOCUS 02398"
/locus tag="LOCUS 02398"
/locus_tag="LOCUS 02399"
/locus tag="LOCUS 02399"
/locus tag="LOCUS 02400"
/locus_tag="LOCUS 02400"
iu@bielinux[mac share] grep "~LOCUS" annotation.gbk [ 4:535F %]
LOCUS sequencel 2277983 bp DNA BCT
20-JAN-2017
W LOCUS sequence2 81630 bp DNA BCT

LOCUS sequence3 40971 bp DNA BCT
20-JAN-2017
iu@bielinux[mac share] | [11:234 &1 ]
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MDweca~Y KT, annotation.gbk®
ITEMTTI091TTHS L IBIE

3 B = ) 11:51 %

[11:504 &i ]

Jiu@bielinux[mac share] pwd
/home/iu/Desktop/mac share

iu@bielinux[mac share] wc annotation.gbk [11:514&i]
77709 338721 5241683 annotation.gbk
iu@bielinux[mac share] | [11:514 & ]
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- _ MDwcaY R T, annotation.gbk®
W13-2: éﬁg{%;&*E*E THRAMTTI09T Th A LA TR

File Edit View Search Terminal Help 3 BB = ) 11:51 3%
r Jiu@bielinux[mac share] pwd [11:505 i ]
/home/iu/Desktop/mac share
iu@bielinux[mac share] wc annotation.gbk [11:514&i]
77709 338721 5241683 annotation.gbk
iu@bielinux[mac share] | [11:514 & ]
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(Dgrep —nT LOCUSHF -9 (THE S HFIEIEEE
6[8]W15-5), sequencel HA14TH M5,

sequence2h¥735301T B M 5. ZL Tsequence3
M76315{TE ML RAA—FL TSI ELN DD

"
W13-2: £ FRREILHE

File Edit View Search Terminal Help

Jiu@bielinux[mac share] pwd [LL:OU Bl ]
“§/home/1iu/Desktop/mac_share
iu@bielinux[mac share] wc annotation.gbk [11:514 &l ]

77709 338721 5241683 annotation.gbk
iu@bielinux[mac share] grep -n "~LOCUS" annotation.gbk [11:514&i]
1:LOCUS sequencel 2277983 bp DNA BC
T 20-JAN-2017
73530:LOCUS sequence2 81630 bp DNA

BCT 20-JAN-2017
76315:LOCUS sequence3 40971 bp DNA

BCT 20-JAN-2017
iu@bielinux[mac share] [11:534 7]
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. RIFIEFTHDHFEHREALNIL, head&taila
N og% ,% :& S E/‘J I
W13-2: £ ABERIE Sii i wmns

File Edit View Search Terminal Help 13 = €) 11:53 %
[ Jiu@bielinux[mac share] pwd [11:505 i ]
@ /home/iu/Desktop/mac share
sl 1 U@bielinux[mac share] wc annotation.gbk [11:514&i]

Ml 77709 338721 5241683 annotation.gbk
iu@bielinux[mac share] grep -n "~LOCUS" annotation.gbk [11:514&i]
7~ 1:LOCUS sequencel 2277983 bp DNA BC
o 0T 20-1AN-2017
73530:LOCUS sequence?2 81630 bp DNA
BCT 20-JAN-2017
76315:LOCUS sequence3 40971 bp DNA
BCT 20-JAN-2017
iu@bielinux[mac share] [11:534 7]
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S Dyrep -A 2T, FNEHFHERS [ HR

W13-3: él;) f::]:E":]:E SETLVS(E6EW15-6),

File Edit View Search Terminal Help 3 BB = ) 1231 %

r Jiu@bielinux[mac share] pwd [12:3154 %]
/home/iu/Desktop/mac share
iu@bielinux[mac share] grep -A 2 "~LOCUS" annotation.gbk
LOCUS sequencel 2277983 bp DNA BCT
20-JAN-2017

DEFINITION Lactobacillus sp. strain unkown.
ACCESSION sequencel

LOCUS sequence2 81630 bp DNA BCT
20-JAN-2017

DEFINITION Lactobacillus sp. strain unkown.

ACCESSION sequence2

LOCUS sequence3 40971 bp DNA BCT
20-JAN-2017

DEFINITION Lactobacillus sp. strain unkown.

= WACCESSION  sequence3

il =Y

L?!_) iu@bielinux[mac share] [12:314 %]

@WWNJW@}
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MDgrep —n A 2L T, THESLRIRIE TS

13-3: L IZiEE

File Edit View Search Terminal Help 3 B = 1) 12:33 %

/home/iu/Desktop/mac share
iu@bielinux[mac share] grep -n -A 2 "~LOCUS" annotation.gbk
1:LOCUS sequencel 2277983 bp DNA BC
T 20-JAN-2017
2-DEFINITION Lactobacillus sp. strain unkown.
i 5-ACCESSION  sequencel

@ iu@bielinux[mac share] pwd [12:334 %]

BCT 20-JAN-2017
73531-DEFINITION Lactobacillus sp. strain unkown.
73532-ACCESSION  sequence2

i 73530:LOCUS sequence2 81630 bp  DNA

76315:LOCUS sequence3 40971 bp DNA

BCT 20-JAN-2017
B 76316-DEFINITION Lactobacillus sp. strain unkown.
Wiem ¥ /0317-ACCESSION  sequence3
g iucbielinux[mac_share] [12:33% % ]
i
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" P e N
A S - E1EOTNT, Q-A 2(THEZT ST
W13-3: 5[ HEE TALE 8o TinD. EA LY

File Edit View Search Terminal Help 13 = €) 12:33 %
iu@bielinux[mac_share] pwd [12:334 %]
/home/iu/Desktop/mac share

iu@bielinux[mac share] grep -n -A 2 "~LOCUS" annotation.gbk

1:LOCUS sequencel 2277983 bp DNA BC
T 20-JAN-2017

2-DEFINITION Lactobacillus sp. strain unkown.

3-ACCESSION sequencel

[jE?‘Eﬁ@!‘[ME]M II.}' ‘gﬁn : ligill y

w
Rese
'{‘

73530:LOCUS sequence2 81630 bp DNA
BCT 20-JAN-2017

73531-DEFINITION Lactobacillus sp. strain unkown.

73532-ACCESSION  sequence2

76315:LOCUS sequence3 40971 bp DNA
BCT 20-JAN-2017
76316-DEFINITION Lactobacillus sp. strain unkown.
76317-ACCESSION sequence3
iu@bielinux[mac share] [12:334 %]

é‘

16
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(Derep —B 3T, 374121+ —HAT
D ERIZERDICRRSETLD

13 BB = ) 1241 %
Jiu@bielinux[mac share] pwd [12:4154 % ]
/home/iu/Desktop/mac share
iu@bielinux[mac share] grep -n -B 3 "~LOCUS" annotation.gbk
1:LOCUS sequencel 2277983 bp DNA BC
T 20-JAN-2017

W73527- 2277901 atctttgcac aaaaaaatgt ggataacttc gtatagccta gcatttac
ct ggctttccac
73528- 2277961 actgctgtgg ataatttaca cac
73529-//
73530:LOCUS sequence2 81630 bp DNA
BCT 20-JAN-2017

76312- 81541 ttttttaaaa cctgagttaa taaagctggt ttatcagggg tgggggct
tt cgaccaattc

76313- 81601 atccaatagt agtaaacagt ggaccacttt
9/6314-//

g 76315:LOCUS sequence3 40971 bp DNA
BCT 20-JAN-2017

iu@bielinux[mac share] | [12:414 % ]
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MsequencellZ#H X9 511TH D LAIIEA
LD TE Y, @sequence2&EBsequencel
D LAIBITANRREN TSI ENHMND

1y = ) 12:41 3

[12:4154 % ]

Jiu@bielinux[mac share] pwd

/home/iu/Desktop/mac share

iu@bielinux[mac share] grep -n -B 3 "~LOCUS" annotation.gbk

1:LOCUS sequencel 2277983 bp DNA BC
T 20-JAN-2017

W7/3527- 2277901 atctttgcac aaaaaaatgt ggataacttc gtatagccta gcatttac
ct ggctttccac
73528- 2277961 actgctgtgg ataatttaca cac
73529-//
73530:LOCUS sequence2 81630 bp DNA
BCT 20-JAN-2017

76312- 81541 ttttttaaaa cctgagttaa taaagctggt ttatcagggg tgggggct
tt cgaccaattc

76313- 81601 atccaatagt agtaaacagt ggaccacttt

76314-//

g 76315:LOCUS sequence3 40971 bp DNA
BCT 20-JAN-2017

iu@bielinux[mac share] | [12:4154 %]
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Jiu@bielinux[mac share] pwd [IZ a7 & ]

[CIXEDEof=C L%tk

O/ /DEEHDREZEEFRTDTLLY,
AYIGenBanke KX H =D
LEEFBPLYEITHMH->TLNAD T, BHH

o TWLWAC

I:IIL.\L/_CL\%)T’ (-j—

/home/iu/Desktop/mac share
iu@bielinux[mac share] grep -n -B 3 "~LOCUS" annotation.gbk

1:LOCUS sequencel 2277983 bp DNA BC
T 20-JAN-2017

73527- 2277901 atctttgcac aaaaaaatgt ggataacttc gtatagccta gcatttac
ct ggctttccac
73528- 2277861 actgctgtgg ataatttaca cac
73529-//
73530:LOCUS sequence2 81630 bp DNA
BCT 20-JAN-2017

76312- 81541 ttttttaaaa cctgagttaa taaagctggt ttatcagggg tgggggct
tt cgaccaattc

76313- 81601 atccaatagt agtaaacagt ggaccacttt
76314-//

76315:LOCUS sequence3 40971 bp DNA
BCT 20-JAN-2017

\\iu@bielinux[mac share] | [12:414 % ]
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[ _ (Dtail —n 5 Tsequence3NExE
- = /= == — DTN EESD=HFRT, fE
W13-4:tall TITRERT s smienocig

File Edit View Search Terminal Help €) 13:58 1'%

N73528- 2277961 actgctgtgg ataatttaca cac
@ 73529-//
sl / 3530 : LOCUS sequence2 81630 bp DNA
E BCT 20-JAN-2017
7 76312- 81541 ttttttaaaa cctgagttaa taaagctggt ttatcagggg tgggggct
i-) tt cgaccaattc
76313- 81601 atccaatagt agtaaacagt ggaccacttt
76314-//
76315:LOCUS sequence3 40971 bp DNA
BCT 20-JAN-2017
iu@bielinux[mac share] tail -n 5 annotation.gbk [ 1:584%#]
40741 tggaatcagg tgtttgtaaa tgttccagat agcgctccag aattaaagaa aat
ggatgga
40801 gaaaatgggc ttagttctat aaaagtcttg aattatctta aacagctatt gaa
tggaata
: 40861 tcgcaatatc aatcggcaga tattaaaagg agtcagcaag cacttagact gga
b smattatca
921 agctacgact ggggattcga tatagtccct ggatttagaa ctgttgatga t
@bYelinux[mac share] | [ 1:585 ]

HAZBREFREDEHEME 227



"
W14-1: awk

I /home/iu/Desktop/mac_share

10:
B 7/3529://
73539:

77709;//
iugbielinux[mac share] |

annotation.gbk 771 JLH D e ¥ D ECHI TdHSsequence
DHZawkAI U FZANTHE T 50U AEER. B
HLawk DFEEZFN>THHIIE, ZITlE, KEIID
RIZITM//THHEZXFABALT//1TIZ15S (FRET
DERZRNT7AIVIZRTFT DY AETRT

iu@bielinux[mac share] grep -n "//" annotation.gbk
https://github.com/tseemann/prokka.

https://github.com/tseemann/prokka.

https://github.com/tseemann/prokka.

[ 2:425 %]

[ 2:425 %]
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S @grepTannotation.gbk D/ /ZEL1TE. TEEDE
_ TR, CoTIE. RN DBIDEENESNE
W14-1:awk

10:
713529://
73539:
76314://
76324
77709://

PEDD O MmE -

)

File Edit View Search Terminal Help 13 = €) 14:42 3%
iu@bielinux[mac_share] pwd [ 2:425 %]
/home/iu/Desktop/mac share

iu@bielinux[mac share] grep -n "//" annotation.gbk [ 2:425 %]

https://github.com/tseemann/prokka.

iugbielinux[mac share] | [ 2:425 %]

HELT,. E2THENGZEDAHNTHENITEZITS

https://github.com/tseemann/prokka.

https://github.com/tseemann/prokka.
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B I 55D LEERICOSE, DA BRI E =T T, awk

W14-1: aWk ZRALTOASEL TSI LK, FHEm-SHMTIE

10:

Sl 73529://
73539:
76314://
76324
77709://

https://github. com/tseemann/prokka

iugbielinu¥Y[mac share] | [ 2:425 %]

§ ~oLEE LRI TNE, AR LESEES

= File Eit iew Search Terminal Help ﬁ:é@&)f*}i”’éo %@T:&)s @"b©§17k‘j: 14:%/%71
Jivebielinux(mac_share] pwd $h5, DI =R THEEER T LTV D TEER.

“§/home/1iu/Desktop/mac_share — S e e o . IS = b -
iugbielinux[mac share] grep -n "/ € 2L\ EIEFawkaI XV FZEHRLEIIELTNHDTT

https://github.com/tseemann/prokka.

https://github.com/tseemann/prokka.
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m -W_ DawkaATU R DEITERS . F° TH#R
i &R 53> MDannotation.gbk M A W T7A )L
14-1:awk

File Edit View Search Terminal Help 3 B = €) 1518 %
Jiu@bielinux[mac share] pwd [ 3:1854 %]
/home/iu/Desktop/mac share
iu@bielinux[mac share] grep -n "//" annotation.gbk [ 3:185 %]
10: https://github.com/tseemann/prokka.
713529://
73539: https://github.com/tseemann/prokka.
W/6314://
76324 https://github.com/tseemann/prokka.
77709://

iu@bielinux[mac_share] awk '{if($0=="//") exit ; else print $0}' ann
otation.gbk > annotation seql.gbk
iu@bielinux[mac share] | [ 3:184#]
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- '.VV_ @B ALIHOITRITHER
] #Zannotation_seql.gbk&lL VDT 7
W14-1:awk AL TRET HEVSESES

File Edit View Search Terminal Help 13 B = €4) 1518 %
Jiu@bielinux[mac share] pwd [ 3:1854 %]
/home/iu/Desktop/mac share
iu@bielinux[mac share] grep -n "//" annotation.gbk [ 3:185 %]
10: https://github.com/tseemann/prokka.
713529://
73539: https://github.com/tseemann/prokka.
W/6314://
76324 https://github.com/tseemann/prokka.
77709://

iu@bielinux[mac share] awk '{if($0=="//") exit ; else print $0}' ann
otation.gbk > annotation seql.gbk

iu@bielinux[mac share] [ ’ [ 3:185 ]
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Ao TEHSW =N EXFELE D

\4/514-1 :awk

File Edit View Search Terminal Help 3 B = €

/home/iu/Desktop/mac share

10: https://github.com/tseemann/prokka.
73529://

73539: https://github.com/tseemann/prokka.
76314://

76324 https://github.com/tseemann/prokka.
77709://

iu@bielinux[mac share] awk '{if($0=="//") exit ; else print $0

15:18 %

Jiu@bielinux[mac share] pwd [ 3:184 %]

iu@bielinux[mac share] grep -n "//" annotation.gbk [ 3:185 %]

otation.gbk > annotation seql.gbk
iu@bielinux[mac share] | [ 3:18

w

oldE L BEST ] E

6!

¥y

1

]
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= awk TA AT 7 A )LZE11T14TE5H+12 ATDS0

W14 2 : ﬁz’ = [CHMILTITSEICBEITIONER, £
2 FR AL RO 175 DHES0IIEHML, $05Q)/ /&

File Edit View Search Terminal Help ﬁuh\gab\gﬂiljlﬁfbfL\é@hﬁ\ %T%ﬁg—ﬂﬁj\
iu@bielinux[mac_share] pwd [ ST18F & ]
/home/iu/Desktop/mac share

iu@bielinux[mac share] grep -n "//" annotation.gbk [ 3:185 %]
10: https://github.com/tseemann/prokka.

73529://

73539: https://github.com/tseemann/prokka.

76314://

76324: https://giterann/prokka.
77709://

iu@bielinux[mac share] awk '{if($0=="//") exit ; else print $0}' ann
otation.gbk > annotation seql.gbk
iu@bielinux[mac share] | [ 3:184#]

Kl il:E

T
B g

w

3D [

¥y

[

HAZBREFREDEHEME 234



HLLD$0HQ//ERILTHNIK (D
FYFHZEE-EE) . OFEXKET

File Edit View Search Terminal Help 3 B = €) 1518 %
Jiu@bielinux[mac share] pwd [ 3:185 %]
/home/iu/Desktop/mac share
iu@bielinux[mac share] grep -n "//" annotation.gbk [ 3:185 %]
10: https://github.com/tseemann/prokka.
713529://
73539: https://github.com/tseemann/prokka.
W/6314://

76324 https://giterann/prokka.
77709://

iu@bielinux[mac share] awk '{if($0=="//") exit ; else print $0}' ann
otation.gbk > annotation seql.gbk
iu@bielinux[mac share] | [ 3:184#]
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" A
W14-2 - R 6

PDDD O M-

)

File Edit View Search Terminal Help 13 = «€) 15:18 1'%
iu@bielinux[mac_share] pwd [ 3:1854 %]
/home/iu/Desktop/mac share

iu@bielinux[mac share] grep -n "//" annotation.gbk [ 3:185 %]
10: https://github.com/tseemann/prokka.

713529://

73539: https://github.com/tseemann/prokka.

76314://

76324: https://githu m emann/pro&
77709:// w =&~

iu@bielinux[mac share] awk '{if($0=="//") exit ; else print $0}' ann

otation.gbk > annotation seql.gbk ‘
iu@bielinux[mac share] | 3:184 # |

DEHEZFmI=SEITNIXENDIS else
DelselZH LT HE7). ®Son+H &
Z©printt X(DFYH A LK), TT
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" S kI TR TD~OD—EDEHHIEPIR

W14 2 i ﬁﬂ =3 EEITS EITITOTLVET , 12h D, awkDALEE
"L - *Fl:lR %} & TdpHDannotation.gbk D , ©)735291T

File Edit View Search Terminal Help E'GF$0::“//”J&L\—B%ﬁ:%;ﬁf:‘d‘if(i

iu@bielinux[mac_share] pwd [ 38T & ]

/home/iu/Desktop/mac share

iu@bielinux[mac share] grep -n "//" annotation.gbk [ 3:185 %]

10: https://github.com/tseemann/prokka’

713529://

73539: https://github.com/tseemann/prokka.
76314://

76324: https://githu m emann/pro&
77709:// w =&~

iu@bielinux[mac _share] awk '{if($0=="//") exit ; else print $0}' ann’

otation.gbk > annotation seql.gbk ‘
iu@bielinux[mac share] | 3:184 ]

Kl il:E

T
B g

w

3D [

¥y

[
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@HLILTHDT, LR EG$ODH & (
DFYFTOHE) A @printEh D TY

File Edit View Search Terminal Help 3 B = €) 1518 %
Jiu@bielinux[mac share] pwd [ 3:185 %]
/home/iu/Desktop/mac share
iu@bielinux[mac share] grep -n "//" annotation.gbk [ 3:185 %]
10: https://github.com/tseemann/prokka.
713529://
73539: https://github.com/tseemann/prokka.
W/6314://

76324 https://github.com/tseemann/pro&
77709:// '

iu@bielinux[mac share] awk '{if($0=="//") exit ; else print $0}' ann
otation.gbk > annotation seql.gbk
iu@bielinux[mac share] | 3:184 # |
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®printde TH S . @annotation seql.gbk
D E(E, [§0=="//" JELVSFHZHT-
3 (©735291TE DFRTDITETO RS

1y = €) 15:18 %

iu@bielinux[mac_share] pwd [ 3:185 %]
/home/iu/Desktop/mac share
iu@bielinux[mac share] grep -n "//" annotation.gbk [ 3:185 %]
10: https://github.com/tseemann/prokka.
713529://
73539: https://github.com/tseemann/prokka.
76314://
76324 https://github.com/tseemann/prokka.
77709://

iu@bielinux[mac share] awk '{if($0=="//") exit ; else print $0}' ann
otation.gbk > annotation seql.gbk

iu@bielinux[mac share] [ ’ q3:18-'-r-&]
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" | Dwo TATHERER. @annotation seal sk fTH
W14 3 L= *& E%E E}] (£735281T, ®// M 574573529 TB D1 DFRIDIT
O L TENMERTS | Echohantas. 2EYSE>TOEDES

S 2 M File Edit View Search Terminal Help 5&[,\—3:&h§@73528&[,\5’!;&1|'§75\6%%2@’6%6
l Jiu@bielinux[mac share] pwd [ ST18F & ]
@ /home/iu/Desktop/mac share
sl 1 U@bielinux[mac share] grep -n "//" annotation.gbk [ 3:1854%#]
E 10: https://github.com/tseemann/prokka.
Bl /3529://
3 73539: https://github.com/tseemann/prokka.
ﬁ 76314://
R /6324 https://github.com/tseemann/prokka.
.‘ 77709://
iu@bielinux[mac share] awk '{if($0=="//") exit ; else print $0}' ann
M otation.gbk > annotation seql.gbk
E iu@bielinux[mac_share] wc annotation* [ 3:184 %]
77709 338721 5241683 annotation.gbk
| 9 2492 38582 511967 annotation.gff
EE) 73528 320936 4966072 annotation seql.gbk
B 153729 698239 10719722 total

iu@bielinux[mac share] | [ 3:534#%]

8 — "

At
v.'_'

» { &= .

¢ A,
=
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" | — R TSRO, DTREL XIS

W14 4 ] k 5T (DFENETEHALIEZWMEEIZ. Q2FD X
-4 . adW BT ETFUFL—RELTRHIETES, IERLT A
File Edit View Search Terminal Help BRI OAEZZEBLTHRAINIEELL., ELVDSE
iu@bielinux[mac_share] pwd [ ST18F & ]
/home/iu/Desktop/mac share
iu@bielinux[mac share] grep -n "//" annotation.gbk [ 3:185 %]
10: https://github.com/tseemann/prokka.
73529://
73539: https://github.com/tseemann/prokka.
76314://
76324: https://github.com emann/prokka.
77709:// ‘ﬁ'

iu@bielinux[mac _share] awk '{if($0=="//") exit ; else print $0}' ann
otation.gbk > annotation seql.gbk
iu@bielinux[mac share] wc annotation* [ 3:184 %]
77709 338721 5241683 annotation.gbk
2492 38582 511967 annotation.gff
73528 320936 4966072 annotation seql.gbk
153729 698239 10719722 total
Wiu@bielinux[mac share] | [ 3:535 %]
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" S
W15-1:DNAPIotter

=

~

dnaplotter.jar
DNA Viewer Wizard

<~

? (® Read in sequence file

{_) Read template file

(D@DNAPIotterZ#2EIL T, ERLT=Q
annotation_seql.gbkZx. Q7 7AILDBAT
[XSequence filesMEFETELID T, BFAL

-
[£| Select a file ...

| o—
.l o—

oo
oo

I7 - NADIBER(): | share v | || |E3 |3

BAILEE

il

:&\o)gﬁgﬁg@

“NE

D annotation.gbk |j| LH_draft.fa
D annotation.gff D LH_draft?.fa

D annotation_seqi .ghkj |j‘| LH_hgap.fa

|j| genome.fna |j| seq1_draft.fa

D hoge.fa
D LH_complete.fa

D LH_completed.fa

7= I-AN): |annntatinn_seq1.gbk

F7 - PR F (1) |Sequence files -

B < HYH
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= FIRELKRAZET . //EWNSTHELT

W15-1: DNAPIotter LREIBLZVDEVSEERE RLETTY

r v
|4 DNAPlotter :: Release 1.11 ESSEERTS)

File View Graph Options Help

2200000 g

660000

1320000

1100000
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" A GC plot{>GC skewZ RRESEHI EAS
TE., TOHRBEIX ion.gbkZ 55 &
W15-1: DNAPIlotter A AL (W12-20) L

(| %) DNAPlotter :: Release 1.11 = B [

File View Graph Options Help

2200000

660000

1320000

1100000
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" Dannotation_seql gbk D HALFTITH . BEU

W15 2 ] tall @“"LOoCuUS sequence2” ELND F % iET-
— L JITOLAIATRERTR, HEDICawkTER

) File Edit View Search Terminal Help J‘EL)O)J&Bﬁif:]:ﬂaﬂjfg—-tb\é:thﬁbh\é

iu@bielinux[mac_share] pwd [ 3132 & ]
/home/iu/Desktop/mac share

iu@bielinux[mac share] tail -n 3 annotation seql.gbk [ 4:325 %]
2277841 ttatccacag ctatgcaaaa aatagtggat aactcctcca agccttgata caa
cggacgt

2277901 atctttgcac aaaaaaatgt ggataacttc gtatagccta gcatttacct ggc
Btttccac

2277961 actgctgtgg ataatttaca cac
iu@bielinux[mac share] grep -B 4 "~LOCUS sequence2" annotation
.gbk

2277841 ttatccacag ctatgcaaaa aatagtggat aactcctcca agccttgata caa
cggacgt

2277901 atctttgcac aaaaaaatgt ggataacttc gtatagccta gcatttacct ggc
tttccac

2277961 actgctgtgg ataatttaca cac

s | OCUS sequence2 81630 bp DNA BCT
I W20-JAN-2017 _
sl iuebielinux[mac_share] [ [ 4:32 %]
Y
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= W13-2Thead&tail v R AT HE D&

_ CTENDOEFIOH DEFE T 5 LA
W16-1:sequencel |wmsmwisargunis. zovyress
) File Edit View Search Terminal Help ° i‘d‘“(j:W1 3_2tlﬁlu<s annOtation-gbk‘:i‘TLT
Jiu@bielinux[mac share] pwd ®Wcs B&Zﬁ@grep —n “~LOCUS"%:=47

/home/iu/Desktop/mac share
iu@bielinux[mac share] wc annotation.gbk
77709 338721 5241683 annotation.gbk

iu@bielinux[mac share] grep -n "~LOCUS" annotation.gbk

1:LOCUS sequencel 2277983 bp DNA

T 20-JAN-2017

73530:LOCUS sequence2 81630 bp DNA
BCT 20-JAN-2017

76315:LOCUS sequence3 40971 bp DNA
BCT 20-JAN-2017

iu@bielinux[mac share] |

[ 5:104#]

[ 5:104 %]
BC

[ 5:104#&]
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" JEE——
11 .sequencel

| /home/iu/Desktop/mac_share

iu@bielinux[mac share] wc annotation.gbk
77709 338721 5241683 annotation.gbk

Miu@bielinux[mac share] grep -n

1:LOCUS sequencel

T 20-JAN-2017

73530:LOCUS sequence2
BCT 20-JAN-2017
76315:LOCUS sequence3

BCT 20-JAN-2017

iu@bielinux[mac share] wc hoge seql.gbk
73528 320936 4966072 hoge seql.gbk

iu@bielinux[mac share] |

sequencel 2DV TlEheaddY U F D& THIH
Al e, WI4TYERK L fzannotation seql.ghk&M 2
7AILDEI—HZEZ THEET R ORID
73528479 D A Zannotation.gbk h 53R H L 7=
fER%hoge seql gbk&EL TRTE. Qdiff CR—
HZFERR MERREINGVD TR —THD

"~LOCUS" annotation.gbk
2277983 bp DNA BC

81630 bp DNA
40971 bp DNA

iu@bielinux[mac share] head -n 73528 annotation.gbk > hoge seql.gbk

iu@bielinux[mac share] diff annotation seql.gbk hoge seql.gbk

[ 5:10 %]

[ 5:2240 %]

[ 5:224 %]
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o DDOHFEER A S . annotation.gbk T, sequence?
] [£@73530HM 5, 3)(76315 — 1)=763141T B IZ48
16-2 :SEQUENCEZ | wszcinbing. conrYnEEstiE

File Edit View Search Terminal Help 13 =P «) 17:48 {%
r Jiu@bielinux[mac share] pwd [ 5:484 %]
/home/iu/Desktop/mac share
s=0) iu@bielinux[mac share] grep -n "~LOCUS" annotation.gbk [ 5:484%#]
§11 1:LOCUS sequencel 2277983 bp DNA BC
T 20-JAN-2017
2 73530:LOCUS sequence2 81630 bp DNA
~3lX BCT 20-JAN-2017
B /6315 : LOCUS sequence3 40971 bp DNA
‘ BCT 20-JAN-2017
iu@bielinux[mac share] [ 5:485 %]
g
)
,,,- 1
L
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= DlE. @annotation.gbkh bheadaA Y K T

. DR 7631417 HEBLI=#E%E. D/\1TL T,
W16-2:SeqUENCE2 |Gruinv rchEondssis- 73530+ 1)

" File Edit View Search Terminal Help =2785 7 AL-F8%. A 4[/7|~f@

" Jiu@bielinux[mac_share] pwd annotation_seq2.ebk&ELNVD T 7 A IL B TR E
| “§/home/iu/Desktop/mac share

iu@bielinux[mac share] grep -n "~LOCUS" annotation.gbk [ 5:484 %]

E 1:LOCUS sequencel 2277983 bp  DNA BC
T 20-JAN-2017

2 73530:LOCUS sequence2 81630 bp DNA

?.) BCT 20-JAN-2017

S /6315:L0OCUS sequence3 bp
" BCT 20-JAN-2017 <@~ 3 ‘r <&

iu@bielinux[mac share] head -n 76314 annotation.gbk | tail -n 2785 >
4 annotation seq2.gbk
=~ iu@bielinux[mac_shaﬁ [ 5:554 %]
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" N COHIYIFIEOHETY , Bdh

] annotation_seq2.gbkMQ T A D 21T7&Q
W16-2:sequence’2 BHDUTERT . FREBHERDH T
9 File Edit View Search Terminal Help FLHHE TETWNACEFFESELTLNET

iu@bielinux[mac_share] pwd [ D48 & ]
/home/iu/Desktop/mac share

iu@bielinux[mac share] grep -n "~LOCUS" annotation.gbk [ 5:484 %]
1:LOCUS sequencel 2277983 bp DNA BC
T 20-JAN-2017

73530:LOCUS sequence2 81630 bp DNA

BCT 20-JAN-2017

76315:LOCUS sequence3 40971 bp DNA

BCT 20-JAN-2017

iu@bielinux[mac share] head -n 76314 annotation.gbk | tail -n 2785 >
annotation seq2.gbk

iu@bielinux[mac share] wc annotation seq2.gbk [ 5:554 %]
2785 11824 183552 annotation seq2.gbk

iu@bielinux[mac share] head -n 2 annotation seq2.gbk [ 6:02541 ]
LOCUS sequence2 81630 bp DNA BCT
20-JAN-2017

Wi WDEFINITION Lactobacillus sp. strain unkown.

L;s" iugbielinux[mac_share] tail -n 2 annotation seq2.gbk [ 6:02F%&]
R < 81601 atccaatagt agtaaacagt ggaccacttt

iu@bielinux[mac share] [ [ 6:025F %]
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dnaplotter.jar

<~

BAILEE

o

ik

.c.\o)ﬁﬁggg@

16-3: DNAPIlotter

~

DNA Viewer Wizard

==

? (® Read in sequence file

{_) Read template file

(MD@DNAPIotterF2EL T, fERLT=G
annotation seq2.gsbkZd. DI 7AILDIAT
[ZSequence filesMEFETELLID T, BFIL

-
| &) Select a file ...

7 JLOBF(): |7 share i BB | 8=
E‘] annotation.gbk |j| LH_complete.fa
E‘] annotation.gff |j| LH_complete2.fa
D annotation_seq1.0bk |j| LH_draft.fa
D annotaﬁon_squ.ghk|D LH_draft?.fa
E‘] genome.fna |j| LH_hgap.fa
E‘] hoge.fa |j| seq1_draft.fa
D hoge_seqi.0bk
7= AN |annntatinn_seq2_gbk
FeA DR F(I) |Sequence files -
< HE
b
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&~ (BIX)

16-3: DNAPIotte

r ?
|%] DNAPIotter :: Release 1.11 E‘Eﬂ

File View Graph Options Help

soooo O

40000
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ol 00000 GC plot&GC skewZ TR B T-HER, borAL
_ KRR CECEICRAILEILI=A... HEYIS
W16-3: DNAPIOtter |Zacis=czicennminssasg

-
| %) DNAPlotter :: Release 1.11 =5}

File View Graph Options Help

40000
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W16-3: DNAPIotter

File View |Graph | Options Help
GCplot »
GC Skew »

64000

40000

r v B
|£] DNAPotter :: Release 1.11 [EEN N

(1DGraph — GC plot — Options.... @
Window SizelZ. Window (D FEUIE) &

1000018 &K EH- T, ZDEFE D FHDGC
EEZtEELEVNSIEEEREST=(W12-15)

Eﬂ ;$:3;Ll§§%ffj :cACZ)5§§§§5i§5§$9[:]

il

“NE

a T
Graph Options =0

Graph Height |0.2 ]
Window Size (10000

Step Size (200
Track [0.4

Below Average

Above Average !

OK
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N
W16-3: DNAPIotter

u DNAPIotter :: Release 1.11

File View Graph[ Options Help

GC plot »
GC Skew »

¥ Draw

soooo O

Options...

24000

40000

DL M Lsequence2 I B2 K H381,630 bpdD /NS

WERIRTSR=Ek,

2,277,983 bpDEEIARY /L

D EETHNIL@Window Size = 10000 THIFIZ

=EH MBEEN ST THAIN, BIIRSALLOEND

DI L TIEBASNZKRETESE(ELIDH

FADEEHEEE) . 1000EM00EMDIFSMN
LDNALCBIELNEARS AN F=FNITHEST,

@)Step Slze-'E;ZO&?ﬁWO(bL\'CT?ﬁ\?{QZ_

Graph Options

e

Window Size ﬁoooo ]‘
Step Size (200 |

Graph Height |0 2 V

Track 0 4 ]

Below Average -

Above Average

OK
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=
W16 3:DNAPIlotter

u DNAPIotter :: Release 1.11

==

File View Graph Options Help

24000

40000

(DWindow Size = 500, @)Step Size = 10 CHIGH
LI-#ER, FIZ®QDH1I=-UYMIE-ZTYEGCEER
MOREZELTELG>TWNSADEHMNSDTIE
= BB BWNTLEID, BBRXPTRTEEE. T4

ILFDBUEMNSE Z 1= EE (LT DNAPIlotter was

performed with Window Size = 500 and Step Size
=10 for GC plot JAT=LVERERL TEWVTHIRE

TL&I(REIFTHFF—TY),

( Graph Options l&

Graph Height EJ—2~T
Window Size W‘

» Step Size ﬁ? _\
Track 0 - ]

Below Average -

Above Average

OK
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= N
W16 3:DNAPIlotter

u DNAPIotter :: Release 1.11

File View Graph Options Help

24000

40000

GC skewlZ2ULYTH . @DWindows Size = 500, @
Step Size = 10CHBE, HIAIXODHF-YDR
KIANEH-O>TWWADONHOMNYET, £EDE
= 2H F| & &EWindow Size (BLUZFNIZEAELTER
3 BStep Size) DEAFRIZDNTDHARSAUHY
BEDIZEIMHZHIONELNFEEAD. Al

MYEFLA

r
Graph Options

S

Graph Height

Window Size
Step Size
Track

Below Average

Above Average

OK

02|
{000 B
10 ]

04|
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= sequence3[ZDWVTIZ, DTHEDBNDQ 77709,
] WSfEEHRE. @THELNDDT76315E WD EHRE
16'4 . Sed Uence3 FIRT A, EARMIZ(Ztala<w U FOHA T, (77709

File Edit View Search Terminal Help - 76315+ 1) = 1395«’ﬁ-§3\7'éjiﬂﬂl'jj‘§'*[,[jfd:[,\
f Jiu@bielinux[mac share] pwd [ BI99F & ]
/home/iu/Desktop/mac share
iu@bieligux[mac share] wc annotation.gbk [ 8:0954 %]
77709@@38721 5241683 annotation.gbk
iu@bielifux[mac share] grep -n "~LOCUS" annotation.gbk [ 8:094 %]
1:LOCUS sequencel 2277983 bp DNA BC
T 20-JAN-2017
73530:LOCUS sequence2 81630 bp DNA
BCT 20-JAN-2017
76315:LOCUS sequence3 40971 bp DNA
BCT 20-JAN-2017
iu@bielinux[mac share] | [ 8:094 %]
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DAL TT

16-4:sequence3

File Edit View Search Terminal Help 1y = ) 20:17 {%
fiu@bielinux[mac share] pwd [ 8:174 %]
/home/iu/Desktop/mac share

s 1 U@bielinux[mac share] wc annotation.gbk [ 8:174 %]
E 77709 338721 5241683 annotation.gbk
iu@bielinux[mac share] grep -n "~LOCUS" annotation.gbk [ 8:174 %]
- 1 : LOCUS sequencel 2277983 bp DNA BC
o BT 20-JAN-2017
B /3530 : LOCUS sequence?2 81630 bp DNA
" BCT 20-JAN-2017
76315:LOCUS sequence3 40971 bp DNA

BCT 20-JAN-2017
iu@bielinux[mac share] tail -n 1395 annotation.gbk > annotation seq3
.gbk
iu@bielinux[mac share] | [ 8:174 ]
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= — 185N -annotation_seq3.gbklZ%f L

W16 4 . 3 T. QheadBrail TR EREZD21TH
-4 .Seguence ZRITUTHESR, LOCUSHBIREST. //
) File Edit View Search Terminal Help ’G%%*)gfb\é@’@jqii%afftﬂﬂ]&ﬁ
f Jiu@bielinux[mac share] pwd [ BT L7 8&]
| “§/home/iu/Desktop/mac share
sl i U@bielinux[mac share] wc annotation.gbk [ 8:174 %]
E 77709 338721 5241683 annotation.gbk
iu@bielinux[mac share] grep -n "~LOCUS" annotation.gbk [ 8:174 %]
_ 1:LOCUS sequencel 2277983 bp DNA BC
o T 20-JAN-2017
B /3530 : LOCUS sequence2 81630 bp DNA
> BCT 20-JAN-2017
76315:LOCUS sequence3 40971 bp DNA
s BCT 20-JAN-2017
g iu@bielinux[mac share] tail -n 1395 annotation.gbk > annotation seq3
.gbk
_@yiu@bielinux[mac_share] head -n 2 annotation_seq3.gbk [ 8:174 %]
==yl LOCUS sequence3 40971 bp DNA BCT

=) 20-JAN-2017
WiesWDEFINITION Lactobacillus sp. strain unkown.
L?’ iu@bielinux[mac share] tail -n 2 annotation seq3.gbk [ 8:1854 %]

-~
, \_1_-:‘ 40921 agctacgact ggggattcga tatagtccct ggatttagaa ctgttgatga t
s/ /

el iu@bielinux[mac share] [ 8:1854 %]
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D@DNAPIotterZ 2 EIL T, fEHLT=Q
_ tation seq3.gbkZ, DT 7AILDEAT
16-5: DNAPIotter [ Sequence flesDEECLNDC. GBI

=
dnaplotter.jar r _ |
P | ] DNA Viewer Wizard @
? ® Read in sequence file i .
() Read template file || Select a file ... ﬁ

7 JLOBF(): |7 share | |EE||5h| |3 |88 &=
E‘] annotation.gbk |j| hoge_seqi.gbk
E‘] annotation.gff |j| LH_complete.fa
D annotation_seq1.0bk |j| LH_complete?.fa
D annotation_seq2.gbk D LH_draft.fa
E‘] annotaﬁon_seqS.ghk||j| LH_draft2.fa
E‘] genome.fna |j| LH_hgap.fa
D hoge.fa |j| seq1_draft.fa
7= AN |annntatinn_seq3_gbk
FeA DR F(I) |Sequence files -

< HE
b

HAZBREFREDEHEME 261



= B sequence2® =T E D RRE LA \w,
@® 3DEZFI£K(40,971 bp)l.
ﬁ W16-5:DNAPIlotter 36333222?81,630 b@@ﬂ%‘ﬁr}}%

|4| DNAPIotter :: Release 1.11 E

File View Graph Options Help

20000
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= GC plot&GC skew&E R REH &R, 774

JLEDWindow Size = 100003 &1 Step Size

-~ W16-5:D NAPIOtter |oon#=tioe. sequencord e smt

|| DNAPIotter :: Release 1.11 E=EX) WindOW Size = 500\ @Step Size = 10(:?-6

File View Graph Options Help

N i,

20000
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16-5: DNAPIotte

|2 DNAPotter :: Release 1.11 = B [

File View Graph Options Help

32000

20000

BAILEE

o
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- 11 sequencel Prodigal:
12 sequencel Prodigal:
— 13 sequencel Prodigal:
| 9 14 sequencel Prodigal:
B 15 sequencel Prodigal:
16 sequencel Prodigal:
@ 17 sequencel Prodigal:
(MY 18 sequencel Prodigal:
%ﬂaf 19 sequencel Prodigal:
y WA 20 sequencel Prodigal:

“=="lannotation.gff

NNNNNNNNNNNNNNNNNNN
o) le)le) o) o) Ne)le) e le)le) e o) o) le) e e o) Me)le)

CDS
CDS
CDS
CDS
CDS
CDS
CDS
CDS
CDS
CDS
CDS
CDS
CDS
CDS
CDS
CDS
CDS
CDS
CDS

[less -N -S annotation.gff IZE1THE R .

13 B = ) 1849 %
101 1417 -
1593 2732 +
2974 3198 +
3208 4329 +
4329 6272 +
6300 8861 -
9052 10416 -
10610 10906 +
10944 11474 -
11499 11735 +
11971 12528 -
12648 13400 +
13621 15642 +
15649 16101 -
16123 17508 -
17584 18762 +
18769 19089 -
19279 21024 +
21038 21961 +
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W19-2:lessfE &

iu@bielinux[~/Desktop/mac_share]

2473
2474
2475
2476
2477
2478
2479
2480
2481
2482
2483
2484
2485
2486
2487
2488
2489
2490
2491
2492
(END)

PEDD O

IS

sequence3
sequence3
sequence3
sequence3
sequence3
sequence3
sequence3
sequence3
sequence3
sequence3
sequence3
sequence3
sequence3
sequence3
sequence3
sequence3
sequence3
sequence3
sequence3
sequence3

Prodigal:
Prodigal:
Prodigal:
Prodigal:
Prodigal:
Prodigal:
Prodigal:
Prodigal:
Prodigal:
Prodigal:
Prodigal:
Prodigal:
Prodigal:
Prodigal:
Prodigal:
Prodigal:
Prodigal:
Prodigal:
Prodigal:
Prodigal:

NNNNNNNNNNNNNNNNNNNN
(o)) le) o) le)le) e e e le) e e o) e le) e e le) Be) o)

CDS
CDS
CDS
CDS
CDS
CDS
CDS
CDS
CDS
CDS
CDS
CDS
CDS
CDS
CDS
CDS
CDS
CDS
CDS
CDS

ANFNDGCEITHLIAATHRRITERRSE
1=&£C %, sequence3|ZDULVNTIE "sequencel

Terepd NIE KW EFEEEB D

13 ESEED)

25476
27593
27973
28440
29073
29968
31000
31362
32041
33272
34513
34808
35502
36000
36596
37239
38236
38518
38709
39169

27407
27904
28335
29024
29936
30798
31353
32036
33087
34114
34827
35131
35987
36389
37096
38168
38502
38637
38957
40065

18:52 1t

B S S S S

T S S S S S S
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INCF DT TEIAANTITAILD LRI

W19-2:lessfE &

»

r { 1 ##gff-version 3
@ 2 sequencel Prodigal:2.6 CDS 101 1417 -
— 3 sequencel Prodigal:2.6 CDS 1593 2732 +
E 4 sequencel Prodigal:2.6 (DS 2974 3198 +
5 sequencel Prodigal:2.6 CDS 3208 4329 -
: 6 sequencel Prodigal:2.6 CDS 4329 6272 -
?) 7 sequencel Prodigal:2.6 CDS 6300 8861 -
——— 8 sequencel Prodigal:2.6 CDS 9052 10416 +
. 9 sequencel Prodigal:2.6 CDS 10610 10906 +
10 sequencel Prodigal:2.6 CDS 10944 11474 -
n 11 sequencel Prodigal:2.6 CDS 11499 11735 +
é 12 sequencel Prodigal:2.6 CDS 11971 12528 -
13 sequencel Prodigal:2.6 CDS 12648 13400 -
- 14 sequencel Prodigal:2.6 CDS 13621 15642 -
B 15 sequencel Prodigal:2.6 CDS 15649 16101 -
16 sequencel Prodigal:2.6 CDS 16123 17508 +
17 sequencel Prodigal:2.6 CDS 17584 18762 -
(A \ 18 sequencel Prodigal:2.6  CDS 18769 19089 +
v';( 19 sequencel Prodigal:2.6 CDS 19279 21024 +
W KA 20 sequencel Prodigal:2.6 CDS 21038 21961 -

N |

® File Edit View Search Terminal Help

18:55 't

13 BB = )
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Dl /“sequence2 | EFT>TYH—2, grepéEILT
1TEEM sequence2&lZHTLNBEDZE/N(SA -

W19-2:lessfE &

)

@ File Edit View Search Terminal Help 3 BB = ) 1857 %

r x 1 ##gff-version 3
@ 2 sequencel Prodigal:2.6 CDS 101 1417 -
— 3 sequencel Prodigal:2.6 CDS 1593 2732 +
E 4 sequencel Prodigal:2.6 (DS 2974 3198 +
5 sequencel Prodigal:2.6 CDS 3208 4329 -
: 6 sequencel Prodigal:2.6 CDS 4329 6272 -
?-) 7 sequencel Prodigal:2.6 CDS 6300 8861 -
-—— 8 sequencel Prodigal:2.6 CDS 9052 10416 +
. 9 sequencel Prodigal:2.6 CDS 10610 10906 +
10 sequencel Prodigal:2.6 CDS 10944 11474 -
5 11 sequencel Prodigal:2.6 CDS 11499 11735 +
12 sequencel Prodigal:2.6 CDS 11971 12528 -
— 13 sequencel Prodigal:2.6 CDS 12648 13400 -
- 14 sequencel Prodigal:2.6 CDS 13621 15642 -
B 15 sequencel Prodigal:2.6 CDS 15649 16101 -
16 sequencel Prodigal:2.6 CDS 16123 17508 +
@ 17 sequencel Prodigal:2.6 CDS 17584 18762 +
(MY 18 sequencel Prodigal:2.6 (DS 18769 19089 +
v'ﬁ 19 sequencel Prodigal:2.6 CDS 19279 21024 +
y WA 20 sequencel Prodigal:2.6 CDS 21038 21961 +

= / ~sequence2]] »'
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" Stfz&=B, Wsequence? D7 /T~ 3K

W19-2: |€SST§%‘ $RIZ. 2,3401T B MBRE—FL TV B DSBS

iu@bielin: x[~/Desktop/mac_share] 13 ) 18:59 {%

Prodigal:2.6  CDS 764 1486 +

@ Prodigal:2.6  CDS 2095 2574 ’

=4 Prodigal:2.6  CDS 2931 3560 +

E Prodigal:2.6  CDS 3780 5156 i

Prodigal:2.6  CDS 5272 6477 -

. Prodigal:2.6  (CDS 6837 7421 =

ﬁ Prodigal:2.6  (CDS 7619 8179 +

Prodigal:2.6 (DS 8191 8376 +

i Prodigal:2.6  CDS 8404 8946 +

Prodigal:2.6  CDS 8961 9212 +

< Prodigal:2.6 CDS 9224 9364 +

é Prodigal:2.6 (DS 9562 9777 +

Prodigal:2.6  CDS 10240 10608 -

N Prodigal:2.6 (DS 10767 11576 . =

B Prodigal:2.6  CDS 11586 12341 . °

Prodigal:2.6 (DS 12366 13136 . =

B Prodigal:2.6  CDS 13137 13967 . -

Y Prodigal:2.6  CDS 13951 15324 . .

5 3 Prodigal:2.6 (DS 15330 15746 . .

I Prodigal:2.6 (DS 15748 16173 . .
e .
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00000 F—AR—FDLEXFF—Z1ERLI-ESSH
] 4= 33 » Dlsequence2D 7 /T—a &L
W19'2 - IGSS‘[EE 23401 TE M RZ—FL TV ICEETFER

iu@bielinux[~/Desktop/mac_share] 3 $) 19:02 %%

2339 sequencel SignalP:4.1 sig peptide 2277497 2277592 .

@ 2340 Prodigal:2.6  CDS 764 1486 . +

e J 2341 Prodigal:2.6 (DS 2095 2574 .

E 2342 Prodigal:2.6  CDS 2931 3560 +

2343 Prodigal:2.6 (DS 3780 5156 .

. 2344 Prodigal:2.6 (DS 5272 6477 =

ﬁ 2345 Prodigal:2.6  CDS 6837 7421 -

2346 Prodigal:2.6 (DS 7619 8179 +

i 2347 Prodigal:2.6  CDS 8191 8376 +

2348 Prodigal:2.6 (DS 8404 8946 +

. 2349 Prodigal:2.6 (DS 8961 9212 +

é 2350 Prodigal:2.6 (DS 9224 9364 +

2351 Prodigal:2.6 (DS 9562 9777 3

Nl 2352 Prodigal:2.6 (DS 10240 10608 ;

B 2353 Prodigal:2.6  CDS 10767 11576 . °

2354 Prodigal:2.6 (DS 11586 12341 . -

@ 2355 Prodigal:2.6 (DS 12366 13136 . -

i 2356 Prodigal:2.6 (DS 13137 13967 . -

> & 2357 Prodigal:2.6 (DS 13951 15324 . .

M 2358 Prodigal:2.6 (DS 15330 15746 . -
Ol |
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" (DI /sequence3 | &I TYR—Y

W19-2:lesstfE8 &

S S @ File Edit View Search Terminal Help 13 $) 19:06 %
sequencel SignalP:4.1 sig peptide 2277497 2277592 .
Prodigal:2.6 CDS 764 1486 : +
Prodigal:2.6 CDS 2095 2574 -
Prodigal:2.6 CDS 2931 3560 -
Prodigal:2.6 CDS 3780 5156 -
Prodigal:2.6 CDS 5272 6477 -
Prodigal:2.6 CDS 6837 7421 -
Prodigal:2.6 CDS 7619 8179 +
Prodigal:2.6 CDS 8191 8376 +
Prodigal:2.6 CDS 8404 8946 +
Prodigal:2.6 CDS 8961 9212 -
Prodigal:2.6 CDS 9224 9364 -
Prodigal:2.6 CDS 9562 9777 +
Prodigal:2.6 CDS 10240 10608 -
Prodigal:2.6 CDS 10767 11576 . -
Prodigal:2.6 CDS 11586 12341 . -
Prodigal:2.6 CDS 12366 13136 . -
Prodigal:2.6 CDS 13137 13967 : -
Prodigal:2.6 CDS 13951 15324 : -
Prodigal:2.6 CDS 15330 15746 > -
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0 RERBICATEERY D74
D | =M. COZEIFEZF5<{sequencel
W19 2:less{88 MBELERLDIEHYEDEDS

X i'le Edit View Search Terminal Help 13 $) 19:08 't
Prodigal:2.6 CDS 127 474 +
@ Prodigal:2.6 CDS 478 1356 -
— Prodigal:2.6 CDS 1853 2644 +
E Prodigal:2.6  CDS 2716 2955 +
Prodigal:2.6 CDS 2980 3318 -+
, prokka repeat region 4289 4436 -
ﬁ Prodigal:2.6 CDS 5120 5317 +
Prodigal:2.6 CDS 5368 6087 -
i Prodigal:2.6  CDS 6239 6517 -
Prodigal:2.6 CDS 6540 6749 -
< Prodigal:2.6 CDS 7018 9078 +
é Prodigal:2.6 CDS 9163 9474 -
Prodigal:2.6 CDS 9513 10127 +
N Prodigal:2.6 CDS 10129 10464 . -
B SignalP:4.1 sig peptide 10129 10218 .
Prodigal:2.6 CDS 10485 10847 . 4
@ Prodigal:2.6 CDS 10816 11475 +
¢ ’ Prodigal:2.6 CDS 11487 13505 +
>~ 3 Prodigal:2.6 CDS 13498 14916 -
b S Prodigal:2.6 CDS 14917 16071 -
1
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JE—
W19 2:lessiE &

2439
2440
2441
2442
2443
2444
2445
2446
2447
2448
2449
2450
2451
2452
2453
2454
2455
VN 456
2457
T 2458

sequence2

@mwmﬂm@’

I'le Edit View Search Terminal Help

Prodigal:2.
Prodigal:2.
Prodigal:2.
Prodigal:2.
Prodigal:2.
Prodigal:2.
prokka rep
Prodigal:2.
Prodigal:2
Prodigal:2
Prodigal:2
Prodigal:2
Prodigal:2
Prodigal:2
Prodigal:2.
SignalP:4.1
Prodigal:2.6
Prodigal:2.6

2.6

2.6

O\G\O\O\O\G\O’DO\(D O\O\O\O\G\O\

Prodigal:
Prodigal:

F—AR—FD LREF—Z1ERLI=ETA,

M1 L M2,43947 B Hisequence2 D EIHRTH
B2 D-OHEZELTWNSET, qTiRITS

CDS 80662
CDS 127
CDS 478
CDS 1853
CDS 2716
CDS 2980
at region 4289
CDS 5120
CDS 5368
CDS 6239
CDS 6540
CDS 7018
CDS 9163
CDS 9513
CDS 10129
sig peptide
CDS 10485
CDS 10816
CDS 11487
CDS 13498

13 4)

81000
474
1356
2644
2955
3318
4436
5317
6087
6517
6749
9078
9474
10127
10464
10129
10847
11475
13505
14916

10218

19:12 1%

T S S o S e o S e =

+ + + +

+ + + + -
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DerepDIER MBI MB KIS, 7 ##"T
annotation.gfff DAY —1TIEHEFIY H 5
o DT ZDAYSA —{Tkgrep ““sequencel” )
TEEHEAHILET., sequencel DHDIFEEFHI S
A IT7AINT/THENTES, DFY: -

I /home/iu/Desktop/mac_share
iu@bielinux[mac share] 1s *.gff [ 8:2954 %]

Miu@bielinux[mac share] wc annotation.gff [ 8:294 1]
2492 38582 511967 annotation.gff
iu@bielinux[mac share] head -n 3 annotation.gff [ 8:294#&]
##gff-version 3
sequencel Prodigal:2.6 CDS 101 1417 . - )

ID=LOCUS 00001;product=chromosomal replication initiator protein DnaA;inf
erence=ab initio prediction:Prodigal:2.6,similar to AA sequence:INSD:BAPS|
4581.1;locus tag=LOCUS 00001;gene=dnaA
sequencel Prodigal:2.6 CDS 1593 2732 : + 0)
ID=LOCUS 00002;product=DNA polymerase III subunit beta;inference=ab initi
0o prediction:Prodigal:2.6,similar to AA sequence:INSD:BAP84582.1;locus taj
g=LOCUS 00002 ;gene=dnaN

iu@bielinux[mac share] less -N -S annotation.gff [ 8:294 %]
riu@bielinux[mac share] grep -n "7~##" annotation.gff [ 8:2

a1 :##gff-version 3

iu@bielinux[mac share] | [ 8:335%]
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'W19-4 -seguenceld®

File Edit View Search Terminal Help

O # Dgrep “ ##" T, gffDNYH—1T
#ZHY L Tannotation_seql .gffIZ{RfF

o RlZgrep ““sequencel"Zim=9 1T
annotation_seql.gff[Z B IR TE

iu@bielinux[mac_share] pwd
/home/iu/Desktop/mac share
iu@bielinux[mac share] grep "~##" annotation.gff > annotation seql.gff
iu@bielinux[mac share] grep "“sequencel” annotation.gff >> annotation seq|
1.gff

iu@bielinux[mac_share] [11:135F & ]

[IIT135F B0 ]

3
”
-
K
-

b
»' - !
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000000 DIsTHEER, annotation seql.gffDH H
. [Xsequencel DIFHMIFLEAEEXZEHDHD
W19-4:sequencel D gff| o 55511 zompran

File Edit View Search Terminal Help (511,967 > 481,561 bytes)E"]I::b%'é%

f Jiu@bielinux[mac share] pwd [IITLI35 B0 ]

| ‘§/home/iu/Desktop/mac share

st 1U@bielinux[mac share] grep "7~##" annotation.gff > annotation seql.gff

E iu@bielinux[mac share] grep "“sequencel” annotation.gff >> annotation seq

1.gff

7 iu@bielinux[mac share] 1s -1 annotation*.gff [11:13%5 &1 ]
SVl - rwxrwxrwx 1 iu iu 511967 18 21 12:39

-rwxrwxrwx 1 iu iu 481561 28 1 11:13

iu@bielinux[mac share] [11:144 &I ]

M2 rrad)
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W19-5: 1 B & g2

2 File Edit View Search Terminal Help
r Jiu@bielinux[mac share] pwd
/home/iu/Desktop/mac share
iu@bielinux[mac share] wc annotation seql.gff
2339 36213 481561 annotation seql.gff
iu@bielinux[mac share] J

“

D DD O

(Dannotation_seq1.gffl£2,3399T, less T
annotation.gﬁéﬁgﬁy)fszkﬁ%@sequence1 &
sequence2DYIN B DITHERILTHY EZH

1 = ) 11:19 3%

[11:194 &i ]
[11:194 &1 ]
[11:194 &f ]
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| Dheads@rail TH R, OKTY . oFTT

W19 5 ] I:I:I E%E%;?}] sequencel DA DIFEHRMN 1L Heff I 71 ILEVER T
-J . E QI EFELTz, ZLTESOA5ELTLS I LI, ERFITESR

" File Edit View Search Terminal Help DEDgffI7A4ILZE{ER L TDNAPIotter T 1A &

Jiuebielinux[mac_share] pwd BEEERLEISELTWET = FOEHRER
CTLinuxav¥>RDAXILT7yvTEHIELTWVET

/home/iu/Desktop/mac share
iu@bielinux[mac share] wc annotation s

2339 36213 481561 annotation seql. gff

iu@bielinux[mac share] head -n 2 annotation seql gff [11:194 R ]
#gTt-version 3

sequencel Prodigal:2.6 CDS 101 1417 . - )
ID=LOCUS 00001;product=chromosomal replication initiator protein DnaA;inf
erence=ab initio prediction:Prodigal:2.6,similar to AA sequence:INSD:BAPS§|
4581.1;locus tag=LOCUS 00001;gene=dnaA

iu@bielinux[mac share] tail -n 2 annotation seql.gff [11:225F®/)]
sequencel Prodigal:2.6 CDS 2277458 2277592 . - 0
ID=LOCUS 02252;product=50S ribosomal protein L34;inference=ab initio pred
iction:Prodigal:2.6,similar to AA sequence:INSD:AD000222.1;locus tag=LOCU
S 02252;gene=rpmH

sequencel SignalP:4.1 sig peptide 2277497 2277592 . -
ID=LOCUS 02252;note=predicted cleavage at residue 32;locus tag=L0j
CUS 02252;gene=rpmH; 1nference ab initio prediction:SignalP:4.1

3?’ 1u@b1e11nux[mac share | !
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S HEBLY, annotation.gffld, DEER T TN BED
W19 6 ] EE&”&%:[:A LH_complete.fazz A J1&EL TDFASTZE{TLI=HER
U . A [ | O74)ILTL=. ZLTHE A D 21T H¥sequence1 D
2 File Edit View Search Terminal Help FASTA7A4J)LIZHEHLET , CU-LVDIE. O
P uebielinuximac share] pwd 77 H L Tannotation_seql gffIZIBIN{ERFT S &

‘§/home/iu/Desktop/mac share

s i U@bielinux[mac share] ls -1 LH complete.fa [11:274Ri ]
-rwXrwxrwx 1 iu iu 2400619 128 19 19:33
iu@bielinux[mac share] wc LH complete.fa [11:274 71 ]
6 6 2400619 LH complete.fa
iu@bielinux[mac share] | [11:275 &1 ]

M2 rrad)
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= 2 MDLH_complete faD ExF D21THEHMEL T
W19 6 . EE&” %%iA annotation_seql gffIZIBINERTF . @F DEDwea
~VU . [\ TR CEMRFRTD2,3391TH 52,3417 &£21T
9 File Edit View Search Terminal Help SEITEZ TWWACENSHIELLNVDTULNS EH B

Jiu@bielinux[mac share] pwd [IITZ7F B0 ]
“§/home/1iu/Desktop/mac_share

sl i U@bielinux[mac share] ls -1 LH complete.fa [11:274Ri ]
-rwxrwxrwx 1 iu iu 2400619 128 19 19:33
_Miu@bielinux[mac share] wc LH complete.fa [11:274 71 ]
6 6 2400619 LH complete.fa
iu@bielinux[mac share] head -n 2 LH complete.fa >> annotation seql.gff
iu@bielinux[mac share] wc annotation seql.gff [11:345 & ]
2341 36215 2759557 annotation seql.gff

Mliu@bielinux[mac share] J [11:34% & ]
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MD@DNAPIotterZ#2EIL T, {ERLT=®
_ tation_seql.gffe. @I 7 ILDFAT
19-7 : DNAPIotter [£Sequence filesDEET LMD C. GBI

dnaplotter.jar

<~

~

x N
DNA Viewer Wizard @

? (® Read in sequence file

i N
() Read template file || Select a file ... ﬁ

7 JLOBF(): |7 share | || |T2] || |BE]E=
E‘] annotation.gbk |j| hoge.fa D seql_draft.fa

E‘] annotation.gff |j| hoge_seqil.gbk
D annotation_seq1.0bk |j| LH_complete.fa
D annotation_seq1.0ff | D LH_complete?.fa
E‘] annotation_seq2.gbk |j| LH_draft.fa

E‘] annotation_seq3.gbk |j| LH_draft2.fa

D genome.fna |j| LH_hgap.fa

oo
oo

7= AN |annntatinn_seq1_gﬁ

7 A I-DRA F(T): |Sequence files -

B < HEE
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= DA S VEEITHDINRICLELY, gbkT
W19 7 ] DN API tt 7AINEFHRAAATHELN-TOYEWI2-3)&
-( Ol |sFomunEnuzs. BIIEROEDe

r@ DNAPlotter :: Release 1.11 Mf%%gﬁ 5&&)1‘::&75{*) 75\ L) 35"3" °

File View Graph Options Help

2200000 g

")

there were warnings while reading - view now?

13L1(Y) LA (N)

660000 \

1320000

1100000
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W19 8: gbk&gffD &

gbk 77 L% mﬁa_hﬁ%iﬂf—jnuh(

ERHhMYERT, i, w12 10TIZtRNA

u DNAPIotter :: Release 1.11

File View Graph Options Help

L\ ) ELRTHE ODDERIHELDH S
=)

X

TSI OEA L BBALEL =AY

raph S

660000

2200000 g

660000

1320000

1100000
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s

W19-8:gbk&gffdEL

BRAIEIRDOE Deff I 7 M ILEHZARAATED
hi=70vk(Z)ZBksH5E. DrRNAD R,
ZL TtRNAD R B TR RSN TLNDESTY

|| DNAPlotter :: Release 1.11

o | B [l

File View Graph Options Help

2200000 g

660000

1320000

1100000

s DFEY. DDOIT)T7IE. AL IFtRNALEIFT
[ZE<RNAD FERELFRRLTULNV &S E

2200000

660000

1320000

1100000
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" | B TW12-10TR 5N S LSISDNAPlotter D T I X
W19-8: bkt ff O) —U L TH RNALRNAD — (R TH DK SGENRER
-0:.( 9 it DO EBYIE> TN =D, W12-9%
ru DNA-Plotter:: Releasé 1.11 12_1 Of%kib\':bh\éJ\-a':s gene feature&rRNA
File View Graph Options Help hflﬁlCméfﬁﬁéhfb\f:fflf&l'\aj—a‘_

2200000 g

2200000

660000 660000

1320000 1320000

1100000 1100000
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= 2 (Dannotation_seql.gbkZless -NTRIL\fz&Z A

% " File Edit View Search Terminal Help 3 B = 9) 1234 %
r 1 LOCUS sequencel 2277983 bp DNA B
@ 1 CT 20-JAN-2017
— 2 DEFINITION Lactobacillus sp. strain unkown.
E 3 ACCESSION  sequencel
4 VERSION sequencel
. 5 KEYWORDS .
;) 6 SOURCE Lactobacillus sp
— 7  ORGANISM Lactobacillus sp. Unclassified.
8 .
. 9 COMMENT Annotated using prokka 1.12-beta from
- 10 https://github.com/tseemann/prokka.
é 11 FEATURES Location/Qualifiers
12 source 1..2277983
| 9 13 /strain="unkown"
EE2) 14 /mol_type="genomic DNA"
15 /organism="Lactobacillus sp."
@ 16 gene 101..1417
»LZ_;_!‘_SL 17 /locus tag="LOCUS 00001"
vg 18 /gene="dnaA"
KA 19 CDS 101..1417

annotation seql.gbk

4
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W12-10TR-rRNAD 1D T#HAL00C260 00331

W19'9 “aene featur DIEREBD B 00331 TRELF-ECA,

File Edit View Search Terminal Help 3 B = ©) 1236 %

r { 5245 KFVIVRRGKKKYFLVRINK"
@ 5246 /gene="tyrS"
— 5247 gene 350155..351730
E 5248 /locus tag="L0OCUS [FEEH"
5249 rRNA 350155..351730
, 5250 /locus tag="LOCUS [EEEH"
;) 5251 /product="16S ribosomal RNA"
——— 5252 gene 351956. .354877
. 5253 /locus tag="LOCUS 00332"
5254 rRNA 351956. .354877
3 5255 /locus tag="LOCUS 00332"
é 5256 /product="23S ribosomal RNA"
5257 gene 354977 ..355089
| 9 5258 /locus tag="LOCUS 00333"
EEA) 5259 rRNA 354977..355089
5260 /locus tag="LOCUS 00333"
@ 5261 /product="5S ribosomal RNA"
>LZ_;_¥_§) 5262 gene 355287..356807
vg 5263 /locus tag="LOCUS 00334"
w A 5264 /gene="opuCC"
LSl
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/gene="tyrS"
350155..351730
/locus tag="LOCUS [EEEH"
350155..351730
/locus tag="L0CUS [(LEEH"
/product="16S ribosomal RNA"
351956..354877
/locus tag="LOCUS 00332"
351956. .354877
/locus tag="LOCUS 00332"
/product="23S ribosomal RNA"
354977..355089
/locus tag="LOCUS 00333"
354977..355089
/locus tag="LOCUS 00333"
/product="5S ribosomal RNA"
- 355287..356807
£ 3 /locus tag="LOCUS 00334"

: /gene="opuCC"
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_ 5246 /gene="L - -
— 5247 gene 3560155:;:.3
E 5248 /locus_té
5249 rRNA 356155..3
: 5250 /locus tg
;) 5251 /products
B 5252 gene 351956. .3 s
. 5253 /locus ta
5254 rRNA 351956..3
- 5255 /locus_tc
é 5256 /products
5257 gene 354977 ...3
| N 5258 /lOCUS___tE 660000
B 5259 rRNA 354977. .-
5260 /10CUS_tE 1540000
@ 5261 /products
ASRY 5262 gene 355287. .1
vg 5263 /locus_tg
. u 5264 /gene="or 1320000
L‘:A :I 1100000
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