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de novor t7-71) — BLASTH®ER|L. (Sohi-fdReHE. #1289,

#HEET A LD UDEERE

cd /home/iu/Desktop/mac_share ()
#EEIAL 7 7 7 1 ) (hoge. fasta) D& 7 .O— |
wget -c http://www.iu.a.u-tokyo.ac.jp/%/Ekadota/20160912/hoge. fasts
#HTE D 7 ﬂw«fi%ﬁﬂﬁiﬁm 200,000{T. - ZH'6,688,895 bytes & "o T LikIZ0K)
wc hoge.fasta
#EHD1 T ERTQRITHTID2O Y —FERL., 1) - FHSelBETH 2 2 & W)
head hoge.fasta
#de novo7 7 U EEITL., EFRFugeT 4 L«'i'? FUICRT
velveth uge 31 -short -fasta hoge.fasta
velvetg uge
ool =2
#ugeT 4 LD FUICEEL T, FEFUERZ T A I (contigs.fa) ' dh s Z & E e v
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MOHGAPEITHER I 7
A JU(result.zip)DHF ™9
s/D_I\\‘o %6@W9_3

File Edit View Search Terminal Help 13 = €) 12:54 1%

fiu@bielinux[iu] cd ~/Desktop/ [11:465 7i ]
iu@bielinux[Desktop] pwd [11:465 7]
/home/iu/Desktop

iu@bielinux[Desktop] 1s [11:465 & ]

Bio-Linux Documentation hoge NG

iu@bielinux[Desktop] wget -cq http://www.iu.a.u- tokyo ac.jp/~kadota/bo
#ok/DRRO54113/result.zip

iu@bielinux[Desktop] 1s [11:475 &1 ]
Bio-Linux Documentation hoge [ result.zip Sample Data
iu@bielinux[Desktop] |} [11:475 & ]




- Dunzip THEE (5E6[EWI-4)
2_2 . result ZI N @ﬁg; o @resut T4 IR (ZFEE)

> File Edit View Search Terminal Help 13 =€) 12:59 1%
| fiu@bielinux[iu] cd ~/Desktop/ [11:465Fi ]
@ iu@bielinux[Desktop] pwd [11:465 7]
/home/iu/Desktop
E iu@bielinux[Desktop] 1s [11:464F &t ]
Bio-Linux Documentation hoge NG
> i lu@bielinux[Desktop] wget -cq http://www.iu.a.u- tokyo ac.jp/~kadota/bo
Q.) ok/DRR054113/result.zip
I iu@bielinux[Desktop] 1s [11: 474‘-"‘]]
‘ Bio-Linux Documentation hoge [ result.zip |
iu@bielinux[Desktop] unzip result.zip [11 47‘F‘1]
YHArchive: result.zip
é creating: result/
inflating: result/corrected.fastq
N inflating: result/smrtpipe.log
EE2) inflating: result/polished assembly.fastq
1 inflating: result/polished assembly.fasta
¥iz@yiu@bielinux[Desktop] cd result [12:584 1 ]
L:EF..‘ iu@bielinux[result] pwd [12:584 % ]
f{ /home/iu/Desktop/result
( ; 31u@b1e11nux[resu1t]| [12:585 %]
P




= D7 T VHERDFASTAT 7 )L
(polished. fasta)ld, 1B 5
W2-3:FASTAT7 AL Shmsrmusianncis

3 File Edit View Search Terminal Help 13 &= €) 13:09 %
r Jiu@bielinux[result] pwd [ 1:0654%]
@ /home/iu/Desktop/result
‘ iu@bielinux[result] 1s [ 1:065%%]
,E corrected. fastq polished assembly.fastq
polished assembly.fasta smrtpipe.log
7 iu@bielinux[result] head polished assembly.fasta [ 1:065%#]

Sill>unitig O0|quiver
e tgttgggctgctgaatgaacatagcgaatttgceccggaaactactttttggcggtggceaa
. tcgcgctgacagatttacgctcaaaggaaaccatgatgatggtagtggcaggattctgca
atatatcgaaggggattacgactacattaaatgcgcgatggggctttaggctattcggcet
gcaattcctaccgtgattagtgacgaccaattaaagcaactttatcatactggcgatttg
é ctttttaatgagcatcgggttgcagatagcctgtatttttacaaggactatccggataaa
aaggtgcggctgattgggcttgattctaatgacggaccggaagtgctagatgacaaaggc
. Jlttaccaaaatatttttgctattaagcacatggggtatcagcaagcccagattgattggct
E5) ggccaacacggcactcacgggggtacctgacgactatgtggtaatggtagttggccatat
2} tccagccgcecggcagtgggcagtgatcagaacaaccagacgcttatcaaccaaattctaaa
— iu@bielinux[result] | [ 1:065%]

HAZBREFREDEH %S 7



" _EE— B5I (FIR) TY—hL. 377
- DIBEBIE P Z11TICT HEZH
2'4 @E ﬁlj :E T; \/_ I\ E|’~]&L'CfastaL:ngthFjiiter.py’éﬂFFJo

~ File Edit View Search Terminal Help @Wheref‘/ﬁxd)ﬁﬁéﬁ?\o HFGIEIW‘IZ
Jiu@bielinux[result] pwd OO 22 |
@ /home/iu/Desktop/result
iu@bielinux[result] 1s [ 1:069 %]
E corrected. fastq polished assembly.fastq
Mpolished assembly.fasta smrtpipe.log
iu@bielinux[result] head polished assembly.fasta [ 1:065%#]
ﬁ >unitig O|quiver
s tgttgggctgctgaatgaacatagcgaatttgcccggaaactactttttggeggtggcaa
. tcgcgctgacagatttacgctcaaaggaaaccatgatgatggtagtggcaggattctgca
atatatcgaaggggattacgactacattaaatgcgcgatggggctttaggctattcggct
S gcaattcctaccgtgattagtgacgaccaattaaagcaactttatcatactggcgatttg
é ctttttaatgagcatcgggttgcagatagcctgtatttttacaaggactatccggataaa
aaggtgcggctgattgggcttgattctaatgacggaccggaagtgctagatgacaaaggc
Wl ttaccaaaatatttttgctattaagcacatggggtatcagcaagcccagattgattggct
E5 ggccaacacggcactcacgggggtacctgacgactatgtggtaatggtagttggccatat
E tccagccgcecggcagtgggcagtgatcagaacaaccagacgcttatcaaccaaattctaaa
Wiz iua@bielinux[result] where fastalLengthFilter.py [ 1:065 %]
%5‘ Al /home/iu/bin/fastalengthFilter.py
, \_ﬁ /home/iu/bin/fastalLengthFilter.py
vy iugbielinux[result] | [ 1:125%]
e

HAZBREFREDEH %S



Mpolished assembly fastazZx A77&EL T, IR E LI E DERFI%
HHLUI=FERZE L H hgap fall\ 3T 7MILB TRET S
fastalLengthFilter.pyZ#3E1T, AV FILIZ4ATA4T D
FASTAZ7AILIED T, QweEITHERENBBIZHELDIFTE H

) File Edit View Search Terminal Help

iu@bielinux[result] pwd [ 1128 & ]
i /home/iu/Desktop/result
iu@bielinux[result] 1s [ 1:285 %]

corrected. fastq polished assembly.fastq
polished assembly.fasta smrtpipe.log
iu@bielinux[result] fastalLengthFilter.py polished assembly.fasta 0 > L

H hgap.fa

iu@bielinux[result] 1s [ 1:2854 %]

corrected.fastq polished assembly.fasta smrtpipe.log

LH hgap.fa polished assembly.fastq

1u@bielinux[result] wc LH hgap.fa [ 1:285 %]
8 2433662 LH hgap.fa

1u@b‘.ux[resu1t] | [ 1:2854#]




W2-6: 774 )L E|

v

File Edit View Search Terminal Help

(Dheadé&tailav U REAAEHE T,
multi-FASTAZ 74 JLH\iosingle-FASTA
274 ILIZHE], F7[EIW10-3&£10-4

1 = €) 14:06 %

PO YIBA:

el

N

[ G

iu@bielinux[result] pwd [ 2:0654%%]
/home/iu/Desktop/result

iu@bielinux[result] 1s [ 2:065% ]
corrected.fastq polished assembly.fasta smrtpipe.log

LH hgap.fa polished assembly.fastq

iu@bielinux[result] head -n 2 LH hgap.fa [ tail -n 2 > sequencel.fa
iu@bielinux[result] head -n 4 LH hgap.fa | tail -n 2 > sequence2.fa
iu@bielinux[result] head -n 6 LH hgap.fa | tail -n 2 > sequence3.fa
iu@bielinux[result] head -n 8 LH hgap.fa | tail -n 2 > sequence4.fa
iu@bielinux[result] 1ls -1 *.fa [ 2:064%]
-rw-rw-r-- 1 iu iu 2433662 88 29 13:28 LH hgap.fa

-rw-rw-r-- 1 iu iu 2289509 88 29 14:06 sequencel.fa

-rw-rw-r-- 1 iu iu 86904 8H 29 14:06 sequence2.fa

-rw-rw-r-- 1 iu iu 45865 88 29 14:06 sequence3.fa

-rw-rw-r-- 1 iu iu 11384 88 29 14:06 sequenced.fa
iu@bielinux[result] | [ 2:065% ]

HAZBREFREDEH %S
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W3-1: T )LAOYY TR

FEIEWI10-3oW10-4L (X EAY . D
sequence[0-9] fafERLD =D XH1) T
FMefE—RIIZEERLTULNVD, CD KSR

Y- ile Eit iew Search Terminal Help RO URIZT AZET. HEILIE
'@' i e e T e BRBRITHD, STILRIYTEE, E

e iugbielinux[result] s 03J:5'5§Eﬁ'§?%)zﬁ\fém'§'(mbf:7ﬁ\
,E corrected.fastq polished assembly.fasta smrtpip 2= ODKIIZERLTNNDDTY)

MLH hgap.fa polished assembly.fastq

> iu@bielinux[result] head -n 2 LH hgap.fa [ tail -n 2 > sequencel.fa

e iu@bielinux[result] head -n 4 LH hgap.fa | tail -n 2 > sequence2.fa

el iu@bielinux[result] head -n 6 LH hgap.fa | tail -n 2 > sequence3.fa

. iu@bielinux[result] head -n 8 LH hgap.fa | tail -n 2 > sequence4.fa

iu@bielinux[result] 1ls -1 *.fa [ 2:065%]
=S -rw-rw-r-- 1 iu iu 2433662 8H 29 13:28 LH hgap.fa
é -rw-rw-r-- 1 iu iu 2289509 8H 29 14:06 sequencel.fa
-rw-rw-r-- 1 iu iu 86904 88 29 14:06 sequence2.fa

| \l-rw-rw-r-- 1 iu iu 45865 8H 29 14:06 sequence3.fa

B M-rw-rw-r-- 1 iu iu 11384 88 29 14:06 sequence4.fa

ey iu@bielinux[result] | [ 2:065% ]
i\
[
13

e

HAZBREFREDEH %S
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" A
W3-3: BRI =5 5

v

File Edit View Search Terminal Help
iu@bielinux[result] pwd
/home/iu/Desktop/result
iu@bielinux[result] 1s
corrected.fastq polished assembly.fasta

4. DD L2 TETE, BAIL. H
HIT7A4 L Hsingle-FASTARZ R F=H 5

13 = <€) 14:.06 %

[ 2:065 %]
[ 2:06%# ]

smrtpiw

E LH hgap.fa polished assembly.fastq
: iu@bielinux[result] head -n 2 LH hgap.fa [ tail -n 2 > sequencel.fa
i'FT)iu@bielinux[result] head -n 4 LH hgap.fa | tail -n 2 > sequence2.fa
e 1u@bielinux[result] head -n 6 LH hgap.fa | tail -n 2 > sequence3.fa
. iu@bielinux[result] head -n 8 LH hgap.fa | tail -n 2 > sequence4.fa
iu@bielinux[result] 1ls -1 *.fa [ 2:065%]
ol -rw-rw-r-- 1 iu iu 2433662 88 29 13:28 LH hgap.fa
é -rw-rw-r-- 1 iu iu 2289509 88 29 14:06 sequencel.fa
-rw-rw-r-- 1 iu iu 86904 8H 29 14:06 sequence2.fa
. \l-rw-rw-r-- 1 iu iu 45865 8H 29 14:06 sequence3.fa
M -rw-rw-r-- 1 iu iu 11384 88 29 14:06 sequence4.fa
I iu@bielinux[result] | [ 2:065% ]
il Y
[
T
e

HAZBREFREDEH %S

13



" A ?Zbo’ﬂ\é;?li@t@@%ﬂﬁ:‘o@%
. |E + AEZTHDIL—TZELT, ZD2EDIE
W3'3 . Ejz mﬁ%%ﬁaé ELTQERIBTEAEAH5EEET S

File Edit View Search Terminal Help 13 &= €) 14:06 %
iu@bielinux[result] pwd [ 2:0654%%]
/home/iu/Desktop/result
iu@bielinux[result] 1s [ 2:065% ]
corrected.fastq polished mbly.fasta smrtpipe.log
LH hgap.fa polished ly.fastq '
iu@bielinux[result] head -n 2 LH hgap.fa [ tail -n
iu@bielinux[result] head -n 4 LH hgap.fa | tail -n

6 |

|

> sequencel.fa
> sequence2.fa
iu@bielinux[result] head -n 6 LH hgap.fa | tail -n 2 > sequence3.fa
iu@bielinux[result] head -n 8 LH hgap.fa | tail -n 2 > sequence4.fa
iu@bielinux[result] 1ls -1 *.fa [ 2:064%]
-rw-rw-r-- 1 iu iu 2433662 88 29 13:28 LH hgap.fa

-rw-rw-r-- 1 iu iu 2289509 88 29 14:06 sequencel.fa

-rw-rw-r-- 1 iu iu 86904 8H 29 14:06 sequence2.fa

-rw-rw-r-- 1 iu iu 45865 88 29 14:06 sequence3.fa

-rw-rw-r-- 1 iu iu 11384 88 29 14:06 sequenced.fa
iu@bielinux[result] | [ 2:065% ]

NN NN

PPDD OEBE

el

N

[ G

HAZBREFREDEH %S 14



Jiu@bielinux[result] pwd
/home/iu/Desktop/result

k/JSLAB8 1.sh

iu@bielinux[result] 1s

corrected.fastq polished assembly.fasta
#ISLAB8 1.sh polished assembly.fastq
LH hgap.fa sequencel.fa
iu@bielinux[result] more JSLAB8 1.sh

DI ARDYT D EERRFZ T 74 JLISLABS 1.sh
%z . @wgetL . @more ThE:R

iu@bielinux[result] wget -cq http://www.iu.a.u-tokyo.ac.jp/~kadota/boo

13 = €) 1024 %

[10:234 &1 ]

[10:234§i ]
sequence2.fa smrtpipe.log
sequence3. fa
sequence4.fa

[10:234 &1 ]

#!/bin/sh
for i in 'seq 1 4°

done

echo "head -n $i*2 LH hgap.fa | tail -n 2 > testsi.fa"‘

iugbielinux[result]

[10:234 &1 ]

HAZBREFREDEH %S

15




File Edit View Search Terminal Help
iu@bielinux[result] pwd
/home/iu/Desktop/result
iu@bielinux[result] wget -cq http://www.
k/JSLAB8 1.sh

iu@bielinux[result] 1s

corrected.fastq polished assembly.fasta
JSLAB8 1.sh polished assembly.fastq
LH hgap.fa sequencel.fa
iu@bielinux[rgsult] more JSLAB8 1.sh

v

DIISQLFETDIZNADIL—TEEL., ikl S

EHTRYED . ASITESTHRDA, TR EL

Toi i kEWDEIRBETHEIEM —EREFHLET D

13 = €4) 10:24 %

[10:234 &1 ]

iu.a.u-tokyo.ac. jp/~kadota/boo

[10:2355i ]

sequence2.fa smrtpipe.log

#1/bin/sh
for 1 in 'seq 1 4°

dq ,1‘!!.
e "head -n"3I*2 LH hgap.fa | tail -

done

iugbielinux[result]

PPDD OEBE

w
q[:
I.‘

N

’[_z'._)
s

sequence3. fa
sequence4.fa
[10:234&i ]
n 2> test$i.fa"
[10:234&i ]

HAZBREFREDEH %S
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Jiu@bielinux[result] pwd
/home/iu/Desktop/result

k/JSLAB8 1.sh

iu@bielinux[result] 1s

corrected.fastq polished assembly.fasta
#ISLAB8 1.sh polished assembly.fastq
LH hgap.fa sequencel.fa
iu@bielinux[result] more JSLAB8 1.sh

iu@bielinux[result] wget -cq http://www.iu.a.u-tokyo.ac.jp/~kadota/boo

ZHIE. SiELTRYHKS, DFYSZEEMT S
o EE2EVVSEDED TIFAL, BRRTYT

13 = €) 1024 %

[10:234 &1 ]

[10:235&i ]
sequence2.fa smrtpipe.log
sequence3. fa

sequence4.fa

[10:234 &1 ]

#!/bin/sh
L in 'seq 1 4°

echo "head -n $i*2 LH hgap.fa | tail -n 2 > test$i.fa"

done
iu@bielinux[res

<

[10:234 &1 ]

HAZBREFREDEH %S
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Mlecho “--" JTTE2TWLVET A, ThlLLinuxa<RFdD
echoTHY. “"HREDERICEITLI=LVATU R E ALK
CICE> TS EETHIZHER T A5-HIZDIFTWVET

File Edit View Search Terminal Help 13 = ) 10:24 %
iu@bielinux[result] pwd [10:234 i ]
/home/iu/Desktop/result

iu@bielinux[result] wget -cq http://www.iu.a.u-tokyo.ac.jp/~kadota/boo
k/JSLAB8 1.sh

iu@bielinux[result] 1s [10:235 i ]
corrected.fastq polished assembly.fasta sequence2.fa smrtpipe.log
JSLAB8 1.sh polished assembly.fastq sequence3.fa

LH hgap.fa sequencel.fa sequence4.fa
iu@bielinux[result] more JSLAB8 1.sh [10:234 i ]
#!/bin/sh

for i in 'seq 1 4°

v

echo "head -n $i*2 LH hgap.fa | tail -n 2 > test$i.fa"

' . [10:234 & ]

] Bl F

w
q[:
I.‘

N

’[_z'._)
s

HAZBREFREDEH %S 18



J 000 Dsha7 R TISLABB_1.sh&E1T, @
=] echof@’)tq:'ﬁ'(—ﬂ‘ﬁ%?'%) Ir T #%

S BAMERENTINBEN DD

W3-6: echo THE

t; B = a0 1111 3%
r Jiu@bielinux[result] pwd [10:234 i ]
@ /home/iu/Desktop/result
: iu@bielinux[result] wget -cq http://www.iu.a.u-tokyo.ac.jp/~kadota/boo
E k/JSLAB8 1.sh
iu@bielinux[result] 1s [10:235 i ]
, corrected.fastq polished assembly.fasta sequence2.fa smrtpipe.log
?) JSLAB8 1.sh polished assembly.fastq sequence3.fa
e LH hgap.fa sequencel.fa sequence4.fa
. iu@bielinux[result] more JSLAB8 1.sh [10:234 i ]
#!/bin/sh

for 1 in seq 1 4
5k
: echo "head -n $i*2 LH hgap.fa | tail -n 2 > test$i.fa"

done
=@ iu@bielinux[result] sh JSLAB8 1.sh [10:234 &1 ]
B head -n 1*2 LH hgap.fa | tail -n 2 > testl.fa
»Z;S head -n 2*2 LH hgap.fa | tail -n 2 > test2.fa
head -n 3*2 LH hgap.fa | tail -n 2 > test3.fa
‘ head -n 4*2 LH hgap.fa | tail -n 2 > test4.fa
[ ; 31u@b1e11nux[resu1t]| [10:575 &1 ]

HAZBREFREDEH %S 19



"
W3-7 :headZp 4

do
done

head -n

JSLAB8 1.sh

iu@bielinux

for i in 'seq 1 4°

[result] sh

1*2
2%2
J*2
4*2

LH hgap.fa
LH hgap.fa
LH hgap.fa

LH hgap.fa

iu@bieL‘Jesult] 1

) File Edit View Search Terminal Help
Jiu@bielinux[result] pwd

| /home/iu/Desktop/result
iu@bielinux[result] wget -cq http://www.iu.a.u-tokyo.ac.jp/~kadota/boo
k/JSLAB8 1.sh
Miu@bielinux[result] 1s
corrected.fastq polished assembly.fasta sequence2.fa smrtpipe.log
polished assembly.fastq sequence3.fa

JSLAB8 1.sh
| tail -n 2
| tail ~n 2
| tail -n 2
| tail -n 2

LH hgap.fa sequencel.fa
iu@bielinux[result] more JSLAB8 1.sh
#!/bin/sh

echo "head -n $i*2 LH hgap.fa | tail -n 2 > test$i.fa"

vV VVYV

ERICEREFTEZTLTIS—ITEEBLTHRLN
— i EiBH, headdY U RER D DD TIE A DYAT
EVVSEUEZIETE T HECAIEN, 1x2&M4x2L 10N
SHNTED*sMEENTILNS, COKSLHIEEE

[EFA(F2EWNSEEIT—ITEBLTEET D)

[10:23% &1 ]
sequence4.fa
[10:234 &I ]
[10:234 &1 ]
testl.fa
test2.fa
test3.fa
test4.fa
[10:574 &( ]

HAZBREFREDEH %S
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n | OYQEREBISERTLTAHTEL, A TREBLHARE
W3-7: head ﬁB J\ | TIS—AHET, IS—AHANESITT BT,
, -/ :NeadapP BN LS4 2DIERTHI8ELEZ ZNENHYET

File Edit View Search Terminal Help 13 B €4) 11:38 %

[10:235 /1 ]
smripipe. log

l Jiu@bielinux[result] 1s
@ corrected.fastq polished assembly.fasta sequence2.fa
: JSLAB8 1.sh polished assembly.fastq sequence3.fa
,E LH hgap.fa sequencel.fa sequence4. fa
Miu@bielinux[result] more JSLAB8 1.sh
#!/bin/sh
ﬁ for i in "seq 1 4°
00
. echo "head -n $i*2 LH hgap.fa | tail -n 2 > test$i.fa"
done
s giu@bielinux[result] sh JSLAB8 1.sh
é head -n 1*2 LH hgap.fa | tail -n 2 > testl.fa
head -n 2*¥2 LH hgap.fa | tail -n 2 > test2.fa
jhead -n 3*2 LH hgap.fa | tail -n 2 > test3.fa
= Mhead -n 4%2 LH hgap.fa | tail -n 2 > test4.fa
E iu@bielinux[result]

¥z iua@bielinux[result] head -n 4*2 LH hgap.fa
4%25 @zsh: no matches found: 4*2
el iucbielinux[result] head -n 4*2 LH hgap.fa | tail -n 2
ey 7sh: no matches found: 4%*2

@) iu@bielinux[result] head -n 8 LH hgap.fa | tail -n 2

[10:234 &l ]

[10:235Fi ]

[10:574 &1 ]
[11:294 &l ]

[11:314&i]
[11:314 8 ]

HAZBREFREDEH %S
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Jiu@bielinux[result] pwd
/home/iu/Desktop/result

k/JSLAB8 2.sh

iu@bielinux[result] 1s

corrected.fastq LH hgap.fa

#ISLAB8 1.sh polished assembly.fasta
JSLAB8 2.sh polished assembly.fastq
iu@bielinux[result] more JSLAB8 2.sh

DLz ARD)TEDFEER T 74 ILISLABS 2.sh
% . @wgetL . @more THEER

iu@bielinux[result] wget -cq http://www.iu.a.u-tokyo.ac.jp/~kadota/boo

1 = ) 11:53 1%

[11:534 &1 ]

[11:534 &1 ]

sequencel.fa sequence4.fa

#!/bin/sh
for i in 'seq 1 4°

j="expr $i \* 2’

echo "head -n $j LH hgap.fa | tail -n 2 > test$i.fa"

done
iu@bielinux[result]

sequence2.fa smripipe.log
sequence3. fa
[11:534&i ]
[11:534&i ]

HAZBREFREDEH %S
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= JSLAB8 1.sh&MEWLME, FTFREIHDFHH,jEL
W3-8 % Eﬂ& SRDEHZRANTIHR2ERBLIVEFEN, &
0. X I/ TIVADVTEDEEIZHSIE CDRIITBEYFET

File Edit View Search Terminal Help 13 &= €) 11:53 %
iu@bielinux[result] pwd [11:534 7]
/home/iu/Desktop/result
iu@bielinux[result] wget -cq http://www.iu.a.u-tokyo.ac.jp/~kadota/boo
k/JSLAB8 2.sh
iu@bielinux[result] 1s [11:535 7]
corrected.fastq LH hgap.fa sequencel.fa sequence4.fa
JSLAB8 1.sh polished assembly.fasta sequence2.fa smrtpipe.log
JSLAB8 2.sh polished assembly.fastq sequence3.fa
iu@bielinux[result] more JSLAB8 2.sh [11:534 7]
#!/bin/sh
for i in 'seq 1 4°
do

j="expr $i \* 2’

echo "head -n $J LH hgap.fa | tail -n 2 > test$i.fa"
done o
iu@bielinux[result] [11:534 i ]

v

PPDD OEBE

w
q[:
I.‘

)

N

[ G

HAZBREFREDEH %S
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| OS2 nH ST WA T A, [HATHED, &
W3 8 ] %Eﬂ/ LN\DTAILEA—FD* | ETHITED* I DERZR AT S

~0O . X /17 MENHYET . REDERELTRLVELMEEIZ. @

9 File Edit View Search Terminal Help ¥ ANTESEFEANR I\YIRSIYATHERZATT

Jiu@bielinux[result] pwd [IITO35 87 ]

| /home/iu/Desktop/result

iu@bielinux[result] wget -cq http://www.iu.a.u-tokyo.ac.jp/~kadota/boo
k/JSLAB8 2.sh

Miu@bielinux[result] 1s [11:53%&i ]
corrected.fastq LH hgap.fa sequencel.fa sequence4.fa
JSLAB8 1.sh polished assembly.fasta sequence2.fa smrtpipe.log
JSLAB8 2.sh polished assembly.fastq sequence3.fa
iu@bielinux[result] more JSLAB8 2.sh [11:534 7]
#!/bin/sh

for i in “se 4’
do
j="expr $i \* 2’
echo "hea‘ﬁ LH hgap.fa | tail -n 2 > test$i.fa"
done

iu@bielinux[result] [11:534gi ]

HAZBREFREDEH %S 24



File Edit View Search Terminal Help

Jiu@bielinux[result] pwd
/home/iu/Desktop/result

k/JSLAB8 2.sh

iu@bielinux[result] 1s

corrected.fastq LH hgap.fa sequencel.fa
JSLAB8 1.sh polished assembly.fasta sequence2.fa
JSLAB8 2.sh polished assembly.fastq sequence3.fa
iu@bielinux[result] more JSLAB8 2.sh

#!/bin/sh

far i in 'seq 1 4°

v

PED @D O 8l

j="expr $i \* 2’
"head -n $j LH hgap.fa | tail -n 2 > test$i.fa"

do
iu@bielinux[result]

)

¥y

.
N ! ) ‘!
C—
L

= 0 1153 &%

iu@bielinux[result] wget -cq http://www.iu.a.u-tokyo.ac.jp/~kadota/boo

IEDfHE, DOQDEZAHIZA
R—XAZANTIZWNTFEEA

[11:534 &1 ]

[11:534&i ]
sequence4.fa
smritpipe.log

[11:534 &1 ]

[11:534 &1 ]

HAZBREFREDEH %S
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REO#HE, DDETAIZ[FANR
—REANGNENTERA

File Edit View Search Terminal Help 13 = 4) 11:53 3%
Jiu@bielinux[result] pwd [11:5345Fi ]
/home/iu/Desktop/result

iu@bielinux[result] wget -cq http://www.iu.a.u-tokyo.ac.jp/~kadota/boo
k/JSLAB8 2.sh

iu@bielinux[result] 1s [11:535&i ]
corrected.fastq LH hgap.fa sequencel.fa sequence4.fa
JSLAB8 1.sh polished assembly.fasta sequence2.fa smrtpipe.log
JSLAB8 2.sh polished assembly.fastq sequence3.fa
iu@bielinux[result] more JSLAB8 2.sh [11:534 7]
#!/bin/sh

for i in__seq )
o e
j="expr $i \* 2’
echo "hg‘ $j LH hgap.fa | tail -n 2 > test$i.fa"
done

iu@bielinux[result] [11:534gi ]

v

PED @D O 8l

Vi

6N

¥y

[ G

HAZBREFREDEH %S
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DDEE(X. @Shiftx—E L
N5, QoD XF—4HdEHFET

File Edit View Search Terminal Help 3 F = ) 11:53 %
Jiu@bielinux[result] pwd [11:534 & ]
~§/home/iu/Desktop/result
= iu@bielinux[result] wget -cq http://www.iu.a.u-tokyo.ac.jp/~kadota/boo
M k/JSLAB8 2.sh

iu@bielinux[result] 1s [11:534&( ]
corrected.fastq LH hgap.fa sequencel.fa sequence4.fa
JSLAB8 1.sh polished assembly.f :
JSLAB8 2.sh polished assembly.f
iu@bielinux[result] more JSLAB8 2.sh
#!/bin/sh

ford in "seq 1 &
P g
‘ j="expr $i \* 2° >
echo "head -n $j LH hgap.fa | tail
) @ done
iu@bielinux|[result]

HAZBREFREDEH %S



" WenSIN Ao dSEABa 2 shz X,

\W3-9O- eChO—C“ﬁEEﬁ EREYICH-TWNBIENHMS

File Edit View Search Terminal Help 13 = ) 13:56 1%
Jiu@bielinux[result] pwd [ 1:545 %]
/home/iu/Desktop/result

iu@bielinux[result] 1s [ 1:565%%]
corrected.fastq LH hgap.fa sequencel.fa sequence4.fa
JSLAB8 1.sh polished assembly.fasta sequence2.fa smrtpipe.log
JSLAB8 2.sh polished assembly.fastq sequence3.fa
iu@bielinux[result] sh JSLAB8 2.sh [ 1:565%]
head -n 2 LH hgap.fa | tail -n 2 > testl.fa

head -n 4 LH hgap.fa | tail -n 2 > test2.fa

head -n 6 LH hgap.fa | tail -n 2 > test3.fa

head -n 8 LH hgap.fa | tail -n 2 > test4.fa

iu@big‘[result] 1 [ 1:564 ]

PDDD YAl -

el

N

[ G

HAZBREFREDEH %S 28



QLTI RIYTRDFEBR2T7AIL

JSLABS8 3.shZx. @wgetlL . @more THEER

1 = ) 1411 %
iu@bielinux[result] pwd [ 2:1054 %]
/home/iu/Desktop/result
iu@bielinux[result] wget -cq http://www.iu.a.u-tokyo.ac.jp/~kadota/boo
k/JSLAB8 3.sh
iu@bielinux[result] 1s [ 2:104 %]
corrected.fastq LH hgap.fa sequence2.fa
o BISLAB8 1.sh polished assembly.fasta sequence3.fa

o JSLAB8 2.sh polished assembly.fastq sequence4.fa

JSLAB8 3.sh sequencel.fa smrtpipe. log
iu@bielinux[result] more JSLAB8 3.sh [ 2:104 %]
#!/bin/sh
for i in "seq 1 4°

j="expr $i \* 2° ‘
#echo "head -n $j LH hgap.fa | tail -n 2 > test$i.fa"
head -n $j LH hgap.fa | tail -n 2 > test$i.fa
Wdone

—aliugbielinux[result] | [ 2:104%]

HAZBREFREDEH %S
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W3-10: HER2

) File Edit View Search Terminal Help

iu@bielinux[result] pwd
/home/iu/Desktop/result

JSLAB8 2.sh&EMEWLME. DEQDITDERS » DD echofTEE
[CH#ZE AN TAAVERT IR (FEITEINGENESIT) LTS, H
232D ERILEN., T5—HEB@MN R f-EE DX
R EDBMTHEDIT=EFERLTHLZ LT LLPSE, D
FODF TR ERLCED, CTAERRICEITINDEH

k/JSLAB8 3.sh

#!/bin/sh

for 1 in 'seq 1 4°
do

' j="expr $i \* 2

iu@bielinux[result] wget -cq http://www.iu.a.u-tokyo.ac.jp/~kadota/boo

Miu@bielinux[result] 1s [ 2:104 %]
corrected.fastq LH hgap.fa sequence2.fa
JSLAB8 1.sh polished assembly.fasta sequence3.fa
JSLAB8 2.sh polished assembly.fastq sequence4.fa
JSLAB8 3.sh sequencel.fa smritpipe.log
iu@bielinux[result] more JSLAB8 3.sh [ 2:104%]

flone
1u@bielinux[resu1t] 1

#echo "head -n $j LH hgap.fa | tail -n 2 > test$i.fa"
head -n"$j LH hgap.fa | tail -n 2 > test$i.fa

[ 2:10 %]

30




v

e e ] Bk 1] E

el

N

[ G

File Edit View Search Terminal Help

iu@bielinux[result] pwd
/home/iu/Desktop/result
iu@bielinux[result] 1s

corrected.fastq LH hgap.fa

JSLAB8 1.sh polished assembly.fasta
JSLAB8 2.sh polished assembly.fastq
JSLAB8 3.sh sequencel. fa
iu@bielinux[result] sh JSLAB8 3.sh
iu@bielinux[result] 1s

corrected.fastq LH hgap.fa

JSLAB8 1.sh polished assembly.fasta
JSLAB8 2.sh polished assembly.fastq
JSLAB8 3.sh sequencel. fa
iu@bielinux[result] |

13 B ) 1444 %

sequence2.fa
sequence3. fa
sequence4.fa
smripipe.log

sequence2.fa
sequence3. fa
sequence4. fa
smrtpipe.log

[ 2:435 %]
[ 2:445 %]

testl.fa
test2.fa
test3.fa
test4.fa

[ 2:44

;447 % ]
4418 |

%]

Dlsh JSLAB8_3.sh |Z#ZE1T, echoZaA 7KL T
WAD T, ER@YRIERRSINEGL, =, Q4 A—
CBYDEANT7A)Ltest[0-9] fahMfERL SN TLVD

HAZBREFREDEH %S
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Jiu@bielinux[result] pwd
/home/iu/Desktop/result

Dlls -1 CHMIBERERT. T7MIL A XDE R H
5%, sequence[0-9] fattest[0-9] fal&E&<EIL, Q=
D=Hdiff AT F THHERR, AIHR RSN TLVELD
THEHRE—THHIEFTHERELI=CEITHS, @EST
DEILEE ZEVDHLEAMN/ININVERTEINFT

iu@bielinux[result] 1s -1 sequence* test* [ 3:245 %]
-rw-rw-r-- 1 iu iu 2289509 8H 29 14:06 sequencel.fa

-rw-rw-r-- 1 iu iu 88 29 14:06 sequence2.fa

-rw-rw-r-- 1 iu iu 88 29 14:06 sequence3.fa

-rw-rw-r-- 1 iu iu 88 29 14:06 sequenced.fa

-rw-rw-r-- iu iu 2289509 88 30 14:44 testl.fa

-rw-rw-r-- iu iu 8H 30 14:44 test2.fa

-rw-rw-r-- 1 iu 1iu 8H 30 14:44 test3.fa

-rw-rw-r-- 1 iu 1iu 88 30 14:44 test4.fa

iu@bielinux[result] diff sequencel.fa testl.fa [ 3:24 %]
iu@bielinux[result] diff sequence2.fa test2.fa [ 3:245 %]
iu@bielinux[result] diff sequence3.fa test3.fa [ 3:2454 %]
iu@bielinux[result] diff sequence4.fa test4.fa [ 3:245 %]
iu@bielinux[result] diff sequence4d.fa sequence3.fa| [ 3:245 %]

32



Fexpr )L BB ETT T RIEHLMYETH

W3 13 _ % E ﬂ;ﬁg . JSLABB8 3.shINTfEHN T DexpridElL oL
= : X /17 WTY, FTFHRDESITELELLBLLY, DFiE
=) File Edit View Search Terminal Help Hﬁd)dSLAB8_4.sh’é®wgetL, @moreo fﬁ[i—’é‘ﬂ]ﬁ

/home/iu/Desktop/result

g k/JSLAB8 4.sh
iu@bielinux[result] more JSLAB8 4.sh

for i in "seq 1 4°

j=$((i \* 2))

#echo "head -n $j LH hgap.fa | tail -n 2 > test$i.fa"
head -n $j LH hgap.fa | tail -n 2 > test$i.fa

done

iu@bielinux[result] |

[ 37977 &®|]

iu@bielinux[result] wget -cq http://www.iu.a.u-tokyo.ac.jp/~kadota/boo

[ 3:5854%# ]

¢

[ 3:5854%# ]

HAZBREFREDEH %S
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" DFASTO R TEIE, D&Y vT

WA4-1:DFAST

r — = ﬁ-‘

e e @ https://dfast.nig.ac.jp O~ @ C || @ DFAST & DAGA it 5.7 853

DFAST and DAGA are integrated genome annotation tools 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 DODBJ/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.

'_—> DDBJ Fast Annotation an
Drast Submission Tool

Upload your Genome, Annotate, and Submit to DDB..

You can see the Example of the annotation from here.

nxzmEsaoatse lanizawa et al., Biosci Microbiota Food Health, 35: in press 34



" DDECAHT, BRBARLVEWLT, 7/F—3Y

W4_ 1 . D FAST L7=0\multi—-FASTAD 7 A JL(LH _hgap.fa)Z 8 %€

@ DFAST: DDBJ Fast ... x | 1 7 593

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 (MS3) at DDB.J.

Query File (Fasta Job Title
format)

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. v

HAZBREFREDEH %S
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| /home/iu/Desktop/result
iu@bielinux[result] 1s

Q7 /T—3> L= \multi-FASTAZ 71 JL

(LH hgapfa)Zz B IAIA(CaE—, QEF T+

IVFRADKRIFEFENENZA, HIEFR

LH hgapfalMR A TULIWIE KLY, (FADWindowsEz
IR TIK) RRAFOS LD#EXF /SR ELTRD ESAIC
LH_hgapfah R Z AN T, INE7yJO—KLET

corrected.fastq LH hgap.fa

MISLAB8 1.sh polished assembly.fasta
JSLAB8 2.sh polished assembly.fastq
JSLAB8 3.sh sequencel. fa

JSLAB8 4.sh sequence2.fa

iu@bielinux[result] cp LH hgap.fa ../mac share

iu@bielinux[result] 1s -1 ../mac share

sequence3.fa test3.fa
sequenced4.fa test4d.fa
smrtpipe.log

total 2377
-rwXrwxrwx 1 iu iu 2433662 8H 30 21:22

iu@bielinux[result] |

HAZBREFREDEH %S

testl.fa
test2.fa
[ 9:2154 ]
l [ 9:224 %]
[ 9:225 %]
r [ESSEEE )
QQ I C:¥Users¥kadota¥Desktop¥share‘?" shareig= pl
gfg v 5’{?5')::@[] -~ ;:gﬁ’ v » A2 Ej_._x] f@l
&l H4Z SHEE §
4| LH_hgap.fa 2,377 KB 2016/08/30 21:22 H
1 I N
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OsEARE, QIZBELT. QEMD
T7AIU(LH hgapfa)xEE L T, @RE<

W4-3: 7 v JA—KREETT

-

@ https: o-@ac

dfast.nig.ac.jp/analysis,/annotation

DFAST is an annotation platform for bacterial genomes. Its core annotation

: DDB] Fast ...

= | B i) |

5 s O
UL a8 2o

process is based on PROKKA and curated reference da{ & 7wIJO—-FT377ILDER |-i&|‘
organisms. It also generates DDBJ-compliant submissio _— — ‘
Submission System (MSS) at DDB. ([ cvusersekadotaseskroptchare -| 4 || sterea= 2
ZE Y FLLIALY— =v [0 @
Query File (Fasta Job Title v BEICAD *  &m E3EE b H1X
format) $ ¥9>0-K 4] LH_hgap.fa (N 2016/08/30 21:22 FA J7 4 2,377 KB
l FAO by T |=
| BIERR ISR
Mail Address & OneDrive
= 13U
T RFaxyh
B EOFv
Specify metadata and parameters. B ot =
These data other than minimum contig length can be altg
T74ILE(N): LH_hgap.fa = (L (*.* <
Databases for genera other than Lactobacillus and Pedig g &) —H w (2 I
supported. < (0) | ‘ Fv AL }
EK%LE&E E’I}.\o)‘ ﬁ%8@ 37



o
W4-3: 7 v JA—KREETT

-

i

e e & https://dfast.nig.ac.jp/analysis/annotation/ £O -~ @ ¢ || & DFAST: DDBJ Fast ...

DTaTZA k)L (hogegeee) T
F—IZDIFT. QetEHL KT
HA—)LTHHLELTNSD

TABALT,. OR— TERZFBED

== ey

d
| L Iad  Loed

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 Job Title

format)
hogegeee

Mail Address

kadota@iu.a.u-tokyo.ac jp x

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

| actob vl S nnkown

g

38




4-3- 7y O—KEEH
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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
Lactob|v| sp. unkown
ex) plantarum, delbrueckii subsp.
bulgaricus
Locus Tag Prefix Minimum,Contig Length
LOCUS 200

DWANBFTLIUIEETEDNEYH
29 CZIFEMRLT,. @QRun, QIEETE
E(T 74 JLEE200 bp) LL T D 45 LVERFI
ZPR<t=8, TENLNDFRDE-TEH
EDA T avTT/T—a iERICE
BHBEZBH LT BTEETHLE
HLAJRETH B8 . MEED EE TOK

¥ Show Perform Genome Assessment (optional)

Run ‘

\
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(& DFAST - Job Result i 3¢ 83

e 2 https://dfast.nig.ac.jp/analysis/annotation /f341d803-00 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 | Thiz procedure cannot be undone

Title :
hogegeee [2016-08-31 15:18:55.989408] Job submitted.
JoblD : [2816-83-31 15:18:55.932953] Job started.
1341d803-072b-48db-a363-
1dedc3abibas
Status ;
RUNNING

pdate Status

Result Features DDBJ Submission Log
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2016/08/31 (K) 15:22

DFAST Report <dfast@nig.ac.jp>
[DFAST] Your requested job completed.

F5%  kadota®ivau-tokyoac jp

Your reguested job has completed.

Job Title : hogegeee

Job ID : 1341d803-072b-48db-a363-1dedc3ab86a5
Submitted at :2016-08-31 15:18:55.909400.

Fleaze visit the link below to check the result.

https://dfast.nig.ac.jp/analysis/annotation/f341d803-072b-48db-a363-1dedc3a686a5

DFAST <dfast@nig.ac.)p=

BAILEE

o

=1E\0)Eﬁ%8@

“NE
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2 https://dfast.nig.ac.jp/analysis/annotation /f341d803-00 0 ~ ¢

(& DFAST - Job Result i 3¢ 83

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 :
hogegeee [2916-08-31 15:18:55.989408] Job submitted.

JoblD : [2816-08-31 15:18:55.932958] Job started. ’
341d803-072b-48db-3363- [2816-85-31 15:21:52.789978] Job completed.
1dedc3abigas

Status :

COMPLETE
Result Features CDBJ Submission Log
Genome Statistics & Download Files
Genbank Flat
Total Length (bp) 2,433,614 File :
annotation.gbk v
Mo. of Sequences 4 GEE3-formated

HAIBEYSEDES E8ME 42
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°|Q https://dfast.nig.ac.jp/analysis,/annotation /f341d803 O ~ & C || & DFAST - Job Result | | T LT Gos
Result Features DDBJ Submission Log A
Genome Statistics & Download Files
Genbank Flat
Total Length (bp) 2,433,614 File :
annotation.gbk
Mo. of Seguences 4
9 GFF3-formated
GC Content (%) 36.2% File :
annotation.gff
NS0 2,289,497 Genome Fasta
Gap Ratio (%) 0.0% File :
genome.fna
MNo. of CDSs 2,389 Protein Fasta
No. of rRNA 12 File :
protein faa
No. of t(RNA 26 CDS Fasta File :
No. of CRISPRS 1 cds Mma
RMA Fasta File :
Coding Ratio (%) 86.7% rma.fna
Feature Table :
features tsv
Genome “
Statistics :
AARIBEEFREOESHFEME 43
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GFF77A4IESHoO—RLTITIEILEET
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(&5 DFAST - Job Result | | M g 205

Result Features

S =

DDBJ Submission

Genome Statistics

Total Length (bp)
Mo. of Sequences
GC Content (%)
M50

Gap Ratio (%)
Mo. of CDSs

Mo. of rRNA

Mo. of tRNA

Mo. of CRISPRS

Coding Ratio (%)

2,433,614
4

358.2%
2,289 497
0.0%
2,389

12

ob

’

86.7%

. Download Files

Genbank Flat
File :

GFF3-formated
File :

Genome Fasta
File :

Protein Fasta
File :

CDS Fasta File :

RMNA Fasta File :

Feature Table :

Genome
Statistics :

~

annotation.gbk

annotation.gff

genome.fna

protein faa

cds.fna

rma.fna

features tsv
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e @ https://dfast.nig.ac.jp/analysis/annotation /f341d803-072b-48db-a363-1dedc O ~ C || @ dfast.nig.ac.jp DiFtE+ I 5.7 fob
Result Features DDBJ Submission Log A
Annotated Features
Show 25 [wv] entries Search:
- Feature
LocusTag Seq.ID Location Type Froduct Gene  Nucleotide Translation Edit
1 LOCUS_00001 seguencet 151.384 CDS hypothetical Wiew Wiew Edit
protein
2 LOCUS 00002 sequencel 350886 CcDs hypothetical Wiew View Edit
protein
3 LOCUS 00003 sequencel 883..1311 CDS hypothetical Wiew Wiew Edit
protein
4 LOCUS 00004 sequencel 1637..1849 CDS hypothetical Wiew Wiew Edit
protein
] LOCUS 00005 sequencel 1968..2165 CDS hypothetical Wiew View Edit
protein
6 LOCUS 00006 sequencel 23552732 CDS prophage protein View View Edit
Fi LOCUS_00007 sequencel 27252940 CDS hypothetical Wiew Wiew Edit Vv
protein

45




4-5 . FBRZEkD S

EIVKN)—%E—RIRTRSE
TaRBAL-L\DO T, DAIIZT B

[ ESEE™X)
e- )| @ https://dfast.nig.ac.jp/analysis/annotation /f341d803-072b-48db-a363-1de4c O ~ C || @ dfast.nig.ac.jp DT I 5.7 fob

Result Features DDBJ Submission Log

Annotated Features

Show IES entries Search:

Feature

No. Seq. ID Location Type Product Gene  Nucleotide Translation Edit

1 LOCUS_00001 sequencel 151.384 CcDs hypothetical Wiew View Edit
protein

2 LOCUS 00002 seqguencel 350886 CcDS hypothetical Wiew View Edit
protein

3 LOCUS_00003 sequencel 8331311 CcDSs hypothetical Wiew View Edit
protein

4 LOCUS_00004 sequencel 16371849 CcDs hypothetical Wiew View Edit
protein

] LOCUS 00005 sequencel 1968..2165 CcDsS hypothetical Wiew View Edit
protein

6 LOCUS_00006 sequencel 2355 2732 CcDs prophage protein Wiew View Edit

T LOCUS_00007 sequencel 2725 2940 CcDs hypothetical Wiew View Edit
protein

HAZBREFREDEH %S
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e Z |% https://dfast.nig.ac.jp/analysis/annotation/f341d803-072b-48db-a363-1ded4c3a686a5/f O ~ G-| = dfast.nig.ac.jp DFEE | | int Ter 503
Result Features DDBJ Submission Log N
Annotated Features
Show | M| |entries Search:
1 Feature

No. LocusTag Seq. ID‘[ion Type Product Gene Nucleotide  Tran

1 LOCUS_00001 | sequence1 151..384 CDS hypothetical protein View Viey

2 LOCUS_00002 | sequence1 350..886 CcDS hypothetical protein View Viey

3 LOCUS 00003 | sequencel 883..1311 CcDS hypothetical protein View Viey

4 LOCUS 00004 | sequencel 1637..1849 CcDS hypothetical protein View Viey

5 LOCUS 00005 | sequencel 1965..2165 CDS hypothetical protein View Wiey

6 LOCUS 00006 | sequencel 23552732 CD3 prophage protein View Wiey

7 LOCUS_00007 | sequencel 2725..2940 CDS hypothetical protein View Viey

8 LOCUS_00008 | sequence1 2930..3031 CDS hypothetical protein View Viey

9 LOCUS 00009 | sequencel  3067..3534 cDs holin Wiew YWiey

< 10 LOCUS 00010 | sequencel 3547 4575 CcDS 1,4-beta-N-acetyimuramidase View 3 x-‘?;,

HAZBREFREDEH %S 47
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e- )| @ https://dfast.nig.ac.jp/analysis/annotation /f341d803-072b-48db-a363-1de4c3a686a5/f O ~ C || @ dfast.nig.ac.jp (¥FkEs fo% o''2 fol
Result Features DDBJ Submission Log N
Annotated Features
Show| A~ | |entries Search:
1E Feature
No. LocusTag Seq. ID‘[ion Type Product ’ Gene Nucleotide  Tran
1 LOCUS 00001 | sequence1 151..384 CDS hypothetical protein View Viey
2 LOCUS_00002 | sequence1 350..886 CDS hypothetical protein View Viey
3 LOCUS 00003 | sequence1 883..1311 CDS hypothetical protein View Viey
4 LOCUS 00004 | sequencel 1637..1849 CDS hypothetical protein View Viey
5 LOCUS 00005 | sequencel 1965..2165 CDS hypothetical protein View View
6 LOCUS 00006 | sequencel 23552732 CD3 prophage protein View View
7 LOCUS 00007 | sequence1 2725.2940 CDS hypothetical protein View Viey
8 LOCUS 00008 | sequence1 2930..3031 CDS hypothetical protein View Viey
9 LOCUS 00009 | sequencel  3067..3534 cDs holin Wiew Wiey
Vv
10 LOCUS 00010 | sequencel 3547 4575 CcDS 1. 4-beta-N-acetyimuramidase View Wiey
< >
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(Dsequencel M X i (Fx #3031 bpE T)
[ hypothetical proteinm % LN dH - | ED
. @l prophage proteinm&pd | &EHN---

[ -
e 22)| @ https://dfast.nig.ac.jp/analysis,/annotation/f341d803-072b-48db-a363-1de4c3a686a5/f O ~ & || @ dfast.nig.ac.ip (R {0t g 283
Result Features DDBJ Submission ~
Annotated Features
Show | M| |entries Search:
1E Feature
No. LocusTag Seq.ID Location Type Product Gene Mucleotide  Tran
1 LOCUS 00001 sequencel 151.384 CDs hypothetical protein View Wigy
2 LOCUS 00002 sequencel 350886 CcDs hypothetical protein View Wigy
3 LOCUS 00003 sequencel 8831311 CDS hypothetical protein View Wigy
4 LOCUS 00004 sequencel 16371849 CDS hypothetical protein View Wiey
5 LOCUS 00005 sequencel 1965.2165 CDS hypothetical protein View View
6 LOCUS 00006 sequencel 23552732 CD3 prophage protein View View
7 LOCUS_ 00007 sequencel 27252940 CDs hypothetical protein Wiew Wig
a8 LOCUS 000058 sequencel 2930..3031 CcDs hypothetical protein Wiew Wig
9 LOCUS 00009 sequencel 3067..3534 CDs holin View Wigy
W
10 LOCUS 00010 sequencel 3547 4573 CDS 1,4-beta-N-acetylmuramidase View Wigy
< >
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-

e Z |% https://dfast.nig.ac.jp/analysis/annotation/f341d803-072b-48db-a363-1de4c3a684

TRt (Esequencel M(1)19649HV5(2)34418
bp D EEFH (£ EFT2,289,497 bpDEEHH
HNDT,. COHIYEFELEIRENZSD),
KR TEHETRIT LI, COHYIZET7—
Ulphage)BELHEDHD N ELIZLFTE

42

43

44

45

46

47

45

49

a0

a1

a2

a3

54

55

LOCUS_00042
LOCUS_00043
LOCUS_D0044
LOCUS_00045
LOCUS_D0046
LOCUS_ 00047
LOCUS_D0045
LOCUS_ 00045
LOCUS_00030
LOCUS_00051
LOCUS_D0D052
LOCUS_0D0053

LOCUS_D0054

LOCUS_D0055

sequence
sequence
sequence
sequence
sequence
sequence
sequence
sequence
sequence
sequence
sequence
sequence

sequence

19649..

20310..

20575..

21150..

21695..

23609..

23786..

24942

27026..

27294 .

27674..

28096..

28450..

29239..

20095

20585

21057

21695

23599

23785

24961

26534

27313

27671

28096

28476

29055

29559

CDS

cDs

cDs

cDs

cDs

cDs

cDs

CDs

CDS

cDs

cDs

cDs

cDs

cDs

CDS

phage protein

hypothetical protein
hypothetical protein

phage terminase small subunit

phage terminase large subunit

hypothetical protein

phage portal protein

phage capsid protein

hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein

phage tail protein

tail protein

phage t3il tape measure protein

xtma,

xtmB

Wiew

Wiew

Wiew

Wiew

Wiew

Wiew

Wiew

Wiew

Wiew

Wiew

Wiew

Wiew

Wiew

Wiew

Wiew

Wiey

Wiey

Wiey

Wiey

Wiey

Wiey

Wiey

Viev

Wiey

Wiey

Wiey

Wiey

Wiey

Wiey

Wiey
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= | B e |
e- =»)| @ https://dfast.nig.ac.jp/analysis,/annotation,/f341d803-072b-48db-a363-1de4c3a686a5/f O ~ € || @ dfast.nig.ac.jp (st b Top so3
2275 LOCUS 02275 sequencel 2288792 2289016 CDS phage-related antirepressor Wiew x-'@f
2276 LOCUS_02276 sequencel 2289054.2289158 CDS hypothetical protein View Wiey
2277 LOCUS 02277 sequencel 2289155.2289301 CDS hypothetical protein Wiew Wiey
2275 LOCUS 02278 sequence2 complement CcDS plasmid replication initiation protein View Yiey
(353..1006)
2279 LOCUS 02279 sequence2 1221139 cDs transposase View Wiey
2260 LOCUS 02280 sequence2 1671..1901 cDs transposase View Wiey
2281 LOCUS 02281 sequence2 3404 4126 cDs ribose-5-phosphate isomerase A View Wiey
2282 LOCUS_02282 sequence2 complement CDS resolvase View Viey
(4735..5214)
2283 LOCUS 02283 sequence2 5571..6200 CDS transposase View View
2284 LOCUS 02284 sequenceZ complement CD3 NMADH oxidase View View
(6420.7796)
2285 LOCUS_02285 sequence2 complement CDS pyridine nucleotide-disulfide oxidoreductase View Viey
(7912..9117)
2286 LOCUS 02286 sequence2 complement CDS resolvase View Viey
(9477..10061) e
LT LY
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= [ =] g
|| @ https://dfast.nig.ac.jp/analysis/annotation /f341d803-072b-48db-a363-1de4c3a686a5/f O ~ C || @ dfast.nig.ac.jp (Sl fo% o''2 fol
7300  LOCUS_UZ390 SequenceZ  COMmpIEment CUS ransposase View ViEW
(59756..60343) A
2351 LOCUS 02351 sequence2 60541.61773 cDs hypothetical protein Wiew Wiey
2352 LOCUS 02352 sequenceZ complement CcDS addiction module toxin RelE/StbE family Wiew Yiey
(62032..62334) protein
2353 LOCUS 02353 sequence2 complement cDs antitoxin RelB Wiew Wiey
(62324.62602)
23534 LOCUS_02354 sequence2 62706..63293 cDs integrase View Wiey
2355 LOCUS 02355 sequence? 636638..63862 cDs hypothetical protein Wiew Wiey
2356 LOCUS 02356 sequence2 64552 65073 CcDS plasmid replication initiation protein Wiew YWiey
2357 LOCUS 02357 sequenceZ complement CDS plasmid replication protein View View
(65012..66325)
2356 LOCUS 02358 sequence2 6693167815 cDs ATPase involved in chromosome partitioning View Wiey
2359 LOCUS 02359 sequence2 67812 68225 cDs hypothetical protein Wiew Wiey
2360 LOCUS_02360 sequence2 B63731..69660 cDs transposase View Wiey
2361 LOCUS 02361 sequence2 69764 70123 CcDs 6-phospho-beta-glucosidase bglB_2 View W
2362 LOCUS 02362 sequence2 7010770517 CcDS GntR family transcriptional regulator gntR_5 View Vigh
< - T T : Wiew > Wiey
BARIBEFREOESESME 52
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2380 LOCUS 02380 sequence2 85034..85756 CcDS rbose-5-phosphate isomerase A piA 2 Wiew x-@x
2381 LOCUS 02381 sequenceZ complement CDS resolvase View View
(86366..86848)
2382 LOCUS_02382 sequence3 complement CDS integral membrane protein View Viey
(192..440)

2383 LOCUS 02383 sequenced 653..802 cDs diacylglycerol kinase Wiew Wiey
23584 LOCUS 02384 sequenced 871.1278 CcDS diacylglycerol Kinase Wiew YWiey
2385 LOCUS 02385 sequenced 2306..2923 CDS hypothetical protein View View
2386 LOCUS 02386 sequenced 2927 .3805 CD3 hypothetical protein View View
2387 LOCUS_ 02387 sequence3 43025033 CDS chromosome partitioning protein ParA parA_2 | View Viey
23656 LOCUS 02388 sequenced 5166..5405 cDs hypothetical protein View Wiey
2389 LOCUS 02389 sequenced 54305768 cDs hypothetical protein Wiew Wiey
2390 sequence3 6737.6884 repeat_region CRISPR View

2391 LOCUS 02380 sequenced 75707767 cDs hypothetical protein Wiew Wiey
2392 LOCUS 02391 sequenced 7818.8537 CcDS filamentation induced by cAMP protein Fic fic Wiew Yiey
2393 1 OCUs 03397 csquenced  complement Chs hypothetical protein Wiew k-'?;;

i < >
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DOF T TRI E S mE(conjugal
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e @ https://dfast.nig.ac.jp/analysis,/annotation /f341d803-072b-48 3-1de4c3a686a5/f O ~ C [ & dfast.nig.ac.jp DFFETE | | T T 5o%
2396 LOCUS 02395 sequenced 1161311924 CcDs hypothetical protein View "-.-"iﬁ.-'

2397 LOCUS 02396 sequence3 1196312577 CDS hypothetical protein View Wiey

23938 LOCUS 02397 sequenced 1257912914 CDSs conjugal transfer protein View Wigy

2399 LOCUS 02398 sequenced 1293513297 CDS conjugal transfer protein View Wiey

2400 LOCUS 02399 sequenced 13266..13925 CDS conjugal transfer protein View Wiew

2401 LOCUS 02400 sequenced 13937..15955 CD3 conjugal transfer protein View View

2402 LOCUS_ 02401 sequenced 1594817366 CcDs conjugal transfer protein View Wiey

2403 LOCUS 02402 sequence3 1736718521 CDS hypothetical protein View Wigy

2404 LOCUS 02403 sequence3 1853519152 CcDs hypothetical protein View Wiey

2405 LOCUS 02404 sequence3 19106..19507 CDS hypothetical protein Wiew Wigy

2406 LOCUS 02405 sequence3 19508..19978 CDSs conjugal transfer protein View Wiey

2407 LOCUS 02406 sequence3 1993021491 CDS conjugal transfer protein View Wie

2408 LOCUS 02407 sequenced 21506..21895 CDS hypothetical protein View View

2409 LOCUS 02408 sequenced 21914.22753 CD3 conjugal transfer protein View Wi

2410 LOCUS_02409 sequenced 22769 23179 CcDs hypothetical protein Wiew =

£ View > | Viey
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e' : _ || @ https://dfast.nig.ac.jp/analysis/annotation /f3414803-072b-48db-a263-1de4c3a686a5/f O ~ & & dfast.nig.ac.jp (T 3 {:}

2437 LOCUS 02436 sequenced 43900..44526 cDs hypothetical protein View *-.-"E:

2435 LOCUS 02437 sequenced 51.335 cDs oxidoreductase Wiew Wiey

2439 LOCUS_02438 sequenced 391.513 cDs oxidoreductase View Wiey

2440 LOCUS 02439 sequenced 5231263 CcDs oxidoreductase Wiew Wiey

2441 LOCUS 02440 sequenced4 complement CDS LysR substrate binding domain protein View Viey
(1544..1999)

2442 LOCUS_02441 sequenced4 complement CDS LysR family transcriptional regulator Wiew Viey
(1966..2214)

2443 LOCUS_02442 sequence4 complement CDS phosphoglycerate mutase View Viey
(2524..2892)

2444  LOCUS 02443 sequenced 3067.3843 CDS sorbose-specific PTS system IIC component View View

2445 LOCUS 02444 sequenced 3858..4151 CD3 mannose-specific PTS system 11D component View View

2446  LOCUS 02445 sequenced 413347353 cDsS mannose-specific PTS system 11D component Wiew Wiey

2447  LOCUS 02446 sequenced 47814873 cDs mannose-specific PTS system LA component View Wiey

2445 LOCUS 02447 sequenced 459125220 cDs transposase Wiew Wiey

2449 LOCUS_02448 sequenced 5361..5699 cDs transposase View Yo

2450 1 OCUS 02443 seguenced 57116038 cCDS mannose-specific PTS svstem 1A component View ‘\.-":.-'

i <
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e (_:E;Ej @ https://dfast.nig.ac.jp/analysis/annotation/f341d803-072b-48db-a363-1ded4c3a686a5/f O ~ & || @ dfast.nig.ac.jp O+ fo% oo fol

] - = SYSTCTIT T COTITPOITSTT - POTD_J VTET ¥IEY

2447 LOCUS 02446 sequenced 4781..4873 CD3 mannose-specific PTS system 1A component View x-'r;:
2445 LOCUS 02447 sequenced 49125220 cDsS transposase Wiew Wiey
2449 LOCUS 02448 sequenced 5361..5699 cDs transposase View Wiey
2450 LOCUS 02449 sequenced 5711.6058 cDs mannose-specific PTS system LA component Wiew Wiey
2431 LOCUS_02450 sequenced 6114..6596 cDs mannoseffructose/sorbose-specific PTS View Wiey

system 1ID component
2452 LOCUS 024531 sequenced 6735.7010 CDS hypothetical protein View View
2453 LOCUS 02452 sequenced 7023..7204 cDhs3 hypothetical protein View Wiey
2454  LOCUS 02453 sequenced 7515..7844 cDsS excinuclease ABC subunit A UVTA_3 View Wiey
2455 LOCUS 02454 sequenced 8065..9012 cDs excinuclease ABC subunit A UvrA_4 Wiew Wiey
2456 LOCUS 02455 sequenced 90129446 cDs excinuclease ABC subunit A UVTA_S View Wiey
2457 LOCUS_02456 sequenced 9532..10025 cDs excinuclease ABC subunit A UVrA_B Wiew Wiey
24558 LOCUS 02457 sequenced 10378..10611 CcDs penicillin-binding protein 2A Wiew YWiey
2459 LOCUS 02458 sequenced 10608..11261 cDs penicillin-binding protein 2A View Yo
Showing 1 to 2,459 of 2,459 enfries Previous - Mext v
< >
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W5-1 : dotter (sequence?2

File Edit View Search Terminal Help
s ju@bielinux[result] pwd
=) /home/iu/Desktop/result
iu@bielinux[result] 1s
corrected.fastq LH hgap.fa

1 = ) 1522 1%

[12:034 % ]

[12:034 %]

sequence3.fa test3.fa

“ JSLAB8 1.sh polished assembly.fasta sequence4.fa test4.fa
JSLAB8 2.sh polished assembly.fastq smrtpipe.log
JSLAB8 3.sh sequencel. fa testl.fa
NN ISLAB8 4.sh sequence2.fa test2.fa
iu@bielinux[result] dotter sequence2.fa sequence2.fa [12:0354 % ]

aanBEsezoEfzsm Sonnhammer and Durbin, Gene, 167: GC1-10, 1995
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" ETHER. DZDHTYT
] 5000 bp[FEFHELTLVHZE
W5-1:dotter (SeqQUENCE?2) | ibis. mskizms000 bn
cez thorizontal) vs, sequence? {verticgal) %T:L) 'i-?/j—__:/a‘s/%a%%
SIS S e W W s L PN [FIFRCEDESSEERT S

10000

20000

30000

40000

50000

60000

70000

80000
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, U 55-2 -dotter (sequence4

File Edit View Search Terminal Help
= ju@bielinux[result] pwd
=) /home/iu/Desktop/result
iu@bielinux[result] 1s
corrected.fastq LH hgap.fa

(Ddotter Csequenced[F T % LL 3R

13 = €) 1524 %

[12:034 % ]

[12:034 %]

sequence3.fa test3.fa

‘l JSLAB8 1.sh polished assembly.fasta sequence4.fa test4.fa
JSLAB8 2.sh polished assembly.fastq smrtpipe.log
~ WJSLAB8 3.sh sequencel.fa testl.fa
M IJSLAB8 4.sh sequence2.fa test2.fa
i iu@bielinux[result] dotter sequenced4.fa sequenced.fa [12:0354 % ]
‘/;

HAZBREFREDEH %S
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W5 2 :dotter (sequence4)

0
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8000
1 | 1 1 1

10000
|

2000 —
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4000 —

2000
1 I | 1 I 1
] : 5, '
] S

10003 ™

5000 s

DZD#ERIF, (1 - 500)F B &(750
- 1,350)% H ik D fEE A TLVS
—ETXEKRT S, LM LARIFETIE

LND T, sequencedFRIK (TSR

EO00—
7000

2000 3

~—— 2F) TIEELD =55 L $
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(Ddotter Csequencel Rl Z L&

W5-3:dotter (sequencel

iu@bielinux[~/Desktop/result] 13 = ) 15:26 1%
s ju@bielinux[result] pwd [12:0354 % ]
/home/iu/Desktop/result
iu@bielinux[result] 1s [12:035 % ]
corrected.fastq LH hgap.fa sequence3.fa test3.fa
“ JSLAB8 1.sh polished assembly.fasta sequence4.fa test4.fa
JSLAB8 2.sh polished assembly.fastq smrtpipe.log
% JSLAB8 3.sh sequencel. fa testl.fa
_ MM ISLAB8 4.sh sequence2.fa test2.fa

iu@bielinux[result] dotter sequencel.fa sequencel.fal [12:0354 % ]

HAZBREFREDEH %S
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N CHRENSWNDETEEDOLE
.W—5-3 _ dOtter Seuencel LD T, TMDCTRL + @C TR H

File Edit View Search Terminal Help
/home/iu/Desktop/result
iu@bielinux[result] 1s
corrected.fastq LH hgap.fa

JSLAB8 1.sh polished assembly.fasta sequenced4.fa test4.fa
JSLAB8 2.sh polished assembly.fastq smrtpipe.log

JSLAB8 3.sh sequencel. fa testl.fa

JSLAB8 4.sh sequence2.fa test2.fa

iu@bielinux[result] dotter sequencel.fa sequencel.fa [ 4:005%% ]

1 = 4) 1601 3%

[ 4:004 %]

sequence3.fa test3.fa

Detected sequence types: DNA vs.
Karlin/Altschul statistics for th
K = 0.161
Lambda = 0.176
=> Expected MSP score in a 100
Expected residue score in MSP
=> Expected MSP length = 24

PP DD OmB

HAZBREFREDEH %S




@ICTRL + C1Z=HL THEIEA A

" SN
W5-3: dotter (sequencel) |42 theiasornsis

: File Edit View Search Terminal Help "_"( Ebﬁb\iﬁA(i [CTRL + Z]
f Jiu@bielinux[result] 1s ]
@ corrected.fastq LH hgap.fa sequence3.fa test3. fa
sl JSLAB8 1.5h polished assembly.fasta sequence4.fa test4.fa
E JSLAB8 2.sh polished assembly.fastq smrtpipe.log
JSLAB8 3.sh sequencel. fa testl.fa
3 JSLAB8 4.sh sequence2.fa test2.fa
?) iu@bielinux[result] dotter sequencel.fa sequencel.fa [ 4:004 %]
_lDetected sequence types: DNA vs. DNA
Karlin/Altschul statistics for these sequences and score matrix:

S K = 0.161
é Lambda = 0.176
=> Expected MSP score in a 100x100 matrix = 42.067
Expected residue score in MSP = 1.719
: => Expected MSP length =
=W 2289497 vs. 2289497 residues => 5241796.50 million dots. (Takes 5079:15
inutes on an SGI MIPS R10000)
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MICTRL + Z1fz2E. a2 AL
FHIREICRAZENTEET

W5-3: dotter (sequencel

File Edit View Search Terminal Help 3 B = 9) 1630 %

JJSLAB8 1.sh polished assembly.fasta sequenced4.fa test4.fa
@ JSLAB8 2.sh polished assembly.fastq smrtpipe.log
st JSLAB8 3.sh sequencel.fa testl. fa
E JSLAB8 4.sh sequence2.fa test2.fa

_Miu@bielinux[result] dotter sequencel.fa sequencel.fa [ 4:004%]
?) Detected sequence types: DNA vs. DNA
e Karlin/Altschul statistics for these sequences and score matrix:
||l| K = 0.161
Lambda = 0.176

=> Expected MSP score in a 100x100 matrix = 42.067

Expected residue score in MSP = 1.719

=> Expected MSP length = 24
2289497 vs. 2289497 residues => 5241796.50 million dots. (Takes 5079:15
minutes on an SGI MIPS R10000)

G
/. AZ
ylzsh: suspended dotter sequencel.fa sequencel.fa
iu@bielinux[result] [ 4:294 %]
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= 5154 2 DEATE R 250795 £ B
: N s, | NTWET, 84656 LD T, #93.5

W5-4 :dotterDA 7232 | Bt HATHET LELVDIHE

2 File Edit View Search Terminal Help o :@J:—B[:j(gst)\ﬁgg?ﬁ-ﬁﬁ;ﬁhﬁ%h\

JSLAB8 1.sh polished assembly.fasta sequence4 NTNBIELHBYET DT, A

JSLAB8 2.sh polished assembly.fastq smrtpipe. Sl S Ead S fa .
JSLAB8 3.sh sequencel. fa testl. fa EABHLENEZE. DD L%

JSLAB8 4.sh sequence2.fa test2.fa | FEEICRET DIEHMMAECHIZEIN
Miu@bielinux[result] dotter sequencel.fa sequencel.f| TLNZLVMNFVvILTEHELNWNTLED

Detected sequence types: DNA vs. DNA
Karlin/Altschul statistics for these sequences and score matrix:

o)
=
‘ K = 0.161
=)

Lambda = 0.176
=> Expected MSP score in a 100x100 matrix = 42.067
Expected residue score in MSP = 1.719
=> Expected MSP length = 24 '
2289497 vs. 2289497 residues => 5241796.50 million dots. (Takes 5079:15
minutes on an SGI MIPS R10000)
NE
L
':‘* zsh: suspended dotter sequencel.fa sequencel.fa
Sl | yabielinux[result] [ 4:294 %]
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= D TdotterMA T arzBkdBE. @
_ N s, | TIHILEDERAEIE257-0.5Mb!
W5-4: dOttEf@Zl_j VA | cngioooenizEnidionrEE
File Edit View Search Terminal Help f%‘l’ﬁbﬁfﬁgT?éb\%bhiﬁho

iu@bielinux[result] dotter [ LTa9F %]

Dotter - Sequence dotplots with image enhancement tools.
Reference: Sonnhammer ELL & Durbin R (1995). A dot-matrix program
with dynamic threshold control suited for genomic DNA and protein
sequence analysis. Gene 167(2):GC1-10.

Usage: dotter [options] <horizontal sequence> <vertical sequence> [X

&
)
B
Y

options]
Allowed types: Protein - Protein
DNA - DNA
DNA - Protein
Options:
‘ ﬁ -b <file> Batch mode, write dotplot to <file>
ey -l <file> Load dotplot from <file>
el -m <float> Memory usage limit in Mb (default 0.5)
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] _ D TdotterMA T a>wBk&HhdE. @

T I2AILEDFERAEY (L F=>7-0.5Mb!

W5-4: dOttEf@Zl_jo:/ET/ CRE1000EM T H IS 108 RIFEE

= File Edit View Search Terminal Help f%‘l’ﬁbﬁfﬁgT?éb\%bhiﬁho

f Jiu@bielinux[result] pwd [ I09F & ]
| /home/iu/Desktop/result
iu@bielinux[result] dotter -m 1000 sequencel.fa sequencel.fa

HAZBREFREDEH %S
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" i L

W6-1: makeblastdb TEW15-1 EE AR

x File Edit View Search Terminal Help 13 BBl &= «) 09:40 %
r Jiu@bielinux[result] pwd [ 9:405 i ]
@ /home/iu/Desktop/result

st 1 U@bielinux[result] 1s LH hgap.fa* [ 9:404 7]

E‘ LH hgap.fa
@ iu@bielinux[result] makeblastdb -in LH hgap.fa -dbtype nucl -hash index
Ea

e Building a new DB, current time: 09/04/2016 09:40:32
. New DB name: LH hgap.fa

New DB title: LH hgap.fa

= Sequence type: Nucleotide

é Keep Linkouts: T

Keep MBits: T

Maximum file size: 1000000000B

B

Adding sequences from FASTA; added 4 sequences in 0.154485 seconds.

iu@bielinux[result] 1s LH hgap.fa* [ 9:405 7]
LH hgap.fa LH hgap.fa.nhr LH hgap.fa.nsd
LH hgap.fa.nhd LH hgap.fa.nin LH hgap.fa.nsi

b LH hgap.fa.nhi LH hgap.fa.nog LH hgap.fa.nsq

£ > 3 iu@bielinux[result] [ 9:405 7]
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" | ODBAIELH heap fa. queryfflZsequence fa, i
. NT7A L% sequencel blast.txt&L ThlastnZZE4T
W6-2 : blastn

s QN IT7AILIX12MB, sequencel faRl T D75

" File Edit View Search Terminal Help /(_‘/)(_‘/lxﬁ%%jén/zé‘/\,'GL\éf:&)f%%—B
f Jiu@bielinux[result] pwd [IUT IS5 B0 ]

I /home/iu/Desktop/result
sl 1 U@bielinux[result] 1ls -1 sequencel* [10:185 i ]

-rw-rw-r-- 1 iu iu 2289509 8H 29 14:06 sequencel.fa
iu@bielinux[result] blastn -db LH hgap.fa -query sequencel.fa \

> -out sequencel blast.txt

iu@bielinux[result] 1s -1 sequencel* [10:194 & ]
-rw-rw-r-- 1 iu iu 12473981 98 4 10:19 sequencel blast.txt
-rw-rw-r-- 1 iu iu 2289509 88 29 14:06 sequencel.fa
iu@bielinux[result] 1s -1h sequencel* [10:194 7 ]
-rw-rw-r-- 1 iu iu 12M 98 4 10:19 sequencel blast.txt

-rw-rw-r-- 1 iu iu 2.2M 8H 29 14:06 sequencel.fa

iu@bielinux[result] [10:195&i ]

\J

.
.
B
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= (DBLASTGrabber® I R—2,
] BLASTGrabber 2.0 ozipEHET 74
W7-1:BLASTGrabber |iessonse zsomcsit
% hitp://www.mn.uio.no/ibv/bioportal /software/blastgrabber, O~ ¢ | $ BLASTGrabber - Institut... j jj P4 I\ a3 [:O— N cu RL'lﬁ *&EHQ ?;Elf L’—C
Forsiden Ui0 > Det matematisk-naturvitenskapelige fakultet » Institutt for biovitenskap Wgetj_%)‘kb L) Hhi;ko)zslr F

Ui0 ¢ Institutt for biovitenskap

Det matematisk-naturvitenskapelige fakultet

Forsiden IBV = Forskning  Studier Livet rundt studiene  Tjenester og verktey = Om instituttet  Personer

Resources BLASTGrabber

The BLASTGrabber program can visualize and analyse the output of the BLAST

Software sequence search algorithm. It can handle tens of thousands of queries even on a
S8R laptop computer. NCBI taxonomy can be inferred and visualized for BLAST hits.
The program is a Java application with a graphical user interface.
= BLASTGrabber
-To install it, merely download and unzip the distribution file.

OTUCIlusterSizeFiltering

-To use it, download the user guide or the tutorial video.

BLASTGrabber supports the addition of 3rd-party plug-in components.

Download the plug-in description and source code examples for details.

BLASTGrabber 2.0

New in BLASTGrabbeN2.0

v
Bl ASTGrahh--* "~

Neumann et al., BMC Bioinformatics, 15: 128, 2014
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(1)"/Downloads|Z¥ &L
. @wget, Qunzip THEE

W7-1:BLASTGrabber

File Edit View Search Terminal Help

13 = <) 15:50 {%

r fiu@bielinux[result] cd ~/Downloads [ 3:425 %)
@, iu@bielinux[Downloads] pwd [ 3:424 %]
=== / hOme/1u/Downloads
‘iu@bielinux[Downloads] wget -cq http://folk.uio.no/ralfne/BLASTGrabber
— 2 0.zip
7 iu@bielinux[Downloads] unzip BLASTGrabber 2 0.zip [ 3:484 %]

SWAArchive: BLASTGrabber 2 0.zip

HAZBREFREDEH %S

inflating:
inflating:
inflating:
inflating:

creating:
inflating:
inflating:
inflating:
inflating:
inflating:
inflating:
inflating:

creating:
inflating:

BLASTGrabber/BLASTGrabber
BLASTGrabber/BLASTGrabber.bat
BLASTGrabber/BLASTGrabber. jar
BLASTGrabber/BLASTGrabberUserGuide. pdf
BLASTGrabber/1ib/
BLASTGrabber/lib/appframework-1.0.3.jar
BLASTGrabber/lib/biojava-1.7.1.jar
BLASTGrabber/lib/jcommon-1.0.16.jar
BLASTGrabber/lib/jfreechart-1.0.13.jar
BLASTGrabber/lib/jlfgr-1 0.jar
BLASTGrabber/lib/PDFRenderer. jar
BLASTGrabber/lib/swing-worker-1.1.jar
BLASTGrabber/plugins/
BLASTGrabber/plugins/plugins.sys
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DR EEZIZERL SN 1=BLASTGrabber

W7-1:BLASTGrabber 7?EEReSs

File Edit View Search Terminal Help 13 = 4) 1553 %

inflating: BLASTGrabber/lib/jfreechart-1.0.13.jar
inflating: BLASTGrabber/lib/jlfgr-1 0.jar
inflating: BLASTGrabber/lib/PDFRenderer.jar
inflating: BLASTGrabber/lib/swing-worker-1.1.jar
creating: BLASTGrabber/plugins/
inflating: BLASTGrabber/plugins/plugins.sys
inflating: BLASTGrabber/README.TXT
creating: BLASTGrabber/samples/
inflating: BLASTGrabber/samples/MC-Domain blastout.bgr
inflating: BLASTGrabber/samples/MC-Domain blastout.txt
inflating: BLASTGrabber/samples/MC-domain queries.fasta
inflating: BLASTGrabber/taxnodes.bin
iu@bielinux[Downloads]
iu@bielinux[Downloads] cd BLASTGrabber
iu@bielinux[BLASTGrabber] pwd
/home/iu/Downloads/BLASTGrabber
iu@bielinux[BLASTGrabber] 1s
BLASTGrabber BLASTGrabberUserGuide.pdf README.TXT
BLASTGrabber.bat 1ib samples
MBLASTGrabber.jar plugins taxnodes.bin
iu@bielinux[BLASTGrabber] |}

“HD oA

I-b,.(‘ b= 23
—

[ 3:534#]

HAZBREFREDEH %S
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= @BLASTGrabberd)iE_EJJlil/\ﬂlub LA

W7-1: BLASTGrabber L2BLta s, BEsicn S5

1 = 4) 11:23 %

File Edit View Search Terminal Help

inflating: BLASTGrabber/lib/swing-worker-1.1.jar
creating: BLASTGrabber/plugins/
inflating: BLASTGrabber/plugins/plugins.sys
inflating: BLASTGrabber/README.TXT
creating: BLASTGrabber/samples/
inflating: BLASTGrabber/samples/MC-Domain blastout.bgr
inflating: BLASTGrabber/samples/MC-Domain blastout.txt
inflating: BLASTGrabber/samples/MC-domain queries.fasta
inflating: BLASTGrabber/taxnodes.bin
iu@bielinux[Downloads] [ 3:4
iu@bielinux[Downloads] cd BLASTGrabber [ 3:514%#]
iu@bielinux[BLASTGrabber] pwd [ 3:5
/home/iu/Downloads/BLASTGrabber
iu@bielinux[BLASTGrabber] 1s [ 3:524 %]
BLASTGrabber BLASTGrabberUserGuide.pdf README.TXT
BLASTGrabber.bat 1ib samples
A=S\R Bl ASTGrabber.jar plugins taxnodes.bin
;; iu@bielinux[BLASTGrabber] java -Xmx512m -jar ~/Downloads/BLASTGrabber/
ey YLASTGrabber. jar

DD OmME

HAZBREFREDEH %S 73



7-2:BLASTViewer

[ S e

Q BB 1t/ Sowmload cnet.com) e Karlig /1260-20_4-6295892-1L. ¢ £-¢|Ex. - AT S8
|

I CNET REVIEWS NEWS DOWNLOAD WVIDEC HOWTO LOGIN  JOIN ENGUSH~ |

¥ Download ... NN <

(DKorilogE LA\ EZAMIR L TLY
ABlastViewerD T IR—, (2
Windowsift E@MacintoshhfR , 7D
A1 KLU [EWindowshfz Tz BH

LR E Click to Start Download
s;tzrt Downlpad v StartDownload EEEEECIE
steps for a faster install ™ 3. Scan for lsoues

Softaare

Korilo

Korlog is a bioinformatics
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By Operating System

ny

Company providing the Life Science comy
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key areas of data integration, visualization and management. Relying on an team of experts in computer science and
blology. K g provides siate-of-the-art graphical environments enabling the scientists to advance their research
quickly and easily
Narrow Results Korilog
By Price Web site http /www odiog com  Support web site
Ritp /www konlog comisuppon
Support e-mall Support phone

Sort Downloads Last Week =  Shaw 10 =~

g BiastViewer
Analyze the reports produced by the
NCBI's BLAST sequence database search
system

BlastViewer
View and analyze data contained in a Blast
result file

Results 1- 2 ol

with innavative software solutions In the

W !
Rati it first! Download v

411
1.

Rale it frst! - Dmoad y
276
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W7-2: BLASTVIGWGr

W BlastViewer 2.2 Setup

Choose Install Location

Choose the folder in which to install BlastViewer 2.2, @

Setup will install BlastViewer 2.2 in the following folder. To install in a different folder, dick
Browse and select another folder. Click Install to start the installation.

Destination Folder

C:¥Users¥kadota¥BlastViewer Browse...

Space required: 6,.2MB
Space available: 227.3GB

l Install ] { Cancel

Windows 7E TODA 2V A—)LEE, DI
EREN D LS, @lnstall, T R bvTIC
BlastViewerD 7 A AV MNMEB SN BIET ., @
Finish, T 74 ILETIE®IZF v I A A-TLY
A 0) TBlastViewer (ver. 2.2)M BT 5

-
#) BlastViewer 2.2 Setup =2

BAIBEEFREOERFESME

-

Completing the BlastViewer 2.2 Setup
Wizard

BlastViewer 2.2 has been installed on your computer,

Click Finish to dlose this wizard.

[¥|Run Blastviewer 2.2

Visit the Korilog site.

[ Finish I \ Cancel

BlastViewer
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" S
W7-2:BLASTViewer

#g BlastViewsr

File Help

DxRAZET.BLASTHRR 74 )L EBE
I, @ZHHEIELWZENDMI DB, @F &KL
RAHEBLASTH AFER T 7 A ILIIXMLEER L
NZIFHFIFTULVGEWNEDTE

A Y

Definition

() BLAST resi P | =, summary
- ] Hits
#‘| Accession

|
|
| Quality # HSPs |

-

4

’ | 2 Alignment

HSP Map\\‘ Definition \! Statistics ] Alignment\‘

Discover KoriBlast

HSP: | < | | -

to go beyond the viewer

Welcome to BlastViewer

|www.korilog.com | h4mof123m0

BALBEFAEOESESE
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" S
W7-2:BLASTViewer |zzaass

#g BlastViewsr

Df=HLITW6-2TIERR L= T F X MK D
BLAST#5EE J7 A JL(sequencel blast.txt)
EL=54 ATLTz, Q0K

(=2 ]

File Help
() BLAST results P | =, summary ‘
elc) ] Hits |
#* Accession | Definition | Quality # HSPs |

BlastViewer ' @

A BLAST file sequencel_blast.txt does not contain any readable data.

-

-

4

= Alignment

Hsp Map\\‘Deﬁ

nition | Statistics | Alignment |

Discover KoriBlast
to go beyond the viewer

HSP: |

Welcome to BlastViewer

|www.korilog.com | h4mof123m0

BALBEFAEOESESE
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" JE
W7-3:BLASTHE1T

File Edit View Search Terminal Help 13 = ) 13:12 %

Jiu@bielinux[result] pwd
/home/iu/Desktop/result

g iu@bielinux[result] 1s -1 sequencel* [ 1:114 %]

E -rw-rw-r-- 1 iu iu 132822 98 4 16:22 sequencel blast.bgr

-rw-rw-r-- 1 iu iu 12473981 98 4 10:19 sequencel blast.txt

7 RARLESE 1 iu iu 2289509 8H 29 14:06 sequencel.fa
iu@bielinux[result] blastn -db LH hgap.fa -query sequencel.fa \

=== B3 -out sequencel blast.xml -outfmt 5

. iu@bielinux[result] 1s -1h sequencel* [ 1:1154 %]

-rw-rw-r-- 1 iu iu 130K

= rw-rw-r-- 1 iu iu 12M
-rw-rw-r-- 1 iu iu 9.4M
= - rw-rw-r-- 1 iu iu 2.2M

=)l iu@bielinux[result] |}

iu@bielinux[result] cp sequencel blast.xml ~/Desktop/mac share

OXMLE KX DBLASTHE 7ML

(sequencel_blast.xm)Z{E Rk, @& h
[ZHYFET . QEFIAILFIZOE—

[ 1:114 %]

98 4 16:22 sequencel blast.bgr
98 4 10:19 sequencel blast.txt
98 5 13:11 sequencel blast.xml
8H 29 14:06 sequencel.fa

[ 1:125%]

HAZBREFREDEH %S
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7/-4: BLASTViewer

DOEFITHILE LD, DXMLAZ KX DBLAST
#8774 )L(sequencel blast.xml)Z . @<

Y
g
Oracie VM
VirtualBox

I

hoge

e

BlastViewer

4 Siostviewsr

e Help I
J BLAST 13" | = Semmary |
| ‘U [~ hs
= ‘ #°|_ Accession | Defiton Quoty | o tishs [;
-
OQ ’ Cc VUse';kocota ¥Desktop¥share
5% - SAFSUEAaN » i+u - »
| Agpeaet o =

HSP Map | Definition | Statistics | Alignment |

sequencel_blast, xmi

| & LH_hgap.fa

Discover Koriblast
_to 90 beyond the viewer

Vielcome to Blastviewer

1=

I

R €8 &

LA




" JE DHEATHLE LD, QXML DBLAST
W7_4 B LASTVI ewer $ER I 74 )L(sequencel blast.xml)Z ., Q@FAL

#g BlastViewsr =@ ﬂ
File Help
BLAST results iy =, Summary
»
elc) T Hits |
#*| Accession Definition | Quality # HSPs
r
#g Open

7 ALOEF(D): |01 sharp

B sequencel_blast.xml

= Alignment
HSP Map\\‘ Definition |, Statistics | Alignment |
7 AIE(N): sequencel_blast.xm|

TP AINDEAT(T): ’ Blast file (NCBI's XML Format) (.xml) -
ERIES

Discover KoriBlast . —

to go beyond the viewer HSE: | - | | |

Welcome to BlastViewer Iwww.korilgg.oom UHMOHBMO
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W7-4: BLASTViewer

#g BlastViewsr

Bt IA A2 DIREE , Daueryffll HY
sequencel.fa, @DB{H|A¥sequence1-4H

57iALH hgap fafzo=CEZBULVHES

E=RRERCXT
File Help
() BLAST results : P | =, summary ‘
S 7 = ] Hits ‘
()L =
#" Accession Definition Quality | # HSPs §I
sequencel_hla: = E
5. LH_hgap.f ERE & -
sequencel o = -
HH
(5|
| 2] Alignment: Query (2289497 nuc) vs. 0 (2,289,497 nuc)
HSP Map\\‘ Definition |, Statistics | Alignment |
Query
L |
HSF(;‘II [T | | [T T W T 1] 1 [] Lim 1 [T [ITIH [l [ | [ I 1H|
b [ |
10 2D 3 40 5D
I 1 I I 1 I 1 I 1 | I 1 I 1 I 1 I 1 I | 1 I 1 I 1 I 1 I I I I 1 I 1 I I 1 I 1 | 1 I 1 I I 1 I 1 I I I I 1
TGTTGGGCTGCTGAATGAACATAGCGAATTTGCCCGGAAACTACTTTTTGGCG
T e Y
TGTTGGGCTGCTGAATGAACATAGCGAATTTGCCCGGAAACTACTTTTTGGCG
I 1 I I 1 I 1 I 1 | I 1 I 1 I 1 I 1 I | 1 I 1 I 1 I 1 I I I I 1 I 1 I I 1 I 1 | 1 I 1 I I 1 I 1 I I I I 1
10 20 a0 0 50
K| I
Discover KoriBlast . R —
to go beyond the viewer HSE: | B | Liss | = |
Welcome to BlastViewer Iwww.korilog.com l ggMoflngO

BAIBREZSEDESE8H
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W7-5: 2R

#g BlastViewsr

@I, DBRID vk (EL 5 $A LI 5RO %% ; HSP D

DY, sequencel B[Z1347{@ . sequenced 221,
sequence3®[Z11E . sequence2FZ1{EHH-C &%
7R9 , sequencel-4D WM I TIXLL VD T, HSPEH

TDE J—hEh EA5LEH
- 2IA7DEWIETY—FENTWNEDESS &%
() BLAST results pl” | = Summary :
elE[E = |
#" Accession Definition Quality | # HSPs [=
equencel blast.xml 2
blastn ws. LH_hgap.fa — - aquencad = <
equencel > e EROETICE =
- =]
(5|
| 2] Alignment: Query (2289497 nuc) vs. 0 (2,289,497 nuc)
HSP Map\\‘ Definition |, Statistics | Alignment |
Query
L |
HSP(;‘II [T | | [T T W T I 1 [] 1] 1 [T [ITIH [T [ | [ I |
b [ |
10 2D 3 40 5D
I 1 I I 1 I 1 I 1 | I 1 I 1 I 1 I 1 I | 1 I 1 I 1 I 1 I I I I 1 I 1 I I 1 I 1 | 1 I 1 I I 1 I 1 I I I I 1
TGTTGGGCTGCTGAATGAACATAGCGAATTTGCCCGGAAACTACTTTTTGGCG
T s Y I O O I T A O O O
TGTTGGGCTGCTGAATGAACATAGCGAATTTGCCCGGAAACTACTTTTTGGCG
I 1 I I 1 I 1 I 1 | I 1 I 1 I 1 I 1 I | 1 I 1 I 1 I 1 I I I I 1 I 1 I I 1 I 1 | 1 I 1 I I 1 I 1 I I I I 1
10 20 a0 0 50
K| C
Discover KoriBlast . —
to go beyond the viewer HSE: | | Liss | = |
Welcome to BlastViewer Iwww.korilog.com l ggMoflngO

BALBETAEDESESE

82




- OTF ALK DBLASTEER 774 JL(sequencel blast.txt)
W7_ 5 i ﬂg *R ZlessTEEkH TEERBEZREMNICIRE

#g BlastViewsr == e S
File Help
BLAST results 4P| =, summa
M ry
e s |
#*| Accession Definition

Quality | # HSPs

-

B | [

sequenced
sequence3

~Jiu@bielinux[result] pwd
“ M /home/iu/Desktop/result
: iu@bielinux[result] ls -1 sequencel*

Ja

[ 1:5854 %]

[ 1:584 %]
= -rw-rw-r-- 1 iu iu 132822 9H 4 16:22 sequencel blast.bgr
= M -rw-rw-r-- 1 iu iu 12473981 98 4 10:19 sequencel blast.txt
-rw-rw-r-- 1 iu iu 9775990 9H 5 13:11 sequencel blast.xml
-rw-rw-r-- 1 iu iu 2289509 88 29 14:06 sequencel.fa
iu@bielinux[result] less sequencel blast.txt]j [ 1:594%#]

) L

5

-

BRI BETaR D EREom 83



W7-5: 2R

less TRALMV =B £ DIREE, DFALV/=BLASTN
D/\—23> QDB @queryBl D 1FER

#g BlastViewsr

BLASTN 2.2.28+

,.;
{2
: o

=]

=E—)
File Help
() BLAST results :" =, Summary ‘
e s |
#*| Accession Definition

.. C - c .

=l Reference: Zheng Zhang, Scott Schwartz, Lukas Wagner, and Webb
Miller (2000), "A greedy algorithm for aligning DNA sequences", ]

Comput Biol 2000; 7(1-2):203-14.

Database: LH hgap.fa k

4 sequences; 2,433,614 total letters

z:2)
=
Query= sequencel ‘

Quality | # HSPs

B | [

-

[
-
(o
-
[y
-

Ja p 0

84




IR—O R FETIZHEE, OFEDIZBLASTViewer
EREUC A U (sequencel, 4, 3, 2)IZHE->TLYS

W7-5: 2R

r& ElastViewer E@ér
File Help
() BLAST results : P | =, summary ‘
£l = Hits ‘
#" Accession Definition Quality | # HSPs E
d = £3 = & elp Ja ; 0
: Score E
aﬁ%\ Sequences producing significant alignments: (Bits) Value
— sequencel 4.228e+06 0.0
= sequenced 1.032e+04 0.0
sequence3 2113 0.0
sequence2 124 le-25

> sequencel
Length=2289497

Score = 4.228e+06 bits (2289497), Expect
Identities = 2289497/2289497 (100%), Gaps
Strand=Plus/Plus

384l

f

-

0.0
0/2289497 (0%)

BRI BETaR D EREom
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- — DD by TEVRDEKIEHR, query (sequencel)&EDB

W7-5: 2R

#g BlastViewsr

File Help

(sequencel-4)DEFZE M- TLwnIL, S hisequencel
vs. sequencel D 100%— DR THAHI_ELHM B, AT
TDEAEFEN L M- TLVELTE, KREMNIZESIE

(2,289,497 bp) D2{FFEEDEMNRATIXNVEEEET S

() BLAST results :" =, Summary
{[?'J U ] Hits ‘
#" Accession Definition Quality | # HSPs E
e
= : =2 : d €ip Ja . 4:0
k Score E
:ﬁ} Sequences producing significant alignments: (Bits) Value

jr— sequencel
= sequenced
sequence3
sequence2

4.228e+06 0.0

1.032e+04 0.0

2113 0.0
124 1e:25

> sequencel
Length=2289497

3

Score = 4.228e+06 bits (2289497), Expect
Identities = 2289497/2289497 (100%), Gaps

-

=i

Strand=Plus/Plus

0.0 {‘I
0/2289497 (0%)

HAZBREFREDEH %S

86




" | LEB L LB E-value N E ST BT, @
W7 5 ] ﬂﬂ *R sequence2|ZEY L TLVSsequencel D T B2 5 D 7E
| -9 . ¥ E, RATA 124D TEOEHATRES5EFH, Ff-
@ ntvicry . @sequence3lZEYkL TlLVAsequencel DB FEZFID
. — T fRig(E. RO T HY211372 D TI1000iE HIRE D5 LT
ele] E‘Hits ‘
#7| Accession Definition Quality | # HSPs E
4 = Co B d 410 Ja
: Score E
‘2 Sequences producing significant alignments: (Bits) Value
jr— sequencel 4.228e+06 0.0
= sequenced 1.032e+044 0.0
sequence3 2113 0.0
sequence2 124 le-25
> sequencel
Length=2289497
=)
—l Score = 4.228e+06 bits (2289497), Expect = 0.0
fﬁ; Identities = 2289497/2289497 (100%), Gaps = 0/2289497 (0%)
@m¥ Strand=Plus/Plus
1

HAZBREFREDEH %S
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A — Sl TXFRAMERDBLASTHER 774 JL(sequencel blast.txt)

W7 5 ] ﬂ,’ *R ZlessTHKOTULVND, Dsequence2 THF—JT—FEBE(nTlIEA
-9 . H¥F MIZRE.NTHEFRIZRER) L, 7IIUAVMERTESETL

#g BlastViewsr 6&:7_30 @t‘yl\l,fl'\éﬁﬁigjtl/fli761§£

File Help
() BLAST results : P | =, summary ‘
£l = Hits |

#" Accession Definition Quality | # HSPs E

sequence3 :
d < = d elp Ja
s sequence

3 HLength=86892

= Score = 124 bits (67), Expect = le-25
= Identities = 73/76 (96%), Gaps = 0/76 (0%)
Strand=Plus/Minus

Query 1203803 TTGGATGTAAGCTGATTCCTGAGACAACTTTTAAGAGAGCGTATAATGAATAAATCGTCT 1203862

_ LECETLEDERET P EE TR EE e e e e et e A ey 1
Sbjct 31521  TTGGATGTAAGCTGATTCCTGAGACAACTTTTAAGAGAGGGTATGATGAATAAATCATCT 31462

Query 1203863 CTCAAAAGGAAGGAAT 1203878

LELEEEELEEETLTT
Sbjct 31461  CTCAAAAGGAAGGAAT 31446

2l

(=)
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0 — FlE. TERAMERK DBLASTHEER T 71 JL(sequencel blast txt)

W7 5 ] ﬂ,’ *R ZlessTHEOHTLVND, Dsequence3 THF—J—FEZE (nTlIEA
-9 . H¥F MIZHRE . NTHEARAIZRER) L, 7SIV AVMERRTESETL

e BECD, QEyRL T BEEEELTIH127618

File Help
() BLAST results :" =, Summary ‘
£11¢] | Hits ‘

#" Accession Definition Quality | # HSPs E

sequences :
d = & 3 elp Ja ; .40
> CQuUcC -

3 MLength=45853

== Score = 2113 bits (1144), Expect = 0.0
= M Identities = 1232/1276 (97%), Gaps = 0/1276 (0%)
Strand=Plus/Minus

Query 1203879 TTTTACATGCCAACTCGTTACGACAAAGAATTCAAACAAAACATCATCAACCTATATAAA 1203938

_ LECETLEDECEREEREE LR E L e e e e e FEEE e
Sbjct 36875  TTTTACATGCCAACTCGTTACGACAAAGAATTCAAACAAAACATTATCAACCTATATAAG 36816

Query 1203939 CAAGGCGAATCAGCCGCCCAACTGGCCAGAGAATATGGCATTGGCTATTCAACCGTTCAT 1203998

_ LECLTLEEEREELE FEEEEELEL LT EE T L LT eyl
Sbjct 36815  CAAGGCGAATCAGCTGCCCAACTGGCCAGAGAATATGGCATTGGCTATTCAACCGTTCAT 36756

) le

=
B

“_"MQuery 1203999 AAGTGGATCCAGGGCCAAGCCAAAACTCAATCCGGTAAATCGCCAGACGAAATTAAAGCG 1204058

BAIBEEFSEDEHFESME 89



| F—5 L DE Y M (1347 + 2 + 1+ 1) = 135 BT 1L

LS Z&IE, Dl Score = 1ZETITEHE13B51{EHLIDT=5
SEFE, grep THEER T L, gZ L Tlesshbo—BiRIT5

W7-6:grep

#g BlastViewsr

= [ B S

File Help

() BLAST results

A Y

P =, Summary ‘

=llEE

= Hits

s sequence3

.2 Alength=45853

Score

= 2113

= Igﬂ!liljes =
= St =

Query
Sbjct

Query

2l

Sbjct

=
B

IQuery

=Plus/Minus

1203879

36875

1203939

36815

1203999

#*| Accession

Definition Quality | # HSPs |2

et
sequences [
et

0.0
0/1276 (0%)

bits (1144), Expect =
1232/1276 (97%), Gaps =

ITTTACATGCCAACTCGTTACGACAAAGAATTCAAACAAAACATCATCAACCTATATAAA 1203938

[TTTACATGCCAACTCGTTACGACAAAGAATTCAAACAAAACATTATCAACCTATATAAG 36816

CAAGGCGAATCAGCCGCCCAACTGGCCAGAGAATATGGCATTGGCTATTCAACCGTTCAT 1203998

CAAGGCGAATCAGCTGCCCAACTGGCCAGAGAATATGGCATTGGCTATTCAACCGTTCAT 36756

AAGTGGATCCAGGGCCAAGCCAAAACTCAATCCGGTAAATCGCCAGACGAAATTAAAGCG 1204058

HAZLEES

REEDEF A

20



@D score = IEELTHEereo THE. BNIZ1351EH3

File Edit View Search Terminal Help 13 = €) 15:04 1%
Jiu@bielinux[result] pwd [ 3:0354%)]
/home/iu/Desktop/result

iu@bielinux[result] 1s -1 sequencel* [ 3:045 %]
-rw-rw-r-- 1 iu iu 132822 98 4 16:22 sequencel blast.bgr

-rw-rw-r-- 1 iu iu 12473981 9H 4 10:19 sequencel blast.txt

-rw-rw-r-- 1 iu iu 9775990 9H 5 13:11 sequencel blast.xml

-rw-rw-r-- 1 iu iu 2289509 8H 29 14:06 sequencel.fa

iu@bielinux[result] grep -c "Score = " sequencel blast.txt [ 3:045 %]
1351

iugbielinux[result] | [ 3:045 %]

HAZBREFREDEH %S 91



@l Score = 1ZELRIIDI0ITHER T, QD
FOICRICLRAT7DEDH2E D DRFREINTLY
HIREFX R T, Isequencel bR imIZEE B

BAHIRKIAVTAT DA 1EFET S

| [ 3TU5F & ]
| | /home/iu/Desktop/result
‘ iu@bielinux[result] 1s -1 sequencel* [ 3:045 %]
E -rw-rw-r-- 1 iu iu 132822 98 4 16:22 sequencel blast.bgr
-rw-rw-r-- 1 iu iu 12473981 98 4 10:19 sequencel blast.txt
-rw-rw-r-- 1 iu iu 9775990 9H 5 13:11 sequencel blast.xml
-rw-rw-r-- 1 iu iu 2289509 8H 29 14:06 sequencel.fa
iu@bielinux[result] grep -c "Score = " sequencel blast.txt [ 3:045 %]
1351
iu@bielinux[result] grep "Score = " sequencel blast.txt | head [ 3:045 %]

¥l Score = 4.228e+06 bits (2289497), Expect = 0.0
é Score

= 1.162e+04 bits (6294), Expect = 0.0
Score = 1.162e+04 bits (6294), Expect = 0.0
Score = 1.075e+04 bits (5823), Expect = 0.0 }_
Score = 1.075e+04 bits (5823), Expect = 0.0
Score = 1.052e+04 bits (5694), Expect = 0.0 }_
= Score = 1.052e+04 bits (5694), Expect = 0.0
Score = 1.043e+04 bits (5647), Expect = 0.0 :}
i Score = 1.043e+04 bits (5647), Expect = 0.0
i Score = 9679 bits (5241), Expect = 0.0
-~ Miu@bielinux[result] [ 3:074 %% ]
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Ml sScore = 1ZELRVDIITHERT @grep -AA T3 T
—HLI-1TEEHRADITRERT. ONSFEFEHLTLVSECA

13 = «4) 1537 %
iu@bielinux[result] grep "Score = " sequencel blast.txt | head -n 3

Score = 4.228e+06 bits (2289497), Expect = 0.0
Score = 1.162e+04 bits (6294), Expect = 0.0
Score = 1.162e+04 bits (6294), Expect = 0.0

iu@bielinux[result] grep -A 3 "Score = " sequencel blast.txt | head -n 15
Score = 4.228e+06 bits (2289497), Expect = 0.0

Identities = 2289497/2289497 (100%), Gaps = 0/2289497 (0%)
Strand=Plus/Plus

Score = 1.162e+04 bits (6294), Expect = 0.0
Identities = 6587/6732 (98%), Gaps = 6/6732 (0%)
Strand=Plus/Plus

Score = 1.162e+04 bits (6294), Expect = 0.0 ‘
Identities = 6588/6733 (98%), Gaps = 8/6733 (0%)
Strand=Plus/Plus

4 -

Hiu@bielinux[result] | [ 3:375 %]
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Jiu@bielinux[result] grep "Score

Strand=Plus/Plus

Score 1.162e+04 bits (6294),
Identities = 6587/6732 (98%),

St rand=P1us/Plus’

Score = 1.162e+04 bits (6294),
Identities = 6588/6733 (98%), Gaps =

St rand=P1us/Plus’

Hiu@bielinux[result] |

Gaps =

DPlus/PluslZHE>TWNAD T, B2 o<{MinEEE
EHMBHBDT=AHS, sequence3Bl T MDBLASTEITH R
(£ 7EW15-6) i TPlus/Plus|ZZHE>TLV=2 &%

BUOHEEIIMETESEAS, RAITHIENEIH X
BLASTViewer’il . COTX AKX DBLASTH R D

Expect =

Expect =

Score = 4.228e+06 bits (2289497), = A =
Score = 1.162e+04 bits (6294), Exp 74 )(sequencel blasttxt)Z il SBRO THERRT B
Score = 1.162e+04 bits (6294), Expect = 0.0

Miu@bielinux[result] grep -A 3 "Score = " sequencel blast.txt | head -n 15
Score = 4.228e+06 bits (2289497), Expect = 0.0
Identities = 2289497/2289497 (100%), Gaps = 0/2289497 (0%)

0.0
6/6732 (0%)

0.0
8/6733 (0%)

[ 3:379%&]

924




" =T | Werep nTRERICFS (CDIHB”> sequence” ) &F

W7 6 ] DITESTERT HIAEDsequencedtbEy b LT=HD
-0.0C re 0 -N [Z. ABHT7A)L(sequencel blast.txt)) 20578547 B
File Edit View Search Terminal Help MWHERA—KRLTWNAZEADLID, FTEIWIS-5
Jiu@bielinux[result] pwd [IL 459 Bl ]

iu@bielinux[result] 1
-rw-rw-r-- 1 iu iu

iu@bielinux[result]
27:> sequencel
205785:> sequenced
206506:> sequence3
206602:> sequence2
iu@bielinux[result] |

/home/iu/Desktop/result

-rw-rw-r-- 1 iu iu 12473981 98 4 10:19 sequencel blast.txt
-rw-rw-r-- 1 iu iu 9775990 9H 5 13:11 sequencel blast.xml
#-rw-rw-r-- 1 iu iu 2289509 8H 29 14:06 sequencel.fa

s -1 sequencel* [11:45% 5]
132822 98 4 16:22 sequencel blast.bgr

rep -n "> sequence" sequencel blast.txt

[11:4555i ]
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= N Derep nTREXTI (COBA Score =" ) EELTERLE

W7-6:grep -r

File Edit View Search Terminal Help

iu@bielinux[result] pwd
/home/iu/Desktop/result
iu@bielinux[result] 1s -1 4

To Q7D L TEY% (sequencel MEx £ ) 205776& sequencel
(206509) M5, sequencedtbE vk LI=fBE X2 FrHY. LNTh
£ 237 (#910320£8907) MECECHE LY, RAT D EET(27553)
EsequencedMD KR (11,372 bp) DEFZR M B, sequenced D KER 7
Dt hisequencel SEELIL TLNSH EFIETTES

-rw-rw-r-- 1 iu iu 132822
-rw-rw-r-- 1 iu iu 12473981
-rw-rw-r-- 1 iu iu 9775990
-rw-rw-r-- 1 iu iu 2289509
iu@bielinux[result] grep -n
27:> sequencel

205785:> sequenced

206506:> sequence3

206602:> sequence2
iu@bielinux[result] grep -

205776: Score

205767: Score = 54.7 bits (29) Expect = 2e-04

985 4 16:22 sequencel blast.bgr
98 4 10:19 sequencel blast.txt
9H 5 13:11 sequencel blast.xml
88 29 14:06 sequencel.fa

"> sequence" sequencel blast.txt

"Score = " sequencel blast.txt | tail -n 6

= 205788: Score
206173: Score

1.032e+04 bits (5588), Expect = 0.0

54.7 bits (29), Expect = 2e-04
8907 bits (4823), Expect = 0.0 ‘

206509: Score
206605: Score
- ~mliu@bielinux[result]

2113 bits (1144), Expect =
124 bits (67), Expect = le-2

0.0
5

[11:5245i ]
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BLASTViewerlZERY . Dsequences
EDEYVMEEZERD D

W8-1:seql vs. seqgd

@ BlastViewsr E=REEE™
FEile Help
i) BLAST results :j =, Summary
ElEE =
#* Accession Definition Quality | # HsPs (2]
sequencel_hlastxml - -
blastn ws. LH_hgap.fa 2 3 | I I
sequencel =
. 2]
5
j == Alignment: Query (2289497 nuc) vs. 3 (11,372 nuc)
HSP Map \ Definition | Statistics | Alignment |
Cuery I
I
HSP(s) I |
[ —I—I
540500 540510 540520 540520 540540
I I I I I I I I I I I I I I 1 I | I I I I 1 I I I I | I I 1 I I I I I I | 1 I I I I I I I 1 | I I I I
TTTCCAGTGCTGGTGTATAAACGGCAATCGGTTTAATCGCTGATCCTGGTT
T e e e e O
TTTCCAGTGCTGGTGTATAAACGGCAATCGGTTTAATCGCTGATCCTGGETT
| | | | | | 1 | | | | | | | 1 | | | | | | 1 | | | | | | | 1 | | | | | | | 1 | | | | | | | 1 | | | | |
11370 11260 11350 11340 11230
[ IC
Discover KoriBlast Hep /2 e —
to go beyond the viewer ' / | - |
Welcome to BlastViewer whww. korilog.com [ 71Me/123Mo 97




W8-1:seql vs. seqgd

-

RKENERFZEERA, DIEWLSEFIL,
@AccessionDECADMFELRILED T
HY. 3 RiFEEEWSEKTIEEL, B

@ BlastViewsr

DB{AI&EZ 5! (sequence4; 11,372 bp). @

FEile Help

queryfBl&iZ 5ll(sequencel; 2,289,497 bp)

j == Alignment: Query (2289497 nuc) vs. 3 (11,372 nuc)

HSP Map \ Definition | Statistics | Alignment |

Cuery

) BLAST results :j =, Summary
@ EJ ¢ ) | Hits
#* Accession Definition Quallt'yf # HSPs ||'i,|
sequencel_hlastxml
blastn ws. LH_hgap.fa e ‘..,._
sequencel
5

H5P(s)

549500 549510 549520 540530
I I I I I I I I I I I I I I 1 I | I I I I 1 I I I I | I I 1 I I I I I I | 1 I I
TTT AGTGCTGGTGTATAAACGGCAATCGGTTTAATCG
L A I O
TTT AGTGCTGGTGTATAAACGGCAATCGGTTTAATCG
| | | | | | I | | | | | | | I | | | | | | I | | | | | | | I | | | | | | | I | |
11370 11360 11350 11340
4 [ | »
Discover KoriBlast Hep /2
to go beyond the viewer ' / | - |

Welcome to BlastViewer

www. korilog.com [ 71Mof123Mo
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W8-1:seql vs. seqgd

-

@ BlastViewsr

@ODBEIEZ 5 (sequence4; 11,372 bp)&. @query
{BIBZ 5| (sequencel; 2,289,497 bp)IZEE DK
SFEGLHMN. REIZHMATRRLTLS

FEile Help
) BLAST results :j =, Summary
ElEE =
#* Accession Definition Quality | # HsPs (2]
sequencel_hlastxml - -
blastn ws. LH_hgap.fa 8 | 2
sequencel =
. 2]
5
j == Alignment: Query (2289497 nuc) vs. 3 (11,372 nuc)
HSP Map \ Definition | Statistics | Alignment |
Cuery I
I
HSP(s) |
[ —I—
540500 540510 540520 540520 540540
I I I I I I I I I I I I I I 1 I | I I I I I I I I | I I 1 I I I I I I | 1 I I I I I I I 1 | I I I I
TTTCCAGTGCTGGTGTATAAACGGCAATCGGTTTAATCGCTGATCCTGGTT
T e e e e O
TTT AGTGCTGGTGTATAAACGGCAATCGGTTTAATCGCTGATCCTGGTT
| | | | | | 1 | | | | | | | 1 | | | | | | 1 | | | | | | | 1 | | | | | | | 1 | | | | | | | 1 | | | | |
11370 11260 11350 11340 11230
[ IC
Discover KoriBlast Hep /2
to go beyond the viewer ' / | - |
Welcome to BlastViewer whww. korilog.com [ 71Me/123Mo 99




s (M(sequence4; 11,372 bp) (. B2 FIFELLIFE

W8_1 . Seql VS Seq[ B A2D (HSPA2{A) HoT=CLZ B LW\ HEF5. @

=9y THEAZETWLADIE. QRIAT7D
[ @ Blastviewer K= \[Score = 1.032e+04 bits (5588) |DHSP,
File  Help @xt T BqueryBlD T 54 > A MESE
) BLAST results h

’j =, Summary
@ EJ i._.,J | Hits

#"| Accession

sequencel_hlastxml

Definition Quality
blastn ws. LH_hgap.fa 2 3 | &
sequencel

. 2]
5
j == Alignment: Query (2289497 nuc) vs. 3 (11,372 nuc)
HSP Map | Definition | E.tatis.lﬂ.lﬁmnt\l
Cuery I
I v
HSP(s) I |
[ I—I
540500 540510 540520 540520 540540
I I I I I I I I I I I I I I 1 I | I I I I 1 I I I I | I I 1 I I I I I I | 1 I I I I I I I 1 | I I I I
TTT AGTGCTGGTGTATAAA GGCAAT GGTTTAATCGCTGAT TGGTT
T e e e e O
TTT AGTGCTGGTGTATAAACGGCAATCGGTTTAATCGCTGAT TGGTT
| | | | | | 1 | | | | | | | 1 | | | | | | 1 | | | | | | | 1 | | | | | | | 1 | | | | | | | 1 | | | | |
11370 11260 11350 11340 11230
4 [ | »
Discover KoriBlast Hep /2
to go beyond the viewer ' / | - |

Welcome to BlastViewer

www. korilog.com [ 71Mof123Mo
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= D2 2%HAHSPD>E., QD 1ER ELVD

-

W8-1:seql vs. seqq FroRomrer e amRsns

@ BlastViewsr

E=E ")

FEile Help

e

i) BLAST results ’j =, Summary

@ E) gwj | Hits

#"| Accession

Definition

Quality
sequencel_hlastxml i
blastn ws. LH_hgap.fa

sequencel

j == Alignment: Query (2289497 nuc) vs. 3 (11,372 nuc)

HSP Map \ Definition | Statistics | Alignment |

Cuery I

I
HSP(s) I |
[ —I—I
540500 540510 540520 540520 540540
I I I I I I I I I I I I I I 1 I | I I I I 1 I I I I | I I 1 I I I I I I | 1 I I I I I I I 1 | I I I I
TTTCCAGTGCTGGTGTATAAACGGCAATCGGTTTAATCGCTGATCCTGGETT
T e e e e O
TTTCCAGTGCTGGTGTATAAACGGCAATCGGTTTAATCGCTGATCCTGGETT
| | | | | | 1 | | | | | | | 1 | | | | | | 1 | | | | | | | 1 | | | | | | | 1 | | | | | | | 1 | | | | |
11370 11260 11350 11340 11230
K . I
Discover KoriBlast Hep i
to go beyond the viewer ' / | -

Welcome to BlastViewer ‘

www. korilog.com [ 71Mof123Mo
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= RDOHSP (I'Score = 8907 bits (4823) 1) DTS

_ Aok, DFBROEMBAEH>TNEDAHMIND
W8'1 . Seql VS. Se(:lZ o D%t g BqueryBIDT7SA 2 AV NMEFBEHT

MMZBAIZTRLTWNA I EA LIS

-
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FEile Help

e

) BLAST results ’j =, Summary

@ €] ¢ ] Hits
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Definition Quality | # HsPs (2]
sequencel_hlastxml - -
blastn ws. LH_hgap.fa 2 3  [sequenced 8 | 2
sequencel =

et

-

el

j == Alignment: Query (2289497 nuc) vs. 3 (11,372 nuc)

HSP Map\ Definition | E.tati.qiﬂ.ﬁant\l

Cuery

T
H5P(s] |
I3 Ilﬁ
555170 585120 £R5140 BEEZ00 SEE210
1 1 1 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1
TAAGAGTT AT A TTTTIGA TETTT AGT A ATGT A ATGTGTAAT
e e I I Y O
TAAGAGTT AT A TTTTIGA TETTT AGT A ATGT A ATGTGTAAT
1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1
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Wa8-1:seqgl vs. seqg4

@ BlastViewsr

FEile Help

ZhlE. DqueryfflE2Fl(sequence )M EMNBHH
M7 F(PlusH) [T A TLNSDIZx LT, @DB
HIEZ 5 (sequenced) BN 5 M5 £ D A A (Minus$E
) IZHA TSI ENLLMIFEFTED, THAMY
LDBLASTHEER 774 )L(sequencel blast.txt)d

STt e summary SEIB S TREL THL DS
@ i) ﬁwj | Hits

#* Accession Definition Quality | # HsPs (2]
sequencel_hlastxml (I -
blastn ws. LH_hgap.fa 2 3  [sequenced ‘--.
sequencel 4

et

-

HSP Map \ Definition | Statistics | Alignment |

j == Alignment: Query (2289497 nuc) vs. 3 (11,372 nuc)

el

to go beyond the viewer

I]uerg.r |
T

H5P(s] |
by | |

SEE170 555120 £RE140 BEE00 SER20
1 1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 | 1
TAAGAGTTCCATACTTTTGACTGTTTCAGTACCCATGTCACCATG
et e ettt ettt
TAAGAGTTCCATACTTTTGACTGTTTCAGTACCCATGTCACCATG
1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 | 1 1
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S DerepEITHIZQ-nE@-A 3EHEAEHET.
“Score = "E—HILI-ITEEDRADITHZELT

W8-2:5e01 VS. SeQéesestnrsecesoLitmbtzss

File Edit View Search Terminal h. 13 = €) 15:47 %
l'@ iu@bielinux[result] grep -n -A 3 "Score = " sequencel blast.txt | tail -
| 7in 19

el 205788: Score = 1.032e+04 bits (5588), Expect = 0.0
E 205789- Identities = 5656/5684 (99%), Gaps = 23/5684 (0%)
205790- Strand=Plus/Minus
205791-
206173: Score = 8907 bits (4823), Expect = 0.0
206174- Identities = 4851/4862 (99%), Gaps = 11/4862 (0%)
206175- Strand=Plus/Minus

206510- Identities = 1232/1276 (97%), Gaps = 0/1276 (0%)
206511- Strand=Plus/Minus
206512-

é 206176-
206509: Score = 2113 bits (1144), Expect = 0.0
206605: Score = 124 bits (67), Expect = le-25
@ 206606- Identities = 73/76 (96%), Gaps = 0/76 (0%)
W 206607- Strand=Plus/Minus

2+ M206608-

==l i u@bielinux[result] | [ 3:254 ]
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File Edit View Search Terminal Help

n 19

205788:
205789-
205790-
205791 -

Score = 1.032e+04 bits (5588), Expect = 0.0
Identities = 5656/5684 (99%), Gaps = 23/5684 (0‘%)‘

Strand=Plus/Minus r

206173:
206174-
206175-
206176-

Score = 8907 bits (4823), Expect = 0.0
Identities = 4851/4862 (99%), Gaps = 11/4862 (O%)‘

206509:
206510-
206511-
206512-
206605:
206606 -
206607 -
206608 -

Strand=Plus/Minus :,

Score = 2113 bits (1144), Expect = 0.0
Identities = 1232/1276 (97%), Gaps = 0/1276 (0%)
Strand=Plus/Minus

Score = 124 bits (67), Expect = le-25
Identities = 73/76 (96%), Gaps = 0/76 (0%)
Strand=Plus/Minus

iu@bielinux[result] |

13 ESEED)
Jiu@bielinux[result] grep -n -A 3 "Score = " sequencel blast.txt | tail -

[ 3:254#]

sequence4 E DERFIFELIFEB D D126HER2D 8,
QIEMN AU REH#HREL T, queryflll(sequencel)
D Plustl . DB{I(sequenced)h MinusfE &> TLVA

15:47 %
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W8-3:HSP1

M1 DBHDHSP (LL T HSPDIZEIYE Z T. @Alignment’
TJ%59y89, CCTTISA AV MNER D ERIFRN OB

@ BlastViewsr

[IZI||E||ﬂ‘E-1

sequencel

FEile Help
i) BLAST results :j =, Summary
=lEE s

#* Accession Definition Quality | # HsPs (2]
sequencel_hlastxml T E
blastn ws. LH_hgap.fa _ 5

j = Alignment: Query (2289497

1,372 nuc)

HSP Map | Definition | Statistics Alignment\l

Welcome to BlastViewer

Query: from 549,494 to 555,171, strand '+
3: from 11,372 to 5,706, strand '-'
length: 5,684
540500 540510 540520 540530 540540
1 1 1 1 1 1 I 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1
TTTCCAGTGCTGGTGTATAAACGGCAATCGGTTTAATCGCTGATCCTGGTT
Y A
TTTCCAGTGCTGGTGTATAAACGGCAATCGGTTTAATCGCTGATCCTGGETT
| | | | | | 1 | | | | | | | 1 | | | | | | 1 | | | | | | | 1 | | | | | | | 1 | | | | | | | 1 | | | | |
1370 11360 11350 11340 11330
A G >
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= MDaqueryfll(sequence1)dD549,494% B &, QDB

W8_3 . H S P 1 (sequenced)D11,3712FB B MG - QF —BFBAHETHE)

@ BlastViewsr

E=E ")

FEile Help

e

i) BLAST results ’j =, Summary

S &) e | Hits

#"| Accession

Definition

Quality | # HsPs (2]
sequencel_hlastxml L -
blastn ws. LH_hgap.fa

sequencel

j = Alignment: Query (2289497 nuc) vs. 3 (11,372 nuc)

HSP Map | Wtatimm* ,ﬁdignment\l

Query: from 549,494 to 555,171, strand '+
3: from 11,372 to 5,706, strand '-'

length: 5,%

549500 549510 549520 540530 549540
I I I I I I I I I I 1 I | I I I I 1 I I I I | I I 1 I I I I I I | 1 I I I I I I I 1 | I I I I
CAGTGCTGGTGTATAAACGGCAATCGGTTTAATCGCTGATCCTGGTT
O (I A O
CAGTGCTGGTGTATAAACGGCAATCGGTTTAATCGCTGATCCTGGTT
| | I | | | | | | | I | | | | | | I | | | | | | | I | | | | | | | I | | | | | | | I | | | | |
11360 11350 11340 11330
b
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" @DqueryfBl(sequence1)0555,171& B &, @DB
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FEile Help
i) BLAST results :j =, Summary
=lEE e
#* Accession Definition Quality | # HsPs (2]
sequencel_hlastxml -

blastn ws. LH_hgap.fa

sequencel

j == Alignment: Query (2289497 nuc) vs. 3 (11,372 nuc)

HSP Map\l Definition \L WIignment\l

Query: from 549,494 to 555,171, strand '+
3: from 11,372 to 5,706, strand '-'
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O — D228 DHSP (LI HSP2)IZHIYEAT. @Q—BEIZFEH

W8-4:HSP2

@ BlastViewsr

ESREER T
FEile Help
i) BLAST results :I" =, Summary |
=2 = = |

Definition

sequencel_hlastxml
blastn ws. LH_hgap.fa
sequencel

=

= Alignment: Query (2289497 nuc) vs. 3 (11,372 nuc)

=

HSP Map | Definition | Statistics Alignment\l

Query: from 555,167 to 560,027, strand '+
3: from 4,852 to 1, strand '-'
length: 4,862

to go beyond the viewer

555170 585120 £R5140 BEEZ00 SEE210
1 1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1
TAAGAGTTCCATACTTITTGACTGTTTCAGTACCCATGTCACCATGTGTAAT
e e I I Y O
TAAGAGTTCCATACTTITTGACTGTTTCAGTACCCATGTCACCATGTGTAAT
1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1
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W8-4:HSP2

DaueryfBl(sequence1)d555,1672 B &. QDB
(sequenced)D4,852F E M D QF—BHEXTHE)

@ BlastViewsr

[IZI||E||ﬂ‘E-1

sequencel

FEile Help
i) BLAST results :j =, Summary
=lEE s

#* Accession Definition Quality | # HsPs (2]
sequencel_hlastxml T E
blastn ws. LH_hgap.fa _ 5

Query: from 555,167 to 560,027, strand '+
3: from 4,852 to 1, strand '-'

length: 4,‘5‘

j = Alignment: Query (2289497 nuc) vs. 3 (11,372 nuc)

HSP Map | Wtatimm* ,ﬁdignment\l
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= (MDqueryflll(sequence1)D560,027F B &. @

_ DBHAI( HD1%& B DFREEHHSP2, @
r W8'4 . H S P2 %-%S%qgiggiﬂéﬁf:ﬁ%f’éﬁ’cL\i‘d’
@ BlastViewsr

E=REE X

FEile Help

e

i) BLAST results

’j =, Summary

@ E) gwj | Hits

#"| Accession

Definition

sequencel_hlastxml
blastn ws. LH_hgap.fa

sequencel

j == Alignment: Query (2289497 nuc) vs. 3 (11,372 nuc)

HSP Map\l Definition \L WIignment\l

Query: from 555,167 to 560,027, strand '+
3: from 4,852 to 1, strand '-'

length: 4,862 ‘

550030 559090 560000 560010 SE00Z0

I I I I I I I I I I 1 I | I I I I I I I I I | I I 1 I I I I I I 1 I I I I I I I 1 | I I I I I I 1
TCACACCAGCATTGCAATATAATACGTCAACCCGGCCAAATACTTTCTTARG
[ Y Y I A I A
TCACACCAGCATTGCAATATAATACGTCAACCCGGCCAAATACTTTCTTAG
| | | I | | | | | | | I | | | | | | | | | | | | | | I | | | | | | | I | | | | | | | I | | | | | | | I

50 40 a0 20 10
<
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L] — sequencel&sequencedD T A AV MER K, D
2 sequencel D —#r= DA [549494, 560027 bplL . @FEE,
W8-5: 1Rz [X] vy “

[4853, 5705 bp]Z <. @sequencedDEEMNIFIZ—H., F
LT. @7 SA A SN M1 5E15[4853, 5705 bp](ZIE
. transposaseMaA—k I TLV=(W4-9), FE8EIDX1EEL

5—> 3’
549,494 560,027
sequencel /I @1&1\1&&&&1\1&&&&1@
sequenced L [ N
11,372 5,706 4,852 1
\ Y / 3’% 5,
transposaseZ & A T=5E18 (IS)
sequenced  4133..4753 cDs mannose-specific PTS system [ID component
sequenced 4731..4873 CDs3 mannose-specific PTS system [IA component
sequenced 4912 5220 CcDs transposase
sequenced 53615699 CDS transposase
sequenced 5711.6058 CcDs mannose-specific PTS system LA component
sequenced 61146596 CDSs mannoseffructose/sorbose-specific PTS
system 11D component
BAZER DEH 5 8[E
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W9O-1:seql vs. seql

queryffl(sequence I EFE T. ODBEIA
sequence1 DBLASTHER &R R, QECHIFELIE

#9 BlastViewer

(HSP)(E1,3471E H-T-CELZBLVHEZFS, @R

Eile Help

) BLAST results

F

a7 YT DHSP (HSP1)HY, @seql vs. seql D
ERMN100%—EBDHSPELEDD (FHF-YHI

& | Y Y

sequencel_blast xml
blastn ws. LH_hgap.fa
sequencel

}j =, Summary
| Hits

Definition

Quality | # HSPs A

HSP Map | Definition | Statistics ' Alignment\l

Query: from 1 to 2,289,497, strand '+'
0: from 1 to 2,289,497, strand '+'
length: 2,289,497

j == Alignment: Query (2289497 nuc) vs. 0 (2,289,497 nuc)

il 70 &0 a0 100
1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 1 1 | 1
= GET GG AAT e 3 TGA AGATTTA z T AAAGGAAA ATGATGATAG
rrrrcrrcrrrcrrerrr e e e A Y I Y
= GGT GG AAT e G TGA AGATTTA G T AAAGGAAA ATGATGATG

1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 1 1 | 1

il 70 &0 a0 100
[ . IC
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= DPQPLRERLT. RAT D EA1331u

W9-1:seqgl vs. seql (HSP1-33)E TD & EEE L b =15+

#9 BlastViewer

-

EETST)

Eile Help

F

) BLAST results }j =, Summary

BEE =L

#"| Accession Definition Quality | # HSPs
sequencel_blast xml -

blastn ws. LH_hgap.fa

sequencel

|

j = Alignment: Quew,mﬁrﬂg? nuc)
HSP Map | Definition | Statistics ' ﬁnlignment\l
Query: from 1 to 2,289,497, strand '+'

0: from 1 to 2,289,497, strand '+'
length: 2,289,497

BD 70 8D ap 100
I I I I I I I 1 I | I I I I I 1 I I I | I I I 1 I I I I I | 1 1 I I I I I I I I I I I I I I I 1 I | I
GCGGTGGCAATCGCGCTGACAGATTTACGCTCAAAGGAAACCATGATGATG
T s Y O I O O A
CCGGEGTGGCAATCGCGCTGACAGATTTACGCTCAAAGGAAA ATGATGATAG
| | | | | | | 1 | | | | | | | 1 | | | | | | | 1 | | | | | | 1 1 | | | | | | | I | | | | | | | 1 | | |

] 70 N ap 100
4 [ I
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"
W9-2:HSP1-33

ZNTY , DFEIMADHSPIL., Hyvastd
HSP&queryEDBRID —E s AN AN ES
HoOTLSTZITT,. EEBMICERILHDTY

= — BB (query{Al) — B a1 (DB query{8ll DB{I®D
HSP& S A7 start end  strand  start end  strand Length MDFEE  FEiE

HSP1 4,227,900 1 2,289,497 plus 1 2,289,497 plus 2,289,497

HSP2 (HSP3) 11,624 2,058,465 2065193 plus 2,057,850 2,064,578 plus 6,732

HSP4 (HSP5) 10,754 37,329 43,187 plus 1 5,860 plus 5865 (1 @
HSP6 (HSP7) 10,516 2,059,080 2,065,193 plus 2,057,850 2,063,963 plus 6,117

HSP8 (HSP9) 10,429 2,283,820 2,289,497 plus 9,839 11,509 plus 5679 (@) @
HSP10 (HSP11) 9679 2273804 2279100 plus 717190 711,892 minus 5,301

HSP12 (HSP13) 9524 2,059,672 2065193 plus 2,057,830 2,063,348 plus 5,925

HSP14 (HSP15) 9,362 1,088,170 1,093,274 plus 999,673 1,004,778 plus 5,106

HSP16 (HSP17) 8,385 2,060,310 2,065,194 plus 2,057,850 2,062,735 plus 4,887

HSP18 (HSP19) 7,301 2,060,901 2065194 plus 2,057,830 2,062,120 plus 4,296

HSP20 (HSP21) 6,186 2,061,516 2,065,193 plus 2,057,830 2,061,504 plus 3,680

HSP22 (HSP23) 6,047 2275808 2,279,168 plus 1,002,969 999,608 minus 3,365

HSP24 (HSP26) 6,043 999,670 1,002,969 plus 711,886 715,184 plus 3,300

HSP25 (HSP27) 6,043 1,088,173 1,091,466 plus 711,892 715,184 plus 3,294

HSP28 (HSP29) 6,038 2,275808 2,279,100 plus 1,091,466 1,088,173 minus 3,295

HSP30 (HSP31) 5050 2,062,154 2,065,193 plus 2,057,850 2,060,889 plus 3,042

HSP32 (HSP33) 4021 2,062,769 2,065,197 plus 2057850 2060279 plus 2431
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W9-2:HSP1-33

DODHBEBTY—rL=HER

- — B st (query fAl) — B 7815 (DB query{8ll DB{I®D
HSP& S A7 start end strand  start end strand Length MDFEE  FEiE

HSP1 4,227,900 1 2,289,497 plus 1 2,289,497 plus 2,289,497

HSP4 (HSP5) 10,754 37,329 43,187 plus 1 5,860 plus 5865 (1 @
HSP24 (HSP26) 6,043 999,670 1,002,969 plus 711,886 715,184 plus 3,300

HSP14 (HSP15) 9,362 1,088,170 1,093,274 plus 999,673 1,004,778 plus 5,106

HSP25 (HSP27) 6,043 1,088,173 1,091,466 plus 711,892 715,184 plus 3,294

HSP2 (HSP3) 11,624 2,058,465 2065193 plus 2,057,850 2,064,578 plus 6,732

HSP6 (HSP7) 10,516 2,059,080 2,065,193 plus 2,057,850 2,063,963 plus 6,117

HSP12 (HSP13) 9,524 2,059,672 2,065,193 plus 2,057,830 2,063,348 plus 5,925

HSP16 (HSP17) 8,385 2,060,310 2,065,194 plus 2,057,850 2,062,735 plus 4,887

HSP18 (HSP19) 7,301 2,060,901 2065194 plus 2,057,830 2,062,120 plus 4,296

HSP20 (HSP21) 6,186 2,061,516 2,065,193 plus 2,057,830 2,061,504 plus 3,680

HSP30 (HSP31) 5050 2,062,154 2,065,193 plus 2,057,850 2,060,889 plus 3,042

HSP32 (HSP33) 4021 2,062,769 2,065,197 plus 2,057,850 2,060,279 plus 2,431

HSP10 (HSP11) 9679 2,273,804 2,279,100 plus 717,190 711,892 minus 5,301

HSP22 (HSP23) 6,047 2275808 2,279,168 plus 1,002,969 999,608 minus 3,365

HSP28 (HSP29) 6,038 2275808 2,279,100 plus 1,091,466 1,088,173 minus 3,295

HSP8 (HSP9) 10,429 2,283,820 2289497 plus 5,839 11,509 plus 5679 (O @)
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= DPQD—HIEEH . BDER/VNRTYT
- — B st (query fAl) — B 7815 (DB query{8ll DB{I®D

HSP& S A7 start end strand  start end strand Length MDFEE  FEiE

HSP1 42279 1 2,289,497 plus 1 2289497 plus 2,289,497

HSP4 (HSP5) 10,7 37,329 43,187 plus 1 5,860 plus 5865 (1) @

HSP24 (HSP26) 6,04 999,670 1,002,969 plus 711,886 715,184 plus 3,300

HSP14 (HSP15) 9,362 1,088,170 1,093,274 plus 999,673 1,004,778 plus 5,106

HSP25 (HSP27) 6,043 1,088,173 1,091,466 plus 711,892 715,184 plus 3,294

HSP2 (HSP3) 11,624 2,058,465 2065193 plus 2,057,850 2,064,578 plus 6,732

HSP6 (HSP7) 10,516 2,059,080 2,065,193 plus 2,057,850 2,063,963 plus 6,117

HSP12 (HSP13) 9,524 2,059,672 2,065,193 plus 2,057,830 2,063,348 plus 95,925

HSP16 (HSP17) 8,385 2,060,310 2,065,194 plus 2,057,850 2,062,735 plus 4,887

HSP18 (HSP19) 7,301 2,060,901 2065194 plus 2,057,830 2,062,120 plus 4,296

HSP20 (HSP21) 6,186 2,061,516 2,065,193 plus 2,057,830 2,061,504 plus 3,680

HSP30 (HSP31) 5050 2,062,154 2,065,193 plus 2,057,850 2,060,889 plus 3,042

HSP32 (HSP33) 4021 2,062,769 2,065,197 plus 2,057,850 2,060,279 plus 2,431

HSP10 (HSP11) 9679 2,273,804 2,279,100 plus 717,190 711,892 minus 5,301

HSP22 (HSP23) 6,047 2275808 2,279,168 plus 1,002,969 999,608 minus 3,365

HSP28 (HSP29) 6,0 2275808 2279100 plus 1,091,466 1,088,173 minus 3,295

HSP8 (HSP9) 10,4 2283820 2289497 plus 5,839 11,509 plus 5679 (O @
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W9-2:HSP1-33

ARINDA) AV4ELHE[37329, 43187 bpl. A1, 5860 bp] .
@’ h' [2283820, 2289497 bp]. H3[5839, 11509 bp]IZ#H
L. DD, DD, DINRDARZARTHEHONS

- — B st (query fAl) — B 7815 (DB query{8ll DB{I®D
HSP& S A7 start end strand  start end strand Length MDFEE  FEiE

HSP1 4,227,900 1 2,289,497 plus 1 2289497 plus 2,289,497

HSP4 (HSP5) 10,754 | 37,329 43,187 plus 1 5,860 plus 5865 (1) @
HSP24 (HSP26) 6,043 999,670 1,002,969 plus 711,886 715,184 plus 3,300

HSP14 (HSP15) 9,362 1,088,170 1,093,274 plus 999,673 1,004,778 plus 5,106

HSP25 (HSP27) 6,043 1,088,173 1,091,466 plus 711,892 715,184 plus 3,294

HSP2 (HSP3) 11,624 2,058,465 2065193 plus 2,057,850 2,064,578 plus 6,732

HSP6 (HSP7) 10,516 2,059,080 2,065,193 plus 2,057,850 2,063,963 plus 6,117

HSP12 (HSP13) 9,524 2,059,672 2,065,193 plus 2,057,830 2,063,348 plus 95,925

HSP16 (HSP17) 8,385 2,060,310 2,065,194 plus 2,057,850 2,062,735 plus 4,887

HSP18 (HSP19) 7,301 2,060,901 2065194 plus 2,057,830 2,062,120 plus 4,296

HSP20 (HSP21) 6,186 2,061,516 2,065,193 plus 2,057,830 2,061,504 plus 3,680

HSP30 (HSP31) 5050 2,062,154 2,065,193 plus 2,057,850 2,060,889 plus 3,042

HSP32 (HSP33) 4021 2,062,769 2,065,197 plus 2,057,850 2,060,279 plus 2,431

HSP10 (HSP11) 9679 2,273,804 2,279,100 plus 717,190 711,892 minus 5,301

HSP22 (HSP23) 6,047 2275808 2,279,168 plus 1,002,969 999,608 minus 3,365

HSP28 (HSP29) 6,038 2275808 2279100 plus 1,091,466 1,088,173 minus 3,295

HSP8 (HSP9) 10,429 12,283,820 2,289,497 plus 5,839 11,509 plus 5679 (O @
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W9-3: 7 /T —3y

RdD&H1-YILribosomal RNAMIFEAE

= — BB (query{Al) — B a1 (DB query{8ll DB{I®D

HSP& S A7 start end  strand  start end  strand Length MDFEE  FEiE
HSP1 4,227,900 1 2,289,497 plus 1 2289497 plus 2,289497
HSP4 (HSP5) 10,754 37,329 43,187 plus 1 5,860 plus 5865 (1 @
HSP24 (HSP26) 6,04 999,670 1,002,969 plus 711,886 715,184 plus 3,300 ribosomal RNA
HSP14 (HSP15) 9,3» 1,088,170 1,093,274 plus 999,673 1,004,778 plus 5106 ribosomal RNA
HSP25 (HSP27) 6,04¥ (1,088,173 1,091,466 plus 711,892 715,184 plus 3,294 ribosomal RNA
HSP2 (HSP3) 11,624 2,058,465 2065193 plus 2,057,850 2,064,578 plus 6,732
HSP6 (HSP7) 10,516 2,059,080 2,065,193 plus 2,057,850 2,063,963 plus 6,117
HSP12 (HSP13) 9,524 2,059,672 2,065,193 plus 2,057,830 2,063,348 plus 9,925
HSP16 (HSP17) 8,385 2,060,310 2,065,194 plus 2,057,850 2,062,735 plus 4,887
HSP18 (HSP19) 7,301 2,060,901 2065194 plus 2,057,830 2,062,120 plus 4,296
HSP20 (HSP21) 6,186 2,061,516 2,065,193 plus 2,057,830 2,061,504 plus 3,680
HSP30 (HSP31) 5,050 2,062,154 2,065,193 plus 2,057,850 2,060,889 plus 3,042
HSP32 (HSP33) 4021 2,062,769 2,065,197 plus 2,057,850 2,060,279 plus 2,431
HSP10 (HSP11) 9,6 2273804 2279100 plus 717,190 711,892 minus 5301 ribosomal RNA
HSP22 (HSP23) 6,0’ 2275808 2,279,168 plus 1,002,969 999,608 minus 3365 ribosomal RNA
HSP28 (HSP29) 6,038 (2,275808 2279100 plus 1,091,466 1,088,173 minus 3,295 ribosomal RNA
HSP8 (HSP9) 10,429 2,283,820 2,289,497 plus 9,839 11,509 plus 5679 (@) @)
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= @D &HT=Y) X, ladhesion exoprotein,
W9 3 _ / — LN mucus—binding protein, hypothetical protein
S/ T3y 1EBSTEY, [FoEYE>TE MDA
= — BB (query{Al) — B a1 (DB query{8ll DB{I®D
HSP& S A7 start end  strand  start end  strand Length MDFEE  FEiE

HSP1 4,227,900 1 2,289,497 plus 1 2289497 plus 2,289,497

HSP4 (HSP5) 10,754 37,329 43,187 plus 1 5,860 plus 5865 (1 @

HSP24 (HSP26) 6,043 999,670 1,002,969 plus 711,886 715,184 plus 3,300 ribosomal RNA

HSP14 (HSP15) 9,362 1,088,170 1,093,274 plus 999,673 1,004,778 plus 5106 ribosomal RNA

HSP25 (HSP27) 6,043 1,088,173 1,091,466 plus 711892 715,184 plus 3,294 ribosomal RNA

HSP2 (HSP3) 11,624 |2,058,465 2,065,193 plus 2,057,850 2,064,578 plus 6,732

HSP6 (HSP7) 10,516 2,059,080 2,065,193 plus 2,057,850 2,063,963 plus 6,117

HSP12 (HSP13) 9,524 2,059,672 2,065,193 plus 2,057,830 2,063,348 plus 9,925

HSP16 (HSP17) 8,3 2,060,310 2,065,194 plus 2,057,850 2,062,735 plus 4887

HSP18 (HSP19) 1.3 2,060,901 2,065,194 plus 2,057,830 2,062,120 plus 4,296

HSP20 (HSP21) 6,186 [2,061,516 2,065,193 plus 2,057,830 2,061,504 plus 3,680

HSP30 (HSP31) 5,050 |2,062,154 2,065,193 plus 2,057,850 2,060,889 plus 3,042

HSP32 (HSP33) 4021 12,062,769 2,065,197 plus 2,057,850 2,060,279 plus 2,431

HSP10 (HSP11) 9,679 2,273,804 2,279,100 plus 717,190 711,892 minus 5301 ribosomal RNA

HSP22 (HSP23) 6,047 2275808 2279.168 plus 1002969 999608 minus  3.365 ribosomal RNA

HSP28 (HSP29) 6,038 2,275,808 zequence1 2055735.2060864 CDS adhesion exoprotein ~ NA

HSP8 (HSP9) 10,429 2,283,82( D

sequencel 2060942 2063323 CDS mucus-binding protein
sequencel 2063401.20669286 CDS hypothetical proiein
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W10-1:sequencel

(a) 2,283,820
v 2,289,497 .
rrTEEA<— sequencel RimER
@
5,839
sequence 1 V% 11,509 37,329 43,187
flﬁEE "&Bﬁj\ @ '-'-'-és;-- RS

HAZBEFRE

sequencel D RimfTILDEE (L. HSPSD
—HfB1E (@Q&Q) ) [T H, ZNIZHSPAD
— B (DL ) F=EHT-1EKXE, FE8[al
DE2a¢ L., BDIRFEIZKY ., DD FELE,
(FEEERLICFEELGVDIENERINT:

121



10-2: 7/7‘ =

HSP4D) — B 51 (D[1, 5860 bp](DDFAST
7/)TF—3> . HSPS — B 4E18(2)[5839,
11509 bpl D7 /57—

arND—ER

LOCUS 00001 sequenced |151.384 hypothetical protein
LOCUS_00002 sequencel |350.856 CcDS hypothetical protein
LOCUS_00003 sequencel [883.1311 CDS hypothetical protein
LOCUS_00004 sequencel [1637.1849 CDS hypothetical protein
LOCUS 00005 sequencel [1968.2165 cDS hypothetical protein et ey Y
:m < sequence | X
LOCUS 00006 sequencel |2355.2732 CDS prophage protein 2 . EE
LOCUS 00007 sequencel |2725.2940 CcDS hypothetical protein 5839
\quencel ‘ 11509 37.329 43.187

LOCUS 00008 sequencel |2930..3031 CDS hypothetical protein ;Eggggg,\ezssss 2 m"?h‘f\l
LOCUS 00009 sequencel |3067..3534 CDS holin “
LOCUS 00010 sequencel |3547.4575 CDS 1.4-beta-N-acetylmuramidase
LOCUS_00011 sequencel [4765.4935 CDS hypothetical protein
LOCUS_00012 sequencel [4936.5517 CcDS hypothetical protein
LOCUS 00013 sequencel |complement CDS integrase

(6059..7228)
LDCUS_D[IID14 SE{]UEHCE1 COH“IplEFﬂEﬂT CDS h'fpothetical protein

(7407 ..8267)
LOCUS 00015 sequencel |complement CDS hypothetical protein

(8301..8813)
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10-2: 7/7‘ =

(25839, 11509 bplD 7 /T— 3> D&Y,
@)[11510, 37328 bp]l DT /T—

arnD—eER

LOCUS_00016

sequencel

complement
(8911..9315)

hypothetical protein

LOCUS 00017 sequencei |complement CDS XRE family transcriptional regujator
(9317..9640)
LOCUS 00018 sequencet |9916..10095 CDs hypothetical protein
LOCUS_00019 sequencel |10104..10265 CDS hypothetical protein 2‘283'8202 289.497
_ :m—~<— sequence | RIEER5
LOCUS_00020 sequencel |10317.11030 CDS phage-related antirepressor 2
LOCUS 00021 sequencel |11068..11355 CDS hypothetical protein 5.839
quencel ‘ 11509 37329 43.187
LOCUS_00022 sequenced | 1139511490 cDS hypothetical protein ﬁﬁﬂﬁ"zssw //’ , B ?““f'
LOCUS 00023 sequencel |11503..11736 CDS hypothetical protein ‘
LOCUS 00024 sequencei |complement CDS hypothetical protein
(11714..12211)
LOCUS 00025 sequencel |12396.12629 CDS hypothetical protein
LOCUS_00026 sequencel |12616.13254 CDS hypothetical protein
LOCUS_00027 sequencel |13258.13974 CDS phage NTP-binding protein
LOCUS_00028 sequencel |13977.14576 CDS hypothetical protein
LOCUS 00029 sequencel |14593.14688 CDS hypothetical protein
LOCUS 00030 sequencel |14689.15522 CDS hypothetical protein
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10-2: 7/7‘ =

LOCUS_00031
LOCUS_00032
LOCUS 00033
LOCUS 00034
LOCUS 00035
LOCUS_00036
LOCUS_00037
LOCUS_00038
LOCUS_00039
LOCUS 00040
LOCUS 00041
LOCUS_00042
LOCUS_00043
LOCUS_00044

LOCUS_00045

sequence1
sequence1
sequence1
sequence1
sequence
sequence
sequence1
sequence1
sequence1
sequence1
sequence1
sequence
sequence
sequence1

sequencel

1551916757

16760..17158

1716217302

17306..17671

17665..17509

17905..18282

18279..18482

18533..18700

18684..18857

18859..19314

19314..19559

19645..20093

20310..20585

20575..21057

21180..21698

CDS

CDS

CDS

CDs

CDs

CDSs

CDs

CDS

CDS

CDS

CDs

CDs

CDs

CDS

replicative DNA helicase
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
Holliday junction resolvase
hypothetical protein
phage protein
hypothetical protein
hypothetical protein

phage terminase small subunit

QD 4EIFH@[11510, 37328 bp]
D7/ T—3>D—EB

2283820
2289497 »
ZZE< sequence | RIEER 5
2
5839
ll 509 37329 43, 187
“‘;_L;;‘;;;» i R
2 %,—/ 0}

S =
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10-2: 7/7‘ =

B 4EE@)[11510, 37328 bp]
D7 /T—arDiEY

LOCUS 00046
LOCUS 00047
LOCUS 00048
LOCUS 00049
LOCUS_00050
LOCUS_00051
LOCUS_00052
LOCUS_00053
LOCUS_00054
LOCUS 00055
LOCUS 00056
LOCUS 00057
LOCUS_00058
LOCUS_ 00059

LOCUS_000&60

sequence1
sequence1
sequence1
sequence
sequence
sequence1
sequence1
sequence1
sequence1
sequence1
sequence1
sequence
sequence
sequence1

sequencel

2169823599 phage terminase large subunit

23609..23785 CDS hypothetical protein

23786..24961 CDS phage portal protein

24942 26834 CD3 phage capsid protein

27026..27313 CDS hypothetical protein 2-283-8202.289‘ o )
97294 27671 CDS hypothetical protein m— 2> < sequence | RIFEHST
2767428096 CD3 hypothetical protein I 5839 11808 7950 43187
28096..28476 CDS hypothetical protein ﬁﬂﬁei 5 Lo ‘ffhf SN
28450..29085 CDS phage tail protein ‘

29239..29589 CDS tail protein

29793..34418 CDS phage tail tape measure proteif

34434..35273 CD3 phage protein

35230..36441 CD3 prophage protein

36425..36751 CDS hypothetical protein

36751..36214 CDS hypothetical protein
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D EQDDT/T—a #ERIFFEMIZRIC

10-2: 7/7‘ =

LOCUS_00061
LOCUS 00062
LOCUS 00063
LOCUS 00064
LOCUS_00065
LOCUS_00066
LOCUS_00067
LOCUS_ 00065
LOCUS_ 00069
LOCUS_00070

LOCUS_00071

LOCUS 00072

LOCUS 00073

LOCUS_00074

LOCUS_00075

sequence1
sequence1
sequence1
sequence1
sequence
sequence
sequence
sequence1
sequence1
sequence1

sequencel

sequencet

sequence

sequencel

sequencel

38211..38966 hypothetical protein

38966..392985 CDS hypothetical protein

39295..39492 CDS hypothetical protein

39683..40060 CDS prophage protein

40053..40268 CDs hypothetical protein

40394..40861 CDS holin

40874..41905 CcDS3 1.4-beta-N-acetylmuramidase

4209242262 CDS hypothetical protein

42263.. 42844 CDS hypothetical protein

43586..44437 CDS homoserine O-succinyltransferase

44450..45724 CDS O-acetylhomoserine
aminocarboxypropyltransferase

45808. 46845 CDS competence protein ColA

complement CDs dithiol-disulfide isomerase

(46909..47541)

A7518..48507 CDS GTP pyrophosphokinase

48519..49328 CDS ATP-MAD Kinase

’ 2283820
2.289.497 .
m— A< sequence | X84
2
5839
11.509 37329 43, 187
pquencel i
- ARG
% EABRS > o8

‘
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] _ (b) sequence l DM KRIFHTHAHADED) DFE
. Sh M = BER) L Fon7-1RIE[5839, 2283819 bp]
W1 0'3 S @. MK 1: E = Dl KRIHFEELEBRRIT4U HER
DEEAREETHLIEFELE

(a) 2,283,820
v 2289497 »
7 < sequencel RimEp4
@
sequencel
ﬁEE%BéJ\ ----G-)-,-- e e e e e e
(b)
] D
\ )
Y

J077—TMmE

HAZBREFREDEH %S 127



" (b) = ()T OT7— BB LB

W10-4: J7— 0D ¥kt 1Y SN THIRIE L T4k B(excision)

(a) 2,283,820
U 2,289,497 »
7 < sequencel RimEp4
@’

9,839

sequencel 11,509
SCEEER S
(b)
Pz S R
\ )
Y

J077—TMmE

N~

o (i) TA77—UEENIVHEN T
S o RYOBR R (EE)

(i) IRIK 77— DNA

HAZBREFREDEH %S 128



= N (c) = (b) TF—U MR
IR AFENB(integration)IZE (L. [
W10-4 - J7— D #EFE e Rt

(a) 2,283,820
V2289497 »
7 < sequencel RimEp4

@

9,839

sequencel }}&09
SCEEER S
(b)
G o
\ )
Y

J077—TMmE

=N
(c) (i) TA77—UfEEATIYHEIN T

RN

> KIS ERYDIRRERAKTEL)

(i) IRIK 77— DNA
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W10-4: 77— DR

(a) 2,283,820
v 2,289,497 .
rrTEEA<— sequencel RimER
@
5,839
sequencel 37, 329 43 187

FEERER S

excisiontintegration{ThHhNA=HIZIE. F
TEEBARLICT7T—UNMGELETNIEXGESA
LYo atthh I 7— I 5E Eh L (attachment site) T
HY . FREAE S D EERRLOD 7 FEis

(b)
Pz ARTAT
\ ; )
TR77 UM
attB
c > o F g L
() NN (i) TAT7—UREMNYYHSN T

v

GIE2RYDIRIREZ AR (EE)

(i) IRIK 77— DNA
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W10-4: T7— D HEFE

TJA77— D8, atBDEEIZIE.
tRNADOI—FEN TR EMNZ LB

(a) 2,283,820
V2,289,497 »
pZZ77773<~ sequence ] K ilfi i 73

sequencel

317, 329 43 187

SLEEER Y
(b)
] e B
N )
Y
77—
attB
(c) >
ﬁﬁﬁﬁﬁ%&ﬁﬁﬁw

v

(i) TA77—UfEEATIYHEIN T
HIg>=-RYDRIREBEAR(BE)

(i) IRIK 77— DNA
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= B JOJ7—C D82, 7A77—UBEED
_ O % m Rim(atd&atR)IZIL. 10-2015 K D48
W10-4: 77— DIEIE  memnsssss. ixntoars

BOIEEEL, FEATTICHET S,

(@) 2285;'8202 286467 T/T7—a v EmnEHELTIE. —A
Me sequencel R IE RS> D XKimftrlZlLintegrase.. D Kim{T T
@ [ZIXlysin&holinhDN T ETET 5

sequencel _1__ __5’\?/39 11,509 37,329 43187
o s > T il L\

(b)

attB
(c) > (i) FO77—CfEEAYIYHEEINT

: > KIS ERYDIRRERAKTEL)

(i) IRIK 77— DNA

HAZBREFREDEH %S 132



" 7077 SREOERMRIL,
_ o &) LS &, FhlEfEFED[L,
W10-4 . 77_“/0)1%%1% 5860 bp]M A XKixERUL ., DFEY FRIUAH

EBori&. fEE@[1, 5860 bp)DE Kims

(@) 2283820 . fB15(2)[5839, 11509 bp]M E Kimd1-
wﬁ%ﬂ,ﬂﬂé sequencel RimER 53 VIZCHBELNDTETT
5,839

sequencel _1___V 11,509 373??”f'3:187
s oy > EEEEEE O o
(b)
attB
(c) (> (i) FO77—CfEEAYIYHEEINT

: > KIS ERYDIRRERAKTEL)

(i) IRIK 77— DNA
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= B egzmumsﬁmawﬁoﬁﬁ
_ > 4 B @[1, 5860 bp] DA Kifm& ., FHIHEQ
W10-4: 77— MDEEFE | 5655, 11500 ol 3 #51-12 5 55515
[5839, 5860 bp]h'drH_LIZHDILTLL
o UM FRIO AR 2

sequencel
SCEEER S

HAZBREFREDEH %S 134



W10-4: 77— D #4E

# BlastViewsr

HSPAD T SA AV MNER DRGSR D %=
TR, fEE (D1, 5860 bp]l M4 Kim(Z+H
Lo TEE DD FREAE S IZHYE TS

=R

FEile Help

i) BLAST results

=lEE

sequencel_hlastxml
blastn ws. LH_hgap.fa

sequencel

Discover KoriBlast
to go beyond the viewer

e

’j =, Summary
| Hits

#"| Accession

Definition

Quality | # HSPs

) i

j = Alignment: Query (2289497 nuc) vs. 0 (2,289,497 nuc)

HSP Map\ Definition | Statistics | Alignment |

Cuery
1

Welcome to BlastViewer

HSP(5ﬂ| Il | Il I | Il [ | | I I Im ] | | L] ! 1 | nmn
b

43140 43160 43160 43170 43180
| IR (R I | ||||||||||||||||||III||||||||||||||||||||||||||
TTAACGTTGATTTAACAGCATATTAATGTAACGCGTTTTTATTTTTCTAAGT
I e e I O O e e e e =N
TTAACCGTTCGAT TTAACAGCATATTAATCTARCGCGTTTTTATTTTTCTAAGT
III|||||||||||||||||||||||||||.|. L | E — L
a810 a820 5330 A8 A840 585[|
4
HSP: | = |4;‘134?| - |

www. korilog.com [ ?gmg£1j3mn

H A FLER B F = anen ) 1 ER 56 O [H]
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W10-4: 77— D #4E

# BlastViewsr

HSPSD 7 oAV AV MER D AIRER N EF IR
R fEIH(@2)[5839, 11509 bp] D A K i Z4H
L RN FEBEHSICTHEHE TS

=R

FEile Help

e

) BLAST results

=YY

’j =, Summary
| Hits

#"| Accession

sequencel_hlastxml
blastn ws. LH_hgap.fa

sequencel

Definition

Quality | # HSPs

) i

. 21
&
j = Alignment: Query (2289497 nuc) vs. 0 (2,289,497 nuc)
HSP Map\ Definition | Statistics | Alignment |
Cuery
|
HsP(sl Il (IR | | (RN [ I m 1| 1 I 1 | e
0 i
B3820 223830 2283840 FIRIEE0 TIRIEE0 TREET0
| I I I I I 1 I I I | I I 1 I I I I I I | 1 I I I I I I I 1 | I I I I I 1 I I I | I I I 1 I I I I I | I
ACGCGTTTTTATTTTTCTAAGTGATTTGGGAATTATCTGGAGTCACAAGGAT
s e e e e I Y Y Y O B A
ACGCGTTTTTATTTTTCTAAGT|[GATTTGGGAATTATCTGGAGTCACAAGGAT
¥ ] ¥ ¥ ¥ ¥ ¥ ¥ ¥ ] ¥ ¥ ¥ ¥ ¥ i | | | | | | | 1 | | | | | | 1 | | | | | | | 1 | | | | | | |
5840 5850 5860 5870 5380 521
I
Discover KoriBlast

to go beyond the viewer

Welcome to BlastViewer

www. korilog.com [ 35Mg£12j;rum

H A FLER B F = anen ) 1 ER 56 O [H]
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" A
W10-5: PCR#&EE1
(a)

—r s
Frrz77) < sequencel RifEp 4

sequencel

FEERER S

(b) 9,839

\ )
Y

JO7y7—%EE

(c) —><---
TN

(a) FTRLVKREND(IE TPCRODTS5A T —%E%ET
o (b) TAT77—I MBI D K E(F40kbpFEEH S
=6, BEIIPCRTIgIESNAZLY, L L —7
IARMRELGH-HEERSPIC“TOT7—
VHEEEEURKERAE LMAFELEZ TN
[XPCREIRENDELDIEAELNMET, (c) ¥—F
Iﬁﬁ%t@ot‘fﬁﬂﬂ%lqﬂl (X. (b)DTO
—OEBE SRR ERALSIZ, () T
|:|77—qu1:£75\’ch£)tt'.éin’cr%f—hﬂk??
—IDNA., B&LUGH) Z7AR77—I%EE ATV H
SN THLGS=RYDBRERANEETNS
NI, ()DFEELEIZIEC TPCREIEENS
X9, > EEICIBREINT-

(i) TR77—UfEEATIYHEE

> NTELIEo =Y DIRIKE BN

HAZBREFREDEH %S

(i) IRIK 77— DNA
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" A
W10-5: PCR#&ZE2

)

Frrrz77) < sequencel RifEp 4

@!
sequencel E-'f-'-f-'-f-:f:f:::-& -
(b) - Y
e e

J077—TMmE

(a) HELVKHIDGIE TPCROTSAV—% 5%
ito (o) WMEFIZTSAY—ZEREFTLTLVST-
&, BEIFPCRTBIESNIZLY, L — /71
VAR EGO-MRRERFIZ TRIT—D
EEEESORIREAMAR wﬁmmmm
PCRIEZIBENHED FELNET, (¢) —HT
VAR EGST-HBERTIZIE. b)DTO
77— SRR EEERLUNZ, () T
ODJ7—2 gAY HEIN TTELRK D7
—IDNA., BEUG) FaT77—IfEEHYIY
HENTELGS=RYDIRIREBANEE
naEINIL. HDEFELIZIEC TPCRIENE
SNBIET, ~EEICIBIRERS -

(c) (i) FO77—fEEATIYHE

HAZBREFREDEH %S

 NTELTGoERYDIRIRE BN

(i) IRIK 77— DNA
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= 2 DDEEE L. () DESIZIBKIELI=T7—DNA

W1 O 6 _ @ O) /:E igz W=D I VRASNIZHBRELTELZLDTHY
U, PRz EBOZEARLICIXFEELEVLERERDIT:
(a)
Prz7rzZA<— sequence 1 RimER 4
)
sequencel
SCEEER S
(b)
Pz S
\ )
Y
77— EE
() (i) T7a77—C@miEh Iy HE

RN

NTELIEo =Y DIRIKE BN

(i) IRIK 77— DNA

HAZBREFREDEH %S 139



= sequence2 (DBLASTZSE1T, (Dmakeblastdb

. astn, QIsTHEZEL T, DlessTHIK
W11-1:BLAST Shlastn. ©) &

File Edit View Search Terminal Help 13 B = ) 10:24 %
r iu@bielinux[result] makeblastdb -in sequence2.fa -dbtype nucl -hash inde
X

Building a new DB, current time: 09/10/2016 10:16:01

New DB name: sequence2.fa

New DB title: sequence2.fa

Sequence type: Nucleotide

Keep Linkouts: T

Keep MBits: T

Maximum file size: 1000000000B

Adding sequences from FASTA; added 1 sequences in 0.119973 seconds.
iu@bielinux[result] blastn -db sequence2.fa -query sequence2.fa -out seq
uence2 blast.txt

iu@bielinux[result] pwd [10:165 /i ]
/home/iu/Desktop/result

iu@bielinux[result] 1s sequence2* [10:165 & ]
sequence2 blast.txt sequence2.fa.nhr sequence2.fa.nsi

sequence2.fa sequence2.fa.nin sequence2.fa.nsq

sequence2. fa.nhd sequence2.fa.nog

sequence2.fa.nhi sequence2.fa.nsd

iu@bielinux[result] less sequence2 blast.txt | [10:165 &1 ]

FuE D O e

1197
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= DScore TXFFIREL T, 22HDHSPIZWY FFLY
W11-1:BLAST 1=&£Z5 (FTEIW15- 7%@5375\526415%7303'0
— L. BREDFIBEDRSDECADT AV A"
9 File Edit View Search Terminal Help Bk . E@B@ijé%ﬁﬁ%iﬁij—%)o@-l iﬁgab\

FIE = 9651 bits (5226), Expect = 0] j 4a X Sl Thne )
Tdentities = 5253/5264 (99%)  Gaps = | 2 B& 2T ODT, TRIShictfA126008& H &7

Strand=Plus/Plus ‘ YT R AR—D T ERZF2EN (EE7[RIW16-1)

_ MQuery 81634 AGCAGTTGTTTGTCCTGTAAGGCCAATCTTTGTTGCTGATCTAGTAACTTATGTAACTCT 81693

Sbjct AGCAGTTGTTTGTCCTGTAAGGCCAATCTTTGTTGCTGATCTAGTAACTTATGTAACTCT 60

Query 81694 TTCTTTTCAGATTGAATTTCTGATACTAAATTTCGAAGGAATTTCACTTCATCTTGTCCA 81753

. IIIIIIIIIIIIIIIIIIIIIIIIIlIIlIlIIIIIlIIIIIIIlIIIIIIIlIIIIIlI
Sbjct 61 TTCTTTTCAGATTGAATTTCTGATACTAAATTTCGAAGGAATTTCACTTCATCTTGTCCA 120

Query 81754 TCAACCGCATCTTTTTTGTTGTCGTCAACATCATCTTTTTGTTGACGGTATCTTGTTGAC 81813

. LECETLECEEETEEEECE T EE e e e T e e e e ey
Sbjct 121  TCAACCGCATCTTTTTTGTTGTCGTCAACATCATCTTTTTGTTGACGGTATCTTGTTGAC 180

flovery 81814 GAATTGTTTGAGAACATTGCTTTAATAGCTTTTTGCCCATCAACATCAACGTAAACAGTA 81873
, IIIIIIlIIIIIIIIIIIIIIIIIIIIIIIIIIIIIlIIIIIIIlIIIIIlIlIIIIIlI
Sbjct 181  GAATTGTTT GCTTTTTGCCCATCAACATCAACGTAAACAGTA 240

MQuery 81874 TTACCTTTTGTTGATGTAAATTGACGTAAATCGATTGACGCATCTC-TTTTTATCTTTIG 81932
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DOFRBABNERSD . ECIZHIRTYFH
Wll 1 : BLAST GapMEN_EZ MR, QDECH TR LT D
-1 . C&ITT %, Eimlc g AL, LA84271%

9 File Edit View Search Terminal Help B. TH2641F B DIERF-LFTITHhMAH 5

JQuery 84151 GCCCTTGCCTTAATCTTCGATCAGCGACAATTTTTTAAAACCTGAGTTAATAAAGCTGGT 84210

, LELEDELEREREE TR e e e e e e e e e e e e e e rnin
Sbjct 2521  GCCCTTGCCTTAATCTTCGATCAGCGACAATTTTTTAAAACCTGAGTTAATAAAGCTGGT 2580

| Query 84211 TTATCAGGGGTGGGGGCTTTCGACCAATTCATCCAATAGTAGTAAACAGTGGACCACTTT 84270

_ LELLEEETLERETLEE LT L P EE e e e T e e |
Sbjct 2581 wCAGGGGTGGGGGCTTTCGACCAATTCATCCAATAGTAGTAAACAGTGGACCACTTT 2640

. Query 84271 EGGAAAATCAGCCGGCAAATCACGCCAAGTACAACCAI ITTTAAGGACATAGAGCATGGCA 84330*
i@_@GAAAATCAGCCGGCAAATCACGCCAAGTACAACCAI ITTTAAGGACATAGAGCATGGCA 2700

Sbjct 2641
Query 84331 CAGAAGATATCATAAGGATCAATGTGTTTTGGATGAGTTCGTTTTCTTGAAGCTTCCAGA 84390

. IIIIIIIIIIIIIIIIIIIIIII|||IIIIIII|||IIIIIIIIIIIIIIIIIIIlIIII
Sbjct 2701  CAG CGTTTTCTTGAA 2760

Query 84391 TCCTGGCGGATCAAATCGAATTGTTGCCGAGAAATATCGCTTTGGTAATGATGACTAAAA 84450

. , LELEELELEEEREREECEE L L EE T e e e Ee e e e et e iyl
Sbjct 2761  TCCTGGCGGATCAAATCGAATTGTTGCCGAGAAATATCGCTTTGGTAATGATGACTAAAA 2820
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"
W11-1:BLAST

File Edit View Search Terminal Help

| Query
Sbjct
A Query
Sbjct
Query
Sbjct
Query
Sbjct

Query

D261 BB DIERFN) LZDIERBICT S5

. [2641, 84270 bp)&F& XLV, 25T BHZET. MY

LZOIEEERIIOZIDIFSIFDODFED LS(ZEY
REDIFSIEIQODLIIZHBIET THBH, DqTKT

84151 GCCCTTGCCTTAATCTTCGATCAGCGACAATTTTTTAAAACCTGAGTTAATAAAGCTGGT

LELEDELEREREE TR e e e e e e e e e e e e e e rnin
2521  GCCCTTGCCTTAATCTTCGATCAGCGACAATTTTTTAAAACCTGAGTTAATAAAGCTGGT

84211 TTATCAGGGGTGGGGGCTTTCGACCAATTCATCCAATAGTAGTAAACAGTGGACCACTTT,

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII|I|IIIIIIIIIIIIIIIIIIIIIIII
2581 CCAATTCATCCAATAGTAGTAAACAGTGGACCACTTT

84271 GGAAAATCAGCCGGCAAATCACGCCAAGTACAACCATTTTTAAGGACATAGAGCATGGCA

LLLLLLLEE L LD LD LD LD LL LT L L LD EL]
264180 GGAAAATCAGCCGGCAAATCACGCCAAGTACAACCATTTT TAAGGACATAGAGCATGGCA

84331 CAGAAGATATCATAAGGATCAATGTGTTTTGGATGAGTTCGTTTTCTTGAAGCTTCCAGA

LECEELETECEEEEEEE DR LT EE P LT L e |
2701  CAGAAGATATCATAAGGATCAATGTGTTTTGGATGAGTTCGTTTTCTTGAAGCTTCCAGA

84391 TCCTGGCGGATCAAATCGAATTGTTGCCGAGAAATATCGCTTTGGTAATGATGACTAAAA

LELELEREREREEET T E e e e e e e e e e e e e e e e e eren
2761  TCCTGGCGGATCAAATCGAATTGTTGCCGAGAAATATCGCTTTGGTAATGATGACTAAAA

84210

2580

4270

2640

84330

2700

84390

2760

84450

2820
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D7 IT)EER T 74 )L(LH hgap.fa)&

/—~

W11-2: |\37 Fﬁﬂﬁlj 'ﬂE 2 AHELT. BEBREETI—EDaATY

| /home/iu/Desktop/result
iu@bielinux[result] 1s -1 LH*.fa

Fo HATF7AILIELH draftfa, @T7AIL
: g[e Eit iew Search Terminal Help ﬂ,{fﬂ);’)ﬁ/}\ﬁgﬁb\ﬂq(:g}%o ZZTlZ
lugkielinuxdresult] pue RERUMless TRIID BHERHER
WBYICHETETLAMERLTE IS

-rw-rw-r-- 1 iu iu 2433662 88 29 13:28 LH hgap.fa

MWiu@bielinux[result] echo ">chromosome"” > LH draft.fa
iu@bielinux[result] echo ">plasmidl" >> LH draft.fa

iu@bielinux[result] echo ">plasmid2" >> LH draft.fa

iu@bielinux[result] head -6 LH hgap.fa | tail -1 | cut -c 2450-43422 >> LH draft.fa

iu@bielinux[result] head -2 LH hgap.fa | tail -1 | cut -c 5839-2283819 >> LH draft.fa

iu@bielinux[result] head -4 LH hgap.fa | tail -1 | cut -c 2641-84270 >> LH draft.fa

[ 4375 %1
[ 4:375 %]

[ 4:37 %]

-rw-rw-r-- 1 iu iu 2400619 985 10 16:37 LH draft.fa

é iu@bielinux[result] (s -U [A*.Ta

-rw-rw-r-- 1 iu iu 2433662 88 29 13:28 LH hgap.fa

' iu@bielinux[result]

‘ [ 4:37TF&]

[ 4:37 %]

HAZBREFREDEH %S
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I-W_ (1" /Documents/DRR024501/result/ £ [Z
P HBHQC*xgz&xhLbT4L YR ([ZaE—
W12-1: 37 3 SR

File Edit View Search Terminal Help

13 =P ) 20:07 %
Jiu@bielinux[result] pwd [ 8:065%#]
/home/iu/Desktop/result

iu@bielinux[result] cp ~/Documents/DRR024501/result/QC.*.gz .
iu@bielinux[result] 1ls -1 QC.*.gz LH draft.fa [ 8:074 %]
-rw-rw-r-- 1 iu iu 2400619 98 10 16:37 LH draft.fa

§-rw-rw-r-- 1 iu iu 57061392 98 11 20:07 QC.1l.trimmed.fastq.gz
-rw-rw-r-- 1 iu iu 62989289 98 11 20:07 QC.2.trimmed.fastq.gz
iu@bielinux[result] | [ 8:074 %]
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L] (DBio-LinuxIZ[XbwaM T L A—)LENTLVDD
12 2 i b T. bwa g CICFIFARIBELIRRE , @/ 3\ —Dav (&
7 -Z . DWa 0.7.12-r1039, BWAD & IZ DN TIE. FER28EE

File Edit View Search Terminal Help NGS/\)XT)E§E§(201GO726)(:{)%[')

iu@bielinux[result] bwa [ Bri99F & ]

Version: 0.7.12-r1039
Contact: Heng Li <lh3@

. L-i Usage: bwa <command>

lCommand: index
mem

fastmap
pemerge
aln
samse
sampe
bwasw

shm

fa2pac
pac2bwt
pac2bwtgen
bwtupdate

Program: bwa (alignmer&via Burrows-Wheeler transformation)

nger.ac.uk>
[options]

index sequences in the FASTA format

BWA-MEM algorithm

identify super-maximal exact matches

merge overlapping paired ends (EXPERIMENTAL)
gapped/ungapped alignment

generate alignment (single ended)

generate alignment (paired ended)

BWA-SW for long queries

manage indices in shared memory

convert FASTA to PAC format

generate BWT from PAC

alternative algorithm for generating BWT
update .bwt to the new format

HAZBREFREDEH %S
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D vTENBEIDYT7L RERFI

File Edit View Search Terminal Help 13 = 4) 21:40 {%
| | mem BWA-MEM algorithm
@ fastmap identify super-maximal exact matches
— pemerge merge overlapping paired ends (EXPERIMENTAL)
E aln gapped/ungapped alignment
samse generate alignment (single ended)
: : sampe generate alignment (paired ended)
>ﬂ bwasw BWA-SW for long queries
. shm manage indices in shared memory
fa2pac convert FASTA to PAC format
pac2bwt generate BWT from PAC
é pac2bwtgen alternative algorithm for generating BWT
bwtupdate update .bwt to the new format
bwt2sa generate SA from BWT and Occ
Note: To use BWA, you need to first index the genome with "bwa index'.
There are three alignment algorithms in BWA: "mem', “bwasw', and
“aln/samse/sampe'. If you are not sure which to use, try "bwa mem'
'@ first. Please ‘man ./bwa.l' for the manual.
,; iu@bielinux[result] [ 8:194 %]
== i u@bielinux[result] bwa index LH draft.fal] [ 9:394 %]

12-2 - bwa (LH_draft fa) DA Ty R T4 ILEVER
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" J
W12-2:bwa

File Edit View Search Terminal Help

Mbwa indexEITHER, Q5 D2DAVTYIRIT7A
ILHDMERENT=&S5T=, @BWAIZIX3IDD 7 /LT
1) X Ls(mem, bwasw, aln/samse/sampe)h’dpl). &
<hhoilTnldbwa memZEEZEELNTLNS

bwt2sa generate SA from Bwr anu utc

Note: To use BWA, you need to first index the genome with "bwa index'.

There are three alignment algorithms in BWA: "mem’,
“aln/samse/sampe'. If you are not sure which to use, try "bwa mem'

“bwasw', and

first. Please man ./bwa.l' for the manual.

iu@bielinux|[result]

iu@bielinux[result] bwa index LH draft.fa

[bwa index] Pack FASTA... 0.06 sec

[bwa index] Construct BWT for the packed sequence...
[bwa index] 0.78 seconds elapse.

[bwa index] Update BWT... 0.04 sec

[bwa index] Pack forward-only FASTA... 0.04 sec

[bwa index] Construct SA from BWT and Occ... 0.33 sec
[main] Version: 0.7.12-r1039

[main] CMD: bwa index LH draft.fa

[main] Real time: 2.842 sec; CPU: 1.242 sec

@) iu@bielinux[result] 1s LH_ draft fa*
yYJLH draft.fa LH draft.fa.ann LH draft.fa.pac
;ﬁi LH draft.fa.amb LH draft.fa.bwt LH draft.fa.sa

iu@bielinux[result] |

8:194 ]
9:394 ]

™~

[ 9:425 %]

[ 9:435 %]
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- (Mbwa memMDET, SAMEX DT IEL S R
12 2 " bwa 74 )L(LH draft.sam)Z&1§45&ECAE T, $9257

File Edit View Search Terminal Help 13 = 4) 22:31 1%
Jiu@bielinux[result] pwd [10:3054 % ]
/home/iu/Desktop/result

iu@bielinux[result] 1s QC.*.gz LH draft.fa* [10:304 % ]
LH draft.fa LH draft.fa.bwt QC.l.trimmed.fastq.gz

LH draft.fa.amb LH draft.fa.pac QC.2.trimmed.fastq.gz
\ILH draft.fa.ann LH draft.fa.sa
W iu@bielinux[result] bwa mem LH draft.fa QC.1.trimmed.fastq.gz QC.2.trimm
Bled.fastq.gz > LH draft.sanf]
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= WMEAERT . DEEEIZH A - T-BERE 135582

W12-2:-bwa . QlsTRER, @771 LY 1 X (E#3335MB

File Edit View Search Terminal Help 13 = 4) 22:35 {%

(238, 488)
[M: :mem pestat] mean and std.dev: (365.05, 38.12)
[M: :mem pestat] low and high boundaries for proper pairs: (188, 538)
[M: :mem pestat] skip orientation RF as there are not enough pairs
[M: :mem pestat] skip orientation RR as there are not enough pairs
§[M::mem process seqs] Processed 22156 reads in 2.492 CPU sec, 2.529 real
sec
[main] Version: 0.7.12-r1039
[main] CMD: bwa mem draft.fa QC.1.trimmed.fastq.gz QC.2.trimmed. fastq
.9z "ih’
[main] Real time: 81.798 sec; CPU: 76.086 sec
iu@bielinux[result] 1ls -1 LH draft.* [10:3454 % ]
-rw-rw-r-- 1 iu iu 2400619 98 10 16:37 LH draft.fa
-rw-rw-r-- 1 iu iu 12 98 11 21:42 LH draft.fa.amb
-rw-rwW-r-- 1 iu iu 113 98 11 21:42 LH draft.fa.ann
-rw-rw-r-- 1 iu iu 2400684 98 11 21:42 LH draft.fa.bwt
1
1

g
=

-rw-rw-r-- 1 iu iu 600148 98 11 21:42 LH draft.fa.pac
-rw-rw-r-- 1 iu iu 1200344 98 11 21:42 LH draft.fa.sa
-rw-rw-r-- 1 iu iu 350505158 98 11 22:34 LH draft.sam

o g el e

gl |
>

iu@bielinux[result] ls -1h LH draft.sam [10:354 % ]
2/ RANUEES 1 iu iu 335M 98 11 22:34 LH draft.sam
=28 i y@bielinux[result] |} [10:354 ]
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Cyberduck® A > A +—)L, DWindows i %

13-1:Cyberduck AU R FEDNB B B, QFF

[ [E=SEEN™5C)
Q‘ 7: & https://cyberduck.io/?|=ja O~ &¢| & cyberduck | Libre FTP, ... » | ’ o P i

Download
Cyberduck for Windows.

Download N
Cyberduck for Mac.

c Switch to Google Chrome for
. Chrome Yusunluzdd yiouy

a better browsing experience.

Cyberduck is a libre FTP, SFTP, WebDAYV, S3, Backblaze
B2, Azure & OpenStack Swift browser for Mac and

Windows.
o000 ¢ AWS - iterate GmbH
& - TE2S (o} W4 EN -
Open Connection Quick Connect Action Getinfo Edit Transt DI
= ul!“ ) @ - S A A

‘s Backblaze B2
{ apl.backbiaze.com
= )

htips://ad96bseasec0@api.backblaze.com

AWS - iterate GmbH
$3.amazonaws.com
hitps://JAKIAJSAERZ XY Y4GUIISA@s3 amazonaws.com

Oracle Storage Cloud Service
E R cyduck.storage.oraclecioud. com
1

hitps://Storage-cyducikcdkocher@cyberduck lo@cyduck. storage.omclecloud.com

| Frtuc)

HAIBEFSEDESFESME

151



13-1:Cyberduck

@install, @ #FE, QBERTT
HEATDESERELIZH S, @Close

-
#* Cyberduck Setup

-

-

Cyberduck

?‘ Welcome

Setup will install Cyberduck on your computer. Click install to continue,

options to set the install directory or Close to exit.

[ Options H @Install H

Close

)

HAZBEF=

==+
[STT0Y

D EF 5 8[a

f # Cyberduck Setup ELM‘
.# Cyberduck
Setup Progress
Processing:  Cyberduck
PETTEEEEEEEE—
f # Cyberduck Setup @iﬂ‘

Cyberduck

-

‘ Installation Successfully Completed
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CyberduckZ#EEIL . D#F R
1 3 2 C b d k§ JL == HE# . QF TP-SSL%E IR
yberduckzk =E
[ #* Cyberduck ‘
7ML BE TR B8 Jvov—4 914U AT
@» v g | © 9 - = ,.
FRER 7233 EFzRD =7 | EE FyIFO—R X EREERE
;= @ @ 4 ~ A | |ie= 0
FAREE =
A FTP-SSL (Explicit AUTH TLS) -
H—)0: i 21[%
LEL :
d—H4:
JAT—
[ Anonymous O4F - >
Save Password
EER S
0 FwHR— (v) EEmE
BARIBEEFREOESESME
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~ W13-2:Cyberduc

F6EWI420FREESEICLTOY
kE}'l.. | —/\D L A(Zpdata.nig.acjpEITD
axX A&
] = [
7ML ®E TR #£8 Jvov—4o D4R AT
gﬁ D4y OEE - i.?.f’ o i = —
FRIER 73y | BHzER? B | KE PyZO-F &WE Bk
Mo @ |[«]|[» A ||z »
FOREE =
N FTP-S5L (Explicit AUTH TLS) -
H—/(: pdata.nig.ac.ip = e
URL : ftps://@pdata.nig.ac.jp:21/
a—HE:
AW D L o
[ Anonymous O47 -1 >
Save Password
[+]
0 FwHR—2 (v) sEHmE
AAIBEYRE

@ | | Frtl
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Da—H4£ &/XRT—KI[EDDBJ Pipeline(Z
W13 2 CyberdUCkE JLr=2= O A T HEEZFEIEDEA N, QS
axX AE
g’ Cyberduck ‘:’ = I_ﬂ
274 BE TR B8 Jyviv—4o Da40FD AT
Qﬁ 04w OER - i.?‘é o i = -
FsEs o3 BRZRD =i | 8E PwIO—-F WX ERER
= @ @ 2 ’ 4 "~ A ||z 0
FAREE =
N FTP-S5L (Explicit AUTH TLS) -
H#—)(: pdata.nig.ac.jp = 212
URL : fitps:/fagribio@pdata.nig.ac.jp:21/
J—H#E:  agribio
JIAT—F: eeseeeeeses
7] Anonymous O47 - >
Save Password
L+ i?ﬁﬁ i |$v}t1b
0 Ty HR—4 (v EEEE
BAZIBEFSE0DEFFESH
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Oa1—H5 % E/NRT—R(EDDBJ Pipeline

13-2: Cyberduckd% g mh7 17 eeEEit0zAn
- A

-
#* Cyberduck

710 BE TR B8 Tvov—4o 2489 ~LT
@3 4w OER v @ o & = —
F8ER o3 EXRZTRD = | EE FyIZO—R &X EREEE
s@o 2 |[«|» s | [ P
rThis certificate is not valid 1
This certificate is not valid
1N
COH— ) (DIIBRS EFRAZIRBIC L o TELSNTUVE
F. “pdata.nig.ac.jp"ICRE LY —/ (ICEBE LTV S0 EEED
HD. BEEREFERAVITIBENSENET. ENTETOY
—JUcEELETAL ?
S &7
S EEER
S IHBAEEET
T BioEET3
’_J P | —
0 JwHR—4
BAZIBEFSE0DEFFESH

156



W13-3: Cyberduck$zE#

F6EWI14-4&(FIXRCIREE,
DDBJ PipelinelZ7v7AO—FK
L7=LD T, Dqueryzxo')v9

* agribio@pdata.nig.ac.jp — FTP-SSL

2740 BE TR BE Juvov—4H 94D AT
- Yo = =
@» Oy EE = i.?} 2 t 6 e =
FARIER o= ERTRD =B | B FyIJO—R X EREER
N o 9 I = > ‘/ v‘ A | |8 0
IS 2 HA4A ZBR
. galaxy -- 2016/01/14 0:00:00
. query -- 2016/03/25 11:56:00
2 774 a :
BAZIBEFSE0DEFFESH
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13-4:7v70—F

DaqueryZBEITETWNAZEAHMNE, OFY
JO—KRL=WI7MIILERSYT KOV T TR E)

(

#* agribio@pdata.nig.ac.jp — FTP-SSL ‘
7ML ®E TR B8 JvioNw—4 DA4UFRD AT
2 bAL j— . — o

@» bty b sl < I 2 e (=
FARIER 7oy3> | EEzERD B | 8 ZyJO-F &E EEER
N o @ ‘ E ~ ‘/query ,’ ‘ A ’ ez o
I AN ’ 94X ZER
0771l 8 r

BAILEE

b

auh
ch

D EH 5 8[E]

ik
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e

DDBJ PipelineD ¥ EAEIE . DE %

)

14-1:DDBJ Pipeline &#7=F&AnLt. @on

()= ‘ & http://p.ddbj.nig.ac.jp/pipeline/Login.do

p-e

& DDBJ Read Annotation... x l {nh 3.7 495

_LDDB] DDBJ Read Annotation Pipeline .

S DA Dute Tk of Japan

English Japanese

DDBJ Read Annotation Pipelinel(d, it =4 HEEFIOHZ0 FRIT —REE R o 24— LT,

FRARPHIAMER  HARLTOHA L

Pipeline7O0—Fv—h

[— DRA Sisn

UserID: |agribio ‘

Password: ‘ooooooooo'

7 |7 Reas, ||F7% S bpsJ
-y matagats || " il
S L— metadata,
s Uplcad Rea® annotation
e metaoas Manual
Reads ; curation
metsdats || : map SRR T
I i positions | WGS/CON
i '
BunEs — ]
‘ Mapping I denovo ||

assembly |

|
MIFBNRO—200—| =m0 |

[ Q‘JM_" RNA-seq || ChIP-seq

Pipeline

Login
&P JOBOREE
PipelineIDERTFSTHI WS, H2 LTI dBNTE
8o

1 ¥2a7PnbBdUF1-N7
« HASEF1-FITIL (FAQ)

- DBCLS#E TV F1—MI7IL1 -5 B sz DDBI Read
Annotation Pipeline &2

» DBCLS STV F1—-bUTIL2 - DDBJ Read Annotafion
Pipeline(; £ de novo AssemblvEZif 2

» F1—-RUTIL  FTRT 7 LEPYZ0—FLDDBJ PipelineA%:
3 * G

2 Ea—bIIT1 NNDR | Dingling T HEADE T DarBinl L — M T42
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14-1:DDBJ Pipeline

DFTP upload, v 73 5D
T7A4ILEIRETL2ONBEH

7

-

& http://p.ddbj.nig.ac.jp/pipeline/User.do

P~

=]
@ Selecting Query Files ' Y 5.2 £o3

2. DDBJ

LINA Clats bk of Jipes

login 1D [agribio]

[ Logout
@= Change password

ANALYSIS

Data setup

DRA Start

FTP upload

HTTP upload

DRA Import

Preprocessing Start
step-1

Preprocessing

Mapping /

de novo Assembly

step-2

Workfiow

Genome (SNP/Short
Indel)

RNA-seq (Tag count)
ChlP-seq

&

JOB STATUS

step1.
Preprocessing

O
ACCOUNT ( Running Status

Selecting Query Files

o

FTP upload Private DRA entry Import public DRA  Preprocessing HTTP upload

( Select Query Files Jw=( Select Tools mmp/ Set QuerySet wmp( Set GenomeSet mmp( Set Map Options mep( Confirmation memp A

Metadata of the DRA entry.

No DRA data

DELETE || NEXT |

HAZBREFREDEH %S
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OFEEADRZFIFEREFNEFNLEL . EEE

14_2 . 7“}70?-%1&] 6, 7Bl Z o -EMICAGRELIZE>TLNAIE T
- 7N

-

ef\' 1| @ http://p.ddbj.nig.ac.jp/pipeline/MenuToUser.do P~ ¢ || @ Selecting Query Files 0t 5o Gos

= B ) |

[k}

DDB] ( select Query Files )= Select Tools jmmb( Set QuerySet mep Set GenomeSet mep( Set Nap Options mmp{ Confirmation mep =

= 0 Dy Bank of lepa.

ACCOUNT ( -Run ning Status

login 1D [agribio]
B[] Logout

@ Change password SEIEC““Q QUEW Files

ANALYSIS
Data setup
DRA Start
FTP upload
HTTP upload List of your uploaded files by FTP client. [Add new files]
DRA Impaort
Freprocessing Start
step-1
Freprocessing

Mapping /
de novo Assembly

O]
step-2 ]
Workflow
Genome (SNP/Short [ ]| m130821_065825_42195_c1005395225500000018230858611241356_s1_p0.1.bax h5 | L hokkaidonensis. PacBio single |PacBit
O

FTP upload Private DRA entry Import public DRA  Preprocessing HTTP upload

| SelectAll || Clear Al

Instn

Filename Description Layout —-

m130821_065825_42135_c100539522550000001323089611241356_51_p0.3.bax_h3 | L hokkaidonensis.PacBio3 single | PacBi

m130821_065825_42195_c1005305225500000013230809611241356_s81_p0.2 bax_h% | L hokkaidonensis.PacBio2 single | PacBi

Indel)
RMA-seq (Tag count)
ChlP-s2q

&

JOB STATUS DELETE || NEXT |
step.

< 2

QC 1 rimmed.fastg.gz {more 1 files) L.hokkaidonensis_MiSeq_denovo paired | ILLUM

W
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14-2: w79 5

E6EWI14-5HT-UE TTE X
(registration) L= E->TLVSER
[ETINITFTVIEFANT, @QNEXT

-

=l x|

e{_; 1| @ http://p.ddbj.nig.ac.jp/pipeline/MenuToUser.do

P~ A

(= Selecting Query Files

DDB]

= 0 Dy Bank of lepa.

ACCOUNT

login 1D [agribio]

B[] Logout
e Change password

ANALY 515

Data setup

DRA Start

FTP upload

HTTF upload

DRA Impaort

Freprocessing Start
step-1

Freprocessing

Mapping /

de novo Assembly

step-2

Workflow

Genome (SMNP/Short
Indel)

RMA-seq (Tag count)
ChlP-s2q

&

JOB STATUS
step.
£

Select Query Files J==>{ Select Tools wep| Set QuerySet mmp| Set GenomeSet mmp( Set Map Options ! Confirmation A
L i S i L

'I-Run ning Status |

Selecting Query Files

FTP upload Private DRA entry Import public DRA  Preprocessing HTTP upload

List of your uploaded files by FTP client. [Add new files]

| SelectAll || Clear Al

Filename Description Layout Insrt'ﬂ
[] | m130821_065825_42195_c10053095225500000012823089611241356_s1_p0.3.bax_h5 | L.hokkaidonensis. PacBio3 single | FacBii
[] |m130821_0BR225_4219%_c100530522550000001823089611241356_81_p0.2 bax_h5 | L hokkaidonensis. PacBio2 single | FacBit
[ ]| m130821_065825_42195_c1005395225500000018230858611241356_s1_p0.1.bax h5 | L hokkaidonensis. PacBio single | PacBi
[w] QC.1.trimmed.fastg.gz {more 1 files) L. hokkaidonensis_MiSeq_denovo paired | ILLUM

DELETE | NEXT

BALBEETaROERE0H
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14-3:bwa

Mbwa (ver. 0.6.1)[ZFTvoE ANT. @QNEXT

~

= B ) |

el@j & http://p.ddbj.nig.ac.jp/pipeline/SelectTool.do £ ~ ¢ | & Selecting Tools for Basic... x T IANE
i . - e
Select Gluery Files Select Tools Set Queryset Set GenomeSet Set Map Options Confirmation
QDDB] ¢ s B0 (S8 e W
ACCOUNT Running Status
login 1D [agribio]
[ Logout Selecting Tools for Basic Analysis of DDBJ ANNOTATION PIPELINE
@ Change password
ANALYSIS BACK | MNEXT
Pata selup ® Reference Genome Mappin
DRA Start PPINg
FTP upload Input data Evaluation Analysis | Output format
HTTF upload . Base | Color Paired Error
DRA Import Tool ' Help Version ..o cpace eng DePIh Coverage .= SNP Indel .gff .Ded SAM Comment
Preprocessing Start BLATE (€@ |34 v v Single-end analysis only
step-1
A
— WV bwasr € 061 v v v v v v
Mapping / Bowtie @
de novo Assembly - @ 0127 v v v v v v v v
step-Z
Workflow ;,—“m € 1011 | v v v v v v
Genome (SNP/Short For reads longer than
Indel) Bowtie? about 50 bp, BowtieZ is
RMA-seq (Tag count) ] |57—== € |225 v v v v v v | v v | generally faster, more
ChlP-se = =
q senstitive, and uses less
& memaory than Bowtie1.
TopHat2
JOB STATUS O |z € 210 | v v | v v v C
step. W
Preprocessing ) e noun Assamhblv

HAZBREFREDEH %S
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14-3:bwa

DOFFLI=WNT—RIZF vy
L\ T, @Set as Pair-End

r

= (=]
ef :_-,:".'.‘ & http://p.ddbj.nig.ac.jp/pipeline/SelectQuery.do P ~ ¢ || @ Generating Query Sets f... x l 0% 5.2 03

¢ DDB]J

DINA Clats bk of Jipes

ACCOUNT

login 1D [agnbio]

[ Logout
@» Change password

ANALYSIS
Data setup

DRA Start

FTP upload

HTTP upload

DRA Impori

Preprocessing Start
step-1

Preprocessing

Mapping /

de novo Assembly

step-2

Workflow

Genome (SNP/Short
Indel)

RNA-seq (Tag count)
ChiP-seqg

&

JOB STATUS
step1.

Preprocessing

(Select Query Files)-b(Select Tools)—b(Set QuelySet)-bC Set GenomeSet)—b(Set Map Options)—b(Conﬁrmation)—b A
(—.Running Status |

Generating Query Sets from Query Read Files

| RESET || BACK || NEXT |

Paired-end analysis
Layout of paired sequence. 5°-3' 3-5'
5' 33 5'
[Linker(1)| Target |Linker(2)|Linker(3)| Target |Linker(4)|

| Run ACCESSION = Read length Quality Score|

) V| QC.1.timmed fastq gz

be| |

b o

| Setas Pair-End |

QUERY SET

RESET || BACK || NEXT |

HAZBREFREDEH %S
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MONEXT

14-3:bwa

~

= B ) |

el@l & http://p.ddbj.nig.ac.jp/pipeline/Confirm2ToSelectQuery.do P - ¢ || @ Generating Query Sets f... x J% 5 fob

2. DDB]J

L2404 Dlata Bark of lapas

ACCOUNT

login 1D [agribio]

[ Logout
@ Change password

ANALY SIS

Data setup
DRA Start
FTP upload
HTTF upload
DRA Impaort
Preprocessing Start
step-1
Preprocessing
Mapping /
de novo Assembly
step-Z
Workflow
Genome (SMPfShort
Indel)

RMA-seq (Tag count)
ChiP-seq

e

JOB STATUS

step.
Preprocessing

(&elect Query Files)—p(Sela:t Toms)—p{aet GuewSet)—b(Sei GenomeSet)—b(Set Map Opﬁuns)—b{ﬂunﬂmaﬁun)-’ A
Running Status

Generating Query Sets from Query Read Files

RESET || BACK | NEXT

Paired-end analysis
Layout of paired sequence. 5°-3' 3-8
5' 3 ¥ 5'
|Linker(1)] Target |Linker(2)[Linker(3)] Targst |Linker(4)|

| | Run ACCESSION Read |ength| Quality 5cure|

Set as Pair-End

QUERY SET
Cuery seti

PairedOrientation | RunAccession RunAlias RowlLength  QualityScore1, Quality Score2
paired 20392 L.hokkaidonensis_MiSeq_denovo

RESET || BACK || NEXT |
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IVTENBEID)T7L U REEHITF7
] % 4 JU(LH_draft fa)Z$5 €. DT 74 )Lk
14_4 - 7“}7 éhéiﬂ“ [ZMajor genome sefs(i@’)fbéﬁ

. ::'G(i@f<-°)‘F%Bl:$§§)JL'C---

g

Q( & } @ http://p.ddbj.nig.ac.jp/pipeline/SelectGenome.do R -~ C [ @ Specifying Database of ... | ‘ ind 2.8 29
( — ~ N\ o =N g ~ A
) ng] (Select Query Files mmp{ Select Tools jmmp( Set OuerySetJ—)(Set GenomeSet )m( Set Map Options | Confirmation wep
A e T —
ACCOUNT (‘ Running Status )
login 1D [agnbio]
B Logout Specifying Database of Reference Genome
@» Change password
ANALYSIS | RESET || BACK || NEXT |
Dekistem ® Major genome sets
DRA Start jorg e
”;:9‘03" Organisms [Arabidopsis thaliana v #
H upload
Genome sets
DRA Import TAIRE v
Preprocessing Start
step-1 | all check || all clear |
Preprocessing ‘
Mapping / M all.fa
de novo Assembly [lchro1.fa
step-2 [chro2 12
Workflow [lchro3.fa
Genome (SNP/Short [lchro4.fa
Indel)
RNA-seq (Tag count) [ chros.fa
ChiP-seqg [lchrC fa
& [lchrMfa
SR SLALS O User original sets
step1. v
Preprocessing =
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14-4: v TSNS

(DDownload or upload reference

r
Q e ‘ & http://p.ddbj.nig.ac.jp/pipeline/SelectGenome.d

N
v

@ Specifying Database of ...

Preprocessing Start
step-1
Preprocessing
Mapping /
de novo Assembly
step-2
Workfiow

Genome (SNP/Short
Indel)

RNA-seq (Tag count)
ChlP-seq

&

JOB STATUS

step1.
Preprocessing

step1.
Mapping
step1.
de novo Assembly

step2-All status

HELP

HELP &

TUTORIAL

Contact Us.
DOBJ Read Annotsation
Pipefine.
Development Team.

| all check || all clear

V] all fa
[chro1.fa
[lchro2.fa
[lchro3fa
[lchro4.fa
[ chros.fa
[lehrc fa
[chrM.fa

O User original sets

C Download or upload reference

| RESET || BACK || NEXT |

HAZBREFREDEH %S
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14-4: v TSNS

DTIYYTEINBBIDYTFLUR
B2 5 774 JL(LH draft fa)Z3I55E

r

= (=]
ei I‘@ http://p.ddbj.nig.ac.jp/pipeline/ChangeGenomeSetTypeToSelectGenome.do P ~ & || @ Specifying Database of ... x l 1} .0 403
2. DDB Select Query Files wmp( Select Tools wep! Set QuerySet wmp( Set GenomeSet s ( SetMap Options mmp( Confirmation mmp A
2 LONA Dlaes Mk of Jap ( ry 4 \ ry \ p p
ACCOUNT ( Running Status )
login 1D [agnbio]
e (L:°9°“‘ Specifying Database of Reference Genome
@» Change password
ANALYSIS | RESET || BACK || NEXT |
Data setup = T
A St O Major genome sets
FTP upload S i
HTTP upload O User original sets
DRA Import )
Preprocessing Start ® Download or upload reference
step-1 =
T ;Retrievinq a chromosome from DDBJ-DB by using HTTP REST
; | Input Accession Number (INSD) or
Mapping / ‘ ————
de novo Assembly ‘ (?ggiq;?; | / \ PIPELINE
step-2 ‘ Re
quest
Workflow |[LLOAD /f
Genome (SNP/Short HTTP REST *
Indel)
RNA-seq (Tag count) \ Data
ChiP-seq (fasta)
A INTE::R‘NET * Representanonal State Transfer(REST)
JOB STATUS U loading reference from loca
. | FASTA ol a2 ® UPLOAD v
Preprocessing T 4
AALBEF RN EREE 168



14-4: v TSNS

IVTENBEID)T7LUREHIT7AIL
(LH_draft.fa) x5 E L H o5, DUPLOAD

( = (=]
ei =)| & http://p.ddbj.nig.ac.jp/pipeline/ChangeGenomeSetTypeToSelectGenome.do P~0C @ Specifying Database of ... x ' 07 2 ‘15*
¢ DDB Select Query Files mep( Select Tools mmp( Set QuerySet wmp( Set GenomeSet s ( Set Map Options meb( Confirmation meep A
B et ( REL IO TS SeL 008 & i nomeSe et Map Options mep( Confirmation
ACCOUNT ( Running Status )
login 1D [agnbio]
Hd Logout Specifying Database of Reference Genome
@» Change password
ANALYSIS | RESET || BACK || NEXT |
Data setup = T
DRA Start O Major genome sets
FTP upload o
HTTP upload O User original sets
DRA Import )
Preprocessing Start ® Download or upload reference
step-1 =
T ;Retrievinq a chromosome from DDBJ-DB by using HTTP REST
; | Input Accession Number (INSD) or
Mapping / ‘
de novo Assembly ‘ (?:;50?3'?; | / o \ PIPELINE
S:z‘())-rzkﬂow | LoAD / \ Request
Genome (SNP/Short l 9 o : HTTP REST *
Indel)
RNA-seq (Tag count) \ j !l Data
ChiP-seq (fasta)
~ INTERNET * Representanenal State Transfer(REST)
E E——2
JOB STATUS iUgloading reference from local drive. ;
Preprocessing TF—‘ASTA only CAUsers\kadota\Deskiop! 82 . @ UPLOAD

HAZBREFREDEH %S
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14-4: v TSNS

FIZEEDELA, DR
—OTEICRREIT DL

r

= (=]
ef I‘@ http://p.ddbj.nig.ac.jp/pipeline/GenomeUpload.do P ~ & || @ Specifying Database of ... x l $0F 3.0 508

¢ DDB]J

(Select Query Files)-b(Select Tools)—b./\ Set QuerySet)-}CSet GenomeSet)—#( Set Map Options)—b(Conﬁrmation)—b

DINA Clats bk of Jipes

ACCOUNT

login 1D [agnbio]

[ Logout
@» Change password

T T Y,
( Running Status )

Specifying Database of Reference Genome

| RESET || BACK || NEXT |

ANALYSIS
Data setup P .
DRA Start O Major genome sets
FTP upload o
HTTP upload O User original sets
DRA Import P
Preprocessing Start ® Download or upload reference
step-1 — — -
T ;Retnevmq a chromosome from DDBJ-DB by using HTTP REST
; | Input Accession Number (INSD) or
Mapping / ‘
de novo Assembly  (RefseqID) / pr— \ PIPELINE
[[CPO00OTS |
S:;Z-iﬂ o '| LOAD [ Request
Genome (SNP/Short HTTP REST *
Indel)
RNA-seq (Tag count) \ ff)ata
ChlP-seq asta)
A INTE::R‘NET * Representanonal State Transfer(REST)
JOB STATUS iUgloading reference from local drive.
‘ e S—
SteI;Jrle'processing | FASTA only - &3 @ UPLOAD Vv
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DZAHEDONRZ S, DI >chromosome ] &ELVD

P XFIE,. 7y7A—KLEZ7MILDOHRIDI1T
= A Y
14'4 - _\7‘J7 é’haé 1E BERLCBLDED T, 5FETFYTO—RTE=D
| =55 &M, ANEXT, WCREATE DATASET
G. < } & http://p.ddbj.nig.ac.jp/pipeline/GenomeUpload.do %L-st(ts /'E: IE U 77[/?Zﬁﬂ§”€7“}70u -

-

oot | DOWROR 0T URcec TR FLESHTHFT A, SSTROSAL
step-1 e - i S —
'Retrieving a chromosome from DDBJ-DB by using HTTP REST
Preprocessing
F : | Input Accession Number (INSD) or
Mapping / ‘
de novo Assembly (RefseqlD) / e \ PIPELINE
step-2 (CP20007 ]
- OA Request
Workflow | | LOAD | / Y
Genome (SNP/Short " | HTTP REST*
Indel)
RNA-seq (Tag count) \& / (If):;t:)
ChiP-seq
@ INTE:=R'=NET * Represernational State Transfer(REST)

JOB STATUS Uploading reference from local drive.
Preprocessing FASTA only . #82.. || @UPLOAD

step1 | 2GB Filesize Limit

Mapping
step1.

de novo Assembly =chromosome | DELETE

step2-All status

| CREATE DATASET |

— | RESET || BACK || NEXT
TUTORIAL
{3 Contact Us.

DO8J Read Annotstion
Pipefine.
Development Team.
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N EXRETIHIIDEETEL, D
N .=
1 5 ] j_ 7": . *b r—— Stepl) Y7L RERHIDA TV
-_— o] ~ »
4 . /18 Z{t. @Step2) BWARYE LS A E
[ =
er‘\?jl & http://p.ddbj.nig.ac.jp/pipeline/SelectGenomeNext.do £ ~ @ || @ Setting for Reference G... x ATANGY
¢ : , _ -
Select Gluery Files Select Tools Set QuerySet Set GenomeSet Set Map Options Confirmation
,DDBJ ¢ ) st Toos jmb( D= D= e
ACCOUNT { Running Status |
login 1D [agribio]
Logout H '
i Log Seftting for Reference Genome Mapping
e Change password
ANALYSIS | BACK || NEXT |
Data setup bwa
DRA Start ] . .
FTP upload Set optional parameters of the paired-end analysis
HTTF upload T -
DRA Import ep1) Convert reference sequence
Preprocessing Start bwa index| -a is (for small-size reference) e | refgenome.fasta
step-1 Options usage (click)
Freprocessing
Mapping / Step2) Map
de novo Assembly ]
t0p2 bwa aln -t ¢| |refgencrme.fasta query1.fastg(_fasta) = out1.sai
step- )
Workflow bwa aln -t ¢| |refgenome.fasta query2 fastg(_fasta) = out2.sai
Genome (SNP/Short bwa sampe | | refgenome.fasta in1.5ai in2.sai query1_fastq(.fasta) guery? fastg
Indel) (.fasta) = out.sam
RMA-seq (Tag count)
ChlP-s2q Step3)uniq’: Remove multiple hits on the genome from out.sam.
Cf
Flease choose unig mode.
JOB STATUS
step1. (O | Do not remove any read. v
Preprocessin _
= g ) | Retain pairs when both reads mapped uniquely or one of reads mapped uniquely, and Discard other pairs.

BALBEETaROERE0H
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ol (DStepd) L=—4{LAIB, QT TAILME, R7D
_ N s LB UV FOmANIZ—IIIRYTEN1DEEL
W14'5 - j_j ya /*E ENLAA DY —FIEBRET HUEZFITOTLND,

-

OG>

RIEEES D ISGEENFET HEADD—F

'MEEIE:K—EP:MEHE:& do h\*ﬁﬁﬂ Fﬁ( 7‘/7 ém-c ngs('\ ﬁ#*ﬁ%i%®ﬁ¢

B Tl =

ChIF -520]
e

JOB STATUS

step.
Preprocessing

step1.
Mapping

step1.
e novo Assembly

step2-All status

HELF &

TUTORIAL

£ Contact Us.
DDBEJ Resd Annotstion
Fipeline.
Development Team.

Step3)‘unig’: Remove multiple hits on the genome %R%;ﬁ L(-d—é'_&h\%%)-f.&) Tiﬁ#:*ﬁ'&t -t: ‘j:

f’lease choose uniq mode. :*LE)O)U P%ﬁ%j‘ék}i%’_5;tb\%é

Do not remove any read.
FRetain pairs when both reads mapped uniquely or one of reads mapped uniquely, and Discard other pairs.
@/ | Retain pairs whan both reads mapped uniguely, and Discard other pairs.

Retain uniquely mapped reads and discard multiply mapped reads.

Stepd) Convert the read alignment to .BAM format

samtools view -bS -0 out_bam out.sam
Steph) Detect DNA polymorphism

Flease choose one of the following.

() | samtools pileup [-c -f refgenome.fasta out.bam | beftools view

samtools mpileup -u -C30 -BQO0 -d10000000 -f refgenome fasta out.bam | beftools view -kvrog - =
(@) | outvar.raw.bcf
bcftools view out. var.raw_bef | vefutils.pl varFilter -D10000 = out var. fit.vcf

Stepd) Analysis for Depth, Coverage

samtools sort -0 out.bam out_sorted.bam
samtools pileup -¢ -f reference fa out_sorted.bam = out. pileup
perl pileup_for CnverageDepth pl cut p|leup reference.fa

P and does n the list

This command does not appear

Step7) Create assembled sequences in FASTA file from pileupped reads to submit WG S division of DDBJ. v

BAABRETEE0EH B0
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= B (DStep4) BWAD H A THAHSAMT 71 LZE A
] N ~ b == HELT. BAMIZ7AILEVERK . @Step5) DNA

W14'5 . 7.|_7 3 /:]:EI M 2Roml (ZERHFOL) . @F T4ILE
DFIED ., DEREBEDHE AN T7L U REHE

e "H—:'- I:I'p / p.ddbj.nig.ac.jp/pipeline/SelectGenomeMext.do Eéﬁl“ @ﬁ;&*ﬁ II:I:II LT_VCFﬁ/_tj_}-?’r}l/

ChIF'—seq Stepd)unig’; Remove multiple hits on the genome from out.sam. A
e
Flease choose unig mode.
JOB STATUS
step. () | Do not remove any read.
Preprocessin _
o L g () |Retain pairs when both reads mapped uniguely or one of reads mapped uniquely, and Discard other pairs.
stepi.
Mapping . . . . :
(@ Retain pairs when both reads mapped uniquely, and Discard other pairs.
step1.
e novo Assembly ) | Retain uniguely mapped reads and discard multiply mapped reads.
step2-All status
m Stepd) Convert the read alignment to .BAM format
HELP & samtools view -b'S -0 out.bam out.sam
TUTORIAL Step5) Detect DNA polymorphism
1 Contact Us.
DDEJ Read Anngtstion Flease choose one of the following.
Fipeline.
Development Team. -
() | samtools pileup |-.:, | -f refgenome.fasta out.bam | beftools view
samtools mpileup |-u -C50 -BQ0 -d10000000 | - refgenome.fasta out.bam | beftools view -=
(@) | outvar.raw.bcf
beftools view out var raw bef | vefutils_pl varFilter = put var fit vcf
Stepd) Analysis for Depth, Coverage
samtools sort -0 out.bam out_sorted.bam
samtools pileup -¢ -f reference fa out_sorted.bam = out. pileup
perl pileup_for_CoverageDepth.pl out pileup reference.fa
This command does not appear in the fist
Step7) Create assembled sequences in FASTA file from pileupped reads to submit WG S division of DDB.. v
AARIBEEFREOESESME
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" A
W14-5: A< 3 365

(1Stepb6)*°, @Step?)lFE. E8[A]
ANAEIZRARIEND THER

p-e

& http://p.ddbj.nig.ac.jp/pipeline/SelectGenomeNext.do

(22 Setting for Reference G... NF Tef 20f

Wapping ®

step1.
de novo Assembly ]

step2-All status

HELP

Retain pairs when both reads mapped uniquely, and Discard other pairs.

Retain uniquely mapped reads and discard multiply mapped reads.

Stepd) Convert the read alignment to .BAM format

samtools view -bS -0 out_bam out.sam

HELF &
TUTORIAL Step5) Detect DNA polymorphism
B Contact Us.
DDBJ Read Annotstion Flease choose one of the following.
Fipeline.

Development Team. — :
() | samtools pileup |-.:,

samtools mpileup |-u -C50 -BQ0 -d10000000

(@) | outwvar.raw bcf

Stepd) Analysis for Depth, Coverage

samtools sort -0 out.bam out_sorted.bam
samtools pileup -¢ -f reference fa out_sorted.bam = out. pileup

perl pileup_for_CoverageDepth.pl out pileup reference fa
* This command does not appear in the list.

| -f refgenome.fasta out.bam | beftools view

-frefgenome.fasta out.bam | beftools view -=
beftools view out var raw bef | vefutils_pl varFilter = put var fit vcf

Step7) Create assembled sequences in FASTA file from pileupped reads to submit WG S division of DDB..

L] perl getConsGeno_4pipeline_pl pileupFile | Mot to include insertion of pileupped reads. s out_WGS b

* Threshold of insertion of pileupped reads: the quality threshold for indels == 50 and allele constitutes 80% of pileupped reads.

| BACK || NEXT |
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14-6: T3

E I:Ill.n\ L/T

FTESoLBkDH D

-

DT TERDA—ILEESL
EHEELT. @Q—RBA—UTH

e [=] g
e.. )| @ http://p.ddbj.nig.ac.jp/pipeline/Confirm.do £ ~ & | & Run Confirmation J% 5 fob
& ' " ’ ’ . ; . (o]
2 ) ]EQHQEI ks Select Cluery FIIESH Select Tonla)—}{ Set QuewSetH Set GenomeSetH Set Map Options )—){Gunﬂmaﬁun)
 Running Statue )
ACCOUNT Running Status .
login 1D [agribio]
B Logout Run Confirmation
@ Change password
ANALYSIS | BACK || RUN |
Data setup Destination of mail
DRA Start ) ) )
FTP upload When the request is completed, th stem sends an email to this address.
HTTP upload |kadﬂta@bi.a.u—tc:-]c3rﬂ.ac.jp |* Required
DRA Impaort Result files will be deleted 60 days 3y submission.
Preprocessing Start
step-1
i Reference Genome Map [bwa]
Preprocessing
Mapping / Query sets
de novo Assembly Query set
step-2 PairedOrientation RunAccession RunAlias RowlLength  Quality Score1 Quality Score2
Workflow paired 20392 L.hokkaidonensis_MiSeq denovo
Genome (SMPfShort
Indel) genome sets
RMA-geq (Tag count) Upload file
ChiP-seq + =Chromosome
i
Command Options
JOB STATUS bwa
step. . . . W
Preprocessing Set optional parameters of the paired-end analysis

BALBEETaROERE0H
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" A
W14-6 : #

D—IAR— T ERE TS &8k
THEIRELE LK S5, @RUN, @OK

LI |

anji

AL TEAT

o

& http://p.ddbj.nig.ac.jp/pipeline/Confirm.do L2 ~ ¢ | & Run Confirmation

() | Retain pairs when both reads mapped uniguely or one of reads mapped uniquely, and Discard other pairs.
(®)  Retain pairs when both reads mapped uniquely, and Discard other pairs.

() | Retain uniguely mapped reads and discard multiply mapped reads.

Stepd) Convert the read alignment to .BAM format

samtools view -bS -0 out.bam out.sam

Steps) Detect DNA polymorphism

Flease choose one of the following.

|:::| 53 m‘tnols plleup -c - | frofomnrunn faota it bann | e @eede i -
Web R—IH5DAvZ—

samtools mpileup -u -C3 -bveg - =

i®) |out.var.raw.bcf
beftools view out var.raw. i

'10) Do you really want to execute pipeline programs?

Stepd) Analysis for Depth, C

samtools sort -0 out_bam out_sq ’

samtools pileup -¢ -f reference.f; %
perl pileup_for_CowverageDepth. [ OK | l Fr AL J

* This command does not appesd

S

Step7) Create assembled sequences in FASTA file from pileupped reads to submit WGS division of DDB.J.

] perl getConsGeno_4pipeline_pl pileupFile |Nc:|: to include insertion of pileupped reads. il out_WGS txt

* Threshold of insertion of pileupped reads: the quality threshold for indels == 50 and allele constitutes 80% of pileupped reads.

| BACK RUMN
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DAaTHEASTT . AL
ﬁ%ﬂb\%éiflb\%1ﬁ

v

14-6: fEZEL TZE

efr ‘Q http://p.ddbj.nig.ac.jp/pipeline/ConfirmRun.do P~0C

r

@ The reservation was co... X l 0 3.0 03

2 DDBI ( Select Query Files mmp( Select Tools mmp( Set QuerySet mmp( Set GenomeSet wmp Set Map Options mep(_ Confirmation wep A

DINA Clats bk of Jipes

PR T
ACCOUNT (' Running Status

login 1D [agnbio]
[ Logout

The reservation was completed.
@» Change password

LsTATuS [ NexTJos |

Data setup
DRA Start
FTP upload
HTTP upload
DRA Impori
Preprocessing Start
step-1
Preprocessing
Mapping /
de novo Assembly
step-2
Workflow
Genome (SNP/Short
Indel)

RNA-seq (Tag count)
ChiP-seqg

JOB STATUS

step1.
Preprocessing

atent
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15-1: 5188 T

A—ILBIRMNE-OTHREZRIZLK

2016/09/12 (H) 17:38

pipeline_team@g.nig.ac.jp

Job finished : DDBJ] Read Annotation Pipeline
M kadota@biau-tokyoacp
CC pipeline report@®g nigac jp
O covt-shsEauEiTREIRLELE.

Dear agribio,

Your request to DDEJ pipeline service has finizhed.

Please visit the web site to obtain analytical results.
Request ID: 24152

URL: https://p.ddbj.nig.ac.jp/

If vou have troubles in this service, please write to pipeline_dev@ddbj.nig.ac.jp Thank you for

tryving our analytical service.

Regards,
CDEJ

E KELE&%ﬁ%E&\@Eﬁ%8@
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MORAW=-78%5 5 Lldbwa (ver.

15_2 : %ﬁ% 0) g%{] 0.6.1), QR—C T HIEH

-

= B ) |
el\'jl @ http://p.ddbj.nig.ac.jp/pipeline/DetailView.do?query_set_id=24152 L ~ ¢ || @ Detail view o~ o o
I ’ & ; H fo :_. {0 " : - : - A
) QHMCEI e Select Query Files .\LSeIect Tools ks Set QuerySet HJK Set GenomeSet )-Hx Set Map Options )—chunﬂrmamn :._;
 Running Statue )
ACCOUNT Running Status
login 1D [agribio]
E Logout Detail view
@ Change password
ANALY SIS BACK
Data setup .
DRA Start Job info
FTP upload 0]
HTTF upload 24152
DRA Import Tool (Version)
Preprocessing Start bwa (0.6.1)
step-1 _ RunAccession Y Filename Download Read length = Alias
Preprocessing QC.1 trimmed fastq.gz QC.1.trimmed fasto.qz N.A bp | L.hokkaidonensis_MiSeq_denovo
Mapping /
de novo Assembly Genome set
step-Z -
Workflow Chromosome
Genome (SNP/Short LH drafifa
Indel) - =
RNA-seq (Tag count) Download modified queries
Bl ==n - QC.1.trimmed fastq.qz (Original size 189.4 MB)
e +» QC.2 trimmed.fastg.gz (Original size 139.6 MB)
JOB STATUS Download merged pileup file Top of
step1. Unig.sam files have been merged if you specified "'uniq’ option page v
Preprocessing Q- rged ityou sp g’ option. —r—
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L] — 7: E\I
= S DMap ratioD) 2 DB, £297,6331)—
> > S 0 O
W15 ? - ;'f\:I: % 0) g%l] ke, 281,303 —FBIRF TR Y TSN, IV
— S Ve —_ 3
- A 1y J'3(%281,303/297,633 = 94.513% TH>1=
- =Ry
: | @ http://p.ddbj.nig.ac.jp/pipeline/DetailView.do?query_set_id=24152 P~ ¢ | & Detail view YA
JOB STATUS Download merged pileup file
stepi. . : i e N
Preprocessing Lnig.sam files have been merged if you specified 'unig’ option.
stepi. » merged.var.fit. vel gz (Original size 6.2 KB)
Mapping » merged.sam.gz (Criginal size 320.9 ME)
step.
de novo Assembly Download wgs file
step2-All status
» out WGS.fasta.gz (Ori e 197 byte
HELP
HELF & Position errors Map ratio Depth, Coverage
TUTORIAL | PDF download | total query # : 297,633 coverage : 2400552 / 2400584 = 100 = 99.939
=8 contact Us. mapped query # 1 281,303 depth 130565653 / 2400552 = 54.390
DDEJ Read Annotstion map ratioc  :94.513 %
Fipeline.
Development Team.
Time
Wait time Start time End time
0018 2016-08-12 17:16:14 2016-09-12 17:37:57
LH_draft.fa
Command Start time End time |Log1 Log2 Result MD5
Create BWA Index File 2016-09-12 | 2016-08-12 View
bwa index [-a is] LH_draft.fa 17:16:15 17:16:48 —
BWA : Alignment 2016-09-12 | 2016-08-12 View
bwa aln LH_draft.fa QC. 1 trimmed fastg = 1.5a 17:16:48 171710 —
BWA : Alignment 2016-09-12 | 2016-08-12 =
bwa aln LH_draft.fa QC .2 trimmed fastg = 2.5ai 171711 17:17:33 ——
BWA : SAMPE 2016-09-12 | 2016-09-12
bwa sampe LH_draft.fa 1.sai 2.5al QC.1.frimmed_fasiq 17:17:34 17:19:43 View | | | Download{116.3 MB) Top of
QC. 2 tiimmed fastq = out.sam page
Extract Unmapped Reads 2016-09-12 | 2016-0%-12

BAABRETEE0EH B0
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" A
W15-2: §5 R D E;

(DDepth, CoverageMEZADERER T, £ (X2
Coverage, 7/ L4 X (£ &) 52,400,584 bp, ZD>
11 52,400,552 bp My TEnt=!)—
*ﬁ%$(coverage)li 2,400,552 / 2,400,584 = 99.99867"%

FTEHDN TS,

2 http://p.ddbj.nig.ac.jp/pipeline/DetailView.do?query_set_id=24 | | TP 3-r 298
JOB STATUS Download merged pileup file
stepi. . : i e N
Preprocessing Lnig.sam files have been merged if you specified 'unig’ option.
stepi. » merged.var.fit. vel gz (Original size 6.2 KB)
Mapping » merged.sam.gz (Criginal size 320.9 ME)
step.
de novo Assembly Download wgs file
step2-All status
« out WGS fasta.gz (Original size 197 byte)
HELF & Position errors Map ratio Depth, Covera
TUTORIAL | PDF download total query # : 297,633 coverage : 2400552 / 2400584 = 100 = 99.939
=8 contact Us. mapped query # 1 281,303 depth 130565653 / 2400552 = 54.390
DOE. Read Annatation map ratio 84513 %
Fipeline.
Development Team.
Time
Wait time Start time End time
0018 2016-08-12 17:16:14 2016-09-12 17:37:57
LH_draft.fa
Command Start time End time |Log1 Log2 Result MD5
Create BWA Index File 2016-09-12 | 2016-08-12 View
bwa index [-a is] LH_draft.fa 17:16:15 17:16:48 —
BWA : Alignment 2016-09-12 | 2016-08-12 View
bwa aln LH_draft.fa QC. 1 trimmed fastg = 1.5a 17:16:48 171710 —
BWA : Alignment 2016-09-12 | 2016-08-12 =
bwa aln LH_draft.fa QC .2 trimmed fastg = 2.5ai 171711 17:17:33 ——
BWA : SAMPE 2016-09-12 | 2016-09-12
bwa sampe LH_draft.fa 1.sai 2.5al QC.1.frimmed_fasiq 17:17:34 17:19:43 View | | | Download{116.3 MB) Top of
QC. 2 tiimmed fastq = out.sam page
Extract Unmapped Reads 2016-09-12 | 2016-0%-12

BAABRETE

A EH 58]
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— (DDepth, CoverageM EZADERER T, RIEXDdepth, @7

W15-2: #FR D=

|% http://p.ddbj.nig.ac.jp/pipeline/DetailView.do?query_sef]

JOB STATUS

Download merged pileup file
stepi. . .
Preprocessing Lnig.sam files have been merged if you spg
stepi. « merged var fit vef gz (Original size &
Mapping = merged.sam.gz (Criginal size 320.9
step.

de novo Assembly Download wgs file

wTEahl=) — KR TEDHN TLVA$EIEH(2,400,552 bp)hY 14
LTENTETDEH(depthy TYY TSN TLNENETRT,
@130,565,653%, v yTEni=l) —FDIEESE, ') —F
R M251 bp. paired—endZZMD T X2, IvTant=1)—F#
281,303 D T. 251 X 2% 281.303 = 141,214,106, D
ElE.)—FEMNET251 bpTHOIBEETHY . ERIC
[XFaQCsTT7 & TRA—R) LXROF)TAT4ILR) T M
MITENTNNSD T, BEHENSHDIEIZLZSADIEERY

step2-All status
« out WGS fasta.gz (Original size 197 byte)
HELP
HELF & Position errors Map ratio Depth, Coverage
TUTORIAL | PDF download total query # : 297,633 verage | 2400552 / 2400534 * 100 = 99.999
4 Contact s, mapped query # - 281,303 depth —; 130565653 / 2400552 = 54.390
DOE. Read Annatation map ratio 84513 % “
Fipeline.
Development Team.
Time
Wait time Start time End time
0018 2016-08-12 17:16:14 2016-09-12 17:37:57
LH_draft.fa
Command Start time End time |Log1 Log2 Result MD5
Create BWA Index File 2016-09-12 | 2016-08-12 View
bwa index [-a is] LH_draft.fa 17:16:15 17:16:48 —
BWA : Alignment 2016-09-12 | 2016-08-12 View
bwa aln LH_draft.fa QC. 1 trimmed fastg = 1.5a 17:16:48 171710 —
BWA : Alignment 2016-09-12 | 2016-08-12 =
bwa aln LH_draft.fa QC .2 trimmed fastg = 2.5ai 171711 17:17:33 ——
BWA : SAMPE 2016-09-12 | 2016-09-12
bwa sampe LH_draft.fa 1.sai 2.5al QC.1.frimmed_fasiq 17:17:34 17:19:43 View | | | Download{116.3 MB) Top of
QC. 2 tiimmed fastq = out.sam page
Extract Unmapped Reads 2016-09-12 | 2016-0%-12

BAABRETEE0EH B0
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" A
W15-2: fF58 R D EL

SEREMEIEIQ—D T, 5205

)| @ http://p.ddbj.nig.ac.jp/pipeline/DetailView.do?query_set_id=24152 P~ ¢ | & Detail view YA
JOB STATUS Download merged pileup file
stepi. . : i e N
Preprocessing Lnig.sam files have been merged if you specified 'unig’ option.
stepi. » merged.var.fit. vel gz (Original size 6.2 KB)
Mapping » merged.sam.gz (Criginal size 320.9 ME)
step.
de novo Assembly Download wgs file
step2-All status
« out WGS fasta.gz (Original size 197 byte)
HELP
HELF & Position errors Map ratio Depth, Coverage
TUTORIAL | PDF download total query # : 297,633 coverage : 2400552 / 2400584 = 100 = 99.939
=8 contact Us. mapped query # 1 281,303 depth 130565653 / 2400552 = 54.390
DOE. Read Annatation map ratio 84513 %
Fipeline.
Development Team.
Time
Wait time Start time End time
0018 2016-08-12 17:16:14 2016-09-12 17:37:57
LH_draft.fa
Command Start time End time |Log1 Log2 Result MD5
Create BWA Index File 2016-09-12 | 2016-08-12 View
bwa index [-a is] LH_draft.fa 17:16:15 17:16:48 —
BWA : Alignment 2016-09-12 | 2016-08-12 View
bwa aln LH_draft.fa QC. 1 trimmed fastg = 1.5a 17:16:48 171710 —
BWA : Alignment 2016-09-12 | 2016-08-12 =
bwa aln LH_draft.fa QC .2 trimmed fastg = 2.5ai 171711 17:17:33 ——
BWA : SAMPE 2016-09-12 | 2016-09-12
bwa sampe LH_draft.fa 1.sai 2.5al QC.1.frimmed_fasiq 17:17:34 17:19:43 View | | | Download{116.3 MB) Top of
QC. 2 tiimmed fastq = out.sam page
Extract Unmapped Reads 2016-09-12 | 2016-0%-12

BAABRETEE0EH B0
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W15-3: 4> Aa—k

2 http://p.ddbj.nig.ac.jp/pipeline/DetailView.do?query_set_id=24152
| @ http://p.ddbj.nig.ac.jp/pipel IView.do?quen d

(DDDBJ Pipeline Tl&. LXDHNDBWAZE
THREI7AINEFHoO— R a[RE, £F
. @1=—2 L IERIDSAMAZ K T 7

A JL(out.sam.zip; 116.3MB)ZX o> A—K

'c.l

] T
(22 Detail view

7 = = g
Lt

LI

[Ars]

JOB STATUS

Download merged pileup file
stepi. . : i e N
Preprocessing Lnig.sam files have been merged if you specified 'unig’ option.
stepi. » merged.var.fit. vel gz (Original size 6.2 KB)
Mapping » merged.sam.gz (Criginal size 320.9 ME)
step.
de novo Assembly Download wgs file
step2-All status
« out WGS fasta.gz (Original size 197 byte)
HELP
HELF & Position errors Map ratio Depth, Coverage
TUTORIAL | PDF download total query # : 297,633 coverage : 2400552 / 2400584 = 100 = 99.939
=8 contact Us. mapped query # 1 281,303 depth 130565653 / 2400552 = 54.390
DOE. Read Annatation map ratio 84513 %
Fipeline.
Development Team.
Time
Wait time Start time End time
0018 2016-08-12 17:16:14 2016-09-12 17:37:57
LH_draftfa ’
Command Start time End time |Log1 Log2 Result MD5
Create BWA Index File 2016-09-12 | 2016-08-12 View
bwa index [-a is] LH_draft.fa 17:16:15 17:16:48 —
BWA : Alignment 2016-09-12 | 2016-08-12 View
bwa aln LH_draft.fa QC. 1 trimmed fastg = 1.5a 17:16:48 171710 —
BWA : Alignment 2016-09-12 | 2016-08-12 =
bwa aln LH_draft.fa QC .2 trimmed fastg = 2.5ai 171711 17:17:33 ——
BWA : SAMPE 2016-09-12 | 2016-09-12
bwa sampe LH_draft.fa 1.sai 2.5al QC.1.frimmed_fasiq 17:17:34 17:19:43 View | | | Download{116.3 MB) p of
QC. 2 tiimmed fastq = out.sam age
Extract Unmapped Reads 2016-09-12 | 2016-0%-12

BAABRETEE0EH B0
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— R1=—4 118 D SAMA. X 77 1 JL(unigout.sam.zip).

Wl 5 3 . 9“.—7 N o @1=— L MBEDY—NEFEHDBAMEERK T7 1)L
o I ~/ = (Uniqoutbam zip). HBAMA L FvH R T74 JL

(out2.bam.bai.zip). @VCF?T’f)b(out—unlque var flt. vc1c zip)

—‘* http://p.ddbj.nig.ac.jp/pipeline/DetailView.do?query_set_id=24152

(o} |
i

¢-;a

| i %
LH_draft.fa

™

Command Start time End time |Log1 Log2 Result MD5
Create BWA Index File 2016-09-12 | 2016-08-12 View
bwa index [-a is] LH_draft.fa 17:16:15 17:16:48 —
BWA : Alignment 2016-09-12 | 2016-08-12 View
bwa aln LH_draft.fa QC. 1 trimmed fastg = 1.5a 17:16:48 171710 —
BWA : Alignment 2016-09-12 | 2016-08-12 =
bwa aln LH_draft.fa QC .2 trimmed fastg = 2.5ai 171711 17:17:33 ——
BWA : SAMPE 2016-09-12 | 2016-09-12
bwa sampe LH_draft.fa 1.sai 2.5al QC.1.frimmed_fasiq 17:17:34 17:19:43 View | | | Download{116.3 MB) 5
QC.2 trimmed.fastq = out.sam
Extract Unmapped Reads 2016-09-12 | 2016-0%-12
python extractUnmappedFASTCLpy QC. 1 trimmed . fastg 172038 172100 Download(4.2 MB) MD5
QC. 2 tiimmed.fastq out.sam
Convert SAM to BAM 2016-09-12 | 2016-08-12 i
samtools view -bS -0 out.bam out.sam 172123 172156 R | LR | RS
Sort BAM File 2016-09-12 | 2016-09-12
samtools sort out bam out2 17208 | 172250 Doy | 0D
Create BAM Index File 2016-09-12 | 2016-08-12
samtools index out2.bam 172302 | 172312 DeencadLES) e
Uniquify SAM (Remove Multiple Hits) 2016-09-12 | 2016-08-12
perl sam2unig.pl out.sam UBE > unigout.sam 17:23:24 17:23:36 Do e) 5
Convert SAM to BAM [ For Unigue SAM ] 2016-09-12 | 2016-08-12 i
samtools view -b3 -0 unigout. bam unigout.sam 17243 17:25:04 eI T TR AR IEN e
Sort BAM File [ For Unigue SAM ] 2016-09-12 | 2016-08-12
samtools sort unigout.bam out2 17:25:549 17:26:20 B e AR RN =
Create BAM Index File [ For Unigque SAM | 2016-09-12 | 2016-08-12
samtools index oUt2.bam 172632 | 17:26:43 Download(3.2 KB) 2
Mpileup and Create BCF File [ For Unique SAM ] 2016-0%-12 | 2016-09-12
samtools mpileup -u -C50 -BQA0 -d10000000 -f LH_draftfa | 17:26:55 172342 Wiew
out?_bam | beftools view -bveg - = unig.var.bef
Filter BCF and Convert to WiCF File [ For Unigue SAM ] 2016-09-12 | 2016-08-12
bcftools view unig.var.bef | perl vefutils.pl varFilter -D10000 | 17:23:44 17:23:55 Download(2 2 KB) A
= gut-unique. var fit. vcf p of
Mpileup and Create BCF File 2016-09-12 | 2016-09-12 Page
samtools mpileup -u -C50 -BQ0 -d10000000 -f LH_draft.fa | 17:2%:06 17:30:58 Wiew
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W15-3: 4> Aa—k

md5sumaY K CHER, @M 5O T
BREINTWASXFIERLCTHNIE
OK, E3[EW12, E7[EW-3IZHHY

o | B |-
e Z |-_f_£i=; http://p.ddbj.nig.ac.jp/pipeline/DetailView.do?query_set_id=24152 2 ~ ¢ | & Detail view L
LH_draft.fa A
Command Start time End time |Log1 Log2 Result MD5
Create BWA Index File 2016-0%-12 | 2016-09-12 —
bwa index [-a is] LH_draft.fa 17:16:15 17:16:48 —
13 = «€) 19:51 %
Jiu@bielinux[mac_share] pwd [ 7:514 %]
“§/home/iu/Desktop/mac share
iu@bielinux[mac share] 1s [ 7:514 ] (MoadlicswE) | [MDs
wnload(4.2 MB) MD5
nload({124.2 MB) | | | MD5
. . . . load(87.9 MB MD5
iu@bielinux[mac share] md5sum *.zip [ 7:514 1] [P

83c0de0974d1a32237058c1ab631b11b
c71e4beb6c545d0b7c9d8ab5fc03496a
90052b9dced3bfd8393cf30f82f5b2a7
8f5c3c8877ecc7d15557bd9dd3581acd
2a18d77b4177bd92d0acdb584978bd37

out2.bam.bai.zip

out2.bam.zip
out.sam.zip

out-unique.var.flt.vcf.zip
uniqout.sam.zip

wnload(3.6 KB)

wnload(96.3 ME)

nload(199.9 MB)

wnload(71.3 MB)

iu@bielinux[mac_share] |

[ 7:515F %]

whnload(3 2 KB

MD5
MD5
MD5
MD5
MD5

FIMEr BLF ang COnverT 10 WioF FIE [ FoT OT0e SA ] Z0TE09-TZ | 20Te-09-12

bcftools view unig.var.bef | perl vefutils.pl varFilter -D10000 | 17:28:44 17:28:55 Download(2 2 KB) MD&

= gut-unique. var fit. vcf I Top
Mpileup and Create BCF File 2016-09-12 | 2016-09-12 Page N W
samtools mpileup -u -C50 -BQ0 -d10000000 -f LH_draft.fa | 17:2%:06 17:30:58 Wiew
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W16-1: %,

Jel 6T - F

L

L.

File Edit View Search Terminal Help

Jiu@bielinux[mac share] pwd
/home/iu/Desktop/mac share
iu@bielinux[mac share] ls -1
-rwxrwxrwx 1 iu iu 3267
-rwxrwxrwx 1 iu iu 71322183
-rwxrwxrwx 1 iu iu 116389170
-rwxrwxrwx 1 iu iu 2242
-rwxrwxrwx 1 iu iu 96393307
iu@bielinux[mac share] unzip
Archive: out.sam.zip
inflating: out.sam
iu@bielinux[mac share] unzip
Archive: wuniqout.sam.zip
inflating: uniqout.sam
iu@bielinux[mac share] unzip
Archive: out2.bam.zip
inflating: out2.bam
iu@bielinux[mac share] unzip
Archive: out2.bam.bai.zip
inflating: out2.bam.bai

*,zZ1p

98 13 20:03
98 13 20:02
98 13 19:42
98 13 20:04
98 13 20:02
out.sam.zip

uniqout.sam.zip
out2.bam.zip

out2.bam.bai.zip

vcf.zip

inflating: out-unique.var.flt.vcf

iu@bielinux[mac share] |

Ao A—KULT=zipZ 7ML DEEE

13 B 4) 19:57 3%

[ 7:5654 %]
[ 7:5654 %]

[ 7:5654 %]

[ 7:56F#&]

[ 7:569F%]

[ 7:564% ]

iu@bielinux[mac share] unzip out-unique.var.flt.vcf.zip [ 7:564#]
Archive: out-unique.var.flt.

[ 7:574 %]

HAZBREFREDEH %S
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R | OfRE RIS TP A REHER, S AMICERERIZ2-3

W16 1 _ ﬁjj . (ZEREEICIE-OTLVD, @out2.bamD A, QFRERTD
-1 . A%/ out2.bam.zipEH A AMIFEAEEHHTULVELAS,
File Edit View Search Terminal Help 0ut2_bam_zip0)?I“JO"j’A(md5sum)ﬂEb§*Eﬁj\:itIEIC—G

luebielinux[mac_share] unzip uniq) 3 LEHEREABDTEREREICRTLEDHIOH

Archive: wunigout.sam.zip
inflating: uniqout.sam
iu@bielinux[mac share] unzip out2.bam.zip [ 7:5654%%]

Archive: out2.bam.zip

inflating: out2.bam
iu@bielinux[mac share] unzip out2.bam.bai.zip [ 7:5654 %]
Archive: out2.bam.bai.zip

inflating: out2.bam.bai
iu@bielinux[mac share] unzip out-unique.var.flt.vcf.zip [ 7:564 %]
Archive: out-unique.var.flt.vcf.zip

inflating: out-unique.var.flt.vcf

»

=
=
1‘!’;
&
B

iu@bielinux[mac share] 1s -1 out* unig* [ 7:574 %]
-rwxrwxrwx 1 iu iu 71310955 98 12 17:26
-rwxrwxrwx 1 iu iu 7456 98 12 17:26
-rwxrwxrwx 1 iu iu 3267 98 13 20:03
-rwxrwxrwx 1 iu iu 71322183 98 13 20:02
-rwxrwxrwx 1 iu iu 371881212 98 12 17:19
-rwxrwxrwx 1 iu iu 116389170 98 13 19:42
§ -rwxrwxrwx 1 iu iu 6270 98 12 17:28
-rwxrwxrwx 1 iu iu 2242 98 13 20:04
-rwxrwxrwx 1 iu iu 320957638 98 12 17:23
-rwxrwxrwx 1 iu iu 96393307 98 13 20:02
iu@bielinux[mac share] | [ 8:01 %]

HAZBREFREDEH %S 189



'W16-2 -out.sam

MDout.samFZ7 A JL(371,881,212
bytes; 355MB)[J. 595,2701T

File Edit View Search Terminal Help
fiu@bielinux[mac share] pwd
/home/iu/Desktop/mac share
iu@bielinux[mac share] ls -1 out.sam
-rwxrwxrwx 1 iu iu 371881212 98 12 17:19
iu@bielinux[mac share] ls -1lh out.sam
-rwxrwxrwx 1 iu iu 355M 98 12 17:19
iu@bielinux[mac share] wc out.sam

595270 12201447 371881212 out.sam
iu@bielinux[mac share] |

MDD YBE:

13 = ) 09:36 %

[ 9:354Hi]
[ 9:354R(]
[ 9:354§i]
[ 9:354#i]
[ 9:364 i ]

HAZBREFREDEH %S
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N _ V79 BN T7 A IL(QC *trimmed.fastq.gz) D
W16-3: <" 7"@— éﬁl T#HELTOLY 1,190,5321T, FASTQR. RGN T
I . J S0d1 1,190,532 / 4 =297,6331)—K, D@ezipDdA T

" File Edit View Search Terminal Help 3_‘/1)“%@}%\ 071_703/3.\/75‘\77577’()[/7&523-*57?
Jiu@bielinux[mac share] pwd [ 9IO35BI ]
| /home/iu/Desktop/mac_share
iu@bielinux[mac share] 1s -1 out.sam [ 9:535 7]
-rwxrwxrwx 1 iu iu 371881212 98 12 17:19
Miu@bielinux[mac share] ls -1lh out.sam [ 9:535 8]
-rwxrwxrwx 1 iu iu 355M 98 12 17:19
iu@bielinux[mac share] wc out.sam [ 9:535 8]

595270 12201447 371881212 out.sam

iu@bielinux[mac share] gzip -dc ~/Desktop/result/QC.1.trimmed.fastq.gz
| wc

1190532 2381064 189492182

iu@bielinux[mac share] gzip -dc ~/Desktop/result/QC.2.trimmed.fastq.gz
| wc

1190532 2381064 189628416

iu@bielinux[mac share] | [ 9:545 &0 ]
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MDlessTEESD S

16-4:less out.sam

File Edit View Search Terminal Help 13 = ) 10:08 {'%
Jiu@bielinux[mac share] pwd [ 9:535 7]
/home/iu/Desktop/mac share
iu@bielinux[mac share] 1s -1 out.sam [ 9:535 7]
-rwxrwxrwx 1 iu iu 371881212 98 12 17:19
iu@bielinux[mac share] ls -1lh out.sam [ 9:535 7]
-rwxrwxrwx 1 iu iu 355M 98 12 17:19
iu@bielinux[mac share] wc out.sam [ 9:535 7]

595270 12201447 371881212 out.sam

iu@bielinux[mac share] gzip -dc ~/Desktop/result/QC.1.trimmed.fastq.gz
| wc

1190532 2381064 189492182

iu@bielinux[mac share] gzip -dc ~/Desktop/result/QC.2.trimmed.fastq.gz
| wc

1190532 2381064 189628416

iu@bielinux[mac share] less out.sam [ 9:545 7]

8
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" Dless ToutsamEBEDH S, FEHIZR TSN

W16-4:less TRk SH |[OoTH=esmemnmRiciis

File Edit View Search Terminal Help 1y = ) 10:32 %

@sqQ SN:chromosome LN:2277981
@SQ SN:plasmidl LN:81630

SN:plasmid2 LN:40973
@PG ID:bwa PN:bwa VN:0.6.1-r104
_MDRR024501.1 83 chromosome 565592 60 251M =

565460 -383 CGCCACTCCAAGCGTCTGCATCCCATTACTAAACAATAAATGGCGAG
GCTCATAACTTCGGAAGTGCCGGGCCATCCAAATATAATGGCTCCCCACATCAACCGAAACGGTCATTTT
ATCATCAACTCGTTGCTGCAAAGCTTCAATAACAGCTAATGGGTGGTTTAGATTACCCTTGCCGGCTGGA
ATGGTTTCGTGTTGATCAGCTTCAATTTCAGTATGCAAATCTTGTAAATACTGTTTCGATNCAT 8
88EEA?780) ; 7EA*:/)AA8:AEE?/*A?00**/*? :8E??EEEEC: : *CECC?EEE: *AE?;8;48*C
CAACC:ECACC:A:*?7;7;87:7:EE?E?EEEEEEEEB?; ; ; EEEEEEEEEEEEEEEFFFFFFFFFFHH
FFHHHF FHHHFHFHHHHDD FHGHHHHHH F € 5HF FHHHHHHHHHHHHHHHHHH EHH F@HHHHHHHHHHHHH
FFHHHHGHGDFFHHHHHHFFFACFB?BBBA<B?<55#777? XT:A:U NM:1:2 SM:1:37 A
M:1:37 X0:1:1 X1:1:0 XM:1:2 X0:1:0 XG:1:0 MD:Z:180A66T3
DRRO24501.1 163 chromosome 565460 60 251M —
565592 383 ATGAACCGTATTAAGGCCTAAACGAACGGCTGTCTCCAGTTCTTGTC
CAGTAAATAAGAATCCGGCATCCCCAGAAACAGAGACTGATTTAGCATTGGGCCGAACTAACGCAGCCGA
AATTGACCAAGGTAGCGCCACTCCAAGCGTCTGCATCCCATTACTAAACAATAAATGGCGAGGCTCATAA
WCTTCGGAAGTGCCGGGCCATCCAAATATAATGGCTCCCCACATCAAACGCAACGTTCATATTAT ?
-~ 7777B?@<ABDDDDD ; FFFFFHEBHACCCCCFFGGHBGHFHHHBEDGHDACFHHF=? - ASAFC>E>EHHH
HHD+CFDFFHHBFGHGGH7CB@@DF . @FDDE ) @EFFEEEE) : ) ;BEB6?7?7;BECE;3:C?A2; ; EEEE:

= |out.san
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" T&ESLRIRSHLNCEE, Q)

W16-4:lessTHk&E S lessEATREIINA T2 avEDIH5

File Edit View Search Terminal Help 13 = ) 10:39 {'%
r Jiu@bielinux[mac share] pwd [10:374 &1 ]
@ /home/iu/Desktop/mac share
sl 1 U@bielinux[mac share] 1ls -1 out.sam [10:374 & ]
E -rwxrwxrwx 1 iu iu 371881212 98 12 17:19

iu@bielinux[mac share] 1s -lh out.sam [10:375 & ]
, -rwxrwxrwx 1 iu iu 355M 98 12 17:19
?) iu@bielinux[mac share] wc out.sam [10:3745 &1 ]

595270 12201447 371881212 out.sam

i iu@bielinux[mac share] gzip -dc ~/Desktop/result/QC.1.trimmed.fastq.gz
| wc
1190532 2381064 189492182

iu@bielinux[mac share] gzip -dc ~/Desktop/result/QC.2.trimmed.fastq.gz
= | wc
11196532 2381064 189628416
=Ml iu@bielinux[mac share] less out.sam [10:3945( ]
iu@bielinux[mac share] less -N out.sam [10:394&( ]

=

L

T~
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S CABBLIBYES, Db TES RS

W16-4:lessTBk& 5

lU@blelanX[~/b +p/mac_share] 13 ==p €) 10:41 {'%
1 @SQ SN:chromosome LN:2277981
2 @SQ SN:plasmidl LN:81630
3 @SQ SN:plasmid2 LN:40973
4 @PG ID:bwa PN:bwa VN:0.6.1-r104
5 DRR024501.1 83 chromosome 565592 60 251M
5 = 565460 -383 CGCCACTCCAAGCGTCTGCATCCCATTACTAAAC
5 AATAAATGGCGAGGCTCATAACTTCGGAAGTGCCGGGCCATCCAAATATAATGGCTCCCCAC
5 ATCAACCGAAACGGTCATTTTATCATCAACTCGTTGCTGCAAAGCTTCAATAACAGCTAATG
5 GGTGGTTTAGATTACCCTTGCCGGCTGGAATGGTTTCGTGTTGATCAGCTTCAATTTCAGTA
5 TGCAAATCTTGTAAATACTGTTTCGATNCAT 888EEA?780) ; 7EA*: /) AA8: AEE
5 ?/*A?00**/*?:8E??EEEEC: : *CECC?EEE: *AE?;8;48*CCAACC:ECACC:A:*??
5 ;7;87:7:EE?E?EEEEEEEEB?; ; ; EEEEEEEEEEEEEEEFFFFFFFFFFHHFFHHHFFHH
5 HFHFHHHHDDFHGHHHHHHFCSHFFHHHHHHHHHHHHHHHHHHEHHF@HHHHHHHHHHHHHF
5 FHHHHGHGDFFHHHHHHFFFACFB?BBBA<B?<55#777? XT:A:U NM:1:2 SM
5 :i:37 AM:1i:37 X0:1:1 X1:i:0 XM:i:2 X0:i:0 XG:i:06 MD:Z:186
5 A66T3
6 DRR024501.1 163 chromosome 565460 60 251M
6 = 565592 383 ATGAACCGTATTAAGGCCTAAACGAACGGCTGTC
6
6
6
out. sam

TCCAGTTCTTGTCCAGTAAATAAGAATCCGGCATCCCCAGAAACAGAGACTGATTTAGCATT
GGGCCGAACTAACGCAGCCGAAATTGACCAAGGTAGCGCCACTCCAAGCGTCTGCATCCCAT
TACTAAACAATAAATGGCGAGGCTCATAACTTCGGAAGTGCCGGGCCATCCAAATATAATGG
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" I
W16-4:lessTBk& 5

iu@bielinux[~/Desktop/mac_share] 13 = 4) 10:41 %

1
2
3
4

5
5
5
5
5
5
5
<
5
5
5
5
6

(@)

6
6
6

@sqQ SN:chromosome LN:2277981
@sqQ SN:plasmidl LN:81630

@sqQ SN:plasmid2 LN:40973

@PG ID:bwa PN:bwa VN:0.6.1-r104

BIZXODFRZERHN51TH DIEHR,
COEELTIE, 5ELL6ITEHD®E
PETORFRORTISNTNET

DRR024501.1 83 chromosome 565592 60 251M

= 565460 -383 CGCCACTCCAAGCGTCTGCATCCCATTACTAAAC
AATAAATGGCGAGGCTCATAACTTCGGAAGTGCCGGGCCATCCAAATATAATGGCTCCCCAC
ATCAACCGAAACGGTCATTTTATCATCAACTCGTTGCTGCAAAGCTTCAATAACAGCTAATG
GGTGGTTTAGATTACCCTTGCCGGCTGGAATGGTTTCGTGTTGATCAGCTTCAATTTCAGTA
TGCAAATCTTGTAAATACTGTTTCGATNCAT 888EEA?780) ; 7EA*: /) AA8: AEE
?/*¥A?00%*/*?:8E??EEEEC: : *CECC?EEE: *AE?;8;48*CCAACC:ECACC:A:*??
;?7:;87:7:EE?E?EEEEEEEEB?; ; ; EEEEEEEEEEEEEEEFFFFFFFFFFHHFFHHHFFHH
HFHFHHHHDD FHGHHHHHHF C5HF FHHHHHHHHHHHHHHHHHHEHH F@HHHHHHHHHHHHHF
FHHHHGHGDFFHHHHHHFFFACFB?BBBA<B?<55#777 XT:A:U NM:1:2 SM
:1:37 AM:i:37 X0:1:1 X1:1i:0 XM:i:2 X0:i:0 XG:1:0 MD:Z:1860

A66T3

DRRO24501.1 163 chromosome 565460 60 251M

= 565592 383 ATGAACCGTATTAAGGCCTAAACGAACGGCTGTC
TCCAGTTCTTGTCCAGTAAATAAGAATCCGGCATCCCCAGAAACAGAGACTGATTTAGCATT
GGGCCGAACTAACGCAGCCGAAATTGACCAAGGTAGCGCCACTCCAAGCGTCTGCATCCCAT
TACTAAACAATAAATGGCGAGGCTCATAACTTCGGAAGTGCCGGGCCATCCAAATATAATGG

HAZBREFREDEH %S
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= G ldout.samZxBkHBH_ET. SAMERXFTFEA
_ < TWET, DenoFLFESITIE AVF—T
W16'4 . IeSST EJE &) é T9Y, out.sam@i%‘n%“(<';|Z4'ﬁ"C?-'§'7f)‘\s ’i“J’f—Tw

iu@bielinux[~/Desktop/mac_share] ffﬁ-’!;& [j:?xyjoé;h,%){ﬂlj DEES ’;'g[ [ZI&FLET

DD D OB

mn
i

21 @sQ SN:plasmidl LN:81630
3/@SQ SN:plasmid2 LN:40973
@PG ID:bwa PN:bwa VN:0.6.1-r104
DRR024501.1 83 chromosome 565592 60 251M

= 565460 -383 CGCCACTCCAAGCGTCTGCATCCCATTACTAAAC
AATAAATGGCGAGGCTCATAACTTCGGAAGTGCCGGGCCATCCAAATATAATGGCTCCCCAC
ATCAACCGAAACGGTCATTTTATCATCAACTCGTTGCTGCAAAGCTTCAATAACAGCTAATG
GGTGGTTTAGATTACCCTTGCCGGCTGGAATGGTTTCGTGTTGATCAGCTTCAATTTCAGTA
TGCAAATCTTGTAAATACTGTTTCGATNCAT 888EEA?780) ; 7EA*: /) AA8: AEE
?/*¥A?00%*/*?:8E??EEEEC: : *CECC?EEE: *AE?;8;48*CCAACC:ECACC:A:*??
;?7:;87:7:EE?E?EEEEEEEEB?; ; ; EEEEEEEEEEEEEEEFFFFFFFFFFHHFFHHHFFHH
HFHFHHHHDD FHGHHHHHHF C5HF FHHHHHHHHHHHHHHHHHHEHH F@HHHHHHHHHHHHHF
FHHHHGHGDFFHHHHHHFFFACFB?BBBA<B?<55#777 XT:A:U NM:1:2 SM
:1:37 AM:i:37 X0:1:1 X1:1i:0 XM:i:2 X0:i:0 XG:1:0 MD:Z:1860
A66T3
DRR024501.1 163 chromosome 565460 60 251M

B 565592 383 ATGAACCGTATTAAGGCCTAAACGAACGGCTGTC
TCCAGTTCTTGTCCAGTAAATAAGAATCCGGCATCCCCAGAAACAGAGACTGATTTAGCATT
GGGCCGAACTAACGCAGCCGAAATTGACCAAGGTAGCGCCACTCCAAGCGTCTGCATCCCAT
TACTAAACAATAAATGGCGAGGCTCATAACTTCGGAAGTGCCGGGCCATCCAAATATAATGG

1/@SQ SN:chromosome LN:2277981 ‘

4
5
5
5
5
5
5
5
5
<
5
)
S
6
6
6
6
6
out . sam

o
| =
—+
wn
Q
=

1)
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BRI EIKEFEDEKRIZ, CCEREHhnD
- description&[ 432 chromosome, plasmidi,
plasmid2&LT=1) 7L > A BRI (LH_draft.fa)
EREFDFIEZBLEZEIW11-2)

" I
W16-4:lessTBk& 5

iu@bielinux[~/Desktop/mac_share]

SN:chromosome  LN:2277981
SN:plasmidl LN:81630
3/@SQ SN:plasmid2 LN:40973
@PG ID:bwa PN:bwa VN:0.6.1-r104
DRR024501.1 83 chromosome 565592 60 251M

= 565460 -383 CGCCACTCCAAGCGTCTGCATCCCATTACTAAAC
AATAAATGGCGAGGCTCATAACTTCGGAAGTGCCGGGCCATCCAAATATAATGGCTCCCCAC
ATCAACCGAAACGGTCATTTTATCATCAACTCGTTGCTGCAAAGCTTCAATAACAGCTAATG
GGTGGTTTAGATTACCCTTGCCGGCTGGAATGGTTTCGTGTTGATCAGCTTCAATTTCAGTA
TGCAAATCTTGTAAATACTGTTTCGATNCAT 888EEA?780) ; 7EA*: /) AA8: AEE
?/*¥A?00%*/*?:8E??EEEEC: : *CECC?EEE: *AE?;8;48*CCAACC:ECACC:A:*??
;?7:;87:7:EE?E?EEEEEEEEB?; ; ; EEEEEEEEEEEEEEEFFFFFFFFFFHHFFHHHFFHH
HFHFHHHHDD FHGHHHHHHF C5HF FHHHHHHHHHHHHHHHHHHEHH F@HHHHHHHHHHHHHF
FHHHHGHGDFFHHHHHHFFFACFB?BBBA<B?<55#777 XT:A:U NM:1:2 SM
:1:37 AM:i:37 X0:1:1 X1:1i:0 XM:i:2 X0:i:0 XG:1:0 MD:Z:1860
A66T3
DRR024501.1 163 chromosome 565460 60 251M

B 565592 383 ATGAACCGTATTAAGGCCTAAACGAACGGCTGTC
TCCAGTTCTTGTCCAGTAAATAAGAATCCGGCATCCCCAGAAACAGAGACTGATTTAGCATT
GGGCCGAACTAACGCAGCCGAAATTGACCAAGGTAGCGCCACTCCAAGCGTCTGCATCCCAT
TACTAAACAATAAATGGCGAGGCTCATAACTTCGGAAGTGCCGGGCCATCCAAATATAATGG
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w
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= B CCOHIEIXEFIC EDIERETT,
- 2,277,981 + 81,630 + 40,973 = 2,400,584
W16-4:1eSSTRRED D | s nsrxitas, — o

iu@bielinux[~/Desktop/mac_share] 13 == €) 10:41 {'%
1 @SQ SN:chromosome LN:2277981
2 @SQ SN:plasmidl LN:81630
3 @SQ SN:plasmid2 LN:40973
4 @PG ID:bwa PN:bwa VN:0.6.1-r104
DRR024501.1 83 chromosome 565592 60 251IM

= 565460 -383 CGCCACTCCAAGCGTCTGCATCCCATTACTAAAC
AATAAATGGCGAGGCTCATAACTTCGGAAGTGCCGGGCCATCCAAATATAATGGCTCCCCAC
ATCAACCGAAACGGTCATTTTATCATCAACTCGTTGCTGCAAAGCTTCAATAACAGCTAATG
GGTGGTTTAGATTACCCTTGCCGGCTGGAATGGTTTCGTGTTGATCAGCTTCAATTTCAGTA
TGCAAATCTTGTAAATACTGTTTCGATNCAT 888EEA?780) ; ?7EA*:/)AA8:AEE
?/*A?00*%*/*?:8E??EEEEC: : *CECC?EEE: *AE?;8;48*CCAACC:ECACC:A:*??
;?7:;87:7:EE?E?EEEEEEEEB?; ; ; EEEEEEEEEEEEEEEFFFFFFFFFFHHFFHHHFFHH
HFHFHHHHDD FHGHHHHHHF C5HF FHHHHHHHHHHHHHHHHHHEHH F@HHHHHHHHHHHHHF
FHHHHGHGDFFHHHHHHFFFACFB?BBBA<B?<55#777 XT:A:U NM:i:2 SM
:1:37 AM:i:37 X0:1:1 X1:1i:0 XM:i:2 X0:i:0 XG:1:0 MD:Z:1860
A66T3
DRR024501.1 163 chromosome 565460 60 251M

= 565592 383 ATGAACCGTATTAAGGCCTAAACGAACGGCTGTC
TCCAGTTCTTGTCCAGTAAATAAGAATCCGGCATCCCCAGAAACAGAGACTGATTTAGCATT
GGGCCGAACTAACGCAGCCGAAATTGACCAAGGTAGCGCCACTCCAAGCGTCTGCATCCCAT
TACTAAACAATAAATGGCGAGGCTCATAACTTCGGAAGTGCCGGGCCATCCAAATATAATGG
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" I
W16-4:lessTBk& 5

DDBJ PipelineZE1THEREIm LD,
DERMLEIEMLHINFTEDTLELD

)| @ http://p.ddbj.nig.ac.jp/pipeline/DetailView.do?query_set_id=24152 P~ ¢ | & Detail view YA
JOB STATUS Download merged pileup file
stepi. . : i e N
Preprocessing Lnig.sam files have been merged if you specified 'unig’ option.
stepi. » merged.var.fit. vel gz (Original size 6.2 KB)
Mapping » merged.sam.gz (Criginal size 320.9 ME)
step.
de novo Assembly Download wgs file
step2-All status
« out WGS fasta.gz (Original size 197 byte)
HELP
HELE Position errors Map ratio Depth, Coverage '
TUTORIAL | PDF download total query # : 297,633 coverage : 2400552 / 2400584 * 100 = 99.939
=8 contact Us. mapped query # 1 281,303 depth 130565653 / 2400552 = 54.390
DOE. Read Annatation map ratio 84513 %
Fipeline.
Development Team.
Time
Wait time Start time End time
0018 2016-08-12 17:16:14 2016-09-12 17:37:57
LH_draft.fa
Command Start time End time |Log1 Log2 Result MD5
Create BWA Index File 2016-09-12 | 2016-08-12 View
bwa index [-a is] LH_draft.fa 17:16:15 17:16:48 —
BWA : Alignment 2016-09-12 | 2016-08-12 View
bwa aln LH_draft.fa QC. 1 trimmed fastg = 1.5a 17:16:48 171710 —
BWA : Alignment 2016-09-12 | 2016-08-12 =
bwa aln LH_draft.fa QC .2 trimmed fastg = 2.5ai 171711 17:17:33 ——
BWA : SAMPE 2016-09-12 | 2016-09-12
bwa sampe LH_draft.fa 1.sai 2.5al QC.1.frimmed_fasiq 17:17:34 17:19:43 View | | | Download{116.3 MB) Top of
QC. 2 tiimmed fastq = out.sam page
Extract Unmapped Reads 2016-09-12 | 2016-0%-12

BAABRETEE0EH B0
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" I
W16-4:lessTBk& 5

iu@bielinux[~/Desktop/mac_share]

DEF<YELTICAWTAI S L. 6
FUN—DaVFRMNEEEHINTNET

ty = o 1041 &

1 @SQ SN:chromosome LN:2277981
2 @SQ SN:plasmidl LN:81630
3 @SQ SN:plasmid2 LN:40973
4[@PG ID:bwa PN:bwa VN:0.6.1-r104
DRR024501.1 83 chromosome 65592 60 251M

= 565460 -383
AATAAATGGCGAGGCTCATAACTTCGGAAGTGCCGGGCCATCCAAATATAATGGCTCCCCAC
ATCAACCGAAACGGTCATTTTATCATCAACTCGTTGCTGCAAAGCTTCAATAACAGCTAATG
GGTGGTTTAGATTACCCTTGCCGGCTGGAATGGTTTCGTGTTGATCAGCTTCAATTTCAGTA
TGCAAATCTTGTAAATACTGTTTCGATNCAT 888EEA?780) ; 7EA*: /) AA8: AEE
?/*¥A?00%*/*?:8E??EEEEC: : *CECC?EEE: *AE?;8;48*CCAACC:ECACC:A:*??
;?7:;87:7:EE?E?EEEEEEEEB?; ; ; EEEEEEEEEEEEEEEFFFFFFFFFFHHFFHHHFFHH
HFHFHHHHDD FHGHHHHHHF C5HF FHHHHHHHHHHHHHHHHHHEHH F@HHHHHHHHHHHHHF
FHHHHGHGDFFHHHHHHFFFACFB?BBBA<B?<55#777 XT:A:U NM:1:2 SM
:1:37 AM:i:37 X0:1:1 X1:1i:0 XM:i:2 X0:i:0 XG:1:0 MD:Z:1860
A66T3
DRR024501.1 163

B 565592 383
TCCAGTTCTTGTCCAGTAAATAAGAATCCGGCATCCCCAGAAACAGAGACTGATTTAGCATT

5
5 CGCCACTCCAAGCGTCTGCATCCCATTACTAAAC
5
5
5
5
5
5
5
5
5
5
6
6
~ 6
: 6 GGGCCGAACTAACGCAGCCGAAATTGACCAAGGTAGCGCCACTCCAAGCGTCTGCATCCCAT
6
out. sam

chromosome 565460 60 251M

ATGAACCGTATTAAGGCCTAAACGAACGGCTGTC

TACTAAACAATAAATGGCGAGGCTCATAACTTCGGAAGTGCCGGGCCATCCAAATATAATGG
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ol D51TE D&, Q61TE DEAEHSE. RL
4= o] 42 J—RIDIZA>TWNBIER D NG, UL, 7
Wl 6'5 . STT E l/J\ BII-' w9 BH|Dpaired—endZ7AILDY—K D&
iu@bielinux[~/Desktop/mac_share] %o U—I:IDO) [ % H @forwardﬁljreverse{ﬂlu .
1 @SQ SN:chromosome  LN:2277981 [2% H DforwardfBllreverseff] | . D &5 L T

2 @50 SN:plasmidl LN:81630 pallnd o
3 @SQ SN:plasmid2 IN-40973 |~ 2T TIDD—FRT7ZERLTL\S

4 @PG ID:bwa PN:bwa VN:0.6.1-r104
DRR024501.1 83 chromosome 565592 60 251M

= 565460 -383 CGCCACTCCAAGCGTCTGCATCCCATTACTAAAC
AATAAATGGCGAGGCTCATAACTTCGGAAGTGCCGGGCCATCCAAATATAATGGCTCCCCAC
ATCAACCGAAACGGTCATTTTATCATCAACTCGTTGCTGCAAAGCTTCAATAACAGCTAATG
GGTGGTTTAGATTACCCTTGCCGGCTGGAATGGTTTCGTGTTGATCAGCTTCAATTTCAGTA
TGCAAATCTTGTAAATACTGTTTCGATNCAT 888EEA?780) ; 7EA*: /) AA8: AEE
?/*¥A?00%*/*?:8E??EEEEC: : *CECC?EEE: *AE?;8;48*CCAACC:ECACC:A:*??
;?7:;87:7:EE?E?EEEEEEEEB?; ; ; EEEEEEEEEEEEEEEFFFFFFFFFFHHFFHHHFFHH
HFHFHHHHDD FHGHHHHHHF C5HF FHHHHHHHHHHHHHHHHHHEHH F@HHHHHHHHHHHHHF
FHHHHGHGDFFHHHHHHFFFACFB?BBBA<B?<55#777 XT:A:U NM:1:2 SM
:1:37 AM:i:37 X0:1:1 X1:1i:0 XM:i:2 X0:i:0 XG:1:0 MD:Z:1860
A66T3
DRR024501.1 163 chromosome 565460 60 251M

B 565592 383 ATGAACCGTATTAAGGCCTAAACGAACGGCTGTC
TCCAGTTCTTGTCCAGTAAATAAGAATCCGGCATCCCCAGAAACAGAGACTGATTTAGCATT
GGGCCGAACTAACGCAGCCGAAATTGACCAAGGTAGCGCCACTCCAAGCGTCTGCATCCCAT
TACTAAACAATAAATGGCGAGGCTCATAACTTCGGAAGTGCCGGGCCATCCAAATATAATGG

)

(o)l o) e ) Ie) Je) RO, R0, 0, O, R0, R0, R, R C, R, R0, R, e,

o
| =
—+
wn
Q
=

HAZBREFREDEH %S 202



" )—FIDOT1&E DA forwardfll Sreversefil

16_5 : 51?— E DJ\B% HRR, EMIZEILY)—KID

1y = <€) 13:30 %
iu@bielinux[mac share] gzip -dc ~/Desktop/result/QC.1.trimmed.fastq.gz
/d | head -n 4

@DRR0O24501.1 M00278:15:000000000-A2RK1:1:1101:18783:2260 length=251
ATGNATCGAAACAGTATTTACAAGATTTGCATACTGAAATTGAAGCTGATCAACACGAAACCATTCCAGC
_ M CGGCAAGGGTAATCTAAACCACCCATTAGCTGTTATTGAAGCTTTGCAGCAACGAGTTGATGATAAAATG
ACCGTTTCGGTTGATGTGGGGAGCCATTATATTTGGATGGCCCGGCACTTCCGAAGTTATGAGCCTCGCC
ATTTATTGTTTAGTAATGGGATGCAGACGCTTGGAGTGGCG
+DRR024501.1 M00278:15:000000000-A2RK1:1:1101:18783:2260 length=251
???#55<7?B<ABBB?BFCAFFFHHHHHHF FDGHGHHHHF FHHHHHHHHHHHHH@FHHEHHHHHHHHHHHH
HHHHHHFFH5 CFHHHHHHGHFDDHHHHFHFHHHFFHHHFFHHFFFFFFFFFFEEEEEEEEEEEEEEE;; ; ;
?BEEEEEEEE?E?EE:?:78;7;??*:A:CCACE: CCAACC*84;8; ?EA*:EEE?CCEC*: : CEEEE??
E8:?*/**00?A*/?EEA:8AA) /:*AE?; )08??AEE888
iu@bielinux[mac share] gzip -dc ~/Desktop/result/QC.2.trimmed.fastq.gz

| head -n 4
@DRR024501.1 M00278:15:000000000-A2RK1:1:1101:18783:2260 length=251
ATGAACCGTATTAAGGCCTAAACGAACGGCTGTCTCCAGTTCTTGTCCAGTAAATAAGAATCCGGCATCC
CCAGAAACAGAGACTGATTTAGCATTGGGCCGAACTAACGCAGCCGAAATTGACCAAGGTAGCGCCACTC
CAAGCGTCTGCATCCCATTACTAAACAATAAATGGCGAGGCTCATAACTTCGGAAGTGCCGGGCCATCCA
WAATATAATGGCTCCCCACATCAAACGCAACGTTCATATTAT
o +DRR024501.1 M00278:15:000000000-A2RK1:1:1101:18783:2260 length=251

File Edit View Search Terminal Help

e HHHD+CFDFFHHBFGHGGH7 CB@@DF . @FDDE ) @EFFEEEE) : ) ;BEB6?7?7; BECE; 3:C?A2; ; EEEE

HAZBREFREDEH %S
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J—RIDDT1&E B O Dforwardfll@reverse
Al |DIEEE S DD HEE N F TR K
FIT. mEDEEDZFTRHNTRY

"
W16-5:517 B LA
e =) File Edit View Search Terminal Help 13 = ) 13:30 {%
y@1 iu@bielinux[mac share] gzip -dc ~/Desktop/result/QC.1.trimmed.fastq.gz
4 | head -n 4
sl ADRRO24501.1 MO0278:15:000000000-A2RK1:1:1101:18783:2260 length=251
ATGNATCGAAACAGTATTTACAAGATTTGCATACTGAAATTGAAGCTGATCAACACGAAACCATTCCAGC
, ;mGGTAATCTAAACCACCCATTAGCTGTTATTGAAGC‘I‘ITGCAGCAACGAGTTGATGATAAAATG
A CGGTTGATGTGGGGAGCCATTATATTTGGATGGCCCGGCACTTCCGAAGTTATGAGCCTCGCC
ATTTATTGTTTAGTAATGGGATGCAGACGCTTGGAGTGGCG
+DRR024501.1 M00278:15:000000000-A2RK1:1:1101:18783:2260 length=251
???#55<7?B<ABBB?BFCAFFFHHHHHHF FDGHGHHHHF FHHHHHHHHHHHHH@FHHEHHHHHHHHHHHH
HHHHHHFFH5 CFHHHHHHGHFDDHHHHFHFHHHFFHHHFFHHFFFFFFFFFFEEEEEEEEEEEEEEE; ; ;
?BEEEEEEEE?E?EE:?:78;7;??*:A:CCACE: CCAACC*84;8; ?EA*:EEE?CCEC*: : CEEEE??
E8:?*/**00?A*/?EEA:8AA)/:*AE?; ) 08??AEE888
iu@bielinux[mac share] gzip -dc ~/Desktop/result/QC.2.trimmed.fastq.gz
| Il | head -n 4
@DRR024501.1 M00278:15:000000000-A2RK1:1:1101:18783:2260 length=251
=S ATGAACCGTATTAAGGCCTAAACGAACGGCTGTCTCCAGTTCTTGTCCAGTAAATAAGAATCCGGCATCC
mCAGAGACTGATTTAGCATTGGGCCGAACTAACGCAGCCGAAATTGACCAAGGTAGCGCCACTC
C GTCTGCATCCCATTACTAAACAATAAATGGCGAGGCTCATAACTTCGGAAGTGCCGGGCCATCCA
- AATATAATGGCTCCCCACATCAAACGCAACGTTCATATTAT
9 +DRR024501.1 M00278:15:000000000-A2RK1:1:1101:18783:2260 length=251
g HHHD+CFDFFHHBFGHGGH7CB@@DF . @FDDE ) @EFFEEEE) : ) ;BEB6??77;BECE; 3: C?A2; ; EEEE

HAZBREFREDEH %S
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o
W16-5:517 B LIf&

iu@bielinux[~/Desktop/mac_share]

1
2
3

)

(o)l o) e ) Ie) Je) RO, R0, 0, O, R0, R0, R, R C, R, R0, R, e,

o
| =
—+
wn
Q
=

[less —N out.sam] LT, SETIXTE D IFREKH
[Zxt g HE R E T . Dforwardf@| D)
—K I & 85 $H(reverse complement)hy,
Qreverseffl[EEIC M N DIGEBS 24>

@sQ SN:chromosome  LN:2277981 TWAIERHLMNE, 2REDES X

@sQ SN:plasmidl LN:81630

@sq SN:plasmid2 LN:40973 HEENTYTEINBD T EBELGLDOTHY

@PG ID:bwa PN:bwa VN:0.6.1-r104
DRR024501.1 83 chromosome 565592 60 251M

= 565460 -383 GCCACTCCAAGCGTCTGCATCCCATTACTAAAC
AATAAATGGCGAGGCTCATAACTTCGGAAGTGCCGGGCCATCCAAATATAATGGCTCCCCAC
ATCAACCGAAACGGTCATTTTATCATCAACTCGTTGCTGCAAAGCTTCAATAACAGCTAATG
GGTGGTTTAGATTACCCTTGCCGGCTGGAATGGTTTCGTGTTGATCAGCTTCAATTTCAGTA
TGCAAATCTTGTAAATACTGTTTCQﬁlﬂgﬁl 888EEA?780) ; 7EA*: /) AA8: AEE
?/*¥A?00%*/*?:8E??EEEEC: : *CECC?EEE: *AE?;8;48*CCAACC:ECACC:A:*??
;?7:;87:7:EE?E?EEEEEEEEB?; ; ; EEEEEEEEEEEEEEEFFFFFFFFFFHHFFHHHFFHH
HFHFHHHHDD FHGHHHHHHF C5HF FHHHHHHHHHHHHHHHHHHEHH F@HHHHHHHHHHHHHF
FHHHHGHGDFFHHHHHHFFFACFB?BBBA<B?<55#777 XT:A:U NM:1:2 SM
:1:37 AM:i:37 X0:1:1 X1:1i:0 XM:i:2 X0:i:0 XG:1:0 MD:Z:1860
A66T3
DRR024501.1 163 chromosome 565460 60 251M

B 565592 383 ATGAA%CGTATTAAGGCCTAAACGAACGGCTGTC
TCCAGTTCTTGTCCAGTAAATAAGAATCCGGCATCCCCAGAAACAGAGACTGATTTAGCATT
GGGCCGAACTAACGCAGCCGAAATTGACCAAGGTAGCGCCACTCCAAGCGTCTGCATCCCAT

TACTAAACAATAAATGGCGAGGCTCATAACTTCGGAAGTGCCGGGCCATCCAAATATAATGG

HAZBREFREDEH %S
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-_.W_ lessEATHICSA T LAV EDH B L]
. TN EIYIRSTIZRRLTNWET
10-6:less -S

% File Edit View Search Terminal Help 1y = 4) 14:00 {%
iu@bielinux[mac share] less -S out.sam [ 2:00%%]
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"
W16-6:less -S

AL AITHRRWIZSMILT, BRITORIDIFOND
HBLOT-LMESIZ{EFR|, SAMT7AILIZTvTENgEHh -
)—F1EHREAERFLTLNS, ZOHIHAOSFEB D) —F,

File Edit View Search Terminal Help TYVTEINENOF-ZEFRT TARAYR () TR A B
SN:chromosome  LN:2277981
SN:plasmidl LN:81630
SN:plasmid2 LN:40973
ID:bwa PN:bwa VN:0.6.1-r104
MDRR024501.1 83 chromosome 565592 60 251M =
DRR024501.1 163 chromosome 565460 60 251M =
DRR024501.2 83 chromosome 1188239 60 251M =
DRR024501.2 163 chromosome 1188115 60 251M =
DRR024501.3 99 chromosome 721208 29 251M =
DRR024501.3 147 chromosome 721460 29 1365115M
DRR024501.4 99 chromosome 236084 60 184M =
DRR024501.4 147 chromosome 236106 60 175M =
DRR024501.5 77 * 0 0 * * 0
DRR024501.5 141 X 0 0 X X 0
DRR024501.6 89 chromosome 1861136 37 188M =
DRR024501.6 181 chromosome 1861136 0 ¥ =
DRR024501.7 83 chromosome 2174307 29 251M =
DRR024501.7 163 chromosome 2174200 29 107M144S
@ DRR024501.8 83 chromosome 1484623 60 251IM =
— -~ wDRR024501.8 163 chromosome 1484466 60 251M =
£~ MDRRO24501.9 99 chromosome 621882 60 251M =
= |out.sam
BARIBEZREDOEHFESHE 207




" DRy TENE M1 —FEROH

W16-7 : unmapped reads =FE7 e TRENAS

e Z |-_f_£i=; http://p.ddbj.nig.ac.jp/pipeline/DetailView.do?query_set_id=24152 2 ~ ¢ | & Detail view i} 57 563
LH_draft.fa A
Command Start time End time |Log1 Log2 Result MD5
Create BWA Index File 2016-09-12 | 2016-08-12 View
bwa index [-a is] LH_draft.fa 17:16:15 17:16:48 —
BWA : Alignment 2016-09-12 | 2016-08-12 View
bwa aln LH_draft.fa QC. 1 trimmed fastg = 1.5a 17:16:48 171710 —
BWA : Alignment 2016-09-12 | 2016-08-12 =
bwa aln LH_draft.fa QC .2 trimmed fastg = 2.5ai 171711 17:17:33 ——
BWA : SAMPE 2016-09-12 | 2016-09-12
bwa sampe LH_draft.fa 1.sai 2.5al QC.1.frimmed_fasiq 17:17:34 17:19:43 View | | | Download{116.3 MB} | | | MDS
QC.2 trimmed.fastq = out.sam
Extract Unmapped Reads 2016-09-12 | 2016-0%-12
python extractUnmappedFASTCO. py QC_1_trimmed . fastg 17:20:38 17:21:00 Download(4.2 MB) 5
QC. 2 tiimmed.fastq out.sam
Convert SAM to BAM 2016-09-12 | 2016-08-12 i
samtools view -bS -0 out.bam out.sam 172123 172156 R | SeadLlE s
Sort BAM File 2016-09-12 | 2016-09-12
samtools sort out_bam out2 17:22:08 17:22:50 Download(87.9 MB) MD3
Create BAM Index File 2016-09-12 | 2016-08-12
samtools index out2.bam 172302 | 172312 DepcadLEliS) | 0D
Uniquify SAM (Remove Multiple Hits) 2016-09-12 | 2016-08-12
perl sam2unig.pl out.sam UBE > unigout.sam 17:23:24 17:23:36 Do e) LA
Convert SAM to BAM [ For Unigue SAM ] 2016-09-12 | 2016-08-12 i
samtools view -b3 -0 unigout. bam unigout.sam 17243 17:25:04 e | SoepadUR o) | pids
Sort BAM File [ For Unigue SAM ] 2016-09-12 | 2016-08-12
samtools sort unigout.bam out2 17:25:549 17:26:20 B e AR RN LY
Create BAM Index File [ For Unigque SAM | 2016-09-12 | 2016-08-12
samtools index oUt2.bam 172632 | 17:26:43 Downloadi3.2 KB) | | |MUS
Mpileup and Create BCF File [ For Unique SAM ] 2016-0%-12 | 2016-09-12
samtools mpileup -u -C50 -BQA0 -d10000000 -f LH_draftfa | 17:26:55 172342 Wiew
out?_bam | beftools view -bveg - = unig.var.bef
Filter BCF and Convert to WiCF File [ For Unigue SAM ] 2016-09-12 | 2016-08-12
bcftools view unig.var.bef | perl vefutils.pl varFilter -D10000 | 17:28:44 17:28:55 Download(2 2 KB) MD&
= put-unique.var fit. vcf I Top of
Mpileup and Create BCF File 2016-09-12 | 2016-09-12 Page
samtools mpileup -u -C50 -BQ0 -d10000000 -f LH_draft.fa | 17:2%:06 17:30:58 Wiew
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W17-1:Excel

out.samZExcel THL =1k RE, DQNAME (Query NAME)
o J—RIDD &, QFLAG, 75T B (XyTEShi=-mE
SHVEEDIFEREH., ©LOILLD THER) , ®RNAME
(Reference NAME), ¥ anf=)77L 2 ADERH| & |F
&}, IvITSnEhoT=5%, @POS (start POSision), ¥

e . — . Lw_fw wTENT=)—FDEAIE R . ®MAPQ (MAPping Quality)
‘chromosome LIN: WS, A (= = 5
2 @50 SMN:plasmid LIN-21630 o XVEXT DIANT 4. BLMEELL
3 @50 SN plassail? LIN:-4
5 |DRRO24501 1 82 chromosome BEB592 60 251 M = BEBAB0  —-383 CGOOAIRRSEEA??E XT A
6 |DRRO24501 1 163 chromosome 565460 60 251 M BEB5I7 383 ATGAAC77777B7@< XT A
7 |DRRO24501 2 83 chromosome 1188239 60 251 M 1188115 =375 TCACTT 20%) #0720 XT -4
8 |DRRO24501 2 163 chromosome 1188115 60 251 M 1188239 375 TGGACC?7<77B?9EXT A
9 |DRROZ24501 3 99 chromosome 721208 29 251 M = 721460 367 CAANGEL===#BR<=EXT A
10| DRRO24501 .3 147 chromosome 721460 29 136S11BM = 721208 =367 ATTACT(/ /LA /UXT A
11| DRROZ24501 4 99 chromosome 236084 60 184M = 2836106 197 AGAMNAC?77#5CCIDXT A
12| DRRO24501 4 147 chromosome 236106 60 175M = 236084 -197 TTAATT ECA?C#7 XT A
13| DRRO24501 5 77 * 0 0% " 0 0 AGTNCC? <#557 <+<57<L
14| DRRO24501 5 141 * 0 0= * 0 0 GATAAL B5=<5{—H@ae@
151 MEEOARAL B R N Y 1951125 27 1008 = 12581120 O TT T Ay EEFEEFFEEL T M
HARILBEFLEDEHFESH 209




N
W17-2:CIGAR

®)CIGAR, CIGAR stringME(ENBED T, TvELY

HROMEZILIET SFEH, 251MIE, 2511IEEN—E
> 136S115MMSIE. Soft clippingZ &, 13615 XM7Y
TENT . 115I8EEN (TSN T) —ELTLV=ELVD
ZEANVOFILD)—FRIF136+115 = 2511ER D RS

: A 5 ¢ O, 184MIE, 1841EE AN —F, ANWT7AMILFD)—F K
o TR VT [Z(FaQCs T # T2—FJ LHAToTLD D T)—ETIF
3 @SQ SnglasmicE LN;4C'9_.|"3 t;(s :ODU_F‘j:18415E®E$Lb\ﬁ7b\gf:o)fiéj

1 PG 1D bwia PN bwa VNGO B 1—11 04

5 |DRRO24501 1 82 chromosome BEB592 60 251 M = BEBAB0  —-383 CGOOAIRRSEEA??E XT A
6 |DRRO24501 1 163 chromosome 565460 60 251 M BEB5I7 383 ATGAAC77777B7@< XT A
7 |DRRO24501 2 83 chromosome 1188239 60 251 M 1188115 =375 TCACTT 20%) #0720 XT -4
8 |DRRO24501 2 163 chromosome 1188115 60 251 M 1188239 375 TGGACC?7<77B?9EXT A
9 |DRROZ24501 3 99 chromosome 721208 29 251 M = 721460 367 CAANGEL===#BR<=EXT A
10| DRRO24501 .3 147 chromosome 721460 29 136S11BM = 721208 =367 ATTACT(/ /LA /UXT A
11| DRROZ24501 4 99 chromosome 236084 60 184M = 2836106 197 AGAMNAC?77#5CCIDXT A
12| DRRO24501 4 147 chromosome 236106 60 175M = 236084 -197 TTAATT ECA?C#7 XT A
13| DRRO24501 5 77 * 0 0% " 0 0 AGTNCC? <#557 <+<57<L
14| DRRO24501 5 141 % 0 0= " 0 0 GATAAL B5=<5{—H@ae@
151 MEEOARAL B R N Y 1951125 27 1008 = 12581120 O TT T Ay EEFEEFFEEL T M
HARILBEFLEDEHFESH 210




S
W17-3:RNEXTEPNEXT

@RNEXT, *l&, ¥y Enighof=%
D, =l%. paired—endTEOIHFAHEL
27U REHIZIv TIN5 E,
HLEL->TLWNIEBERSI £

(chromosome, plasmidl, plasmid2)& 74

: A B c D 2 F %, ®PNEXTIE. paired-endDEt5F
@50 =M:chromosome LMN:22 17981 w7 . 6 |

2 @50 SN-plasmid! LIN-G1630 AP YT SNI-EERIR

3 @50 =M plasmids LIM:4

4 @pPg ID:bwa Pr\w VNGB 1-r104 "

5 |DRRO24501 1 82 chromosome BEB592 60 251 M = BEBAB0  —-383 CGOOAIRRSEEA??E XT A
6 |DRRO24501 1 163 chromosome 565460 60 251 M = BBBB9Z 383 ATGAAC???77B2@ XT A
7 |DRRO24501 2 83 chromosome 1188239 60 251 M 1188115 =375 TCACTT 20%) #0720 XT -4
8 |DRRO24501 2 163 chromosome 1188115 60 251 M 1188239 375 TGGACC?7<77B?9EXT A
9 |DRROZ24501 3 99 chromosome 721208 29 251 M = 721460 367 CAANGEL===#BR<=EXT A
10| DRRO24501 .3 147 chromosome 721460 29 136S11BM = 721208 =367 ATTACT(/ /LA /UXT A
11| DRROZ24501 4 99 chromosome 236084 60 184M = 2836106 197 AGAMNAC?77#5CCIDXT A
12| DRRO24501 4 147 chromosome 236106 60 175M = 236084 -197 TTAATT ECA?C#7 XT A
13| DRRO24501 5 77 * 0 0% " 0 0 AGTNCC? <#557 <+<57<L
14| DRRO24501 5 141 * 0 0= * 0 0 GATAAL B5=<5{—H@ae@
151 MEEOARAL B R N Y 1951125 27 1008 = 12581120 O TT T Ay EEFEEFFEEL T M
HARILBEFLEDEHFESH 211




W17-3:RNEXTEPNEXT

DFEYCALGRRLORERTY

i} B C D E F G J K L
1 @50 =M chromosome LNZ22 F7981
2 @50 =M plasmidl LME1630
3 @50 =M plasmids LIM:4
4 @pPg ID:bwa Pr\w vrﬂ*m "
5 |DRRO24501 1 83 chromosome 55592 51 M —> BAREAE0 —-383 CGOOALSSSEEAT?EXT A
6 |DRRO24501 1 163 chromosome 565460 51 —> BREE9Z 383 ATGAAC??7777B7@< XT A
7 |DRRO24501 2 83 chromosome 118823923ﬂﬂ<—; 1188116 —375 TOACTT 20%) #0720 T A
8 |DRRO24501 2 163 chromosome 1188115 D51 M => 1188239 375 TGGAC(?7<77BY9EXT A
9 |DRRO24501 3 99 chromosome 721208 1M =—> 721460 367 CAANGE===#B5<{=€XT A
10| DRRO24501 3 147 chromosome 721460 T36S11BM=>> 721208 —367 ATTACT (/AN KT AL
11|DRRO24501 4 99 chromosome 236084 I => 236106 197 AGANAL??7#5{?DXT A
12| DRRO2 4501 4 147 chromosome 236106 1750 => 236084 -197 TTAATT ECA?C#7:XT A
13| DRRO24501 5 77 * 0 0% #* 0 0 AGTNCC? <#557 <+(57<<
141 DRRO24501 5 141 * 0 0% * 0 0 GATAAL B5= <5 —5@aa
151 MEEOARAL B R N Y 1951125 27 1008 = 12581120 O TT T Ay EEFEEFFEEL T M
BAILBEYSEDES FESHE 212




@D RNEXTM=2*xTHUVED D, sequence
Zquery& L TBLASTREITL=#ERIZE.

W17-3:RNEXT&EPN

plasmidl (sequence2)&plasmid2 (sequenced)(Z

EVhL=2 DN Ho=-DTEE, WT-4

Q- ~@ . o
A C D E F G H I J K L
8618 DRRO24501 4314 163 chromosome 1352183 60 251M = 13bz317 385 CAACGE??77{7CB KT A
8618 DRROZ24501 4315 99 chromosoms 8242 60 251 M 87383 392 CAACTAAAAAYBBEXT A
8620 DRROZ24501 4315 147 chromosome 87385 60 251 M g4z —392 GUAAT T#C:0."2 1 CXT Al
8621 DRRO24501 4316 83 chromosome 1523209 60 251M 1523769 —391 ATCGAL EGGECCEXT AL
8622 DRR0O24501 4316 163 chromosome 1623769 60 251 M = 1823909 391 TCAGGT??7?/EEBBLXT Al
8623|DRRO24501 4317 113 plasmidz 5400 W 668425 0 ATAAATEE?CECCXT AL
8624|DRR024501 4317 177 chromosorme 668425 251 M Dl 5400 0 AATAGT 02/ /0 1T A |
8625 DRRO24501 4318 83 chromosome 1695448 60 251M = 1698316 —383 GACOG>78490CGE XT:A
8626 DRRO24501 4318 163 chromosome 1698316 60 251M 1695448 383 CTAGTT???/"BBEYLXT Al
8627 DRRO24501 4319 83 chromosome 1401530 23 251M = 1401462 35379 ATTGGT+EGECGEC AT A
8628 DRRO24501 4319 163 chromosome 1401462 29 128M1235 = 1401530 379 COACGOY7ABB@IHT AN
8629 DRROZ2 4501 4320 69 chromosoms 1220366 O * = 1220366 0 GTATCT13,740:8 8%C0CCY
8630 DRROZ24501 4320 137 chromosome 1220366 37 109M 1220366 0 TGATTA?Y??EBBBLXT A
8631 DRRO2 4501 4321 83 chromosome 873625 60 251 M = 873528 348 GGOTTCOSSAE CEXT Al
8632 DRRO2 4501 4321 163 chromosome 873528 60 251 M = 873625 348 CTAAAT7/77/BEBYEXT A
8633 DRRO24501 4322 TT o 0 * 0 0 GTATCT FBFBOBFF2DEER
8634 DRRO24501 4322 141 * 0 0 * 0 0 TOTOGU 4233921 104
BAIBEEFREOERFESME 213




W17-3:RNEXTEPNEXT

@DRNEXTH=DHI T HY, HAT=H
LoD EHYET R,
(X, . . RT7D)—KHBECHRTIZTY
TJani=E£WVSZETLESID . o 6

i

A E F G H I J K L
8618 DRRO24501 4314 163 chromosome 1352183 60 251M = 13bz317 385 CAACGE??77{7CB KT A
8618 DRROZ24501 4315 99 chromosoms 8242 60 251 M = 87383 392 CAACTAAAAAYBBEXT A
8620 DRROZ24501 4315 147 chromosome 87385 60 251 M g4z —392 GUAAT T#C:0."2 1 CXT Al
8621 DRRO24501 4316 83 chromosome 1523209 60 251M = 1823769 3591 ATCGAC EGGECCEXT A
8622 DRR0O24501 4316 163 chromosome 1623769 60 251M = 1B23909 391 TCAGGT?7?/EBBLXT A
8623 DRRO2 4501 4317 113 plasmidz 400 37 251 M chr 665425 0 ATAAATEE?CECCOXT A
8624 DRRO2 4501 4317 177 chromosome 668425 37 251 M plas 5400 0 AATAGT D"/ 04 XT A\
8625 DRRO24501 4318 83 chromosome 1695448 60 251M = 1698316 —383 GACOG>78490CGE XT:A
8626 DRRO24501 4318 163 chromosome 1698316 60 251M = 1698448 383 CTAGTT?/77/EB?L XT A
8627 DRRO24501 4319 83 chromosome 1401530 23 251M = 1401462 35379 ATTGGT+EGECGEC AT A
8628 DRRO24501.4319 163 chromosome 1401462 29 128M1235 = 1401530 379 COACGMYABB@IHT AN
8629 |DRROZ2 4501 4320 69 chromosoms 1220366 O * = 1220366 0 GTATCT13,740:8 8%C0CCY
8630|DRRO24501 4320 137 chromosome 1220366 37 109M 1220366 0 TGATTA?Y??EBBLXT AL
8631 DRRO2 4501 4321 83 chromosome 873625 60 251 M = 873528 348 GGOTTCOSSAE CEXT Al
8632 DRRO2 4501 4321 163 chromosome 873528 60 251 M = 873625 348 CTAAAT7/77/BEBYEXT A
8633 DRRO24501 4322 TT o 0 * 0 0 GTATCT FBFBOBFF2DEER
8634 DRRO24501 4322 141 * 0 0 * 0 0 TOTOGU 4233921 104
BAIBEEFREOERFESME 214




W1/7-4:TLEN

(QTLEN (observed Template LENgth), paired—end s
— I VRS BRDTUIL—RRFEI DRSS, #ita
J(@—@)DiEXHE + ®1D K5 RERLTETESNET

i} B C D E F G H J K L
1 @50 =M chromosome LNZ22 F7981
2 @50 =M plasmidl LME1630
3 @50 =M plasmids LM:A0973
4 @pPg ID:bwa PN bwa vrﬂ*m ' "
5 |DRRO24501 1 83 chromosome 565592 60 251 M = BRB4AB0  —383 CGOOCALSSSEEA??EXT A
6 |DRRO24501 1 163 chromosome 565460 60 251 M FGE592 383 ATGAAC??777B?@< XT A
7 |DRRO24501 2 83 chromosome 1188239 60 251M 1188116 —375 TOACTT 20%) #0720 T A
8 |DRRO24501 2 163 chromosome 1188115 60 251M 1188239 375 TGGACI?7<?MBY9EXT A
9 |DRRO24501 3 99 chromosome 721208 29 251 M 721460 367 CAANGE===#B5<=EXT A
10| DRRO24501 3 147 chromosome 721460 29 1365116M = 721208 367 ATTACT (/AN TKT A
11|DRRO24501 4 99 chromosome 236084 B0 184M = 236106 197 AGANAC??7#5{?DXT A
12| DRRO2 4501 4 147 chromosome 236106 60 175M = 236084 —197 TTAATT ECA?C#7:XT A
13| DRRO24501 5 77 * 0 0% #* 0 0 AGTNCC? <#557 <+(57<<
141 DRRO24501 5 141 0 0% i 0 0 GATAAL B5= <5 —5@aa
151 MEEOARAL B R N Y 1951125 27 1008 = 12581120 O TT T Ay EEFEEFFEEL T M
forward{g
I |
P
reversefl
BAILBEYSEDES FESHE 215




W1/7-4:TLEN

1z 1X. © = |565460 — 565592| + 251 = 383D £S5
[CEHELET . DE@IFANEH-LTHELIWD T,
ODENTIANITAFADIEIARE WL E-ETIE
HYEFEAL, ®IF)—FOESTYT, 74 T2—FY)

LEINTWSEDEHADT—ETIEHYFELEA
A B C B E F = H [ ] k. L
1 @50 Shchromosome LINZ22 77981
2 @50 =M plasmidl LME1630
3 @50 =M plasmids LM:A0973
4 @pPg ID:bwa PN bwa vrﬂ*m ' "
5 [DRRO24501 1 83 chromosome FE5592 B0 251 M = BBR4AB0 —-383 OGOCAISSSEEAT?EXT A
6 |DRRO24501 1 163 chromosome BE5460 60 251 M BE5592 383 ATGAAC???777B2@< XT A
7 DRRO24501 2 83 chromosome 1188239 60 251 M 1188115 —375 TCACTT 20%) #0720T A
& DRRO24501 2 163 chromosome 1188115 60 251 M 1188239 375 TGGACC?7<?7B?9EXT A
9 DRRO24501 3 99 chromosome 721208 29 251 M = 721460 367 CAANGLTTSHERCZEXT A
10 DRROZ24501 3 147 chromosome 721460 29 1365116M = 721208 =367 ATTACT (/AT AN
11 DRROZ4501 4 99 chromosome 236084 60 184M = 236106 197 AGANAC??7#BCCID T A
12 DRROZ4501 4 147 chromosome 236106 60 175M = 236084 —197 TTAATT ECAZC#7 3T A
13 DRROZ4501 5 77 * 0 0% * 0 0 AGTRNOC? <#E57 {+{57<{
14 DRROZ4501 5 149 0 0% " 0 0 GATAAL BE= (5{—5@@&
15 MEEO2ARM] £ 29 ~hrrrmeiesrne 1281128 QT# = 1281128 O TTTACT FEEEEEEET ™ T - A
forward4al
orwarats '
I |
—
reversefdl
H_/
BAIBESSEDESHESE . 216



W1/7-4:TLEN

EODLTEICRI ECALBRELTT

@ POS (start POSision)
® CIGAR (CIGAR string) ) )
PNEXT (paired-endD 1,2 F A DTV T SN T-EZRIRH)

| +®
i} B C E F G H | J L
1 @50 SM:chromosome LMN:22 77981
2 @50 =M plasmidl LME1630
3 @50 =M plasmid? LMN:A0973
4 @pPg ID:bwa PN bwa wﬂ,ﬁm ' "
3 |DRROZ4501 1 83 chromosome REEE9Z 60 251 M = RER460 —383 CGCUAISBEEEA??EXT A
6 |DRREOZ4501 1 163 chromosome RERAE0 60 251 M = REERY7 383 ATGAAC?YIBY@C KT A
(9383
4 A \
|®—@)|=132 ©251
A
@)565592 )
8565460 >
\: )
Y
®)251
BARZLEE SEODEH S 217



000
W17-5: SEQEQUAL

ADSEQ (SEQuence), ) —RIEEEF)[FH, @
QUAL (QUALIty), 1XFREDIF)T4AAT

i} B C D E F G H J K L
1 @50 =M chromosome LNZ22 F7981
2 @50 =M plasmidl LME1630
3 @50 =M plasmids LM:A0973
4 @pPg ID:bwa PN bwa VNGB 1-r104 ' '
5 |DRRO24501 1 83 chromosome 565592 60 251 M = BRB4AB0  —383 CGOOCALSSSEEA??EXT A
6 |DRRO24501 1 163 chromosome 565460 60 251 M FGE592 383 ATGAAC??777B?@< XT A
7 |DRRO24501 2 83 chromosome 1188239 60 251M 1188116 —375 TOACTT 20%) #0720 T A
8 |DRRO24501 2 163 chromosome 1188115 60 251M 1188239 375 TGGACI?7<?MBY9EXT A
9 |DRRO24501 3 99 chromosome 721208 29 251 M = 721460 367 CAANGE===#BB<{=gXT A
10| DRRO24501 3 147 chromosome 721460 29 1365116M = 721208 367 ATTACT (/AN TKT A
11|DRRO24501 4 99 chromosome 236084 B0 184M = 236106 197 AGANAC??7#5{?DXT A
12| DRRO2 4501 4 147 chromosome 236106 60 175M = 236084 —197 TTAATT ECA?C#7:XT A
13| DRRO24501 5 77 * 0 0% #* 0 0 AGTNCC? <#557 <+(57<<
141 DRRO24501 5 141 * 0 0% * 0 0 GATAAL B5= <5 —5@aa
151 MEEOARAL B R N Y 1951125 27 1008 = 12581120 O TT T Ay EEFEEFFEEL T M
BAILBEYSEDES FESHE 218




JE—
W17-5:optional field

@125 B LR (X INAEHRE SO I5AT
(optional field)o CTHIXT:AUL1ELE-TLNSED
MA=—JE Y EH T HBHD, unigout.sam
X. COEHEZFRE-T)—FKRXTDAINGIES

i} B C D E F G H J K L
1 @50 =M chromosome LNZ22 F7981
2 @50 =M plasmidl LME1630
3 @50 =M plasmids LM:A0973
4 @pPg ID:bwa PN bwa VNGB 1-r104 {
5 |DRRO24501 1 83 chromosome 565592 60 251 M = BRB4AB0  —383 CGOOCALSSSEEA??EXT A
6 |DRRO24501 1 163 chromosome 565460 60 251 M FGE592 383 ATGAAC??777B?@< XT A
7 |DRRO24501 2 83 chromosome 1188239 60 251M 1188116 —375 TOACTT 20%) #0720 T A
8 |DRRO24501 2 163 chromosome 1188115 60 251M 1188239 375 TGGACI?7<?MBY9EXT A
9 |DRRO24501 3 99 chromosome 721208 29 251 M = 721460 367 CAANGE===#BB<{=gXT A
10| DRRO24501 3 147 chromosome 721460 29 1365116M = 721208 367 ATTACT (/AN TKT A
11|DRRO24501 4 99 chromosome 236084 B0 184M = 236106 197 AGANAC??7#5{?DXT A
12| DRRO2 4501 4 147 chromosome 236106 60 175M = 236084 —197 TTAATT ECA?C#7:XT A
13| DRRO24501 5 77 * 0 0% #* 0 0 AGTNCC? <#557 <+(57<<
141 DRRO24501 5 141 * 0 0% * 0 0 GATAAL B5= <5 —5@aa
151 MEEOARAL B R N Y 1951125 27 1008 = 12581120 O TT T Ay EEFEEFFEEL T M
BAILBEYSEDES FESHE 219




Sl 0 . Dout2.bamlZ. out.samM 51 =—{LNEBED
] SAMZ74 )L T#HAHunigout.samZx N—RIZ{ERL,
W17-6:0Ut2.Dam |Goubemits sqrumrgn. & iEsknsosit

File Edit View Search Terminal Help T=ZLV=8 . samtools viewaAY KR TR TS,

| iu@biehnux[mac_share] pwd less —-STREZ 1179 %FYEEF 2R R (W16-6)
/home/iu/Desktop/mac share

iu@bielinux[mac share] 1s -1 *.sam *.bam \ [ 2:205 %]
-rwxrwxrwx 1 iu iu 71310955 98 12 17:26
-rwxrwxrwx 1 iu iu 371881212 98 12 17:19
-rwxrwxrwx 1 iu iu 320957638 98 12 17:23
iu@bielinux[mac share] samtools view out2.bam | less -S [ 2:205 %]

PP DD YmBE:

HAZBREFREDEH %S 220



" | SAGEBL. EF IR TLES A, chromosome
_ DEBOBIENFRIEC—FER TR ER
W17'6 . OUtham Hd, GF—ZFHLTR—UDRRITIZEE

File Edit View Search Terminal Help 13 =P ) 14:33 {%

l §DRR024501.86548 163 chromosome 4 60 251IM =
@ DRR024501.295594 163 chromosome 6 60 251M
sl DRR024501 .296978 99 chromosome 3 60 251M
E DRRO24501.292258 99 chromosome 9 60 251M
DRR024501.275118 99 chromosome 24 60 251M
Z DRR024501.295594 83 chromosome 32 60 251M
?) DRR0O24501.122812 99 chromosome 53 60 251M
— DRR024501.288276 163 chromosome 53 60 251M
. DRR024501.122812 147 chromosome 57 60 251IM
DRR024501.171571 99 chromosome 63 60 251M
= DRR024501.44079 99 chromosome 72 60 251M =
DRR024501.181284 99 chromosome 712 60 251M
=M1 DRR024501 .266245 163 chromosome 76 60 251M
. JIDRR024501.106304 163 chromosome 84 60 251M
% DRR024501.106304 83 chromosome 89 60 251M
== DRR0O24501.28563 163 chromosome 92 60 251M =
DRR024501.58849 163 chromosome 94 60 251IM —
DRR024501.79179 99 chromosome 102 60 251M =
¥ &5 $DRR024501.188616 99 chromosome 106 60 251M
DRR024501.28563 83 chromosome 107 60 251M =
b~ DiR024501.216324 163 chromosome 107 60 251M
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= out2 bam D BALIT 1T AZZEEL o plasmid2(3
_ 40,9731 E 7 D TW16-6). DExE D IF55H%40786
W17_6 . OUtZ . ba-m TRHHOTWVHDI(TEHEWNZ S, H. out2.bam

S 2 M File Edit View Search Terminal Help 1"55‘25_*5'(‘7\/70'&:“79:75\?7"—” —KIXB&Rs s
—  IDRR024501.228401 83 plasmid2 \ = \
}al DRR0O24501.178522 147 plasmid2 L %)03:5\, 0)77’“ l’f".liﬁﬁbﬁb
sl DRRO24501 . 240655 83 plasmid2 40680 60 251M
E DRRO24501.73398 147 plasmid2 40685 60 251M =
MDRRO24501.267503 147 plasmid2 40688 60 251M
3 DRRO24501.254114 145 plasmid2 40694 37 137M
?) DRRO24501.254114 97 plasmid2 40695 37 132M
DRRO24501.264041 147 plasmid2 40695 60 251M
i DRRO24501.147571 83 plasmid2 40706 60 251M
DRRO24501.141761 147 plasmid2 40707 60 251M
=S DRRO24501.218771 83 plasmid2 40708 60 251M
% DRRO24501.217892 147 plasmid2 40710 60 251M
DRR024501.165704 83 plasmid2 40714 60 251M
- “JIDRRO24501.13639 83 plasmid2 40717 60 251M =
=2 MIDRR024501.127223 147 plasmid2 40718 60 251M
B DRRO24501.176446 99 plasmid2 40723 60 136M
— QIDRRO24501. 176446 147 plasmid2 40741 60 113M
DRRO24501.103552 99 plasmid2 40772 60 130M
: DRR024501.103552 147 plasmid2 40781 60 128M
~ < wDRR024501.271587 145 plasmid2 40785 37 138M
£~ MDRRO24501.271587 97 plasmid2 40786 37 123M
== [(END) ‘
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= VCF (Variant Call Format)fis=X 771 JL D ERER,
_ DDBJ Pipeline\ 54 9 O—RFLTHEELT=, @
18' 1 . VC F7 7 /r ) l/ out—unic:E:.\I/r:‘.flt.vcﬂi:/55"5'0 @Ies: -NTHEER

File Edit View Search Terminal Help 13 =P 4) 1559 {%
r Jiu@bielinux[mac share] pwd [ 3:594 %]
/home/iu/Desktop/mac share
st 1 U@bielinux[mac share] 1s -1 *.vcf [ 3:594%#]
Ml - rwxrwxrwx 1 iu iu 6270 98 12 17:28
iu@bielinux[mac share] wc *.vcf [ 3:594%#]
55 461 6270 out-unique.var.flt.vcf
iu@bielinux[mac share] less -N *.vcf [ 3:594 %]
)
.4.

HAZBREFREDEH %S 223



less —~NTHEZEL TLVDEC A, CCTRATLNS

W18-1:VCFE I 7 A JL O, Tmsnotizsnys— s

IEERERS) » EEPTHITLAELDIZ, DDELKE

3R 1
o
. 3
= B
: 4

2 4
5

'Y
6

. 6
=]
7

— 8
25 8

- 9

. 9
10

1)

File Edit View Search Terminal Help

HRIDIITIIANYVT —E R THHEHNHM D

##fileformat=VCFv4.1
##samtoolsVersion=0.1.18 (r982:295)
##INFO=<ID=DP,Number=1,Type=Integer,Description="Raw read dept
h">
##INFO=<ID=DP4,Number=4,Type=Integer,Description="# high-quali
ty ref-forward bases, ref-reverse, alt-forward and alt-reverse
bases">
##INFO=<ID=MQ,Number=1, Type=Integer,Description="Root-mean-squ
are mapping quality of covering reads">
##INFO=<ID=FQ,Number=1, Type=Float,Description="Phred probabili
ty of all samples being the same">
##INFO=<ID=AF1,Number=1, Type=Float,Description="Max-likelihood
estimate of the first ALT allele frequency (assuming HWE)">
##INFO=<ID=AC1,Number=1,Type=Float,Description="Max-likelihood
estimate of the first ALT allele count (no HWE assumption)">
##INFO=<ID=G3,Number=3, Type=Float,Description="ML estimate of
genotype frequencies">
##INFO=<ID=HWE, Number=1, Type=Float,Description="Chi”2 based HW
E test P-value based on G3">
##INFO=<ID=CLR,Number=1,Type=Integer,Description="Log ratio of
genotype likelihoods with and without the constraint">

ouil’-unique.var.flt.vcf

HAZBREFREDEH %S
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" I TREE—ERL TS STHIBD,
_ T DA — 1T DB, == IR 2877
W18-1:VC FO7AIL |Bogormons -massniss

File Edit View Search Terminal Help 13 = 4) 16:22 {%

ality">

##FORMAT=<ID=GL ,Number=3, Type=Float,Description="Likelihoods f

or RR,RA,AA genotypes (R=ref,A=alt)">

##FORMAT=<ID=DP,Number=1, Type=Integer,Description="# high-qual

ity bases">

##FORMAT=<ID=SP,Number=1, Type=Integer,Description="Phred-scale

d strand bias P-value">

##FORMAT=<ID=PL ,Number=G, Type=Integer,Description="List of Phr

ed-scaled genotype likelihoods">

#CHROM POS ID REF ALT QUAL FILTER INFO
FORMAT /home/w3pipeline/refdata/result/agribio/24152/2395

9/37608/uniqsam/out2.bam

chromosome 141598 . A G ¥7.1 :
DP=7;VDB=0.0077;AF1=0.5;AC1=1;DP4=4,1,1,1;MQ=39;FQ=20.1

*PV4=1,1,0,1 GT:PL:GQ 0/1:47,0,138:50

chromosome 242819 . T C 20 .
DP=9;VDB=0.0111;AF1=0.5;AC1=1;DP4=5,2,1,1;MQ=49;FQ=23;P

V4=1,1,0,1 GT:PL:GQ 0/1:50,0,139:53

chromosome 359141 . T G 4.13 :
DP=14;VDB=0.0037;AF1=0.4998;AC1=1;DP4=11,1,1,1;MQ=49;FQ

=6.2;PV4=0.27,1,0.021,1 GT:PL:GQ 0/1:32,0,187:31
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= B Excel CBkHHE_ALERL, 14T7B(LVCF
W18 2 ] Excel D/IN—232, Thldver. 41D K571
A B C D E F G H J K L
L | ##fileformat=vCFw4 1
2 #f#=amtoolsVersion=0118 (r982.295)
3 #RINFO=<ID=DP MNumber=1 Type=Intezer Description="Raw read depth”™ >
4 #RINFO=<ID=DP4 Number=4 Tyvpe=Integer Description="# high—quality ref~forward bases, ref-reverse, alt
3 R INFO=<ID=MG Number=1 Tvpe=Integer Description=" Root—mean—sauare mapping quality of covering re
6 | ##INFO=<ID=F3 Mumber=1 Type=Float,Description=" Phred probakility of all samples being the same” >

= = =
Fa | = e S 0a

= =
= La

I

I

I
#HINFO=<ID=AF1 Number=1 Type=Float Description=" Max—likelihood estimate of the first ALT allele freqd
ERINFO=<ID=ACT Number=1 Type=Float Description="Max—likelihood estimate of the first ALT allele cour
ERINFO=<ID=G3 Number=3 Tvpe=Float, Description=" ML estimate of genotype frequencies” »
E# INFO=<ID=HWE MNumber=1 Tvpe=Float Description="Chi"? based HWE test P—value kased on G37>
#RINFO=<ID=CLRE.MNumber=1 Type=Integer Description=" Log ratio of genotype likelihoods with and withou
| I
EHINFO=<ID=CGT Number=1 Tyvpe=String Description=" The most prokable constrained genotype confizur
E# INFO=<ID=PV4 Number=4 Type=Float, Description="P—values for strand kbias, base( bias, mapl kias and

NFO=<ID=UGT MNumber=1 Type=String, Description="The most probable unconstrained genotvpe config

BAILEE

Hp

A (D EE 8]

E
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W182 5&@%

27 TB UIBED X ELFER D 2K E ., DREFIX, #1
%ﬁaﬁlHﬁlJO)iEEo QALTIE., ZE2IEE(ALTanative

base) @QUALIL., A4 T4RAT7 (FULMFE LLY)
A I J

2 #DHROM POS D ALT QUAL FILTER INFO FORMAT  /home/w3pipeline/refdata
28 | chromosome 141598 | G 171 . DP=7,vVDB=0.0077,AF1=05AC1 GT-PLGQ 0/1:47,0,13850

29 | chromosome 242819 T > 20 . DP=3,vDB=0.0111,AF1=05AC1 GT-PLGQ 0/1:50,0,139.53

30| chromosome 359141 . T > 413 . DP=14DB=00037,AF1 =0 4998 GT PL.GQ 0,/1:32,0,187:31

31| chromosome 463882 . T G G2 . DP=13,vDB=0.0074,AF1=04999 GT PL.GQ 0,/1:35,0216:36

32| chromosome 660031 . C T 864 . DP=11,vDB=0.0063,AF1 =05,AC GT-PLGQ 0/1:38,0,197:40

33 | chromosome 792963 . T > 413 . DP=14vDB=0.0153,AF =0 4998 GT PL.GQ 0,/1:32,0200:31

34 | chromosome 887422 . G A 104 . DP=11vDB=0.0070,AF1=05,AC GT-PLGQ 0,/1:40,0,188:42

35 | chromosome 913470 . T > 142 . DP=3,VDB=0.0056,AF1=05,AC1 GT-PLGQ 0/1:44,0,144:47

36 | chromosome 965171 . T > 171 DP=20;vDB=0.0071 AR =05.AC GT-PLGQ 0/1:47,024350

37| chromosome 1134950 . A & Te. DP=23,vDB=0.0076,AF =05,AC GT-PLGQ 0,/1:37,0255:39

38 | chromosome 1160048 . A G 29 . DP=17vDB=0.0054,AF1 =05,AC GT-PLGQ 0,/1:59,0250:62

39 | chromosome 1160095 . A G 191 . DP=10,vDB=0.0033,AF =0 5,AC GT-PLGQ 0/1:43,0,191.562

40| chromosome 1240248 . GOCCC GCCCOCC 214 INDEL.DP=48vDB=0.0137,AF =GT.PLGQ 1,/1:255,128,0:99
Hlchromosome 1455552 . CAAAA CAAAAA 214 IMNDEL,DP=58,vDB=0.0164,AF1 =GT PLGQ 1,/1:255,130,0.99

42| chromosome 1475721 . T > ne . DP=19,vDB=0.0021,AF =05AC GTPLGQ 0/1:82,0246:85

43 | chromosome 1752680 . G A 29 . DP=24vDB=0.0129,AF =05AC GT-PLGQ 0/1:59,0250.62

4 chromosome 1941380 . T > Ta. DP=13,vDB=0.0046,AF =05AC GT-PLGQ 0/1:37,021439

45 | chromosome 2052955 . A G 123 . DP=8,VDB=0.0084,AF1=05AC1 GT-PLGQ 0/1:42,0103:44

46 | chromosome 2054084 . TC T 1537 . INDEL.DP=8wDB=00009;AF1 =0 GT-PL.GQ 0/1:51,017454

4T chromosome 2056279 . A G 24 . DP=6,VDB=0.0067,AF1=05AC1 GT-PLGQ 0/1:540113567

48 | chromosome 2057564 . T > 864 . DP=10;vDB=0.0041 AF1 =05AC GT-PLGQ 0/1:38,0,129:40

49| chromosome 2058145 . C T.G 108 . DP=14VDB=0.0147.AF1=1AC1=GT:PLGQ 1/1:141,39,0141,28138.70
0 | plasmid 30T G T b4 . DP=43vDB=0.0087 AF1=05,AC GT-PLGQ 0,/1:84,0,255:87

51 | plasmid! GEE0Y . A G 220 . DP=55,vDB=0.0060,AF1 =0 5,AC GT.PL.GQ 0/1:255,0,2565:99

92 | plasmid! 66637 . T 225 . DP=71,WDB=0.0141;AF1=05AC GT:PLGQ 0/1:255,0249:99

23 | plasmid BEEEE . O T 220 . DP=80,vDB=0.0153,AF1 =0 5,AC GT.PL.GQ 0/1:255,0,265:99

94 | plasmid? 2069 . CAAAALCAAAA 177 . INDELDP=110vDB=0.0166,AF1 GT-PLGQ 1,/1:218,255,0:99

9 | plasmid? 27805 . TAAAAATAAAA 104 . INDEL.DP=31VDB=0.0058AF1=GT-PL.GQ 1/1:145,93,0:99
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@INFOIE, ZZE15%R. ©FORMATIZ. genotype (GT)DT+—=

W18 2 EXCeI vk, @'i@@ﬂ/_t—cgenotype@E{$Eﬁf&llﬁ$&h{=aﬁéh1l'\é

’ w

C E F G

2 #DHROM POS D REF ALT QUAL FILTER INFO FORMAT  /home/w3pipeline/refdata
28 |chromosome 141598 . A G 171 . DP=7,vVDB=0.0077,AF1=05AC1 GT-PLGQ 0/1:47,0,13850
29 | chromosome 242819 . T > 20 . DP=3,vDB=0.0111,AF1=05AC1 GT-PLGQ 0/1:50,0,139.53
30| chromosome 359141 . T > 413 . DP=14DB=00037,AF1 =0 4998 GT PL.GQ 0,/1:32,0,187:31
31| chromosome 463882 . T G G2 . DP=13,vDB=0.0074,AF1=04999 GT PL.GQ 0,/1:35,0216:36
32| chromosome 660031 . C T 864 . DP=11,vDB=0.0063,AF1 =05,AC GT-PLGQ 0/1:38,0,197:40
33 | chromosome 792963 . T > 413 . DP=14vDB=0.0153,AF =0 4998 GT PL.GQ 0,/1:32,0200:31
34 | chromosome 887422 . G A 104 . DP=11vDB=0.0070,AF1=05,AC GT-PLGQ 0,/1:40,0,188:42
35 | chromosome 913470 . T > 142 . DP=3,VDB=0.0056,AF1=05,AC1 GT-PLGQ 0/1:44,0,144:47
36 | chromosome 965171 . T > 171 DP=20;vDB=0.0071 AR =05.AC GT-PLGQ 0/1:47,024350
37| chromosome 1134950 . A & Te. DP=23,vDB=0.0076,AF =05,AC GT-PLGQ 0,/1:37,0255:39
38 | chromosome 1160048 . A G 29 . DP=17vDB=0.0054,AF1 =05,AC GT-PLGQ 0,/1:59,0250:62
39 | chromosome 1160095 . A G 191 . DP=10,vDB=0.0033,AF =0 5,AC GT-PLGQ 0/1:43,0,191.562
40| chromosome 1240248 . GOCCC GCCCOCC 214 INDEL.DP=48vDB=0.0137,AF =GT.PLGQ 1,/1:255,128,0:99
Hlchromosome 1455552 . CAAAA CAAAAA 214 IMNDEL,DP=58,vDB=0.0164,AF1 =GT PLGQ 1,/1:255,130,0.99
42| chromosome 1475721 . T > ne . DP=19,vDB=0.0021,AF =05AC GTPLGQ 0/1:82,0246:85
43 | chromosome 1752680 . G A 29 . DP=24vDB=0.0129,AF =05AC GT-PLGQ 0/1:59,0250.62
4 chromosome 1941380 . T > Ta. DP=13,vDB=0.0046,AF =05AC GT-PLGQ 0/1:37,021439
45 | chromosome 2052955 . A G 123 . DP=8,VDB=0.0084,AF1=05AC1 GT-PLGQ 0/1:42,0103:44
46 | chromosome 2054084 . TC T 1537 . INDEL.DP=8wDB=00009;AF1 =0 GT-PL.GQ 0/1:51,017454
4T chromosome 2056279 . A G 24 . DP=6,VDB=0.0067,AF1=05AC1 GT-PLGQ 0/1:540113567
48 | chromosome 2057564 . T > 864 . DP=10;vDB=0.0041 AF1 =05AC GT-PLGQ 0/1:38,0,129:40
49| chromosome 2058145 . C T.G 108 . DP=14VDB=0.0147.AF1=1AC1=GT:PLGQ 1/1:141,39,0141,28138.70
0 | plasmid 30T G T b4 . DP=43vDB=0.0087 AF1=05,AC GT-PLGQ 0,/1:84,0,255:87
51 | plasmid! GEE0Y . A G 220 . DP=55,vDB=0.0060,AF1 =0 5,AC GT.PL.GQ 0/1:255,0,2565:99
92 | plasmid! 66637 . T 225 . DP=71,WDB=0.0141;AF1=05AC GT:PLGQ 0/1:255,0249:99
23 | plasmid BEEEE . O T 220 . DP=80,vDB=0.0153,AF1 =0 5,AC GT.PL.GQ 0/1:255,0,265:99
94 | plasmid? 2069 . CAAAALCAAAA 177 . INDELDP=110vDB=0.0166,AF1 GT-PLGQ 1,/1:218,255,0:99
9 | plasmid? 27805 . TAAAAATAAAA 104 . INDEL.DP=31VDB=0.0058AF1=GT-PL.GQ 1/1:145,93,0:99
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4 [A]l&paired-endD 1 G TILDHFEADELT=D
T, ©DEBH D15 53 D H D genotypelEEHRM 5745

W18-2: Excel

F

G

H I

E

2T | #CHROM POS ID REF ALT QUAL FILTER INFO FORMAT  /home/w3pipeline/refdata
28 |chromosome 141598 . A G 171 . DP=7,vVDB=0.0077,AF1=05AC1 GT-PLGQ 0/1:47,0,13850

29 | chromosome 242819 . T > 20 . DP=3,vDB=0.0111,AF1=05AC1 GT-PLGQ 0/1:50,0,139.53

30| chromosome 359141 . T > 413 . DP=14DB=00037,AF1 =0 4998 GT PL.GQ 0,/1:32,0,187:31

31| chromosome 463882 . T G G2 . DP=13,vDB=0.0074,AF1=04999 GT PL.GQ 0,/1:35,0216:36

32| chromosome 660031 . C T 864 . DP=11,vDB=0.0063,AF1 =05,AC GT-PLGQ 0/1:38,0,197:40

33 | chromosome 792963 . T > 413 . DP=14vDB=0.0153,AF =0 4998 GT PL.GQ 0,/1:32,0200:31

34 | chromosome 887422 . G A 104 . DP=11vDB=0.0070,AF1=05,AC GT-PLGQ 0,/1:40,0,188:42

35 | chromosome 913470 . T > 142 . DP=3,VDB=0.0056,AF1=05,AC1 GT-PLGQ 0/1:44,0,144:47

36 | chromosome 965171 . T > 171 DP=20;vDB=0.0071 AR =05.AC GT-PLGQ 0/1:47,024350

37| chromosome 1134950 . A & Te. DP=23,vDB=0.0076,AF =05,AC GT-PLGQ 0,/1:37,0255:39

38 | chromosome 1160048 . A G 29 . DP=17vDB=0.0054,AF1 =05,AC GT-PLGQ 0,/1:59,0250:62

39 | chromosome 1160095 . A G 191 . DP=10,vDB=0.0033,AF =0 5,AC GT-PLGQ 0/1:43,0,191.562

40| chromosome 1240248 . GOCCC GCCCOCC 214 INDEL.DP=48vDB=0.0137,AF =GT.PLGQ 1,/1:255,128,0:99
Hlchromosome 1455552 . CAAAA CAAAAA 214 IMNDEL,DP=58,vDB=0.0164,AF1 =GT PLGQ 1,/1:255,130,0.99

42| chromosome 1475721 . T > ne . DP=19,vDB=0.0021,AF =05AC GTPLGQ 0/1:82,0246:85

43 | chromosome 1752680 . G A 29 . DP=24vDB=0.0129,AF =05AC GT-PLGQ 0/1:59,0250.62

4 chromosome 1941380 . T > Ta. DP=13,vDB=0.0046,AF =05AC GT-PLGQ 0/1:37,021439

45 | chromosome 2052955 . A G 123 . DP=8,VDB=0.0084,AF1=05AC1 GT-PLGQ 0/1:42,0103:44

46 | chromosome 2054084 . TC T 1537 . INDEL.DP=8wDB=00009;AF1 =0 GT-PL.GQ 0/1:51,017454

4T chromosome 2056279 . A G 24 . DP=6,VDB=0.0067,AF1=05AC1 GT-PLGQ 0/1:540113567

48 | chromosome 2057564 . T > 864 . DP=10;vDB=0.0041 AF1 =05AC GT-PLGQ 0/1:38,0,129:40

49| chromosome 2058145 . C T.G 108 . DP=14VDB=0.0147.AF1=1AC1=GT:PLGQ 1/1:141,39,0141,28138.70
0 | plasmid 30T G T b4 . DP=43vDB=0.0087 AF1=05,AC GT-PLGQ 0,/1:84,0,255:87

51 | plasmid! GEE0Y . A G 220 . DP=55,vDB=0.0060,AF1 =0 5,AC GT.PL.GQ 0/1:255,0,2565:99

92 | plasmid! 66637 . T 225 . DP=71,WDB=0.0141;AF1=05AC GT:PLGQ 0/1:255,0249:99

23 | plasmid BEEEE . O T 220 . DP=80,vDB=0.0153,AF1 =0 5,AC GT.PL.GQ 0/1:255,0,265:99

94 | plasmid? 2069 . CAAAALCAAAA 177 . INDELDP=110vDB=0.0166,AF1 GT-PLGQ 1,/1:218,255,0:99

9 | plasmid? 27805 . TAAAAATAAAA 104 . INDEL.DP=31VDB=0.0058AF1=GT-PL.GQ 1/1:145,93,0:99
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HLBWATYEV S BD A AN TILDEoT=5. ®DEH
M3IFNSDIEEICHE S, BIRBIIZIE. ExcelTLNDEZADKE &

Wl 8 = 2 . EXCG | LAIZ2H 2T ILE E3H T )L H Dgenotype[EHRAIEIN SN D
A B C| D £ F 5 . |

2T | #CHROM POS 0 REF ALT QAL FILTER IMFD FORMAT  /home/w3pipeline/refdata
28 | chromosome 141598 A i3 171 . DP=7\DB=00077-AF1=05AC1 GT-PLGQ 0/1:47 013850

29 | chromosome 247819 0 T i 200 DP=9vDB=00111:AF1=05AC1 GT-PLGQ 0150013353

30 |chromosome . 359141 T i 413 DP=14DB=0 0037 AF1=0 4998 GT-PL-G0 0/1-32 018731

31 chromosome 463882 T i3 52 . DP=13DB=0.0074AF1 =0 4999 GT-PLGQ 0135 0216:36

32 | chromosome  BE0031 . © T 264 DP=11%DB=0.0063:AF1 =05AC GT-PLGQ 0138019740

33 |chromosome 792962 0 T o 413 DP=14DB=0.0153:AF1 =0 4998 GT-PLGQ 0/1:32 020031

M| chromosome 887422 0 G pi) 104 DP=11%DB=0.0070:AF =05AC GT-PLGQ 0140018842

3 |chromosome 913470 0 T i 142 DP=9-DB=00056:-AF1=05:-AC1 GT-PLGQ 0144014447

30 | chromosome 965171 . T o 171 . DP=20%DB=00071 - AF1 =050 GT-PLGQ 0147 024900

3 | chromosome 1134950 . A i3 18 DP=23DB=0.0076 AF1 =050 GT-PLGO 0,1:37 020039

38 | chromosome 1160048 A i3 29 DP=17DB=0.0054AF1 =0 540 GT-PLGQ 0159 025562

39 | chromosome 1160095 A 3 191 . DP=10DB=0.0033:AF =05:AC GT-PLGQ 0149019152

0 chromosome 1240248 GOOCC GOOoCo 214 [MDELDP=42WDB=0 M 37-AF1 =GTPLGO 1,/1:255128099

| chromosome 1455852 CAAAL CAAAAL 214 [NDELDP=5&vDB=0 064 AF1 =GT-PLGQ 1,/1:255130099

42 |\ chromosome 1475721 0 T i oy an DP=19%DB=0.0021:AF1=05AC GT-PLGQ 0/1:820246:85

43 | chromosome 1752680 0 G 2 29 DP=24%DB=0.0129:AF1=05AC GT-PLGO 0159 025062

M| hromosome 1941380 . T i T8 DP=13%DB=0.0046 AF1 =0 540 GT-PLGQ 0/1:370214:39

45 |\ chromosome 2052955 A i3 12.3 . DP=8DB=00084-AF1=05-AC1 GT-PLGQ 0/1:42 010344

46 | chromosome 2054084 TO T 127 . INDEL:DP=8DB=0 0009 AF1=0GT -PL-GQ 0151 017454

AT | chromosome 2056279 A i3 24 DP=6\DB=0 0057 AF1=05AC1 GT-PLGQ 0154011357

48 | chromosome 2057564 0 T i 264 DP=10DB=0.0041 -AF1=05AC GT-PLGQ 0/1:380129:40

9 | chromosome 2052145 © T35 108 DP=14DBE=00147 AF1=1-AC1=GTPLGQ 1/1141 330141 2813875
30 | plasmid! 20177 G T B DP=49DB=0.0087 AF1 =05.AC GT-PLGQ 0/1:840 25587

31 | plasmid! 66609 A i3 220 DP=55DBE=0.0060-AF1=05AC GT-PLGQ 01255025599

32 | plasmid! BE63T . O T 220 DP=T1VDBE=0014 AR =05 AC GT-PLGQ 01255024999

33 | plasmid! BEEEES O T 220 DP=20DB=0.0153:AF1 =0 540 GT-PLGO 01255020599

M Hlasmid? 2069 CALALMALCALAL 177 . MNDELDP=110DB=0.0166:AF1 GT-PLGQ 1,/1:218255 099

33 plasmid? 37805 TAAAAATAALL 104 MNDEL:DP=31VDB=0 0058 AF1 =GT-PL.GQ 1,/1:145930:99
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2T | #CHROM FOS IDEEF ALT GUALFITINFD

28 |chromosome 141598 . A G 17 . DP=7VDB=0.0077AF =05AC1=1,DP4=41 1 1 MQ=39,F=201Fv4=1,1,01

29 | chromosome 242819 . T . 20 DP=9,vDB=0.0111,AF=05AC1=1,DP4=52 11 MQ=49,FO=23;Pv4=11,0,1

30| chromosome 359141 . T . 41 . DP=14VDB=00037AF1=04998AC1=1,DF4=11 111 MQ=43;FO=6.2,PV4=0.27
3l chromosome 463882 . T G 6.2 . DP=13VDB=00074AF =04999,AC1=1,DF4=2 91 1, MQ=48,FQ=8.65,PV4=0.42
32| chromosome 660031 . C T 8.6 . DP=11VDB=00063,AF =05AC1=1,DP4=721,1;MQ=49;FL=11 3;Pv4=0439,0.2
3 |chromosome 792963 . T C 41 . DP=14VDB=00153AF1=04998AC1=1.DFP4=2 101 1 MQ=48;F0=6 2,PV4=0.41
34 | chromosome 887422 . G A 10 . DP=11VDB=00070AFT=05AC1=1,DP4=1, 2 1 JMG=49; FG?‘1 3 2, PY4=0491.0
35 | chromosome 913470 . T o 14 . DP=9;vDB=0.0026AF =0.5;AC1=1.DP4=1 61 1 ,MQ=49;FL=171FV4=0421 0%
36 | chromosome 965171 . T o 17 . DP=20VDB=00071AF=05AC1=1,DP4= 14,3,2,1,MQ 49,FQ 2D.1,PV4 0511,
37| chromosome 11343950 . A G 18 DP=23VDB=00076AFT=05AC1=1,DP4=5151 2 MQ=43;FQ=10.4,PVv4=1 1,00
38 | chromosome 1160048 . A G 29 . DP=17VDB=0.0054AF =0.5AC1=1;0P4=0 81 2, MW=48;Fu=32;PVvV4=11,0.041,
39 | chromosome 1160095 . A G 19 . DP=10VDB=0.0033;AF1 =0.5;AC1=1;0P4=62 1 1 MQ=48FO=22;FV4=1 1,0.007,
40| chromosome 1240248 . GOCCC GCCCCC 214 . INDEL,DP=48,vDB=0.0137,AF1 =1;AC1=2,DP4=1,0,21 26, MQ=50,FG=—163,PV4=
4l chromosome 1455552 . CAAAA CAAAAA 214 INDEL.DP=58;vDB=0.0164AF1=1;AC1=2.DP4=2 1 28,27 MQ=49,FG=—165,Pv4=
42| chromosome 1475721 . T . o2 . DP=19;vDBE=0.0021,AF =05 ACT=1,DP4=11,4 2 2;ML=48,FL=0b,Pv4=056 1,2
43 | chromosome 1752680 . G A 29 . DP=24DB=0.0129,AF =05AC1=1,DP4=146 2,2 ;MQ=48,F=32 Pv4=0551,0.
4| chromosome 1941380 . T . 18 . DP=13VDB=0.0046AF1=05AC1=1,0P4=9 2,1 1, MQ=50; FG?‘1 D 4.PyWa=0421.0
45 | chromosome 2052955 . A G 12 . DP=g;vDB=0.0084AF =0.5,AC1=1,DP4=2,5.2, 1 MQ=50;F=151FPv4=1,0.34,01
46 | chromosome 2054084 . TC T 14 . INDELDP=8VDB=00009AF =05ACT1=1,DP4=5311.Mu= 4?,FG? 16.6;FV4=1 ¢
47| chromosome 2056279 . A G 24 . DP=6,vVDB=0.0027AF =05 AC1=1,DP4=22 1 1 MQ=46 Fu=27,Pv4=1 11,1

48 | chromosome 2057564 . T o g6 . DP=10VDB=00041 AFT=05AC1=1.DP4=441 1, MQ=33FQ=11 3,PV4=1111
49| chromosome 2058145 . C IRE 105 . DP=14VDB=00147.AF =1 AC1=2,DP4=00,7,7.MQ=23Fy=-68

0 | plasmid! 377 G T b4 . DP=49,vVDB=0.0087AF =05 AC1=1,DP4=24 16 5,4,M0=49,Fu=b7 Pv4=1 01,0
51 | plasmid 66609 . A G 225 . DP=55VDBE=00060AF =05AC1=1,DP4=16,8,22 9, Mu=43;Fa=220,PV4=0.731
92 | plasmid! 66637 . © T 225 0 DRP=11VDB=00141, AR =05ACT=1.DP4=1711 25 20,MQ=43;FO=221,PV4=0 £!
23 | plasmid 66668 . © T 225 . DP=80VDB=0.0153AF=05AC1=1,DP4=17 17 23,253,M0=43,Fa=225,PV4=10.
9 | plasmid? 2069 . CAAAALCAALAA 17T 0 INDELDP=110VDE=00166AF =1;AC1=2,DP4=0,0 51 53;MQ=49,FL=—230

9 | plasmid? 37800 . TAAAAATAAAA 104 . INDELDP=31VDE=0.0058AF =1,ACT1=2,DP4=0,0 5,26 MQ=31;FL=-128
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27
28
29
30
31
32
33
34
35
36
37
38
39
40
11
42
43
44
45
46
47
18
49
50
51
52
53
54
55

F |G H

#COHROM FOS IDEEF ALT QUALFILINFO

chromosome 141538 . A G 17 . DP=rVDEB=00077AR =05AC1=1.0P4=41 11 MW=39;F4=201Pv4=1 10,1
chromosome 242813 . T . EDfUDB:D.m 11AF=05AC1=1,0P4=5,2 1,1 MQ=49,FO=23,Pv4=1 10,1
chromosome 359141 T . 41 . ©14WDB=00037AF1=04998AC1=1,DFP4=11 111 MQ=43;FQ=6 2,PV4=0.27
chromosome 463882 . T G 6.2 . DP=13VDB=00074AF =04999,AC1=1,DF4=2 91 1, MQ=48,FQ=8.65,PV4=0.42
chromosome 660031 . © T 36 . DP=11VDB=00063AF=05A01=1,0P4=7 21 1, MW=43;FL=11 3;Pv4=049,02
chromosome 792963 T C 41 . DP=14VDB=00153AF1=04998AC1=1.DFP4=2 101 1 MQ=48;F0=6 2,PV4=0.41
chromosome 887422 . G A 10 . DP=11VDB=00070AFT=05AC1=1,DP4=1, 2 1 JMG=49; FQ‘1 3 2, PY4=0491.0
chromosome 913470 . T o 14 . DP=9VDB=00006AF =05AC1=1,0P4=1 61 1 MQ=43:FL=171,PV4=04210%
chromosome  96D171 . T o 17 DP=20VDB=0.0071,AF=05AC1=1,DF4= 14,3,2,1,MQ 49,FQ 2D.1,PV4 0511,
chromosome 1134350 . A G 18 DP=23VDB=00076AFT=05AC1=1,DP4=5151 2 MQ=43;FQ=10.4,PVv4=1 1,00
chromosome 1160048 . A G 29 . DP=17vDB=0.0054AF =05 AC1=1,DP4=6,81,2MQ=48,Fu=32 Pv4=11,0.041,
chromosome 1160095 . A G 19 . DP=10VDB=00033,AF =0 5AC1=1,DP4=6,2 1,1, MQ=45Fa=22,PV4=11,0.007,
chromosome 1240248 . GCOCC GCCCCC 214 0 INDELDP=42VDBE=0.0137AF =1,AC1=2,DP4=1 0,21 26, MQ=00;FLO=-163;FV4=
chromosome 1455552 . CAAAA CAALAAA 214 INDELDP=EEVDB=00164AF =1 ACT1=2,DP4=21 28 27 MQ=43 FLQ=-160;FV4=
chromosome 14752721 . T . o2 . DP=19;vDBE=0.0021,AF =05 ACT=1,DP4=11,4 2 2;ML=48,FL=0b,Pv4=056 1,2
chromosome 1752680 . G A 29 . DP=24DB=0.0129,AF =05AC1=1,DP4=146 2,2 ;MQ=48,F=32 Pv4=0551,0.
chromosome 1941380 . T . 18 DP=13VDB=00046,AF=05AC1=1,DF4=9,2 1,1, MQ=50; FQ‘1 D 4.PyWa=0421.0
chromosome 2052355 . A G 12 . DP=g8,VDB=00084AF =05AC1=1,0P4=2 3,2 1 ME=00;FL=15.1,PV4=1,0.34 0.1
chromosome 2004084 . TO T 14 . INDELDRF=8YDB=00009;AF =05,AC1=1,DP4=5,5,1,1;MQ= 4?,!3(1? 16.6;FV4=1 ¢
chromosome 2056279 . A G 24 . DP=6,vVDB=0.0027AF =05 AC1=1,DP4=22 1 1 MQ=46 Fu=27,Pv4=1 11,1
chromosome 2057564 . T o g6 . DP=10VDB=00041 AFT=05AC1=1.DP4=441 1, MQ=33FQ=11 3,PV4=1111
chromosome 2008145 . © IRE 105 . DP=14VDB=00147.AF =1 AC1=2,DP4=00,7,7.MQ=23Fy=-68

plasmidl 377 G T b4 . DP=49,vVDB=0.0087AF =05 AC1=1,DP4=24 16 5,4,M0=49,Fu=b7 Pv4=1 01,0
plasmidl 66609 . A G 225 . DP=55VDBE=00060AF =05AC1=1,DP4=16,8,22 9, Mu=43;Fa=220,PV4=0.731
plasmid] 66637 . © T 225 0 DRP=11VDB=00141, AR =05ACT=1.DP4=1711 25 20,MQ=43;FO=221,PV4=0 £!
plasmidl 66668 . © T 225 . DP=80VDB=0.0153AF=05AC1=1,DP4=17 17 23,253,M0=43,Fa=225,PV4=10.
plasmids 2069 . CAAAALCAALAA 17T 0 INDELDP=110VDE=00166AF =1;AC1=2,DP4=0,0 51 53;MQ=49,FL=—230
plasmids 37800 . TAAAAATAAAA 104 . INDELDP=31VDE=0.0058AF =1,ACT1=2,DP4=0,0 5,26 MQ=31;FL=-128

HAZBREFREDEH %S

232




N
W18-3:INFO

(DVDBIZ. Variant Distance BiasDHB& . Higher values
indicate higher likelihoods that the variant is distributed
within the reads randomly.f=F>T9 , (BiostarsHE#R),

’ F 16| | BB CCx RTHIFrT A EIXIF XL

2T | #CHROM FOS 0 REF ALT AL FILIMFED

28 | chromosome 141598 . A i 17 DP=FNVDB=00077 AR =05AC1=1.DP4=41 1 1 MO=39-FJ=201 Pv4=1 101

29 | chromosome 242819 0 T i 20 DP*S.DHMAH =0 5ACT=1:DPA=R 2 1 1 :M0=49 FR=23PV4=1 1,01

30 |chromosome 359141 T i 41 0 DP=AESEE=0003 7. AR =0 4993 AC1=1DFP4=11 1 1 1 .MQ=49 FO=6 2 -FV4=0 27
31 |chromosome 463882 T i3 62 . DP=13VDE=00074 AR =04999 - AC1=1DP4=2 91 1 MQ=45: FQ—B.EE;PV4:D.42
32 | chromosome  B60031 . © T 86 . DP=11VDBE=00063:AF=00AC1=1.DP4=7 21 1:MQ=49 - F)=11 3:PV4=049 0 2
33 |chromosome 792963 . T i 41 0 DP=14VDE=00153:AF =0 49983 AC1=1:DP4=2 101 1 MQ=48-FJ)=6 7 -FV4=0 4 1
3 | chromosome 887422 G fiy 10 DP=11VDB=00070:AF1=05AC1=1.DP4=7, 2 1 A -MG=49: FG?—1 8 2PVA=0491 0
3 | chromosome 913470 0 T > 14  DP=9YVDB=00006 AFT=05%AC1=1:DP4=1 61 1 :MQ=49-FQ=171 PV4=042 1 0~
30 | chromosome 965171 0 T i 17 DP=20NDB=00071:AF1=05AC1=1-DP4= 14,8,2,1,MQ 49,FQ 2D.1,PV4 aBh11,
3 | chromosome 11234950 A i3 T8 DP=23NDEBE=00076: AR =0RAC1=1.DP4=0151 2:MO=49 FO=10 4-Pv4=11 00
38 | chromosome 1160048 A i 29  DP=17NVDB=000b4 AR =05 AC1=1.DP4=6 81 2 -MQ=43 - FO=32 Pv4d=1 1 0041,
39 | chromosome 1160095 0 A i3 19 . DP=10VDBE=00033:AF=05AC1=1.DP4=6 21 1. MO=48F)=22 -PV4=1 10007,
0| chromosome 1240248 GOOCC GOOOCo 214 [NDEL.DP=42DE=00137-AF =1:-AC1=2:-DP4=1 0 21 26:MO=h0-FI=—163:PVd=
| chromosome 1455852 CAALL CTAALAA 214 [NODEL.DP=REVDE=00164 AR =1 AC1=2-DP4=- 1 28 27 MO=49 F)=—160.PV4d=
42 |\ chromosome 1475721 0 T i hY o DP=19VDB=00021 AR =05 A01=1.0P4=11 4 2 2 MO=453 FO=0HPWV4=056 1 2
43 | chromosome 1752680 . G Juy 29 DP=24NDB=00129. AR =05AC1=1.DP4=146 2 2 MO=43 FO=32-PWV4=0528 10
| hromosome 1941380 . T > T8 . DP=13VDE=00046 AR =05AC1=1.DP4=39 2 1 1:M3=h00: FQ—1D4PV4—D 4210
45 \chromosome 2052955 . A 3 12 DP=ENVDB=00084 AF1=05AC1=1.DP4=2 32 1 :MQ=00FJ=151 PV4=1 03401
46 | chromosome 2054084 TC T 14 INDELDP=25DB=0 0009 -AF1 =05 AC1=1:DP4=331 1 M= 4?,FG? 16 6:-Pvd=1 ¢
AT | chromosome 2086279 A i3 24 DP=6NVDB=000b7 AR =05hACT=1-DPA=2 21 1 MO=46.FO=27PV4=1 111

48 | chromosome 2057564 0 T i 86 . DP=10VDE=00041: AR =00 ACT=1.DP4=4 41 1 - MQ=33F3=11 3Pv4=1 111
9 | chromosome 2052145 . O TG 108 . DP=14NVDBE=00147-AF1=1-AC1=2-DP4=007 T-MI=23FJ=—Fff

50 plasmidl 21177 G T ha o DP=49NVDB=00027 AR =05AC1=1.DP4=2416 b 4:MO=49 FO=57-PV4=1 010
a1 plasmidl G609 A i 220 0 DP=bbNVDBE=0O0060-AF=05AC1=1.DP4=16,8 227 9 -MI=43.Fo=220PV4=0 781
32 | plasmid! BE63T . O T 225 0 DP=11VDB=0O014 -AR=05AC1=1.DP4=17 11 23 20:MO=43:-Fo=221 -PVA=0 6!
SE plasmidl BEEEEE O T 220 0 DP=280NVDB=0.0153:AR=05AC1=1.DP4=17 17 23 23:MO=43-FO=225-PV4=1 0.
54 plasmid? 2069 CAALAALCAALA 177 0 INDELDP=110YDEBE=00166AF =1 AC1=2.DFP4=0 051 59 MO=49 FJ=—-390

33 plasmid? 371805 TAAAAATAALL 104  INDELDP=31 ADB=00058:AF1=1:AC1=2:-DP4=0 05 26 M=31 FL=-128
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2T | #CHROM FOS IDEEF ALT GUALFITINFD
28 |chromosome 141598 . A G 17 . DP=7VDB=0.0077AF =05AC1=1,DP4=41 1 1 MQ=39,F=201FV4=1,1,01
29 | chromosome 242819 . T . 20 DF’ZQ;UDB:D.Ww.S;Am:hDPiFE,ZJ JMG=49 FO=23PV4=1,1,0,1
30| chromosome 359141 . T . 41 . DP=14VDB=0003%= ™ =0.4998,AC1=1,DF4=11 111 MQ=43;FG=6 2,PV4=0.27
3l chromosome 463882 . T G 6.2 . DP=13VDB=00074AF =04999,AC1=1,DF4=2 91 1, MQ=48,FQ=8.65,PV4=0.42
32| chromosome 660031 . C T 8.6 . DP=11VDB=00063,AF =05AC1=1,DP4=721,1;MQ=49;FL=11 3;Pv4=0439,0.2
3 |chromosome 792963 . T C 41 . DP=14VDB=00153AF1=04998AC1=1.DFP4=2 101 1 MQ=48;F0=6 2,PV4=0.41
34 | chromosome 887422 . G A 10 . DP=11VDB=00070AFT=05AC1=1,DP4=1, 2 1 JMG=49; FG?‘1 3 2, PY4=0491.0
35 | chromosome 913470 . T o 14 . DP=9;vDB=0.0026AF =0.5;AC1=1.DP4=1 61 1 ,MQ=49;FL=171FV4=0421 0%
36 | chromosome 965171 . T o 17 . DP=20VDB=00071AF=05AC1=1,DP4= 14,3,2,1,MQ 49,FQ 2D.1,PV4 0511,
37| chromosome 11343950 . A G 18 DP=23VDB=00076AFT=05AC1=1,DP4=5151 2 MQ=43;FQ=10.4,PVv4=1 1,00
38 | chromosome 1160048 . A G 29 . DP=17VDB=0.0054AF =0.5AC1=1;0P4=0 81 2, MW=48;Fu=32;PVvV4=11,0.041,
39 | chromosome 1160095 . A G 19 . DP=10VDB=0.0033;AF1 =0.5;AC1=1;0P4=62 1 1 MQ=48FO=22;FV4=1 1,0.007,
40| chromosome 1240248 . GOCCC GCCCCC 214 . INDEL,DP=48,vDB=0.0137,AF1 =1;AC1=2,DP4=1,0,21 26, MQ=50,FG=—163,PV4=
4l chromosome 1455552 . CAAAA CAAAAA 214 INDEL.DP=58;vDB=0.0164AF1=1;AC1=2.DP4=2 1 28,27 MQ=49,FG=—165,Pv4=
42| chromosome 1475721 . T . o2 . DP=19;vDBE=0.0021,AF =05 ACT=1,DP4=11,4 2 2;ML=48,FL=0b,Pv4=056 1,2
43 | chromosome 1752680 . G A 29 . DP=24DB=0.0129,AF =05AC1=1,DP4=146 2,2 ;MQ=48,F=32 Pv4=0551,0.
4| chromosome 1941380 . T . 18 . DP=13VDB=0.0046AF1=05AC1=1,0P4=9 2,1 1, MQ=50; FG?‘1 D 4.PyWa=0421.0
45 | chromosome 2052955 . A G 12 . DP=g;vDB=0.0084AF =0.5,AC1=1,DP4=2,5.2, 1 MQ=50;F=151FPv4=1,0.34,01
46 | chromosome 2054084 . TC T 14 . INDELDP=8VDB=00009AF =05ACT1=1,DP4=5311.Mu= 4?,FG? 16.6;FV4=1 ¢
47| chromosome 2056279 . A G 24 . DP=6,vVDB=0.0027AF =05 AC1=1,DP4=22 1 1 MQ=46 Fu=27,Pv4=1 11,1
48 | chromosome 2057564 . T o g6 . DP=10VDB=00041 AFT=05AC1=1.DP4=441 1, MQ=33FQ=11 3,PV4=1111
49| chromosome 2058145 . C IRE 105 . DP=14VDB=00147.AF =1 AC1=2,DP4=00,7,7.MQ=23Fy=-68
0 | plasmid! 377 G T b4 . DP=49,vVDB=0.0087AF =05 AC1=1,DP4=24 16 5,4,M0=49,Fu=b7 Pv4=1 01,0
51 | plasmid 66609 . A G 225 . DP=55VDBE=00060AF =05AC1=1,DP4=16,8,22 9, Mu=43;Fa=220,PV4=0.731
92 | plasmid! 66637 . © T 225 0 DRP=11VDB=00141, AR =05ACT=1.DP4=1711 25 20,MQ=43;FO=221,PV4=0 £!
23 | plasmid 66668 . © T 225 . DP=80VDB=0.0153AF=05AC1=1,DP4=17 17 23,253,M0=43,Fa=225,PV4=10.
9 | plasmid? 2069 . CAAAALCAALAA 17T 0 INDELDP=110VDE=00166AF =1;AC1=2,DP4=0,0 51 53;MQ=49,FL=—230
9 | plasmid? 37800 . TAAAAATAAAA 104 . INDELDP=31VDE=0.0058AF =1,ACT1=2,DP4=0,0 5,26 MQ=31;FL=-128
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27
28
29
30
31
32
33
34
35
36
37
38
39
40
11
42
43
44
45
46
47
18
49
50
51
52
53
54
55

B#OHROM
chromosome
chromosome
chromosome
chromosome
chromosome
chromosome
chromosome
chromosome
chromosome
chromosome
chromosome
chromosome
chromosome
chromosome
chromosome
chromosome
chromosome
chromosome
chromosome
chromosome
chromosome
chromosome
plasmidl
plasmidl
plasmidl
plasmidl
plasmid?
plasmid?

F |G

FOS IDEEF ALT GUALFI
141598 . A G 17 .
242819 0 T . 20
30914 T . 41 .
463882 0 T G 6.2 .
GEO031 . O T 36 .
792963 0 T C 41 .
ga74z2 . G A 10 .
913470 . T o 14 .
960171 T o 17
1134360 . A G 18
1160043 . A G 29 .
1160095 . A G 19
1240245 . GCCCC GCOCCC €44 .
1456552 . CAAAA CAALAAA €44 .
1475721 . T . oe .
1702680 . G A 29 .
1941380 0 T . 18
20529585 . A G 12 .
2024064 . TC T 14 .
2086279 0 A G 24 .
2057564 0 T o 86 .
2098145 . © IRE <H3
377 G T b4 .
66609 . A G 220 .
66637 . © T 225 .
66668 . © T 220 .
2563 . CAAAALCAAAA €T .
37800 . TAAAAATAAAN <€H)4

H
LIMFO
DE=7VDB=00071AR =05AC1=1.DP4=41 1 1, MG=39;F3=201,PV4=1,1,01
DP=92,vDBE=00111;AF :O*;DFMFE,ZJ JMG=49 FO=23PV4=1,1,0,1
DF=14DB=0.0037,AF =0, AC1=1,DP4=11111,MQ=43:FO=6.2,PVA=027
DP=13VDB=0.0074AF =0.4999,AC1=1,DP4=2 .91 1 MQ=48,Fu=8 65;FV4=0.42
DF=11,VDBE=00063AF =05ACT1=1,DP4=72,1,1;MQ=49,F3=11 5;PV4=0.43 0.2

DRP=14DB=00153,AF=04998,AC1=1,DP4=2 101 1 .MU=48,Fy=6 2;FV4=0 4 1
DP=11¥DB=0.0070AF =05AC1=1,DP4=1, 2 1 O MG=49; FG?‘1 3 2, PY4=0491.0
DP=3vDB=0.0026;AF =0.5,ACT1=1.DP4=1 6.1 1, M=49,FL=171FV4=042 102
DP=20;vDB=0.0071;AF =0.5,AC1=1,DP4= 1 4,3,2,1 MO= 49,FQ 2'1].1 PYWA=051.1,
DP=23DB=0.0076,AF =05 AC1=1,DP4=5,151,2,M0=49 FO=104:Fv4=1,1,0.0
DF=17vDB=0.0054AF =0.5AC1=1,0P4=6 81,2, MQ=48,Fu=32 PV4=1 1,0.041,
DP=10VDE=0.0033;AF =0 5,AC1=1.DP4=6,2 1 1, MQ=48,F=22.PV4=1,1,0.007,
[NDEL,DP=48WVDE=0.0137,AF =1,AC1=2,DP4=1,0,21 26 MQ=b0,FI=—163,PW4=
[NDEL,DP=58VDE=0.0164 AF =1,ACT1=2,DP4=21 28,2 7.Mu=49 FO=—165,PV4=
DP=19,VDB=0.0021,AF =05ACT=1,0P4=11,4 2,2 Mu=43,Fu=0b,Pv4=0 56,1 2.
DP=24DB=0.0129,AF =05 AC1=1,DP4=146 2,2 MQ=438,F)=32 Pv4=0551,0.
DF=13VDB=0.0046,AF =0.5AC1=1,0P4=3,2 1,1, M&=50; FG?‘1 D 4.PyWa=0421.0
DF=3,vVDB=00084AF =0.5;AC1=1,DP4=2 32,1 ML=00FL=15.1;PVv4=1,0.3401
INDEL; DP=8;VDB=0.0009; AF1 =0.5;AC1=1,DF4=3,31,1;MG= 4?,FG? 16.6;FV4=1 ¢
DP=6VDB=00057,AF =0.5AC1=1,DP4=2 2 1 1, MG=46, Fa=27FV4=1 1,11
DF=10vDBE=0.0041,AF =0.5AC1=1,DP4=4.41 1 MQ=33;Fa=11 3;FPvV4=1,1,1 1
DP=14VDB=0.0147.AF =1, AC1=2,DP4=00,7,7;.MQ=23Fy=-68
DP=49vDE=0.0087AF1 =05,AC1=1.DP4=2416 0, 4,MQ=49;FQ=07 .Pv4=1,01,0.
DF=55VDBE=0.0060AF =05AC1=1,DP4=16,8,22 9, M=43,Fa=220,PV4=0.73 1
DP=71VDBE=0.0141 AR =05AC1=1,DP4=1711,23,20:MQ=43;FO=221 ;FV4=0 &!
DRP=80YDB=0.0153,AF =05ACT1=1,DP4=17 17 23,253,Mu=43,Fa=225,PV4=1 0.
INDEL,DP=110VDE=0.0166,AF =1;AC1=2,DP4=0,0 51 53 MQ=49,FL=-230
INDELDP=31VDE=0.0058;AF =1,ACT1=2,DP4=0,0 5,26 MQ=31;Fu=-128
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(DDP4[E 1B EDDPEE|IYIR>T=£.0D , DP4=REFD
forward,REF MDreverse ALT MDforward, ALT DreverseD IEZ

W18-3:INFO

27
28
29
30
31
32
33
34
35
36
37
38
39
40
11
42
43
44
45
46
47
18
49
50
51
52
53
54
55

F |G
B#OHROM POS IDREF ALT GIUALFI
chromosome 141093 . A 3 17 .
chromosome 242819 0 T o 20
chromosome 309141 . T - 41 .
chromosome 463882 . T 3 6.2 .
chromosome 660031 . O T 86 .
chromosome f92563 . T o 41 .
chromosome 887422 . G A 10 .
chromosome 913470 0 T o 14 .
chromosome 965171 . T C 17 .
chromosome 1134850 . A 3 18
chromosome 1160043 . A 3 29 .
chromosome 1160095 . A G 19 .
chromosome 1240243 . GOCCOC GOCCCC 214
chromosome 1408052 . CAAAA CAALAL 214 .
chromosome 1475721 0 T o by
chromosome 1752680 . G A 29 .
chromosome 1941380 . T o 8.
chromosome 2002955 0 A 3 12 .
chromosome 2054084 . TC T 14 .
chromosome 2006279 . A 3 24
chromosome 2007064 0 T o 86 .
chromosome 205814L . © 1.4 108 .
plasmid] SN G T R
plasmid] 66609 . A G 225 .
plasmid] 66637 . O T 225
plasmid] 66668 . O T 225 .
plasmid? 2569 . CAAAALCAALA 177 .
plasmid? 3780b . TAAAAATAAAA 104 .

H
LIMFO
DRE=7VDB=00071AR =05AC1=1.DP4=41 1 1, MG=39;F3=201,PV4=1,1,01
DP=9,vDB=00111;AF =0.5;AC1 3*52,1 JMG=49 FO=23PV4=1,1,0,1
DP=14DB=0.0037,AF =0.4995 AC=7.DP4=11,1 1 1 ,MQ=49 FQO=6 2;F/4=027
DP=13VDB=0.0074AF =0.4999,AC1=1,DP4=2 .91 1 MQ=48,Fu=8 65;FV4=0.42
DF=11,VDBE=00063AF =05ACT1=1,DP4=72,1,1;MQ=49,F3=11 5;PV4=0.43 0.2

DRP=14DB=00153,AF=04998,AC1=1,DP4=2 101 1 .MU=48,Fy=6 2;FV4=0 4 1
DP=11¥DB=0.0070AF =05AC1=1,DP4=1, 2 1 O MG=49; FG?‘1 3 2, PY4=0491.0
DP=3vDB=0.0026;AF =0.5,ACT1=1.DP4=1 6.1 1, M=49,FL=171FV4=042 102
DP=20;vDB=0.0071;AF =0.5,AC1=1,DP4= 1 4,3,2,1 MO= 49,FQ 2'1].1 PYWA=051.1,
DP=23DB=0.0076,AF =05 AC1=1,DP4=5,151,2,M0=49 FO=104:Fv4=1,1,0.0
DF=17vDB=0.0054AF =0.5AC1=1,0P4=6 81,2, MQ=48,Fu=32 PV4=1 1,0.041,
DP=10VDE=0.0033;AF =0 5,AC1=1.DP4=6,2 1 1, MQ=48,F=22.PV4=1,1,0.007,
[NDEL,DP=48WVDE=0.0137,AF =1,AC1=2,DP4=1,0,21 26 MQ=b0,FI=—163,PW4=
[NDEL,DP=58VDE=0.0164 AF =1,ACT1=2,DP4=21 28,2 7.Mu=49 FO=—165,PV4=
DP=19,VDB=0.0021,AF =05ACT=1,0P4=11,4 2,2 Mu=43,Fu=0b,Pv4=0 56,1 2.
DP=24DB=0.0129,AF =05 AC1=1,DP4=146 2,2 MQ=438,F)=32 Pv4=0551,0.
DF=13VDB=0.0046,AF =0.5AC1=1,0P4=3,2 1,1, M&=50; FG?‘1 D 4.PyWa=0421.0
DF=3,vVDB=00084AF =0.5;AC1=1,DP4=2 32,1 ML=00FL=15.1;PVv4=1,0.3401
INDEL; DP=8;VDB=0.0009; AF1 =0.5;AC1=1,DF4=3,31,1;MG= 4?,FG? 16.6;FV4=1 ¢
DP=6VDB=00057,AF =0.5AC1=1,DP4=2 2 1 1, MG=46, Fa=27FV4=1 1,11
DF=10vDBE=0.0041,AF =0.5AC1=1,DP4=4.41 1 MQ=33;Fa=11 3;FPvV4=1,1,1 1
DP=14VDB=0.0147.AF =1, AC1=2,DP4=00,7,7;.MQ=23Fy=-68
DP=49vDE=0.0087AF1 =05,AC1=1.DP4=2416 0, 4,MQ=49;FQ=07 .Pv4=1,01,0.
DF=55VDBE=0.0060AF =05AC1=1,DP4=16,8,22 9, M=43,Fa=220,PV4=0.73 1
DP=71VDBE=0.0141 AR =05AC1=1,DP4=1711,23,20:MQ=43;FO=221 ;FV4=0 &!
DRP=80YDB=0.0153,AF =05ACT1=1,DP4=17 17 23,253,Mu=43,Fa=225,PV4=1 0.
INDEL,DP=110VDE=0.0166,AF =1;AC1=2,DP4=0,0 51 53 MQ=49,FL=-230
INDELDP=31VDE=0.0058;AF =1,ACT1=2,DP4=0,0 5,26 MQ=31;Fu=-128
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W18-3: INF

27

Hdepth=1, ZEIEE (ALT; DFEY@@G) Treverseffll Hidepth=1

H41)—K(depth=4)

BOHREOM FOS 0 REF =y AT FIT T
28 | chromosome 141538 . A G 17 . DP=7.VDB=0.0077-AF1=05AC1=1.DP4=41.1.1.MQ=39.FQ=20.1 Pv4=1 101
29 | chromosome 242819 20 .i{DBZD.mH;AH :0_5,-;3@1:1,-@;&;1@:49;@:23;%4:1,1,[:,1
30 | chromosome 359141 . 41 A DB=0.0037-AF1=0.4998:A01 —E84=11 1 1 1-MQ=49-FQ=6 2-PV4=027
31 | chromosome 463882 . T G 62 DP=13VDB=0.0074AF1=0.4999:AC1=1:DP4=2 9.1 1 MQ=48:FQ=8 65-PV4=0.42
32 | chromosome 660031 . © T 86 . DP=11:VDB=0.0063.AF1=05.AC1=1.DP4=7.2 1.1 MQ=49.FQ=11 3.PV4=0.49 0.2
3 chromosome 792963 . T C 41 DP=14DB=00153:AF1=0.4998:401=1:-DP4=2 10,1 1-MQ=48-FQ=6 2:P\V4=0 .4 1
M | chromosome 887422 . G A 10 . DP=11:VDB=0.0070:AF1=05:AC1=1 .DP4=7, 21 1:-MQ=49; FG?—132 PYV4=049 10
35 | chromosome 913470 . T C 14 DP=9VDB=0.0056:AF1=05.AC1=1.DP4=16.1.1:MQ=49.FQ=17.1 PV4=042.1 02
36 | chromosome 965171 . T C 17 . DP=20:VDB=0.0071.AF1=05.AC1=1.DP4= 14,8,2,1,MQ 49,FQ 20.1-PV4=051 1.
37 | chromosome 1134950 . A G 78 DP=23DB=0.0076:AF1=05:A01=1:DP4=5,15,1 2 MQ=49-FQ=10.4.Pv4=1 1 0.0
38 | chromosome 1160048 . A G 29 DP=17.vDB=0.0054.AF1=05.AC1=1.DP4=6 8.1 2:MQ=48.FQ=32.PV4=110.041,
39 | chromosome 1160095 . A G 19 . DP=10:VDB=0.0033:.AF1=05.AC1=1 DP4=6.2.1 1 MQ=48.FQ=22 PV4=1.1 0.007,
40 | chromosome 1240248 . GCOCOC GOOCOC 214 . INDEL:DP=48:vDB=0.0137.AF1 =1 :AC1=2.DP4=1 0.21 26:MQ=50:FQ=—163:PV4-
1| chromosome 1455552 . CAAAA CAAAAA 214 INDEL.DP=58DB=0.0164AF1 =1 AC1=2.DP4=2 1 28.27 MQ=49 FQ=—165.Py4-
42 | chromosome 1475721 . T C 52 DP=19.¥DB=0.0021.AF1=05-AC1=1.DP4=11 42 2 MQ=48.FQ=55.Pv4=056 1 2.
43 | chromosome 1752680 . G A 29 DP=24VDB=0.0129:AF1=05-AC1=1-DP4=145 2 2 MQ=48.FQ=32 Pv4=058 1 0.
4| chromosome 1941380 . T c 78 DP=13VDB=0.0046-AF1=05:A01=1:DP4=3 2 1 1-MQ=50; FQ—1D4FW4—D 4210
15 | chromosome 2052955 . A G 12 . DP=8:VDB=0.0084-AF1=05.AC1=1.DP4=2,32.1 - MQ=50.FQ=15.1 PV4=1 0.34.0.1
16 | chromosome 2054084 . TO T 14 INDEL.DP=8VDB=0.0009.AF1 =05.AC1=1.DP4=33.1.1 MQ= 4?,FG? 16.6.PV4=1 ¢
47 | chromosome 2056279 . A G 24 DP=6:VDB=0.0067-AF1=05:AC01=1.DP4=2 2.1 1 -MQ=46-FQ=27-PV4=1 1 1 1
18 | chromosome 2057564 . T c 86 . DP=10:VDB=0.0041.AF1=05.AC1=1.DP4=4.41 1. MQ=33.FQ=11 3.PV4=1.11.1
19 | chromosome 2058145 . O TG 108 . DP=14:VDB=0.014T7:AF1=1.A01=2.0P4=0.0.7,7.MQ=23.FQ=—66
50 | plasmidi 37177 . G T 54 DP=49:VDB=0.0087-AF1=05-AC1=1-DP4=2416 5 4.MQ=49-FG=57-Pv4=1 0.1 0.
51 | plasmid] 66609 . A G 225 DP=55YDB=0.0060:AF1=05A01=1.DP4=16.8.22 9. MQ=43.FQ=225P4=0.78 1
52 | plasmid] 66637 . O T 225 DP=71.VYDB=0.0141 -AF1=05.A01=1.DP4=17.11 23.20:MQ=43.FQ=221 Pv4=0 §:
53 | plasmid] 66668 . O T 225 . DP=80-YDB=0.0153:AF1=05:401=1:DP4=17.17.23.23:MQ=43:FQ=225-Pv4=1 0.
54 | plasmid? 2569 . CAAAALCAAAA 177 . INDEL.DP=110.YDB=0.0166.AF1=1AC1=2.DP4=0051 59 MG=49 FQ=—290
55 | plasmid? 37805 . TAAAAATAAAL 104 . INDEL.DP=31:VDB=0.0058.AF1 =1 AC1=2.DP4=005 26 MQ=31 .FO=-128
HARIBEFZSEDESHESMA 237
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MERIEZLTETINESIIDEEREEDIDELT. DE
kDD, CDBEIL. QREFOAEZ X HFHT B —

R4 54+1=5

.QALTOGEXHT B —F#H#I1+1=2, L1=A> T, =
. | BRBI CTHAREFRAIDAZGIZIZE B LA ELSFERE T I
2T | #CHROM POS IDREF ALT GATFITIIFD
28 | chromosome 141538 . A G 17 . DP=7.VDB=0.0077.AF1=05AC1=1.DP4=41.1.1.MQ=39.FQ=20.1 Pv4=1 101
29 | chromosome 242819 20 . DP=9:VDB=0.0111AF1 =O5;HO1=1;W ME=49 FO=23.PV4=1 1.0 1
30 | chromosome 359141 . 41 DP=14DB=0.0037-AF1=0.4993:A01 —84=11 1 1 1-MQ=49-FQ=6 2-PV4=027
31 | chromosome 463882 . T G 62 DP=13VDB=0.0074AF1=0.4999:AC1=1:DP4=2 9.1 1 MQ=48:FQ=8 65-PV4=0.42
32 | chromosome 660031 . © T 86 . DP=11:VDB=0.0063.AF1=05.AC1=1.DP4=7.2 1.1 MQ=49.FQ=11 3.PV4=0.49 0.2
3 chromosome 792963 . T C 41 DP=14DB=00153:AF1=0.4998:401=1:-DP4=2 10,1 1-MQ=48-FQ=6 2:P\V4=0 .4 1
M | chromosome 887422 . G A 10 . DP=11:VDB=0.0070:AF1=05:AC1=1 .DP4=7, 21 1:-MQ=49; F@-132 PYV4=049 10
35 | chromosome 913470 . T C 14 DP=9VDB=0.0056:AF1=05.AC1=1.DP4=16.1.1:MQ=49.FQ=17.1 PV4=042.1 02
36 | chromosome 965171 . T C 17 . DP=20:VDB=0.0071.AF1=05.AC1=1.DP4= 14,3,2,1,MQ 49,FQ 20.1-PV4=051 1.
37 | chromosome 1134950 . A G 78 DP=23DB=0.0076:AF1=05:A01=1:DP4=5,15,1 2 MQ=49-FQ=10.4.Pv4=1 1 0.0
38 | chromosome 1160048 . A G 29 DP=17.vDB=0.0054.AF1=05.AC1=1.DP4=6 8.1 2:MQ=48.FQ=32.PV4=110.041,
39 | chromosome 1160095 . A G 19 . DP=10:VDB=0.0033:.AF1=05.AC1=1 DP4=6.2.1 1 MQ=48.FQ=22 PV4=1.1 0.007,
40 | chromosome 1240248 . GCOCOC GOOCOC 214 . INDEL:DP=48:vDB=0.0137.AF1 =1 :AC1=2.DP4=1 0.21 26:MQ=50:FQ=—163:PV4-
1| chromosome 1455552 . CAAAA CAAAAA 214 INDEL.DP=58DB=0.0164AF1 =1 AC1=2.DP4=2 1 28.27 MQ=49 FQ=—165.Py4-
42 | chromosome 1475721 . T C 52 DP=19.¥DB=0.0021.AF1=05-AC1=1.DP4=11 42 2 MQ=48.FQ=55.Pv4=056 1 2.
43 | chromosome 1752680 . G A 29 DP=24VDB=0.0129:AF1=05-AC1=1-DP4=145 2 2 MQ=48.FQ=32 Pv4=058 1 0.
4| chromosome 1941380 . T c 78 . DP=13:VDB=0.0046-AF1=05:AC1=1:DP4=9 2.1 1-MQ=50: FQ—1D4F’\;’4—D 4210
15 | chromosome 2052955 . A G 12 . DP=8:VDB=0.0084-AF1=05.AC1=1.DP4=2,32.1 - MQ=50.FQ=15.1 PV4=1 0.34.0.1
16 | chromosome 2054084 . TO T 14 INDEL.DP=8VDB=0.0009.AF1 =05.AC1=1.DP4=33.1.1 MQ= 4?,FG? 16.6.PV4=1 ¢
47 | chromosome 2056279 . A G 24 DP=6:VDB=0.0067-AF1=05:AC01=1.DP4=2 2.1 1 -MQ=46-FQ=27-PV4=1 1 1 1
18 | chromosome 2057564 . T c 86 . DP=10:VDB=0.0041.AF1=05.AC1=1.DP4=4.41 1. MQ=33.FQ=11 3.PV4=1.11.1
19 | chromosome 2058145 . O TG 108 . DP=14:VDB=0.014T7:AF1=1.A01=2.0P4=0.0.7,7.MQ=23.FQ=—66
50 | plasmidi 37177 . G T 54 DP=49:VDB=0.0087-AF1=05-AC1=1-DP4=2416 5 4.MQ=49-FG=57-Pv4=1 0.1 0.
51 | plasmid] 66609 . A G 225 DP=55YDB=0.0060:AF1=05A01=1.DP4=16.8.22 9. MQ=43.FQ=225P4=0.78 1
52 | plasmid] 66637 . O T 225 DP=71.VYDB=0.0141 -AF1=05.A01=1.DP4=17.11 23.20:MQ=43.FQ=221 Pv4=0 §:
53 | plasmid] 66668 . O T 225 . DP=80-YDB=0.0153:AF1=05:401=1:DP4=17.17.23.23:MQ=43:FQ=225-Pv4=1 0.
54 | plasmid? 2569 . CAAAALCAAAA 177 . INDEL.DP=110.YDB=0.0166.AF1=1AC1=2.DP4=0051 59 MG=49 FQ=—290
55 | plasmid? 37805 . TAAAAATAAAL 104 . INDEL.DP=31:VDB=0.0058.AF1 =1 AC1=2.DP4=005 26 MQ=31 .FO=-128
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— MERINEZETTINEINDHIEEDIDELT, DEBEH S,
ZDIBEEIE. OQREFDGCCCCHEXEFET B1)—
MDGCCCCCHEXIFT B!)—

W18-3: INF(

THAREFH|)GCCCCEGCCCCCIZEELI-IFOMN LI T S

K#AY1+0=1, QALT
N#iA21+26=47, LT=0\>T. 1 EECFI

27 #CHROM FOS IDREF ALT ORI

28 | chromosome 141538 . A G 17 . DP=7NDB=00077AF =05ACT=1.DP4=41 1 1 MQ=39Fa=201 Pv4=1 1,01

29 | chromosome 242819 . T C 20 0 DP=9vDE=0.0111;AF=05AC1=1,0P4=02 1.1 MQ=49 FHJ=3.F4=1 1,01

30| chromosome 359141 . T ¥ 41 . DP=14NDB=0.0037AF =0.4998:AC1=1.DP4=11 11 1 .MQ=49.F0=6 2.PV4=0 27
31 chromosome 463882 . T G 6.2 . DP=13VDBE=00074AF =04999.A21=1.DP4=2 9.1 1. MQ=48.Fu=5 65.PV4=0 42
32 | chromosome 660031 . C T 86 . DP=11AVDBE=00063AF=05AC1=1.DP4=7 2 1 1. MQ=49.FJ=11 5;PV4=0.49 0.2
33 | chromosome 792963 T ¥ 41 0 DP=14NDB=0.0153:AF1=0.4998:AC1=1.DP4=2 101 1 .MQ=48.F0=6 2.P4=0 41
34 chromosome 887422 . G A 10 . DP=11VDB=00070:AF1=05AC1=1.DF4=7, 2 1 G MG=49: FQ_1 3 2 PV4A=0.491.0
33 | chromosome 913470 . T C 14 . DP=9DB=000506AF =05AC1=1DP4=1 61 1 :MQ=49.FO=171.PV4=0421 0%
38 | chromosome 965171 . T C 17 . DP=20NVDBE=00071:AF1=05AC1=1.DFP4= 14,3,2,1,MQ 49,|:Q 2G.1,PV4 0bB1.1,
37 chromosome 1134950 . A G d8 0 DP=23NVDB=00076.AR =05ACT1=1.DP4=5151 2.MQ=49 FO=104.PvV4=1 1,00
38 | chromosome 1160048 . A G 29 DP=17VDBE=0.0004.AF =05AC1=1.0DP4=6 51 2 MQ=45,F=32 Pv4=1 10041,
39 | chromosome 1160095 . A G 19 . DP=10NVDBE=00033:AF1=05AC1=1.DP4=6,21 1. MU=48.FQ=22.F4=11,0.007,
10| chromosome 1240248 . GOCCC GCCCCC 214 0 INDELDP=42%DB=0.0137.AF1=1.AC1=2.DP4=1 021 26-MQ=50.FO=—1863.Pv4=
4 chromosome 145555 Ad 214 0 INDELDP=E8VDBE=0.0164AF =1.AC1= E,W M=49 . FO=-1060FV4=
42 | chromosome 1475721 . by o DP=19VDBE=00021;AR =05AC1=1,DP4=11 42200 =48; Ha=0bh,PvV4=0 56 1,7
43 | chromosome 1752620 . G A 29 0 DP=24NDB=0.0129.AR=05AC1=1.DP4=14 6,2 2 .MQ=48:F3=32 .PV4=0581,0.
4 chromosome 1941380 . T C 78 . DP=13VDB=0.0046.AF=05.AC1=1.DP4=9 .2 1 1.MQ=50; I:Q_1 D 4-PV4A=0421.0
45 | chromosome 2052955 . A G 12 . DP=2DB=0.0024AF =05AC1=1;DP4=2 2.2 1 . MQ=00F=101.PVv4=1 03401
46 | chromosome 2054084 . TC T 14 . INDELDF=8YDEBE=0.0009:AF1 =05AC1=1.D0P4=3,31,1MQ= 47",F@ 16.6:PV4=1 ¢
A7 chromosome 2086279 . A G 24 0 DP=6VDB=00057AF =05AC1=1.DP4=2 211 M= Fa=27.PV4=1 1.1 1

48 | chromosome 2057564 . T C 86 . DP=10NVDBE=00041 AR =05AC1=1.0P4=4.41 1 MQ=33;Fa=11 3;PV4=1 111
49 | chromosome 2058145 . C 1.4 108 . DP=14NDB=0.0147.AF=1;AC1=2.DP4=0.07 T.MQ=23,FHJ=—66

30 | plasmidl SN G T B4 DP=49NVDEBE=00087.AR =05AC1=1.DP4=4 16 b 4 MO=49 . FO=57 Pv4=1 01,0
31 plasmidi 66609 . A G 22 DP=hENVDBE=00060AF =05AC1=1.DP4=16 8,22 9.MQ=43,Fa=225PV4=0 751
32 | plasmidl 66637 . O T 220 0 DP=11NVDBE=0.0141:AF1=05AC1=1.DP4=1711,23,20.M0=43.FO=221 .PV4=0 6!
33 | plasmidl 66668 . O T 225 0 DP=B0VDB=0.0153:AF=05AC1=1.DP4=17 17 ,23,23.M0=43.FO=225.FV4=1 0.
34 plasmid? 2569 . CAAAALCAALA 177 . INDELDP=110VDB=0.0166AF =1,AC1=2.DP4=0,0 51,59 MQ=49 . F3=-290

33 | plasmid? 3780b . TAAAAATAAAA 104 . INDELDP=31MDE=0.00528AF1 =1:AC1=2.0P4=0,05,26 MQG=31;FJ=-128
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2T | #CHROM POS ID REF ALT QUAL FILTER INFO

28 |chromosome 141598 . A G 171 . DP=7,vVDB=0.0077,AF1=05AC1 GT-PLGQ 0/1:47,0,13850
29 | chromosome 242819 . T > 20 . DP=3,vDB=0.0111,AF1=05AC1 GT-PLGQ 0/1:50,0,139.53
30| chromosome 359141 . T > 413 . DP=14DB=00037,AF1 =0 4998 GT PL.GQ 0,/1:32,0,187:31
31| chromosome 463882 . T G G2 . DP=13,vDB=0.0074,AF1=04999 GT PL.GQ 0,/1:35,0216:36
32| chromosome 660031 . C T 864 . DP=11,vDB=0.0063,AF1 =05,AC GT-PLGQ 0/1:38,0,197:40
33 | chromosome 792963 . T > 413 . DP=14vDB=0.0153,AF =0 4998 GT PL.GQ 0,/1:32,0200:31
34 | chromosome 887422 . G A 104 . DP=11vDB=0.0070,AF1=05,AC GT-PLGQ 0,/1:40,0,188:42
35 | chromosome 913470 . T > 142 . DP=3,VDB=0.0056,AF1=05,AC1 GT-PLGQ 0/1:44,0,144:47
36 | chromosome 965171 . T > 171 DP=20;vDB=0.0071 AR =05.AC GT-PLGQ 0/1:47,024350
37| chromosome 1134950 . A & Te. DP=23,vDB=0.0076,AF =05,AC GT-PLGQ 0,/1:37,0255:39
38 | chromosome 1160048 . A G 29 . DP=17vDB=0.0054,AF1 =05,AC GT-PLGQ 0,/1:59,0250:62
39 | chromosome 1160095 . A G 191 . DP=10,vDB=0.0033,AF =0 5,AC GT-PLGQ 0/1:43,0,191.562
40| chromosome 1240248 . GOCCC GCCCOCC 214 INDEL.DP=48vDB=0.0137,AF =GT.PLGQ 1,/1:255,128,0:99
Hlchromosome 1455552 . CAAAA CAAAAA 214 IMNDEL,DP=58,vDB=0.0164,AF1 =GT PLGQ 1,/1:255,130,0.99
42| chromosome 1475721 . T > ne . DP=19,vDB=0.0021,AF =05AC GTPLGQ 0/1:82,0246:85
43 | chromosome 1752680 . G A 29 . DP=24vDB=0.0129,AF =05AC GT-PLGQ 0/1:59,0250.62
4 chromosome 1941380 . T > Ta. DP=13,vDB=0.0046,AF =05AC GT-PLGQ 0/1:37,021439
45 | chromosome 2052955 . A G 123 . DP=8,VDB=0.0084,AF1=05AC1 GT-PLGQ 0/1:42,0103:44
46 | chromosome 2054084 . TC T 1537 . INDEL.DP=8wDB=00009;AF1 =0 GT-PL.GQ 0/1:51,017454
4T chromosome 2056279 . A G 24 . DP=6,VDB=0.0067,AF1=05AC1 GT-PLGQ 0/1:540113567
48 | chromosome 2057564 . T > 864 . DP=10;vDB=0.0041 AF1 =05AC GT-PLGQ 0/1:38,0,129:40
49| chromosome 2058145 . C T.G 108 . DP=14VDB=0.0147.AF1=1AC1=GT:PLGQ 1/1:141,39,0141,28138.70
0 | plasmid 30T G T b4 . DP=43vDB=0.0087 AF1=05,AC GT-PLGQ 0,/1:84,0,255:87
51 | plasmid! GEE0Y . A G 220 . DP=55,vDB=0.0060,AF1 =0 5,AC GT.PL.GQ 0/1:255,0,2565:99
92 | plasmid! 66637 . T 225 . DP=71,WDB=0.0141;AF1=05AC GT:PLGQ 0/1:255,0249:99
23 | plasmid BEEEE . O T 220 . DP=80,vDB=0.0153,AF1 =0 5,AC GT.PL.GQ 0/1:255,0,265:99
94 | plasmid? 2069 . CAAAALCAAAA 177 . INDELDP=110vDB=0.0166,AF1 GT-PLGQ 1,/1:218,255,0:99
9 | plasmid? 27805 . TAAAAATAAAA 104 . INDEL.DP=31VDB=0.0058AF1=GT-PL.GQ 1/1:145,93,0:99
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2T | #CHROM POS ID REF ALT QUAL FILTER INFO me/w3pipeline/refdata
28 |chromosome 141598 . A G 171 . DP=7,vVDB=0.0077,AF1=05AC1 GT-PLGQ 0/1:47,0,13850

29 | chromosome 242819 . T > 20 . DP=3,vDB=0.0111,AF1=05AC1 GT-PLGQ 0/1:50,0,139.53

30| chromosome 359141 . T > 413 . DP=14DB=00037,AF1 =0 4998 GT PL.GQ 0,/1:32,0,187:31

31| chromosome 463882 . T G G2 . DP=13,vDB=0.0074,AF1=04999 GT PL.GQ 0,/1:35,0216:36

32| chromosome 660031 . C T 864 . DP=11,vDB=0.0063,AF1 =05,AC GT-PLGQ 0/1:38,0,197:40

33 | chromosome 792963 . T > 413 . DP=14vDB=0.0153,AF =0 4998 GT PL.GQ 0,/1:32,0200:31

34 | chromosome 887422 . G A 104 . DP=11vDB=0.0070,AF1=05,AC GT-PLGQ 0,/1:40,0,188:42

35 | chromosome 913470 . T > 142 . DP=3,VDB=0.0056,AF1=05,AC1 GT-PLGQ 0/1:44,0,144:47

36 | chromosome 965171 . T > 171 DP=20;vDB=0.0071 AR =05.AC GT-PLGQ 0/1:47,024350

37| chromosome 1134950 . A & Te. DP=23,vDB=0.0076,AF =05,AC GT-PLGQ 0,/1:37,0255:39

38 | chromosome 1160048 . A G 29 . DP=17vDB=0.0054,AF1 =05,AC GT-PLGQ 0,/1:59,0250:62

39 | chromosome 1160095 . A G 191 . DP=10,vDB=0.0033,AF =0 5,AC GT-PLGQ 0/1:43,0,191.562

40| chromosome 1240248 . GOCCC GCCCOCC 214 INDEL.DP=48vDB=0.0137,AF =GT.PLGQ 1,/1:255,128,0:99
Hlchromosome 1455552 . CAAAA CAAAAA 214 IMNDEL,DP=58,vDB=0.0164,AF1 =GT PLGQ 1,/1:255,130,0.99

42| chromosome 1475721 . T > ne . DP=19,vDB=0.0021,AF =05AC GTPLGQ 0/1:82,0246:85

43 | chromosome 1752680 . G A 29 . DP=24vDB=0.0129,AF =05AC GT-PLGQ 0/1:59,0250.62

4 chromosome 1941380 . T > Ta. DP=13,vDB=0.0046,AF =05AC GT-PLGQ 0/1:37,021439

45 | chromosome 2052955 . A G 123 . DP=8,VDB=0.0084,AF1=05AC1 GT-PLGQ 0/1:42,0103:44

46 | chromosome 2054084 . TC T 1537 . INDEL.DP=8wDB=00009;AF1 =0 GT-PL.GQ 0/1:51,017454

4T chromosome 2056279 . A G 24 . DP=6,VDB=0.0067,AF1=05AC1 GT-PLGQ 0/1:540113567

48 | chromosome 2057564 . T > 864 . DP=10;vDB=0.0041 AF1 =05AC GT-PLGQ 0/1:38,0,129:40

49| chromosome 2058145 . C T.G 108 . DP=14VDB=0.0147.AF1=1AC1=GT:PLGQ 1/1:141,39,0141,28138.70
0 | plasmid 30T G T b4 . DP=43vDB=0.0087 AF1=05,AC GT-PLGQ 0,/1:84,0,255:87

51 | plasmid! GEE0Y . A G 220 . DP=55,vDB=0.0060,AF1 =0 5,AC GT.PL.GQ 0/1:255,0,2565:99

92 | plasmid! 66637 . T 225 . DP=71,WDB=0.0141;AF1=05AC GT:PLGQ 0/1:255,0249:99

23 | plasmid BEEEE . O T 220 . DP=80,vDB=0.0153,AF1 =0 5,AC GT.PL.GQ 0/1:255,0,265:99

94 | plasmid? 2069 . CAAAALCAAAA 177 . INDELDP=110vDB=0.0166,AF1 GT-PLGQ 1,/1:218,255,0:99

9 | plasmid? 27805 . TAAAAATAAAA 104 . INDEL.DP=31VDB=0.0058AF1=GT-PL.GQ 1/1:145,93,0:99
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2T | #CHROM POS ID REF ALT QUAL FILTER INFO FORMAT  /home/w3pipeline/refdata
28 |chromosome 141598 . A G 171 . DP=7,vVDB=0.0077,AF1=05AC1 GT-PLGQ 0/1:47,0,13850

29 | chromosome 242819 . T > 20 . DP=3,vDB=0.0111,AF1=05AC1 GT-PLGQ 0/1:50,0,139.53

30| chromosome 359141 . T > 413 . DP=14DB=00037,AF1 =0 4998 GT PL.GQ 0,/1:32,0,187:31

31| chromosome 463882 . T G G2 . DP=13,vDB=0.0074,AF1=04999 GT PL.GQ 0,/1:35,0216:36

32| chromosome 660031 . C T 864 . DP=11,vDB=0.0063,AF1 =05,AC GT-PLGQ 0/1:38,0,197:40

33 | chromosome 792963 . T > 413 . DP=14vDB=0.0153,AF =0 4998 GT PL.GQ 0,/1:32,0200:31

34 | chromosome 887422 . G A 104 . DP=11vDB=0.0070,AF1=05,AC GT-PLGQ 0,/1:40,0,188:42

35 | chromosome 913470 . T > 142 . DP=3,VDB=0.0056,AF1=05,AC1 GT-PLGQ 0/1:44,0,144:47

36 | chromosome 965171 . T > 171 DP=20;vDB=0.0071 AR =05.AC GT-PLGQ 0/1:47,024350

37| chromosome 1134950 . A & Te. DP=23,vDB=0.0076,AF =05,AC GT-PLGQ 0,/1:37,0255:39

38 | chromosome 1160048 . A G 29 . DP=17vDB=0.0054,AF1 =05,AC GT-PLGQ 0,/1:59,0250:62

39 | chromosome 1160095 . A G 191 . DP=10,vDB=0.0033,AF =0 5,AC GT-PLGQ 0/1:43,0,191.562

40| chromosome 1240248 . GOCCC GCCCOCC 214 INDEL.DP=48vDB=0.0137,AF =GT PLGQ 1/1€85,128,0.99
Hlchromosome 1455552 . CAAAA CAAAAA 214 IMNDEL,DP=58,vDB=0.0164,AF1 =GT PLGQ 1,/1€85,130,0.99

42| chromosome 1475721 . T > ne . DP=19,vDB=0.0021,AF =05AC GTPLGQ 0/1:82,0246:85

43 | chromosome 1752680 . G A 29 . DP=24vDB=0.0129,AF =05AC GT-PLGQ 0/1:59,0250.62

4 chromosome 1941380 . T > Ta. DP=13,vDB=0.0046,AF =05AC GT-PLGQ 0/1:37,021439

45 | chromosome 2052955 . A G 123 . DP=8,VDB=0.0084,AF1=05AC1 GT-PLGQ 0/1:42,0103:44

46 | chromosome 2054084 . TC T 1537 . INDEL.DP=8wDB=00009;AF1 =0 GT-PL.GQ 0/1:51,017454

4T chromosome 2056279 . A G 24 . DP=6,VDB=0.0067,AF1=05AC1 GT-PLGQ 0/1:540113567

48 | chromosome 2057564 . T > 864 . DP=10;vDB=0.0041 AF1 =05AC GT-PLGQ 0/1:38,0,129:40

49| chromosome 2058145 . C T.G 108 . DP=14VDB=0.0147.AF1=1,AC1=GT:PLGQ 1/1441,39,0141,28138.70
0 | plasmid 30T G T b4 . DP=43vDB=0.0087 AF1=05,AC GT-PLGQ 0,/1:84,0,255:87

51 | plasmid! GEE0Y . A G 220 . DP=55,vDB=0.0060,AF1 =0 5,AC GT.PL.GQ 0/1:255,0,2565:99

92 | plasmid! 66637 . T 225 . DP=71,WDB=0.0141;AF1=05AC GT:PLGQ 0/1:255,0249:99

23 | plasmid BEEEE . O T 220 . DP=80,vDB=0.0153,AF1 =0 5,AC GT.PL.GQ 0/1:255,0,265:99

94 | plasmid? 2069 . CAAAALCAAAA 177 . INDEL,DP=110;vDB=0.0166,AF1 GT-PLGQ 1/1€+8,205,0.99

9 | plasmid? 27805 . TAAAAATAAAA 104 . INDEL.DP=31VDB=0.0058AF1=GTPL.GQ 1/1445,93,0:99
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Visit the download page to get the latest version of Tablet (1.16.09.06; 6th
September 2016).

Please cite: Milne |, Stephen G, Bayer M, Cock PJA, Pritchard L, Cardle L, Shaw PD
and Marshall D. 2013. Using Tablet for visual exploration of second-generation

sequencing data. Briefings in Bioinformatics 14(2), 193-202.
Tablet features:

= High-performance visualization and data navigation.

= Display of reads in both packed and stacked formats.
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Download Tablet
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release notes to see what’s new.

Please use the links below to download the Tablet installer most suitable for your

1
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operating system. Tablet is currentl\i available for:

‘3_! 0S X (note requirements below)

Windows (32 bit) or Windows (64 bit)

Linux (32 bit) or Linux (64 bit)

Our installers are built using the multi-platform installer builder install4).

Checksums can be viewed here.

A Java Web Start version of Tablet also exists. Instructions for using it can be found

in the Tablet FAQ.
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Information & Computational Sciences A
Download Tablet efitis séarch tiriis

|
The most recent release of Tablet is 1.16.09.06 (6th September 2016). View the

[
release notes to see what’s new. &l install4j Wizard

) Tablet is preparing the install4j Wizard which will guide
Please use the links below to download the Tablet installer most suitable for your Navigat ﬂ you through the rest of the setup process.

operating system. Tablet is currently available for:

Desktop A
&Y  Windows (32 bit) or Windows (64 bit) Humbugl | : :
Germina | [_J
i B %
Q Linux (32 bit) or Linux (64 bit) Hellum
Tablet
. ; Download
‘! 0S X (note requirements below)
Licence

Release Notes

Our installers are built using the multi-platform installer builder install4;.
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Welcome to the Tablet Setup Wizard

-Q Setup - Tablet 1.16.09.06

Thig will ingtall Tablet on wour computer. The wizard will
lead wou step by step through the installation.

Chck Mext to continue, or Cancel to exit Setup.

Next 5 [ Cancel

(DNext, @I accept---. @Next

#] Setup - Tablet 1.16.09.06 =

E KELE&E?%E&\G)E%%8@

License Agreement
Fleaze read the following important information before continuing.

e

Flease read the following Licenze fereement. You must accept the terms of thiz
aereement before continuing with the installation.

L3

Copyright (o) 2009-2016, Information & Computational Sciences, The James
Hutton hetitute.
All rights reserved.

[ m

Fediztribution and use in source and binary forms, with or without modification,
are permitted provided that the following conditions are met:

1. Redistributions of source code must retain the above copwight notice, this
lizt of conditionz and the following dizclaimer. -

@ { accept the agreement

(71 I do not accept the agreement
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%1 Setup - Tablet 1.16.09.06

Free disk space:

Select Destination Directory
Where should Tablet be ingtalled?

Destination directory

i Program Filez¥Tablet

Fequired dizk zpace: 181 MB

M GB

httped s hutton ac uk tablet

Select the folder where vou would like Tablet to be installed, then click Mext.

Browsze ..

4 Back H Mext > ] [ Cancel
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Select Start Menu Folder
Where should Setup place the program's shortouts?

e

Select the Start Menu folder in which wou would like Setup to create the program's
shortocuts, then click Mext.

Create a Start Menu folder

fccezzories

ddministrative Tools

Crnvberduck,

CrnberLink Power 2Go 8.0 for Panasanic
CnberLink PowerDWD 10 for Panasonic
Fuji ¥erox

Games ik

Tkl ¢ A

Create shortouts for all uzers

[ | »
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Installing
Pleaze wal ile Setup ingtalls Tablet on vour computer.
e —

Extracting files ..
nptdll

httped s hutton ac uk tablet

Cancel
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%1 Setup - Tablet 1.16.09.06 =[S -

Completing the Tablet Setup Wizard

Setup has finished installing Tablet on wour computer. The
-_applin:atiu:un may be launched by zelecting the installed
ICOnE.

GClick Finish to exit Setup.

Fun Tablet ‘
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ks Jreads (mere) b} Tablet 1.16.09.06 - © 2009-2016, Information & Computational Sciences, JHI. &) Send feedback & Follow us
Getting started Learning more
|} Import an assembly into Tablet L3 Visit the online Tablet user manual
@ Tablet quickstart guide
@ View the Tablet FAQ
I @ Opening assembly files
@ Visualizing contigs and their reads
@ Working with the overview panels
@ Changing Tablet settings
@ What's new in this version of Tablet
@ Tips and shortcuts
Filter by: | MName ' Citing Tablet S
Hutton
£ Please dick here for information on how to cite Tablet if you use it in your work ll Institute
Tablet Tip: Right dick on a visible read, consensus or protein translation to see options for copying its data to the dipboard 0
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Current status: Assembly - Unknown
Notes:
- Tablet currently supports ACE, AFG, MAQ (text), SOAP, SAM, and {(indexed) BAM assemblies.
- Reference files (if needed for MAQ, SOAP, SAM and BAM) can be in FASTA or FASTQ format.
- Unsure how to get started? Click here to open an example assembly.
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NXFILIFLTWAESITRDIOLULVA, ESITHL
TOECTIR)HEFEIANT LIZHDB. QV—
FEAHBAMT7 A JL(out2.bam)FEHAT, @

@ ) J Id | Memory usage: 121.82MB (4) |
= | Home I Colour Schemes Advanced o
4 Read Packing Hf‘) Zoom: H « » i H Dsﬂ i
) f f B
i A =P = T4 Open Assembly
Open Import Import e
Assembly Features Enzymes @ R
T | S Select assembly files:
3 B
./-‘ — e <
L | C:¥Users¥kadota¥Desktop¥share] l 44 ’ shareDRE P | € Browse For File [
= SATSUITE == { - =1 | (e | =R =
ZE - SATSUICEM » EE -~ » = - m '-@ ooooooo@): lﬁshare |'J t (i J ‘ @ J { ﬁ' J ' = | 51
ZAl HAX EFHHE EEb — =
| 7| LH_draftfa | "] out2.bam.bai.zip LJ unigout.sam.zip
I out-unique.var.fit.vcf.zip 3 KB 2016/09/13 20:04 ZIH jwn D LH_hgapfa D out2.bam.zip
I out2.bam.bai.zip 4 KB 2016/09/13 20:03 ZIA || outsam || out-unique var fitvcf
I out2.bam.zip 69,651 KB 2016/09/13 20:02 ZIH || outsamzip || out-unique var fitvcf zip
I unigout.sam.zip 94,135 KB 2016/09/13 20:02  ZIR | out2.bam ¢ || sequence1_blastxml
I'" out.sam.zip 113,662 KB 2016/09/13 19:42 ZIH &M | [ out2.pam.ba || unigoutsam
2 S = % | Q54 L
84 out-unique.var.fit.vcf 7 KB 2016/09/12 17:28  v({
| | out2.bam. 8 KB 2016/09/12 17:26 BA] |here OO00o0O0OM): out2.bam
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EJ Export
I Close
[a¢] ¥
| € AboutTablet | | &} Tablet Options | | 3¢ Exit Tablet |
_| outz,bam ~ LH_draft.fa
|
Fiterby: [biats Citing Tablet
£ Please dick here for information onhow to cite Tablet if you use it in your work
Tablet Tip: Follow details on Tablet and our other software releases on Twitter - http: //twitter.com/cropgeeks
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19-7:

AR Bl &R

DD ED ZVCFDIEEHRHNE
MENTNWBIERADHLMYET

-
@ Tablet - 1.16.09.06 =) 5
@ ) J Id | | Memory usage: 68.82MB (3) | —
: [ Home I Color Schemes Advanced Tablet Options . o
s Zi | Read Packing 0}) Zoom: _[ Generai LN TVisualization <) Tlmporting Hy TWammgs& ]
L -V .9 =V ‘= Tag Variants % Varants: i
Open Import Import =% Gpneral 091'0!'5,‘(’,99‘3?1 t,° appﬁy}:
Assembly Features Enzymes @* Read Coiors
Data Visual Interface display language: [Automaﬁc ﬂ
J @ T [v] T =] T Q T 2 ] Welcome to Tahlet Check for newer Tablet versions: [At application startup |ﬂ
Contias: O Oreads (mare) §
AN | [EAEE WMETES ) Tablet 1.16.09.06 - © 2009-2016, Informatig Follow us
|| Cache options:
Getting started , y A
Tablet requires a local directory for storing temporary files:
.y Import an assembly into Tablet C:\Users\kadota\AppData\Local\Temp \scri-tablet-kadota Browse...
Quickly open a previously accessed assembly Cache size: 1.14MB (Clear cache)
_| out2,bam ~ LH_draft.fa
Lok ) [ cancel | [ teb |
Filter by: | Name Citing Tablet e |am
Hutton
£ Please dick here for information onhow to cite Tablet if you use it in your work EHI Institute
Tablet Tip: Follow details on Tablet and our other software releases on Twitter - http: //twitter.com/cropgeeks 0
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19-7: XF{b(T[a]E %

DD ED ZVCFDIEEHRHNE
MENTNWBIERADHLMYET

-
@ Tablet - 1.16.09.06 =) 5
@ ) J Id | | Memory usage: 68.82MB (3) | —
: l Home I Color Schemes Advanced Tablet Options o o
3 ol | Read Packing 0,_) Zoom: J Generai LN TVisualizab‘on Lo Tlmporting Hy T Wamings& ]
LV .9 =Y ‘= Tag Variants % Varants: i
Open Import Import =x .G,e“eral optlon 5,,(’,95ta,f,t tO app,'y):
Assembly Features Enzymes & Read Coiors
Data Visual | Interface display language:
= — Automatic |
t I v [: | p Tabl ; .
J . T v T = T g T ] Welcome to Tahlet Check for newer Tablet versions English (UK)
Contios: O O reads nare ) § i
Kooiiss 9 dreads (090 o Tablet 1,16.09.06 - © 2009-2016, Informati Engish (US) Follow us
| Cache options:
Getting started , y A
Tablet requires a local directory for storing temporary files:
.y Impert an assembly into Tablet C:\Users\kadota\AppData\Local\Temp \scri-tablet-kadota Browse...
Quickly open a previously accessed assembly Cache size: 1.14MB (Clear cache)
_| out2,bam ~ LH_draft.fa
(o) (ool | (b |
Fiterby: [biats Citing Tablet B
Hutton
£ Please dick here for information onhow to cite Tablet if you use it in your work ﬂﬂi Institute
Tablet Tip: Follow details on Tablet and our other software releases on Twitter - http: //twitter.com/cropgeeks 0
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W?20-1:plasmid?

VCFI274ILMD274T B L% . Excel TERO =t D%
BEW18-2), Dplasmid2 E[ZIX. 2 FTZEEHL H S

KON T2,569% B £37.805F HETablet TBEH D
A I J

2T | #CHROM POS ID REF ALT QUAL FILTER INFO FORMAT  /home/w3pipeline/refdata
28 |chromosome 141598 . A G 171 . DP=7,vVDB=0.0077,AF1=05AC1 GT-PLGQ 0/1:47,0,13850

29 | chromosome 242819 . T > 20 . DP=3,vDB=0.0111,AF1=05AC1 GT-PLGQ 0/1:50,0,139.53

30| chromosome 359141 . T > 413 . DP=14DB=00037,AF1 =0 4998 GT PL.GQ 0,/1:32,0,187:31

31| chromosome 463882 . T G G2 . DP=13,vDB=0.0074,AF1=04999 GT PL.GQ 0,/1:35,0216:36

32| chromosome 660031 . C T 864 . DP=11,vDB=0.0063,AF1 =05,AC GT-PLGQ 0/1:38,0,197:40

33 | chromosome 792963 . T > 413 . DP=14vDB=0.0153,AF =0 4998 GT PL.GQ 0,/1:32,0200:31

34 | chromosome 887422 . G A 104 . DP=11vDB=0.0070,AF1=05,AC GT-PLGQ 0,/1:40,0,188:42

35 | chromosome 913470 . T > 142 . DP=3,VDB=0.0056,AF1=05,AC1 GT-PLGQ 0/1:44,0,144:47

36 | chromosome 965171 . T > 171 DP=20;vDB=0.0071 AR =05.AC GT-PLGQ 0/1:47,024350

37| chromosome 1134950 . A & Te. DP=23,vDB=0.0076,AF =05,AC GT-PLGQ 0,/1:37,0255:39

38 | chromosome 1160048 . A G 29 . DP=17vDB=0.0054,AF1 =05,AC GT-PLGQ 0,/1:59,0250:62

39 | chromosome 1160095 . A G 191 . DP=10,vDB=0.0033,AF =0 5,AC GT-PLGQ 0/1:43,0,191.562

40| chromosome 1240248 . GOCCC GCCCOCC 214 INDEL.DP=48vDB=0.0137,AF =GT.PLGQ 1,/1:255,128,0:99
Hlchromosome 1455552 . CAAAA CAAAAA 214 IMNDEL,DP=58,vDB=0.0164,AF1 =GT PLGQ 1,/1:255,130,0.99

42| chromosome 1475721 . T > ne . DP=19,vDB=0.0021,AF =05AC GTPLGQ 0/1:82,0246:85

43 | chromosome 1752680 . G A 29 . DP=24vDB=0.0129,AF =05AC GT-PLGQ 0/1:59,0250.62

4 chromosome 1941380 . T > Ta. DP=13,vDB=0.0046,AF =05AC GT-PLGQ 0/1:37,021439

45 | chromosome 2052955 . A G 123 . DP=8,VDB=0.0084,AF1=05AC1 GT-PLGQ 0/1:42,0103:44

46 | chromosome 2054084 . TC T 1537 . INDEL.DP=8wDB=00009;AF1 =0 GT-PL.GQ 0/1:51,017454

4T chromosome 2056279 . A G 24 . DP=6,VDB=0.0067,AF1=05AC1 GT-PLGQ 0/1:540113567

48 | chromosome 2057564 . T > 864 . DP=10;vDB=0.0041 AF1 =05AC GT-PLGQ 0/1:38,0,129:40

49| chromosome 2058145 . C T.G 108 . DP=14VDB=0.0147.AF1=1AC1=GT:PLGQ 1/1:141,39,0141,28138.70
0 | plasmid 30T G T b4 . DP=43vDB=0.0087 AF1=05,AC GT-PLGQ 0,/1:84,0,255:87

51 | plasmid! GEE0Y . A G 220 . DP=55,vDB=0.0060,AF1 =0 5,AC GT.PL.GQ 0/1:255,0,2565:99

92 | plasmid! 66637 . T 225 . DP=71,WDB=0.0141;AF1=05AC GT:PLGQ 0/1:255,0249:99

3 | plasmid! GEEES . O T 225 . DP=80,vDB=0.0153,AF1 =0 5,AC GT -PL.GQ 0,/1:255,0,265.99

94| plasmid? 2069 . CAAAALCAAAA 177 . INDELDP=110vDB=0.0166,AF1 GT-PLGQ 1,/1:218,255,0:99

%9 | plasmid? 27805 . TAAAAATAAAN 104 . INDEL,DP=31DB=0.0058AF1=GTPL.GG 1/1:145,93,0.99
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20-1:plasmid?

Q out2.bam - Tablet - 1,16.09.06

| ) 3 | plasmid2 | consensus length: 40,973 (0) | reads: 9,503 | features: 3! Me

| Home | ColourSchemes  Advanced

DOVCF 774 JLER A HBFIZ28 featuresEELVTH
>1=ht, ST TlE(22+4+3) =29{E &% > TLVA,
plasmid2 D\ 2{E CIE <3 E EEH>TNS EZAMNE S
EBROND,VCFI7MILEHIAARIZ RELTHS
& 0,0,1&75> TV Tplasmid2D EZAIZ1 D Dfeature
ﬁ;éafmn\t<W19 4), %wtrw&\:bunm\

110250[10(2‘5Kb) ‘
chr... 2,2... 47... 22 ?

c;pe,: m:‘:o:t IE’;: Réédpédché f::::;m . L | :l_l: %]u J i
Assembly ~ Features  Enzymes || @* Read Colours : B HE
Data — Visual | Adjust Navngate Overlays
1IREEDER ; [ 1 T
g A PV

1to 4?(47 bp)’|

pla... 81,... 14,.. 4 ? el Cll <l Yl Yl ¥

QGARD

ViF

@aglcisclalclal@a@@alcidalci@aicia@ciai@@cicialalaidalalal alalcialal cl al cialdl

Bl Yl T T Yl Vil <l Vvl i e

T
Filter by: |Name v :
B i
Tablet Tip: CTRL / CMD drag the mouse on the overview display to subset the overview 0

HAZBREFREDEH %[0

272




20-1:plasmid?

FT(F1D2HDERE

RIZ17<, DZZ

ThH5H2569FHNDIEE%

CHABREAIDIEERSICHAT

ZDOD’Q CCEEYICQEARIA—IILLTLK

Q out2.bam - Tablet - 1,16.09.06 = [ E
Q FR= ;plasmidz | consensus length: 40,573 (0) | reads: 9,503 | features: 3I Memory usage: 109,17 MB (11) )
| Home | ColourSchemes  Advanced w

| v :-';IJ O 4 » 4 |[5E
L P " g >~
Open Import Import »
Assembly ~ Features  Enzymes || @* Read Colours “
] Data || Visual Adjust || Navigate

EEDER

"f'!l i ﬁil[ TR !I, i

Contigs: 3 509.1kreads {more) : I!!Iﬁw—l !ngmi( 5 §,.,‘ ‘ :'_.l l U‘i 3 Ay gt :|i:;{{‘ ot

. itk TR N R RO T Yt s

::" 'L:'Z'|R:7 |F°'2‘2|M's“; 1t0250u0d5l<m : N ‘ | ; -y - 1 1o 47 (47 bp)

plar_'_'_' 8i.. 14.. 4 2 Gl GEN CEN YN VI VN Y NN UM PN VN G NN I oam
g | dassliciaclclclcad@adlaalcidalci@aliciai@ciald@@ciclialalaldalalal al al clal @l cl al claldl

Filter by: |Name

v

TTTYTTYTTY

o ———
>

&

et s o e o o e

D 0O O 4 * fq‘.:vv, TR
Sl ot B
TETTTTTYT

SN T T WY RN TR W

-

|

Tablet Tip: CTRL / CMD drag the mouse on the overview display to subset the overview

-7
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20-1:plasmid?

DIDHDERTHDH2569FHEHR

ﬂ out2.bam - Tablet - 1.16.09.06

=
Memary usage: 86.89 MB (11) |

\, Jﬂ E plasmid? | consensus length: 40,5973 (0) | reads: 9,503 | features: 3
| Home | Colour Schemes

Advanced @
- 1 | Read Packing || {0 Zoom: O <
g L EH = Tag Variants | || .., Variants: -
Open Import Import ;
Assembly Features Enzymes > Read Colours =
Data | Visual | Adjust I

JGTET [®

[»

|

509.1kreads (more)

|FE...

Contigs: 3

Quus |Len...|R.E...
chr... 2,2.. 47.
pla... 81,... 14,...

40, ...

pla... 15,...

22
4

'Y
?
?

Filter by: | Name

1§

A el ihl:hf _‘.i -'=

i ' | . . : i . S B (| A :
| ) i ! I,I-'h . e 1), R,
1to 25,000 (25 Kb} L [ ! h 254410 2,590 (47 bp)

Ik i,

H =Sl 7l O "Il O A Al "l Tl O E
clifll clFlENE cl & ad al &l « 150 &l & clill &l & sl @l &l cl cll al cll ad al ad ad al cll 050 ~050 <SG &l « 05l cl & ad cll &
CIEAR-D

3588 U7.569|

LR e e e B e e e e e B e b |
LI B e e e e B B e B e e e B |

[ &l |
| &l |
| &l |
| &l |
| &l |
| &l |
| &l |
| &l |
| &l |
| &l |
| &l |
| &l |
| &l |
| &l |
=

L b e e b B B B |

Tablet Tip:
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MYT7L R, CAAAAA, QALTHIDZEM|| (DF
U<y 79 BEIDIluminal) —KEEFI) [£. CAAAA,
EMNIIVEVTRRITFSH-TLVS, BDP=110

20-1:plasmid2

[ & out2.bam - Tablet - 1.16.09.06 DT, 2569 B DA avIZiE. 110ED!) —
t J E plasmid2 | consensus length: 40,973 (0) | reads: 9,503 | features: 3 | Memo P]ﬁf?“}jéhf:%ﬁ%f:\\&b\a:&75‘\*) 75\6
| Home | Calour Schemes Advanced (7]

V i Read Packing 0‘,3 Zoom: ¢ i -« B ) [ﬁiﬂ [:] [%_ﬂ

i g gi == Tag Variants | || Variants: () S :

Open Impaort Import B

Assembly Features Enzymes @ Read Colours =

Data Yisual Adjust Mavigate Cwverlays

I EEILE

Contigs: 3

509.1kreads (more) : l i

40, ...

pla...

(15

Ly

i

W

| |Ii|i ‘.. I Ihl:hi?:

WCF

Z:’"' |L;;'“|R:;' |FE'£2|“ A 1to25000 25K ; 25440 2,590 (47 bp)

Fo 2,200 ;

pla... 81,... 14,... a (|l =l Al T Vil N A - Al il AN N 3N am -am
AT AL AT & A i AL AL G g

ciilciflmfdclalalalaadcalalcimalalaialaliclielajcla aa a alecl

12544 U7 544

LR i e

J

A B C D E F G H
9 plasmid? 2569 . CAAAAA CAALAA 177 . INDELDP=110,VDB=0.0166,AF1=1,AC1=2,DP4=0,0,51 59;MG=49 FO=-290 GT:PLG® 1,/1:218,265,0:99
35 plasmid? 37806 . TAAALA TAAAA 104  INDEL N/DB=0.0058:AF1 =1:AC1=2.DP4=0,0 5,26 :M3=31 . FO=-128 GT:PLGQ 1,/1:145393,0:99
Filter by: | Name |1_] : :
: i c v
- . E
Tablet Tip: 1]
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20-1:plasmid2

DTFTDIFSIZBESETLAZTBDT=ESA,
FEMIZHEERRS| D CAAAAAD S AZ1DRE
L TCAAAAELLT=IZOMEESESLHIBTES

-
€% out2.bam - Tablet - 1.16.09.06 (= [ E) ||
J] E plasmid? | consensus length: 40,973 (1) | reads: 9,503 | features: 3 | Memory usage: 86.52 MB (11) .\]
| Home | Calour Schemes Advanced ﬂ
;_f ol [ Read Packing QQ Zoom: Q <
L P L ¥ EH == Tag Variants | || ..., Variants: () A
Open Impaort Import P
Azzembly Features Enzymes > Read Colours -
| Data I Visual | Adjust |  Mavigate | Owerlays |
| | |
_[G]TETEJT" 2 : T le T i :_i [ TR | d i | : )
] I M | 1 | I- I il. -- i - I ! | :-. Ay | ' = ! .. | i | . :;_ (8
Contigs: 3 509.1kreads (more) |, _i -“L _ J |l ||’|I ”Iglw. |h-‘\lr'|‘_i"ﬁ_l ﬂ “01 | !, H | i;!l i|i 1L “y |' I.L - ‘3 : Jqu!“ "i !
R VUL Tt IRt =i (EUT [N e 4 LA |1|."'; A I e ), gk kb TR
:'“ |L;f2"“|“;" |FE'£2|'" &1 110 25,000 (25 Koy el : S 1 A R ) 25440 2,500 (47 bp)
Moo 2,2, e ;
pla... 81,... 14,... a (|l =l FAl T T O A Al O G Al E OE aE oE.

... 15,...

pla...

comlc mmmc aa A a s Welalc mala aalacioalcaaaaa]oama s Salela Weiaaics

- =
=

2544 U2 544

b 2
AT I AT
AT I

Filter by: | Name

M

3588 U7.569|

=
=
=
=

Ty T

AT I AT
R R R S
EEEEBEEEEEEIE

|
| i
| i
|
| i

- A

Tablet Tip: Mavigate around an alignment by dicking and dragging on either the overview display area or the main display area 1]
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20-2:37,805%& B

i
€% out2.bam - Tablet - 1.16.09.06

plasmid2BH D2 DHDEEZEHEFR, D) TI7LY
A TAAAAA, QALTHIDZEEAI(DFEY YT
9 S| Dlllumina'J—RF B2 (X, TAAAA, FEH
[ZRYEVTHERIEZES1E->TUNVS, @DP=31%4;

-_ J J [ | plasmid2 | consensus length: 40,973 (0) | reads: 9,379 | features: 3| Memory usag 0)'(5\ 37’805§ E 0), ::):/ayl:(i\ 31 1@0) U_
| Home | Colour Schemes Advanced |:75§7‘y7°$3|’l,1':§'f:§%7‘f&l,\5:&7§§1’)7ﬁ\6
3 Read Packing || ) Zoom: M B 1 sy B i
L_-¥ L ¥ Ei == Tag Variants | || Variants: () -
Open Impaort Import B
Azzembly Features Enzymes > Read Colours B
Data Yisual Adjust Mavigate Cwverlays
= 5 |
—~ = A IR PR T
Cow |Len.w [Re [Fe [oe &1 4557410 40,073 (25 Kb} ' ' 37.76310 37,029 (47 bk
chr... 2,2... 47.. 22 ?
pla... B81,... 14,... 4 ? RN roE | c
3 © I“..MM“‘MH.MHM‘ julu“ul‘uuu‘u‘umlj
CIEAR-D I:I
WICF
L
AT TR AT a3
] 3
)= o
F G

Filter by: [Name

A J
4 plasmidz 2563 . CAAAAA CAAAA 177 . INDEL.DP=110vDB=0.0166;AF =1;AC1 2 DF’4 0,0,51 59 MG? 49 FQ —-290 GT:PLGQ 1/1:218,2565,099
9 |plasmid? 37805 . TAAAAA TAAAA 104 INDEL.DP=31vVDE=0 0058, AF1 =1, AC1 = G PI_GG' 1f 14595099

Tablet Tip: Quickly zoom in on points of interest by double dicking within the main display area
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20-2:37,805%& B

-
€% out2.bam - Tablet - 1,16.09.06

DTFTDIFSIZBESETLAZTBDT=ESA,
FEMIZHEERR S| D TAAAAAMS AF1DRE
LTTAAAAELT=IEZOMKESESLHIBTES

Q _J = | 5p|asmid2 | consensus length: 40,973 (0) | reads: 9,379 | features: 3I Memory usage: 93.79 MB (11)  '
| Home | ColourSchemes  Advanced w
. a1 || B " ReadP . ) - .
| 3 = J e adcrfg ) Zoom O <« P 3
L Ly = ‘== Tag Variants | || . Variants: L NS 2
Open Import Import »
Assembly Features Enzymes @* Read Colours - 9
] Data || Visual I Adjust |  Navigate ||

REEDIR 1 i
Contigs: 3 509.1kreads {more) o

— = R

16,974 10 40,973 (25 Kh) *

-

¥ 37 783 to 37,829 (47 bp)
6l sl ol o

dw..: 220 47 22 ?
pla... 81,... 14,... 4
3

? Al Fll O WAl Tl Yl Rl B I I sEm oEm
yy GG ol cimma @ ol il Al ol ol @ a] -

AU clclE Al El Al ol A1E cld Al cllll e
CIGARD
ViF
| ,
|3? 783 U37,783 37 828 U37.828
T A

AL AL ALS & kil e

ﬂ_llﬂﬁ_oﬂﬂ'\fl_:ld&i&i“_ma-/t c clalGlci@

Filter by: |Name WJ
h.{
T
Tablet Tip: Right dlick on the Contigs table to see options for copying or saving its data to the dipboard or a file 0
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RlE. Dplasmidl LD 4HDFRDZE
BHxFIv), £915@37,177&H

W?21-1:plasmidl

H I J
2T | #CHROM POS ID REF ALT QUAL FILTER INFO FORMAT  /home/w3pipeline/refdata
28 |chromosome 141598 . A G 171 . DP=7,vVDB=0.0077,AF1=05AC1 GT-PLGQ 0/1:47,0,13850
29 | chromosome 242819 . T > 20 . DP=3,vDB=0.0111,AF1=05AC1 GT-PLGQ 0/1:50,0,139.53
30| chromosome 359141 . T > 413 . DP=14DB=00037,AF1 =0 4998 GT PL.GQ 0,/1:32,0,187:31
31| chromosome 463882 . T G G2 . DP=13,vDB=0.0074,AF1=04999 GT PL.GQ 0,/1:35,0216:36
32| chromosome 660031 . C T 864 . DP=11,vDB=0.0063,AF1 =05,AC GT-PLGQ 0/1:38,0,197:40
33 | chromosome 792963 . T > 413 . DP=14vDB=0.0153,AF =0 4998 GT PL.GQ 0,/1:32,0200:31
34 | chromosome 887422 . G A 104 . DP=11vDB=0.0070,AF1=05,AC GT-PLGQ 0,/1:40,0,188:42
35 | chromosome 913470 . T > 142 . DP=3,VDB=0.0056,AF1=05,AC1 GT-PLGQ 0/1:44,0,144:47
36 | chromosome 965171 . T > 171 DP=20;vDB=0.0071 AR =05.AC GT-PLGQ 0/1:47,024350
37| chromosome 1134950 . A & Te. DP=23,vDB=0.0076,AF =05,AC GT-PLGQ 0,/1:37,0255:39
38 | chromosome 1160048 . A G 29 . DP=17vDB=0.0054,AF1 =05,AC GT-PLGQ 0,/1:59,0250:62
39 | chromosome 1160095 . A G 191 . DP=10,vDB=0.0033,AF =0 5,AC GT-PLGQ 0/1:43,0,191.562
40| chromosome 1240248 . GOCCC GCCCOCC 214 INDEL.DP=48vDB=0.0137,AF =GT.PLGQ 1,/1:255,128,0:99
Hlchromosome 1455552 . CAAAA CAAAAA 214 IMNDEL,DP=58,vDB=0.0164,AF1 =GT PLGQ 1,/1:255,130,0.99
42| chromosome 1475721 . T > ne . DP=19,vDB=0.0021,AF =05AC GTPLGQ 0/1:82,0246:85
43 | chromosome 1752680 . G A 29 . DP=24vDB=0.0129,AF =05AC GT-PLGQ 0/1:59,0250.62
4 chromosome 1941380 . T > Ta. DP=13,vDB=0.0046,AF =05AC GT-PLGQ 0/1:37,021439
45 | chromosome 2052955 . A G 123 . DP=8,VDB=0.0084,AF1=05AC1 GT-PLGQ 0/1:42,0103:44
46 | chromosome 2054084 . TC T 1537 . INDEL.DP=8wDB=00009;AF1 =0 GT-PL.GQ 0/1:51,017454
4T chromosome 2056279 . A G 24 . DP=6,VDB=0.0067,AF1=05AC1 GT-PLGQ 0/1:540113567
48 | chromosome, 2057564 . T > 864 . DP=10;vDB=0.0041 AF1 =05AC GT-PLGQ 0/1:38,0,129:40
49 | chromosom 0bg145 . O RE 108 . DP=14VDB=0.0147.AF1=1.AC1=GT:PLGQ 1,/1:141,39.0141,28138.70
0| plasmid! 30T G T b4 . DP=43vDB=0.0087 AF1=05,AC GT-PLGQ 0/1:84,0255:87
51| plasmid GEE0Y . A G 220 . DP=55,vDB=0.0060,AF1 =0 5,AC GT.PL.GQ 0/1:255,0,2565:99
92 | plasmid! 66637 . T 225 . DP=71,WDB=0.0141;AF1=05AC GT:PLGQ 0/1:255,0249:99
3| plasmid! BEEES . O T 220 . DP=80,vDB=0.0153,AF1 =05,AC GT.PL.GQ 0/1:255,0,265.99
94 | plasmid? 2069 . CAAAALCAAAA 177 . INDELDP=110vDB=0.0166,AF1 GT-PLGQ 1,/1:218,255,0:99
9 | plasmid? 27805 TAAAASTAAAA 104 . INDEL.DP=31VDB=0.0058AF1=GT-PL.GQ 1/1:145,93,0:99
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21-1:37,177# B

i
€% out2.bam - Tablet - 1.16.09.06

Mplasmid IZHIYEZ , @QUT7L 2 RIEG, B
ALTHIDZEEB/ (DFEYTYTTHEID
lluminal)—FEEH) (EXT, F3LSDEHFEIIZH
BH ., COBEIXGDFEETLNESS EHIER

L\ {3
20,001 10 45,000 (25 Kby 2 1

1 ¥l T Il T I T =
0 ad ad ad &l el +J5 cl &l Gl ~15l cl & clill «l @l c

Co.. |LEf1...|R.E... |FE... |
chr... 2,2... 47... 22

Filter by: | Name

LE B EEEEEEEEEEREEE]
LE EEEEEEEEREEEEREEE]
LE B EEEEEEEEEEREEE]

| ag |
-

.*] E plasmidl | consensus length: 81,630 (1) | reads: 4,722 | features: 4 | Memory usage: - @EL\'&S%E%%@L\&%‘i::%¢$j—
| Home | Calour Schemes Advanced (7]
';F -é.i [ Read Packing é:‘] Zoom: J -« B )
L L ¥ = == Tag Variants | || ..., Variants: () -
Open Impaort Import .
Assembly Features Enzymes @ Read Colours ™
| Data I Visual | Adjust Mavigate |
Contigs: 3 509.1kreads (more) 4N i il 1 |ii, ||i! il ; ‘ i|h! | | I | II I” : 0
B S AL A s . )
I ] LI 151

¢

LE EEEEEEEEREEEEREEE.]

| 37200037200
- '

C
C
C
L
C
L
C
G
L
(e

_?Elz

-

L EEEEEEEEREEEEREE]

Tablet Tip: Right dick on the features track to access the option to select which tracks are visible
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21-2:66,609% H

66,609F B DIEEFER T, D) I7LURIFA,
QALTHIDZEEA (DFEY <y T T BAIDIIumina
J—FE2H) (G, GINEARBIIZAIZERTZ LN

i
€% out2.bam - Tablet - 1.16.09.06

M. CNBLVELADETETLLNEAS L3

WCF

J] E plasmid1 | consensus length: 81,630 (0) | reads: 4,797 | features: 4| Memory usage: 113.00 MB (12) |
| Home | Calour Schemes Advanced ﬂ
;_f ol [ Read Packing QQ Zoom: Q <
L P Ly EH == Tag Variants | || ..., Variants: () A
Open Impaort Import P
Assembly Features Enzymes > Read Colours -
| Data I Visual | Adjust |  Mavigate | Owerlays |
| | |
(B[FE][®]» T TR T T BT e e R
S L] . | | s : ; 18 : K 'K . |3 | ! 1 ! . I:I . | i: o . ‘ ¥ L B ! | i .-; ‘i."
contest 3 09 Lireads (nore) k . . HH'I i | | hn Il. I, | 7 e |~!' . ||I c i .| !:. !'.j,‘ .i:
:'“ |L;; | F'f;' |FE'£2|'" : 56,621 to 81,630 (25 Kb " V56,507 to 56,634 (48 bp)
M. 2,2, . ;
|l il A O A S v Il T O T Ol A A =m
pla... 40,.. 15,.. 3 ;| Ilelalalc s dlla clillalalelalc s ol ol al all clSNSNEE ] 050 cl & ~15l cll & Al al &l A150 cl Al
CERAR-D

hﬁ

Filter by: | Name

-

567 UBE 567

T e e e e e e B

T
TN Y™

L

£6,633 UBE.633 |

&

AN NN NN
AW AW AN
WA AN

TN NN

AN NN

AN NN

L

L

Tablet Tip: Mouse over a feature on the feature track to see information induding its name and start and end positions

A A =+
F = ok
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D E 5 8[a]
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21-3:66,637£66,6682 H

i
€% out2.bam - Tablet - 1.16.09.06

(166,637% H £(266,668%
HOIEREZRT, COHI=Y
L EREZEZLZLTHLWL
M- (B ANDEETI)

*:| E plasmidl | consensus length: 81,630 () | reads: 4,797 | features: 4 | Memory usage: 107,55 MB (11) .-]
| Home | Calour Schemes Advanced ﬂ
J é'i ;_ Read Packing || {0 Zoom: O - B
L L ¥ = ‘== Tag Variants | || . Variants: () LS 4
Open Impaort Import .
Assembly Features Enzymes > Read Colours -
| Data I Visual | Adjust I Overlays |
T ] | I I
JGTETET’ 2 LY | ‘ T O A T A i il
Contigs: 3 509.1kreads (more) : ' | 1 | : | ‘i IE I _ II ‘ I|Ii| |I | h| || | g ‘ | |I: ' ||i‘ ! il l | 5 ]‘ \ ‘I
| || I II- _||| |||I | |h| i : il I L ol - o | || 1
Ouws | LEMecs [REwe [P [l Ml 55 531 to 81530 ( ' | 1 =h - 2610 86,676 (48 bi)
chr... 2,2... 47... 22 7
e =S = Il I vl A YN = ol = THE A
o o o LRSS | 1 e el clmlam el &l &l ol Al ol ol cl 6l Glalal A Al Al Alcl AT ol alel Al el al@l cl el
CERAR-D
WCF
1 1
T T i T T T i i
|55 £29 LUBB,629 56,675 UBE,675 |
cd Gl o | all cll « T e K K
| all | Erer c, el o r K
&l | all al « e r r r c
Gl | | all Gl o cd cll el K el cl - |cils C
&l | Err cd ol el K K T |4 &l C
Er | all cll « cd all o K rEr T | rEEr
Gl | EreEr cd cll el K Gl | T | rEEer
&l | | all al « e r r &l | T | rer
Gl | | all Gl cd cll Gl K Gl | T | rEEer
| all | Erer cd cll el K | all | T |4 rEeer
&l | all al « e r r rr z |+ & Cad
Filter by: [Name |1r_] Gl o | Gy G o c| el el r rEr cl o s
&l | Err c cll el r &l | T |4 r-Eor
Er | all cll « cd all o K Er T | all clcll v
¥ o ol ol o O el |4 o ol | |4 o -
- — — L3
Tablet Tip: Use the Search tab to search for subsequences within the reads, or within the consensus [ reference ]
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S E [XchromosomeZ R o

EYUdHz9°(1)2,054,084% B

W22-1:chromosome

H I

J

2T [ #CHROM POS D FEF ALT CUAL FILTER INFO FORMAT _ /home/w3pipeline/refdata
28| chromosome 141598 . A G 171 . DP=7,vVDB=0.0077,AF1=05AC1 GT-PLGQ 0/1:47,0,13850

29| chromosome 242819 . T > 20 . DP=3,vDB=0.0111,AF1=05AC1 GT-PLGQ 0/1:50,0,139.53

30| chromosome 359141 . T > 413 . DP=14DB=00037,AF1 =0 4998 GT PL.GQ 0,/1:32,0,187:31
3|chromosome 463882 . T G G2 . DP=13,vDB=0.0074,AF1=04999 GT PL.GQ 0,/1:35,0216:36

32| chromosome 660031 . C T 864 . DP=11,vDB=0.0063,AF1 =05,AC GT-PLGQ 0/1:38,0,197:40

3| chromosome 792963 . T > 413 . DP=14vDB=0.0153,AF =0 4998 GT PL.GQ 0,/1:32,0200:31

34| chromosome 887422 . G A 104 . DP=11vDB=0.0070,AF1=05,AC GT-PLGQ 0,/1:40,0,188:42

35| chromosome 913470 . T > 142 . DP=3,VDB=0.0056,AF1=05,AC1 GT-PLGQ 0/1:44,0,144:47

36| chromosome 965171 . T > 171 DP=20;vDB=0.0071 AR =05.AC GT-PLGQ 0/1:47,024350

37| chromosome 1134950 . A & Te. DP=23,vDB=0.0076,AF =05,AC GT-PLGQ 0,/1:37,0255:39

38| chromosome 1160048 . A G 29 . DP=17vDB=0.0054,AF1 =05,AC GT-PLGQ 0,/1:59,0250:62

39| chromosome 1160095 . A G 191 . DP=10,vDB=0.0033,AF =0 5,AC GT-PLGQ 0/1:43,0,191.562

40 chromosome 1240248 . GOCCC GCCOCC 214 INDEL.DP=48vDB=0.0137,AF =GT.PLGQ 1,/1:255,128,0:99
Hlchromosome 1455552 . CAAAA CAAAAA 214 IMNDEL,DP=58,vDB=0.0164,AF1 =GT PLGQ 1,/1:255,130,0.99

42| chromosome 1475721 . T > ne . DP=19,vDB=0.0021,AF =05AC GTPLGQ 0/1:82,0246:85

43| chromosome 1752680 . G A 29 . DP=24vDB=0.0129,AF =05AC GT-PLGQ 0/1:59,0250.62

4 chromosome 1941380 . T > Ta. DP=13,vDB=0.0046,AF =05AC GT-PLGQ 0/1:37,021439

45| chromoso 2002950 . A G 123 . DP=8,VDB=0.0084,AF1=05AC1 GT-PLGQ 0/1:42,0103:44

46| chromoso 2004084 TOC T 1537 . INDEL.DP=8wDB=00009;AF1 =0 GT-PL.GQ 0/1:51,017454

4Tl chromosormy 2056279 . A G 24 . DP=6,VDB=0.0067,AF1=05AC1 GT-PLGQ 0/1:540113567

48| chromosome 2057564 . T > 864 . DP=10;vDB=0.0041 AF1 =05AC GT-PLGQ 0/1:38,0,129:40

49| chromosome 2058145 . C RE 108 . DP=14VDB=0.0147.AF1=1,AC1=GT:PLGQ 1/1:141,39.0,141,28138.70
0 | plasmid! 30T G T b4 . DP=43vDB=0.0087 AF1=05,AC GT-PLGQ 0,/1:84,0,255:87

51 | plasmid! GEE0Y . A G 220 . DP=55,vDB=0.0060,AF1 =0 5,AC GT.PL.GQ 0/1:255,0,2565:99

92 | plasmid! 66637 . T 225 . DP=71,WDB=0.0141;AF1=05AC GT:PLGQ 0/1:255,0249:99

23 | plasmid BEEEE . O T 220 . DP=80,vDB=0.0153,AF1 =0 5,AC GT.PL.GQ 0/1:255,0,265:99

94 | plasmid? 2069 . CAAAALCAAAA 177 . INDELDP=110vDB=0.0166,AF1 GT-PLGQ 1,/1:218,255,0:99

9 | plasmid? 27805 . TAAAAATAAAA 104 . INDEL.DP=31VDB=0.0058AF1=GT-PL.GQ 1/1:145,93,0:99
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(DchromosomelZZE L T. 2,054,085
. BIZBELWL, RTESDTQFELIE
22-2:2,054,084F B | asmicenriosasi-gns

. |
n LATIH I.I 1 I

Ttozso00(skey » Cll A ' 347 to 394 (48 hp)
H T T T TN N A B Al TE S O JE TE oam
IS cldllclalc o Glalalclalalalaclillaalc]alalsfllalc s flalillclalcea S al Fllaclillalala
WCF

-
€% out2.bam - Tablet - 1.16.09.06 (= [ E) ||
J] E chromosome | consensus length: 2,277,981 (0) | reads: 5,469 | features: 22 | Memory usage: 198.03 MB (11) .\]
| Home | Calour Schemes Advanced ﬂ
J ol .| Read Padking || (0 Zoom: i L | ]
4 B EH == Tag Variants | || ..., Variants: () L S £
Open Import Import y —
Azzembly Features Enzymes > Read Colours E
| Data | Visual | Adjust |  Mavigate | Owerlays |
0 |
el TR
. ‘ ' il B RE ol R M| el T T A At 10 - AR
Contigs: 3 509.1kreads (more) |, y( R ‘!| 3 3R R IR 5 | ‘| LA ._ w11 { ‘ : || TR 31 [F
il ! . S I y l !: LR : : | : |.i g I h ||| I |' 1 |t r| ||! - I“ : | |'|| I||

1L

'l.|I wiln Th fy

CEGARD
”' } T T T T } T T T i
347 U347 303 U343 |
EErr F F Erppe |In
ey P a2l F F Er
|zl Tl el F i r F
2l ol &l | F i F F |zl F
e r i r r i r
2 Tl & | F i F F i F i
2l ol el | F a2l F F | ) F EEr
FErrr F i F F i F FEr
|l el F i F F | &) F EEr
e r a2l F P i F EErErEm
] = ey F i r F i F EEr e
Filter by: | Name |'] Gyl ¢ F &l r F | el r Erers
| 4 Tl & o r i r r i r FEr '
2 Tl & | F i F F i F EEr ' v
«N_J >
Tablet Tip: GFF3 or BED data can be displayed on the features track after importing ]

HAZBREFREDEH %[0 284



22-2-2054,084% B

O NN &

OMEEL-IEERS L avIZOy
VT TEBZREVEO TS, @
2054084 A AL T, @Padded Jump

Filter by: | Name

1to 25,000 (25 Kb]l r

-
€% out2.bam - Tablet - 1.16.09.06 (= [ E) ||
J J E chromosome | consensus length: 2,277,931 (0) | reads: 5,469 | features: 22 | Memory usage: 188,24 MB (11) ..]
| Home | Calour Schemes Advanced ﬂ
J é_i , | Read Packing || (0 Zoom: O “ P}
L ¥ L ¥ = ‘== Tag Variants | || . Variants: () LS 4
Open Impaort Import B
Assembly Features Enzymes > Read Colours i
| Data | Visual | Adjust |  Mavigate | Owerlays |
JGTETET’ o - | Jump to Base (Ctrl+1)
) H ‘l | .; 1 '._ e 1Y | Instantly jump to a specificed base I || { 1
Contigs: 3 509.1kreads (more) | | | | 0 A i| ||! .:_' | 5 lil F I h || pcsmon :l |:| l|i |k
0... |Len.|Re.. |Fe.. |M... st Wbl Y A e L e '

347 1o 394 (48 by}

H Y
|l cll dl cll el ol
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|34? 3T

e kbl
e bk kol
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r
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r
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|
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Jump to base:

Padded jumps count pad (¥) characters in the consensus when determining the

» Jump to Base

E dl vl 9 0l

Alal s mll el ol ol all A Tl

2054084

| Padded Jump |

Unpaddead Jump

base position. Unpadded jumps do not.

You can jump to a position in another contig by entering: contig-name:position

, '33 0303

e e

e b b

e b b

e e

e e

e b b .
T T
T

Tablet Tip: Use the Search tab to search for subsequences within the reads, or within the consensus [ reference
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22-2-2054,084% B

i
€% out2.bam - Tablet - 1.16.09.06

@2,054,084F B ICHEIE T, (X T7
LU RIETCEEITE ., TEHFTOLWAL»ELY
TLEIIMIERESNTNSECA, TCD
FETLWALRELNEWNSEHIE T I

J J E chromosome | consensus length: 2,277,931 (0) | reads: 4,002 | features: 22 | Memory usage: 244.41 MB (11) .]
| Home | Calour Schemes Advanced ﬂ

- o .| Read Packing || ) Zoom: ) I
3 2 |E Je @ 4 » 4 |GEED

LV B = ‘== Tag Variants | || Variants: () S £

Open Impaort Import B

Assembly Features Enzymes > Read Colours - :

Data

|
IEEI

I Visual | Adjust | Mavigate || Overlays

Contigs: 3 509.1kreads (more) i

Co... |len... |Re... |Fe.. |Mi...

T )
|

| g

| il |
n

il ||| I

2,049,034 10 2074,083 (25 kKh) 2,054,061 to 2,054,107 {47 by

Filter by: | Name

M

B Tl T T = O ¢ il v N A Ol “aEa
Aaldcls s s clillalcls s STl clfla clillcalaalaflclils clclililcclils dlcls alald

084,105
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B
B
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e e |

e e e ]
e e e e ]
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e e e ]
e e e e ]
e e e ]
e e e ]
e e ]

L J

Tablet Tip: Use the Search tab to search for subsequences within the reads, or within the consensus [ reference 1]
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W22-3:1,240,248%& B

RiE. D1,240248F B . —hlE
7L RERSIIZCE1{ETEAL

=IZ2M KD TIE, ELVHED
| ]

2T [ #CHROM POS D FEF ALT CUAL FILTER INFO FORMAT _ /home/w3pipeline/refdata
28| chromosome 141598 . A G 171 . DP=7,vVDB=0.0077,AF1=05AC1 GT-PLGQ 0/1:47,0,13850

29| chromosome 242819 . T > 20 . DP=3,vDB=0.0111,AF1=05AC1 GT-PLGQ 0/1:50,0,139.53

30| chromosome 359141 . T > 413 . DP=14DB=00037,AF1 =0 4998 GT PL.GQ 0,/1:32,0,187:31
3|chromosome 463882 . T G G2 . DP=13,vDB=0.0074,AF1=04999 GT PL.GQ 0,/1:35,0216:36

32| chromosome 660031 . C T 864 . DP=11,vDB=0.0063,AF1 =05,AC GT-PLGQ 0/1:38,0,197:40

3| chromosome 792963 . T > 413 . DP=14vDB=0.0153,AF =0 4998 GT PL.GQ 0,/1:32,0200:31

34| chromosome 887422 . G A 104 . DP=11vDB=0.0070,AF1=05,AC GT-PLGQ 0,/1:40,0,188:42

35| chromosome 913470 . T > 142 . DP=3,VDB=0.0056,AF1=05,AC1 GT-PLGQ 0/1:44,0,144:47

36| chromosome 965171 . T > 171 DP=20;vDB=0.0071 AR =05.AC GT-PLGQ 0/1:47,024350

37| chromosome 1134950 . A & Te. DP=23,vDB=0.0076,AF =05,AC GT-PLGQ 0,/1:37,0255:39

38| chromosome 1160048 . A G 29 . DP=17vDB=0.0054,AF1 =05,AC GT-PLGQ 0,/1:59,0250:62

39| chromoso 1160035 A G 191 . DP=10,vDB=0.0033,AF =0 5,AC GT-PLGQ 0/1:43,0,191.562

40| chromoso 1240248 . GCOCC GCCOCC 214 . INDEL.DP=48vDB=0.0137,AF =GT.PLGQ 1,/1:255,128,0:99

4 chromoso 1456852 . CAAAA CAAAAA 214 . IMNDEL,DP=58,vDB=0.0164,AF1 =GT PLGQ 1,/1:255,130,0.99

42| chromosome 1475721 . T > ne . DP=19,vDB=0.0021,AF =05AC GTPLGQ 0/1:82,0246:85

43| chromosome 1752680 . G A 29 . DP=24vDB=0.0129,AF =05AC GT-PLGQ 0/1:59,0250.62

4 chromosome 1941380 . T > Ta. DP=13,vDB=0.0046,AF =05AC GT-PLGQ 0/1:37,021439

45| chromosome 2052955 . A G 123 . DP=8,VDB=0.0084,AF1=05AC1 GT-PLGQ 0/1:42,0103:44

46| chromosome 2054084 . TC T 1537 . INDEL.DP=8wDB=00009;AF1 =0 GT-PL.GQ 0/1:51,017454

4T chromosome 2056279 . A G 24 . DP=6,VDB=0.0067,AF1=05AC1 GT-PLGQ 0/1:540113567

48| chromosome 2057564 . T > 864 . DP=10;vDB=0.0041 AF1 =05AC GT-PLGQ 0/1:38,0,129:40

49| chromosome 2058145 . C RE 108 . DP=14VDB=0.0147.AF1=1,AC1=GT:PLGQ 1/1:141,39.0,141,28138.70
0 | plasmid! 30T G T b4 . DP=43vDB=0.0087 AF1=05,AC GT-PLGQ 0,/1:84,0,255:87

51 | plasmid! GEE0Y . A G 220 . DP=55,vDB=0.0060,AF1 =0 5,AC GT.PL.GQ 0/1:255,0,2565:99

92 | plasmid! 66637 . T 225 . DP=71,WDB=0.0141;AF1=05AC GT:PLGQ 0/1:255,0249:99

23 | plasmid BEEEE . O T 220 . DP=80,vDB=0.0153,AF1 =0 5,AC GT.PL.GQ 0/1:255,0,265:99

94 | plasmid? 2069 . CAAAALCAAAA 177 . INDELDP=110vDB=0.0166,AF1 GT-PLGQ 1,/1:218,255,0:99

9 | plasmid? 27805 . TAAAAATAAAA 104 . INDEL.DP=31VDB=0.0058AF1=GT-PL.GQ 1/1:145,93,0:99
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22-3:1,240,248% H

AERECICRZAET . D
BBELARIIavIFZT

i
€% out2.bam - Tablet - 1.16.09.06

chromosome | consensus length: 2,277,931 (0) | reads: 5,803 | features: 23

=
Memory usage: 123.15MB (11) |
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i ||l|'|| "I.-'-|. -
: B bk
1 235 24810 1,260,247 (25 Kb} l" | = | | 1,240,225 tl:l 1 24EI 271 {4? hp}
Dla.. 81,... 14... a 3 dill Tl T I T O . Al A = T O O 4 E
e o 155 o salelalcomlel olelelel ol alel ol il ol il ol AElE &l ol ol ol ol 6l Gl ol Al Al ol ol 6 Ol & Al Al Alcic
CIGAR]
—E=
et =
L | 1
1,240,225 101,240,225
F 1 CE G C F CoC c.C C | ;r-
r (; r r r (; r (; (; (; (; (; | F
4 Aulilil -2 sl al o B dll G ' r
r ci el cl ol ol & 2l cl G cd ol G ' =
F P F F F P F P P P P P | F
4 Aulilil -2 sl al o A dll G ' r
r ( r r r ( r ( ( ( ( ( | F
Aulilil 2 alal al o 2 ol 5 ' -
cillc ¢ o
clcl él &l cl al &l cl clill cl cl cl [C
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Tablet Tip: Green (rather than blue) navigation arrows mean you have reached the edge of the current BAM data block 1]
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@ D_I.Jtz.bam ~ Tablet - 1.16.09.06 FRTREBEINZET , cOHT-VIXIENTT

.*] E chromosome | consensus length: 2,277,981 (0) | reads: 5,803 | features: 23 | Memory usage: 123.15MB (11) |
| Home | Calour Schemes Advanced ﬂ

‘;F " [ Read Packing p Zoom: J -« B )
L L ¥ gi == Tag Variants | || ..., Variants: () -
Open Impaort Import .
Assembly Features Enzymes > Read Colours
Data | Visual | Adjust |  Mavigate | Owerlays |
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Tablet Tip: Green (rather than blue) navigation arrows mean you have reached the edge of the current BAM data block 1]
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DD HI=YVIZH—VILBEESE S L.
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214

Et
addad . = Tags:
o] P P )
| Gl ¢
o
| Gl ¢

BT REE OFRE &

ks ﬂﬂs-ﬂﬂ' GTPL-GQ

- EE BT

& T T
R b
-

. |
-
-
-
-
-

Glciciciciglal@cialalclicigicimaaeal alalalcic

INDEL;DP=48,VDB=0.0137,AF1=1,AC1=2,DP4=1,0,21,26;MC

Tablet Tip: Mouse over a feature on the feature track to see information including its name and start and end pasitions

HAZBEFRE

D E 5 8[a]

22_3 : 1,240,248% E CO)insertion'C*E%C&b‘\bb\u")'35'3"

€% out2.bam - Tablet - 1,16.09.06
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XIE. 12,058,145 H

W22-4:2,058,145% H

H I

J

2T [ #CHROM POS D FEF ALT CUAL FILTER INFO FORMAT _ /home/w3pipeline/refdata
28| chromosome 141598 . A G 171 . DP=7,vVDB=0.0077,AF1=05AC1 GT-PLGQ 0/1:47,0,13850

29| chromosome 242819 . T > 20 . DP=3,vDB=0.0111,AF1=05AC1 GT-PLGQ 0/1:50,0,139.53

30| chromosome 359141 . T > 413 . DP=14DB=00037,AF1 =0 4998 GT PL.GQ 0,/1:32,0,187:31
3|chromosome 463882 . T G G2 . DP=13,vDB=0.0074,AF1=04999 GT PL.GQ 0,/1:35,0216:36

32| chromosome 660031 . C T 864 . DP=11,vDB=0.0063,AF1 =05,AC GT-PLGQ 0/1:38,0,197:40

3| chromosome 792963 . T > 413 . DP=14vDB=0.0153,AF =0 4998 GT PL.GQ 0,/1:32,0200:31

34| chromosome 887422 . G A 104 . DP=11vDB=0.0070,AF1=05,AC GT-PLGQ 0,/1:40,0,188:42

35| chromosome 913470 . T > 142 . DP=3,VDB=0.0056,AF1=05,AC1 GT-PLGQ 0/1:44,0,144:47

36| chromosome 965171 . T > 171 DP=20;vDB=0.0071 AR =05.AC GT-PLGQ 0/1:47,024350

37| chromosome 1134950 . A & Te. DP=23,vDB=0.0076,AF =05,AC GT-PLGQ 0,/1:37,0255:39

38| chromosome 1160048 . A G 29 . DP=17vDB=0.0054,AF1 =05,AC GT-PLGQ 0,/1:59,0250:62

39| chromosome 1160095 . A G 191 . DP=10,vDB=0.0033,AF =0 5,AC GT-PLGQ 0/1:43,0,191.562

40 chromosome 1240248 . GOCCC GCCOCC 214 INDEL.DP=48vDB=0.0137,AF =GT.PLGQ 1,/1:255,128,0:99
Hlchromosome 1455552 . CAAAA CAAAAA 214 IMNDEL,DP=58,vDB=0.0164,AF1 =GT PLGQ 1,/1:255,130,0.99

42| chromosome 1475721 . T > ne . DP=19,vDB=0.0021,AF =05AC GTPLGQ 0/1:82,0246:85

43| chromosome 1752680 . G A 29 . DP=24vDB=0.0129,AF =05AC GT-PLGQ 0/1:59,0250.62

4 chromosome 1941380 . T > Ta. DP=13,vDB=0.0046,AF =05AC GT-PLGQ 0/1:37,021439

45| chromosome 2052955 . A G 123 . DP=8,VDB=0.0084,AF1=05AC1 GT-PLGQ 0/1:42,0103:44

46| chromosome 2054084 . TC T 1537 . INDEL.DP=8wDB=00009;AF1 =0 GT-PL.GQ 0/1:51,017454

4T chromosome 2056279 . A G 24 . DP=6,VDB=0.0067,AF1=05AC1 GT-PLGQ 0/1:540113567

48| chromoso 2057564 0 T > 864 . DP=10;vDB=0.0041 AF1 =05AC GT-PLGQ 0/1:38,0,129:40

49| chromoso 2058145 0 O RE 108 . DP=14VDB=0.0147.AF1=1,AC1=GT:PLGQ 1/1:141,39.0,141,28138.70
0 | plasmid! 30T G T b4 . DP=43vDB=0.0087 AF1=05,AC GT-PLGQ 0,/1:84,0,255:87

51 | plasmid! GEE0Y . A G 220 . DP=55,vDB=0.0060,AF1 =0 5,AC GT.PL.GQ 0/1:255,0,2565:99

92 | plasmid! 66637 . T 225 . DP=71,WDB=0.0141;AF1=05AC GT:PLGQ 0/1:255,0249:99

23 | plasmid BEEEE . O T 220 . DP=80,vDB=0.0153,AF1 =0 5,AC GT.PL.GQ 0/1:255,0,265:99

94 | plasmid? 2069 . CAAAALCAAAA 177 . INDELDP=110vDB=0.0166,AF1 GT-PLGQ 1,/1:218,255,0:99

9 | plasmid? 27805 . TAAAAATAAAA 104 . INDEL.DP=31VDB=0.0058AF1=GT-PL.GQ 1/1:145,93,0:99
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DY I77LABDCTIEEL, TRGELST
WA, SHIETIZCERL RS D KU &3 B

22-4:2,058,145% E

i
€% out2.bam - Tablet - 1.16.09.06

J] E chromosome | consensus length: 2,277,931 (0) | reads: 4,180 | features: 22 | Memory usage: 116.87 MB (11) .\_I
| Home | Calour Schemes Advanced ﬂ
3 @H - ReadPacking || {0 Zoom: o « p 4
Ly L P =|- ‘== Tag Variants | || Variants: () -
Open Impaort Import P
Assembly Features Enzymes > Read Colours
| Data | Visual | Adjust Mavigate
& |
IEELDR e
Contigs: 3 509.1kreads (more) : _
| ‘. . :
Co... | Len... |Re.. P& (NS |/ 5 0es 44540 2 078,144 (25 Kb k | 2,088.122 to 2,058.168 (47 bp)
il "l T O O o am T H Tl Tl ol A N T Al
dl Al ANEE cll Al cll Al &l cll all &l cll cll cll Al all ARSI Al cll Al cll cll Al cll cll all all cll 6l &l A0 cll clil ~J A0E Al cll all cll cll &
WCF
=
T T T T
” EEIEE!*IEEUE nag122 205815? UE EIEE*IEE?
7 Al Al T
. ; adl i all T
A A A -
. ; adl adly I
T ; Al ad r
A A A -
¥ ; Al Al G
: ; Al ad 1
A AL AL 3
. ; adl i all T
LA A A -
2 AL ad 4 AL -
L AL A A GlCl A T
Filter by: | Name b | | G alld alld =
- S

Tablet Tip: Any CIGAR "I" (Insertion) tags in SAM/BAM files will be listed in the Features table

HAZBREFREDEH %[0
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ODH=YIZRA 3% BESET-ECH

Q out2.bam - Tablet - 1,16.09.06 ==
L, J E ldwromosome | consensus length: 2,277,981 (0) | reads: 4,180 | features: 22‘ Memory usage: 154.87 MB (12) )
| Home | ColourSchemes  Advanced w
| ;7 E--7 'J = ReadPadcrfg ) Zoom: Q JIE N
LP L ¥ =l g Vai 'z, Variants: n|| & N
Open Import Import § T
Assembly Features Enzymes @ Read Colours
Data l Visual | Adjust
e ]
JGT"“T“TQ SRR | iifi l
| o TEE
i |,| "
2 l 4,

0. |Len... |Re... |Feus (M| 5 0o 445102 078,144 (25 Kby 2,058,122 to 2,058,168 (47 bp)
pla... 81,... 14,... 3 § ‘ 1 ‘ T_! A ‘ A ‘ Q‘ 1 ‘ T_‘ El ‘ El ‘ T._. 0! El ‘ N‘ T.‘ El ]
o, 405 15. 2 s [dalal@cialcial@Glcial@lcicicialal sl alclalcicialcliclalalclal Gl sl cl ci@l al Al sl cl Al clcl A

V&
=
I i T | t T T T {
I |2,0568,122 1J2,058,122 2 058,1 2,058,145 CV14 2,058,167 U2,058,1 67‘
g HINE TN IHI Il NI (DI ' SN
: A GA A GG AT S GOl AT AT AT S AT C
s | DRR024501.17415 (Mate)
;"-' | From: 2,058,046 U2 058,046 to 2,058, 296U2058 296
o Length: 251 U251 (2 mismatches)
5 FFFE-" Cigar: 251M
s Al G4 A ; Properly paired (2/2), insert size: 395 o :'
Filter by: [Name "!J d = &
- HE NIESE1EE ETH [ NI O 0 0 | I v
7 ¥
Tablet Tip: When the read shadower is in custom mode, right dick on any base position to lock the highlighting 0

HAZBREFREDEH %[0
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23-1:1)—F &k

[ @ outz.bam - Tablet - 1.16.09.06 EDNEIDPA T —RDBEHRERONFTT

DOFHO EMISIEIZ. (1) J—KID, Q)= vTEn -8
5. Q)RIEIRTYFH. (4)CIGAR string. (5)paired-
endTIYYILTWBADTEOIRA (AN ETYTEN

-, /) [3  chromosome | consensus length: 2,277,981 (0) | reads: 4,180 | features: 22 Memory usage: 154.87 MB (12) |

| Home | ColourSchemes  Advanced w
& ‘ ‘~— f ::‘.. Read pad“ﬂg p Zoom: G - « » % _EE-! I_ | .%u |
L P . E J ‘= Tag Variants 4, Variants: Qr || & | E:‘ii i3
Open Import Import g P =R
Assembly Features Enzymes @* Read Colours E ¢ &
Data — Visual | Adjust Navigate ||  Overlays

S~ W

H{l I;rni
k| Q!i Uil
o iy
205314510 2,078,144 (25 Kh) ; i 2 058 12210 2,058,168 (47 bp) \
Chiuint. 2i2sce Al )

IS IGTTIENEE e aEm e GEE GEE GN GEE OGN RN GEE GEE NN N G e
o a2 || N kel ki ol ol cl AL AL AN A1 cl A1 Gl Gl A1 Gl ol AL AL CRiGHEN AR ol GRE A1 AR A1 i 41 6l 6 &

vCE

v -

Co... |Len...|Re... |Fe... |Mis...

=
f 1 T T T 1 + T T T
I 12,068,122 2,058,122 2,058,145 12,058, 145 Cv14 2,058,167 U2,058,167‘
EEA A JHC A C A G G A A A rr T B BT iSssl tabnis R A
- B B , ~. ~. S MO S T W T T [ 64 A
SALA A/CIA GlCIA G c c
AL AT Al CIA G| ClA G AL Gl A p DRR024501 17415(Mate) | cf A
z’ n : 2 Al Gl a6l gl A6 il A T Al C c|| From: 2,058,046 U2 055,046 to 2,058, 296U2058 296 :
‘FR FRERE BRE | AT A G AR | ength: 251 U251 (2 mismatches)
SAATCcACAcCAS LA Ty 1A c AR Cigar: 251
S A LA THC g - B . A TH g g €| Properly paired (2/2), insert size: 395
Filter by: |Name ;vj sl AN ol clalcla Lol cl AL al ¢ A dda :
HE (RTESETECE §T 0 ST I O 0 N || (N v
|«® s Yol
Tablet Tip: When the read shadower is in custom mode, right dick on any base position to lock the highlighting 0
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23-1:

—DiIE
HEE)cwyvIEhti=226HD!)—

(J277L 2 ABEF10)2,058,145% H DiE
FIEZAGEREL

) —F g #k

-
€% out2.bam - Tablet - 1,16.09.06

=)

=

] E fd'sromosome | consensus length: 2,277,981 (0) | reads: 4,180 | features: 22l Memory usage: 189.84 MB (11) )

| Home | ColourSchemes  Advanced w
| 3 B e o «w
L-p L ¥ =) &y Variants: L 2s 2
Open Import Import
Assembly =~ Features  Enzymes @* Read Colours - E
Data | Visual I Adjust l
et
jGTDTmTQT_] SRR | | = |
| AR .
[ I g b :

0. |Len.. |Re... |Fe... |Mis. ||| 5 os g e 0070 144 (25 Ki) B 2,058,122 to 2,058,168 (47 bp)
pla... 81... 14,.. il T A G A T T A A A I O PN VI TaE Fal
Do A0 15 2 ||l ol 4l i AL cl AL ol ol ol Al A1 A Al ol A1 ol ol Al ol ol Al AL GHiIE AN ol RN AL AN A1 cl Al ¢l Gl A

VCF
=
f I T
|| 12,058,122 2,058,122 058,14RU2, 058 145 CV14.
1Al Al clal ¢ l""‘ l"l""" l'l'l"l"l"l" A 3
: --'kum* EEIREE LR
s -[ DRR024501.34809 (Mate) .
G g| From: 2,058,002 U2,058,002 to 2,058,252 U2,058,252
= Length: 251 U251 (2 mismatches)
. ¢| Cigar: 2511
; - €| Properly paired (1/2), insert size: 348
Filter by: |Name ‘.!,J : i T
- I[HETR BN IS FTE I NNy N mmam v
o ¥l
Tablet Tip: 0

HAZBREFREDE
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DVariantsD EZAEHRIZFBEIS TS EIE. Y
7L RELFI LB HIE B (variants) LUV &

23'2 Varlants BECEB TN EIZHBELET , DFYvariants
r@ O}JtZ.bam - Tablet - 1,16.09.06 %*Eﬁﬂ"](:/ \’fa’f Féﬁé:&':@”i?

‘-_‘ | ) [3  chromosome | consensus length: 2,277,981 (0) | reads: 4,180 | features: 22 Memory usage: 179.47 MB (11) |

| Home | ColourSchemes  Advanced w
‘ ‘*7 E~7 H ' Read Packing p Zoom: O . « » $ @ '_ lﬂ.:uun;
LV L P E =i Tag Variants | || . Variants: O n|| ¥ N @ i
Open Import Import T g
Assembly Features Enzymes @* Read Colours - By HE
Data | Visual | Adjust Navigate Overlays

Fooool - — | . ——

= === e T e

205314510 2,078,144 (25 Kh)

Al T A A A Ol A T e P_I Tl ol S Vil A 2l
cil all Akl ci all el alial ci alial ci ci el all all Al Al ci all el el all el el all all ciiéial Al cil cidll Al AN all ci all el el 4

NCE

....

B B e e e T e B = ]

Filter by: |Name v

Tablet Tip: Any CIGAR "I" (Insertion) tags in SAM/BAM files will be listed in the Features table
AARIBEEFREOESESME 296




" OEHETHBHSLOLALREL

W23-2:Variants

V== B
€9 out2.bam - Tablet - 1,16.09.06 =T
8* Ly Lj chromosome | consensus length 2,277,981 (0) | reads: 4,180 | features: 22 Memory usage: 119.31 MB (11)
] Home l Colour Schemes Advanced
_ Read Packing | - Zoom:
v i Q|
‘ ¢ = Tag Variants &, Variants: ¢
Open Import Import ‘ D
Assembly Features Enzymes | @& Read Colours |
[ Data | visual |
[EEe]s = ¥
Contigs: 3 509.1kreads (more) : |

I
2,053,14510 2,078,144 (25 Kh)

Co... |Len...|Re... |Fe... Mis...r|

p|381144,l’,.]I.T:]A.A.O.]I.TJP.P.T;."D,JP.NJTJP
pla 40 15 2 5 || | ci Al Akl e Al el Alia] ci Alial el el el all Al AL Al el all el el all el el Al all ciiélial Al ci cidll Al ANl Al el all cl el a

VCFE

Filter by: | Name v

Tablet Tip: Position data is often supplemented with U (unpadded position) and CV (read coverage at that position) values
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W24-1: FETDFEED

EREBROTTLI=A%t, IRBTRLT:
SOOI EERHICERFXMASECA

#CHROM  POS REF ALT pakia Hi
chromosome 141598 A G ADEFE AHNSE. GH2@E=>T=h5
chromosome = 242819 T C TOFEFE THE. CH2@E=>f=h 5
chromosome 359141 T C TDEE THNZEUREHND
chromosome 463882 T G TOFEFE TH2@. GA 1A T=H5
chromosome 660031 C T CODEFE CHSE., TH2E=>1=h5
chromosome 792963 T C TDFEE THNZHURZH D
chromosome 887422 G A GDEZE G ZEURI=M 5
chromosome 913470 T C TOFEF TNZEIRT=HDD
chromosome 965171 T C TOFEF TS EIRT=HDD
chromosome 1134950 A G ADZEFE AMZEURT=HD S
chromosome 1160048 A G ADEE AMZEURI=H 5
chromosome 1160095 A G ADEFE AW L EIRT= D
chromosome 1240248 GCCCC GCCCCC C#EA  FDIESHAZHEIREHND
chromosome 1455552 CAAAA CAAAAA AZEA  ZFOIESHAZHEIREHND
chromosome 1475721 T C TOFEF THNLZEIRT=HD D
chromosome 1752680 G A GDEZE G ZEURT=H 5
chromosome 1941380 T C TOFEE THAZHIRT-HA S
chromosome 2052955 A G ADEZE AN ZEURTI=H 5
chromosome 2054084 TC T TCHDEFE CHBHAIEOINZSEURI=N D
chromosome 2056279 A G ADFEFE AMZEURT=HD S
chromosome 2057564 T C TOFEF T L EIRT=HDS
chromosome 2058145 © T.G TIZZEE TAZERIZHA D

plasmid1 37177 G T GDFEFE G B HURZMD

plasmid1 66609 A G ADFEFE GDIFINBL>EZ LA

plasmid1 66637 C T CDFEFE TODIFSNELOEZLH D

plasmid1 66668 C T COEFE TOIFSHBLoEZ VA

plasmid2 2569 CAAAAA CAAAA AZERRK  ZTODIFSHZHIREZMS
plasmid2 37805 TAAAAA TAAAA AERYR  ZODIFESHZBHEIRLEHS
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.
W24-1:VCF&E—24

é’n‘— URIEE AT A -YREITT A, VCFI7AILH
S~ ENdEREIFIEXRCICAEYEIT(WI18-4)

27
28
29
30
31
32
33
34
35
36
37
38
39
40
11
42
43
44
15
46
A7
18
19
50
51
52
53
54
55

BOHROM POS ID REF ALT GUAL FILTER INFO
chromosome 141598 . A 3 171 .
chromosome 242819 0 T o 20 .
chromosome 359141 . T C 413 .
chromosome 463882 . T 3 6.2 .
chromosome 660031 . C T 864 .
chromosome 7929653 . T C 413 .
chromosome 887422 . G A 104 .
chromosome 913470 . T o 142 .
chromosome  96B171 . T C 171 .
chromosome 1134950 . A G 78
chromosome 1160048 . A 3 29 .
chromosome 1160095 . A G 191 .
chromosome 1240242 . GCOCC GOCCCC 214 .
chromosome 14058052 . CAALA CAAALAA 214 .
chromosome 14759721 . T o Sy
chromosome 1752680 . G A 29 .
chromosome 1941320 . T o 78
chromosome 2002950 0 A 3 123 .
chromosome 2054084 TO T 137 .
chromosome 2006279 . A 3 24
chromosome 2027064 . T o 864 .
chromosome 205814L . C T.G 108 .
plasmid] 2777 G T 54
plasmid] 66609 . A G 225 .
plasmid] 66637 . C T 2725
plasmid] 66668 . O T 225 .
plasmid? 2h69 . CAAALLCARAL 177 .
plasmid? a7e0h . TAARAATALAA 104 .

H I J

DRP=7VDBE=0.0077,AF
DF=9,VDE=00111;AF

=0.5,ACT1 GT.PLGQ 0/1:47,0,138:50
=05,ACT GT.PLGQ 0/1:50,0,139.63
DP=14VDB=00037.AF1=0 4998 GT-PL.GQ 0/1:32,0,187-31
DP=13,wDB=0.0074,AF1=04999 GT:PL.GG 0/1:35,0,216:36
DP=11¥DB=0.0063,AF1=05,AC GT:PLGQ 0/1:38,0,197:40
DP=14vDB=0.0153,AF =0 4998 GT PL.GQ 0,/1:32,0200:31
DP=11v¥DB=0.0070;AF1 =05AC GT:PLGG 0/1:40,0,188:42
DP=9wDB=0.00066,AF =05,AC1 GT:PLGG 0144014447
DP=20,WDB=0.0071;AF1=05AC GT:PLGQ 0/1:47,024350
DP=23wDB=0.0076AF1 =05AC GT:PLGQ 0/1:37,0,255:39
DP=17wDB=0.0054,AF1 =0 5,AC GT:PLGG 0/1:59,020062
DP=10,WDB=0.0033,AF1 =0 5AC GT:PLGG 0/1:49,0191.562
INDEL,DP=48VDB=00137.AF1=GT:PL.GQ 1/1€B5,128099
INDELDP=58VDB=00164,AF1=GT.PLGGQ 1,/1€65,130,099
DP=13,WwDB=0.0021;AF1 =0 5,AC GT:PLGQ 0/1:82,0,246:85
DP=24vDB=0.0129;AF1 =0 5AC GT:PL.GG 0/1:59,025562
DP=13,wDB=0.0046AF1 =0 5AC GT:PLGG 0/1:37,0,214:39
DP=8;wDB=0.0084,AF1 =05AC1 GT:PLGQ 0/1:42,0103:44
INDEL,DP=8VDB=0 0009 AF1 =0 GT-PL.GQ 0/151,0174564
DP=6;vDB=0.0067,AF =05;AC1 GT:PLGG 0154011357
DP=10wDB=0.0041 AF1=05,AC GT:PLGQ 0/1:38,0,129:40

FORMAT  /home/w3pipeline/refdats

DP=14VDB=0.0147.AF1=1,AC1=GT:PLGQ 1/1441,39,0141,28138.70

DP=43.vDB=0.0087.AF1=05AC GT:PLGG 0184026687
DP=55,wDB=0.0060;AF1 =0 5,AC GT:PLGG 0/1:255,0,265:99
DP=71,WDB=0.0141;AF1=05AC GT:PLGQ 0/1:255,0249:99
DP=80,WDB=0.0153;AF1 =0 5,AC GT:-PL.GQ 0/1.255,0,2565:99
INDELDP=110;vDB=0.0166,A4F1 GT:PLGQ 1/1€+8,255,099
INDEL,DP=31DB=00058AF1=GT.PL.GG 1,/1445,93,0.99
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=" JEE OEERBREDIT7AILELH draft2 fal 2§ L
< B3 LH_draftfad\baE—, CC TR ZED RME X
W26'1 - jﬂlra :w}iﬂﬂ FHEMTITOHEEES, QA YSHILDI7A

" File Edit View Search Terminal Help )[,-U-zfx(z 400,619 bytes)[j: j(ﬂff)\( [j:/T/A

}a@blj’u%x[ﬂic ihare]hpwd HA X, QFEED 10-merTIXBARIZESARRE
I/home/iu/Desktop/mag share ‘ gt 2
1u@bielinux[mac_ﬁe] ls -1 LH* YRLESTZhN, 15-merfib—BITRFEY ZFST1=

-rwxrwxrwx 1 iu“Iu 2400619 98 10 16:52
-rwxrwxrwx 1 iu iu 2433662 88 30 21:22
iu@bielinux[mac share] cp LH draft.fa LH draft2.fa
iu@bielinux[mac share] R -q

> 4710

[1] 1048576

> 4712

[1] 16777216

> 4715

[1] 1073741824
> ((save="no")
iu@bielinux[mac share] | [ 3:515 %]

3:515 %]
514 %]

™~~~
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" JEE—
W26-1:2,058,145%& H

DZETF IEchromosome £ 012,058,145 B M
CETIZEHT L, ER128EHE 7 (DFY
2058133-2058144) DIE B B2 HIZ=HH . B2 5
ZEITRNEZRITHIENRKEWVEDMNGIE
BIZTARX. HAEDTNIZHKEINDZ LI
HUY, b —BREMNSPAIELTLNS

¢

#CHROM  POS REF ALT pakinn
chromosome 141598 A G ADFEE ADSE]
chromosome 242819 T C TOFEE THTE,
chromosome 359141 T C TDEE ThH
chromosome 463882 T G TOFEFE TH2@. G TEIZDIZT5
chromosome 660031 C T CODEFE CHSE., TH2E=>1=h5
chromosome 792963 T C TDFEE THNZHURZH D
chromosome 887422 G A GDEZE G ZEURI=M 5
chromosome 913470 T C TOFEF TNZEIRT=HDD
chromosome 965171 T C TOFEF TS EIRT=HDD
chromosome 1134950 A G ADZEFE AMZEURT=HD S
chromosome 1160048 A G ADEE AMZEURI=H 5
chromosome 1160095 A G ADEFE AW L EIRT= D
chromosome 1240248 GCCCC GCCCCC C#EA  FDIESHAZHEIREHND
chromosome 1455552 CAAAA CAAAAA AZEA  ZFOIESHAZHEIREHND
chromosome 1475721 T C TOFEF THNLZEIRT=HD D
chromosome 1752680 G A GOEFE G ZEURT=H 5
chromosome 1941380 T C TOFEE THAZHIRT-HA S
chromosome 2052955 A G ADEZE AN ZEURTI=H 5
chromosome 2054084 TC T TCHDEFE CHBHAIEOINZSEURI=N D
chromosome 2056279 A G ADFEFE AMZEURT=HD S
chromosome 2057564 T C TOFEF T L EIRT=HDS
chromosome 2058145 © T.G TIZZEE TAZERIZHA D
plasmid1 37177 G T GDFEFE G B HURZMD
plasmid1 66609 A G ADFEFE GDIFINBL>EZ LA
plasmid1 66637 C T CDFEFE TODIFSNELOEZLH D
plasmid1 66668 C T COEE TODIESMNELOEZLHA D
plasmid2 2569 CAAAAA CAAAA AZERRK  ZTODIFSHZHIREZMS
plasmid2 37805 TAAAAA TAAAA AERYR  ZODIFESHZBHEIRLEHS

HAZBEFRE
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= B (Dchromosome £ (2058133-2058144) &
. BHOEEEFFHE, @GCCCAAATTACA
W26'1 - 2;058; 145% E ELVSEEFIM /LN WIT-2ERILTV=

" File Edit View Search Terminal Help \ygo %L:@j{?ﬁljf*ﬁ%bf]%ﬁ)ﬂ:b
l Jiu@bielinux[mac share] pwd N = Fr
| “§/home/1iu/Desktop/mac_share MEVRLETNIE
st 1 U@bielinux[mac share] 1ls -1 LH* [ 5:09%% ]

-rwxrwxrwx 1 iu iu 2400619 98 10 16:52
M -rwxrwxrwx 1 iu iu 2433662 8H 30 21:22
iu@bielinux[mac share] cp LH draft.fa LH draft2.fa [ 5:094 %]
6 iu@bielinux[mac share] R -q [ 5:094 %]
> 4710
. [1] 1048576
> 4712
=H[1] 16777216
é > 4715
[1] 1073741824
> q(save="no")
@ iu@bielinux[mac share] head -2 LH draft.fa | tail -1 | cut -c 2058133-
2058144
GCCCAAATTACA
iugbielinux[ma¢ share] | [ 5:165 %]
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= B (Dchromosome £ (2058133-2058144) &
. BHOEEEFFHE, @GCCCAAATTACA
’» W26_1 - 210581 145% E ELVSEEFIM /LN WIT-2ERILTV=

= File Edit View Search Terminal Help “JOo %L:@j{?ﬁ”f*ﬁ%bf.lﬁﬁﬁ‘:b

© R MEYRLENIE I HBERIFS L

{/home/iu/Desktop/mac_share - o

el i ugbielinux[mac_share] ls -1 LH* FSQIERAT: GCCCAAATTACACY. B
-rwxrwxrwx 1 iu iu 2400619 98 10 16:52 #11% : GCCCAAATTACAT I EWLVS XXFFIE
-rwxrwxrwx 1 iu iu 2433662 88 30 21:22 k- TETED RMAREE (ELVHELER)
iu@bielinux[mac share] cp LH draft.fa LH draftzzta 1 oroore]
iu@bielinux[mac share] R -q [ 5:09% ]

> 4710

i [1] 1048576
> 4712
= [1] 16777216
é > 4715
[1] 1073741824
> q(save="no")
@ iu@bielinux[mac share] head -2 LH draft.fa | tail -1 | cut -c 2058133-
/92058144

GCCCAAATTACA
iu@bielinux[ma share] | [ 5:165%]
[ap—
chromosome 2058145 C T.G TIZCE & TINZHUREH D
plasmid1 37177 G T GODEFE G ZEUR=Hh 5
plasmid1 66609 A G ADFEFE GDIEFOINBEOEZ DR
plasmid1 66637 C T COFEFE TOIFEINELOEL DD [
plasmid1 66668 C T COFEFE TOIEF5MBELHEZ LD
plasmid2 2569 CAAAAA CAAAA AZRR  FDIEOSNZEIREHD
plasmid2 37805 TAAAAA TAAAA AZR%  ZFDIFESHBZEIRELDS
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B-rwxrwxrwx 1 iu
A - rwxrwxrwx 1 iu
iu@bielinux[mac

o> 4710
[1] 1048576
o 0> 4712
[1] 16777216
> 4715
[1] 1073741824
> ((save="no")

2058144
W GCCCAAATTACA

GCCCAAATTACA
GCCCAAATTACA
GCCCAAATTACA
,@ GCCCAAATTACA

= <u GCCCAAATTACA
*j GCCCAAATTACA
iu@bielinux[mac

iu@bielinux[mac

iu@bielinux[mac

MerepDT 7AILREGCCCAAATTACAELND X F
F|E—EL=1T2AKZRT =6, —EEFTDOEZIZX
RBH, oA TLavEDITHET. —HBERRIET
—HL=XFF| (CDIFEIXCGCCCAAATTACA) M E
13 gjgggég gg ;g g AWEARDITIZRREINS, CDIGFEIX6EFT—E
share] cp LH draft.fa A HOLERKRT DD T, 1216%&“7&_5—(

“share] R -q (XRERIZEHIETT D, Ko T, H2ERWMERIZT S

iu@bielinux[mac

share] head -2 LH draft.fa | tail -1 | cut -c 2058133-

share] grep -o GCCCAAATTACA LH draft.fa [ 5:165%#]

share] [ 5:334%]
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R | Dchromosome £ M(2058125-2058144) & B MG B E
\VAU,ZEEGS) :E; _:22(:):t45r£J§i;-z:? SlEHE ., COBETCHE—MEENAH LI LT E
* -J . I 75 X9 5D T, 20iBE LD RIS THLRIEBIRIZEHI M

File Edit View Search Terminal Help 13 = ) 1516 {%
Jiu@bielinux[mac share] pwd [ 3:134 %]
/home/iu/Desktop/mac share
iu@bielinux[mac share] 1s -1 LH* [ 3:1354 %]

S -rwxrwxrwx 1 iu iu 2400619 98 22 17:09

-rwxrwxrwx 1 iu iu 2400619 98 10 16:52

-rwxrwxrwx 1 iu iu 2433662 88 30 21:22

iu@bielinux[mac share] head -2 LH draft.fa | tail -1 | cut -c 2058125-
2058144

TCACAGCAGCCCAAATTACA

iu@bielinux[mac share] grep -o TCACAGCAGCCCAAATTACA LH draft.fa
TCACAGCAGCCCAAATTACA

TCACAGCAGCCCAAATTACA

TCACAGCAGCCCAAATTACA

TCACAGCAGCCCAAATTACA

TCACAGCAGCCCAAATTACA

TCACAGCAGCCCAAATTACA

iu@bielinux[mac share] | [ 3:1354 %]

AL
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(Mchromosome_E M (2058095-2058144) & B D15 K f
|z, COGES CTHL6ERM—HEENHI_LEE
K9 HD T, S0IEEREELVVSRITHERIEBIRZEHI BT

File Edit View Search Terminal Help 13 = 4) 15:42 %
| Jiu@bielinux[mac share] pwd [ 3:425 %]
@ /home/iu/Desktop/mac share
s 1 U@bielinux[mac share] 1s -1 LH* [ 3:425%]
E -rwxrwxrwx 1 iu iu 2400619 98 22 17:09
-rwxrwxrwx 1 iu iu 2400619 98 10 16:52
F -rwxrwxrwx 1 iu iu 2433662 8H 30 21:22 ,
S@ iu@gbielinux[mac share] head -2 LH draft.fa | tail -1 | cut -c 2058095-
Bl 2058144
‘ AGGTAAGTGTTAAACCTGGTCAATTTACAATCACAGCAGCCCAAATTACA
iu@bielinux[mac share] grep -o AGGTAAGTGTTAAACCTGGTCAATTTACAATCACAGCAG
CCCAAATTACA LH draft.fa
é AGGTAAGTGTTAAACCTGGTCAATTTACAATCACAGCAGCCCAAATTACA
AGGTAAGTGTTAAACCTGGTCAATTTACAATCACAGCAGCCCAAATTACA
AGGTAAGTGTTAAACCTGGTCAATTTACAATCACAGCAGCCCAAATTACA
AGGTAAGTGTTAAACCTGGTCAATTTACAATCACAGCAGCCCAAATTACA
AGGTAAGTGTTAAACCTGGTCAATTTACAATCACAGCAGCCCAAATTACA
AGGTAAGTGTTAAACCTGGTCAATTTACAATCACAGCAGCCCAAATTACA
iugbielinux[mac share] | [ 3:425 %]
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(Dchromosome £ M(2057855-2058144) FE B DI E
BeSlZziH . 20018 K TIXZH1=-1=H 3001 E D &
ST E—HEEN—DFTDHELST=-DT, TE
Hagiy:--Cl. TB#E . - TIELVSIXFFIERRICL-
TEEQORBOAREENIEITRBH, ChiZ &
- rwXrwXxrwx ]_ iU iU 2400619 gﬁ 10 16 (UO"CLiatl?'f@?ﬁ‘ﬁ?ﬁf%é%ﬁfﬁ%ﬁzf
rwxrwxrwx 1 iu iu 2433662 88 30 21{ LWAMBLNELD TIE>EY LN >TTZRITA
iu@bielinux[mac share] head -2 LH draft.fa | tail -1 | cut -c 2057855-
2058144
ATGCTAGTGATATTCAAAATGCATTGTTTGTGATTACGCCAGCGGCGGTTACAATTACTGCTAATGACAA
TGGTAAAGTGTACGGGACAACAGATCCAATGCTAACCGCACAGGTCAGCGGGGTCCCAACAAACGGTGAT
GCGATTAGCGCCAGTGATTACGCAGTTACGCGTGCAGCTGGAGAAAATATTGGCAACTATGACGAAACAG
TTGTTTATACTGGCGGCAATGCCAATTACAAGGTAAGTGTTAAACCTGGTCAATTTACAATCACAGCAGC
CCAAATTACA

iu@bielinux[mac share] grep -o ATGCTAGTGATATTCAAAATGCATTGTTTGTGATTACGC
CAGCGGCGGTTACAATTACTGCTAATGACAATGGTAAAGTGTACGGGACAACAGATCCAATGCTAACCGC
ACAGGTCAGCGGGGTCCCAACAAACGGTGATGCGATTAGCGCCAGTGATTACGCAGTTACGCGTGCAGCT
GGAGAAAATATTGGCAACTATGACGAAACAGTTGTTTATACTGGCGGCAATGCCAATTACAAGGTAAGTG
TTAAACCTGGTCAATTTACAATCACAGCAGCCCAAATTACA LH draft.fa
ATGCTAGTGATATTCAAAATGCATTGTTTGTGATTACGCCAGCGGCGGTTACAATTACTGCTAATGACAA
TGGTAAAGTGTACGGGACAACAGATCCAATGCTAACCGCACAGGTCAGCGGGGTCCCAACAAACGGTGAT
GCGATTAGCGCCAGTGATTACGCAGTTACGCGTGCAGCTGGAGAAAATATTGGCAACTATGACGAAACAG
el TTGTTTATACTGGCGGCAATGCCAATTACAAGGTAAGTGTTAAACCTGGTCAATTTACAATCACAGCAGC
JCCAAATTACA

iu@bielinux[mac share] | [ 3:575 %]

" A
W26-5: 30018 & T

File Edit View Search Terminal Help
~ Jiu@bielinux[mac share] 1s -1 LH*
| |-rwxrwxrwx 1 iu iu 2400619 98 22 17

HAZBREFREDEH %S 307




= B (DEmEditor (Windows FHD#&) T, QZE E &%
_ - ZE T SFEDLH draft2.faZ Bl V=LA, G
W27'1 EmEd|t0r IREDA—YVILEBENTITIHI THAIENHH

_ﬂE¥L.l5ers¥lcadnta¥Deskt-::p¥share¥LH draft2.fa - EmEditor 5. HTldBEFEABZ =TI IY G vhE:- -
SRy —" N ’

LT (H)
I STIEEIFTLENCEIVES |.@a|dvﬂﬂp >y >
| LH_draftfa
»chromosomed
A GCGTTTTTATTT T T AAGT AT T TEGGAAT TATCT GLRAGT CACAALGAT THATATACCGUGET T TATCAATAGTCAATAATTC
plasmid] b
LA A AT A G A AT A A AT A A AT TTT TAAGGACAT AGA AT GLCACAGAAGATATCAT AAGLATCAA TG
splasmid? v

GAGCAGGLLTATTACTACTACATCATTCCAAATGLGAACGGCACT TGLGARAAAACAGATCCGCGAATAGATCGTCARRATTTAAL

4

2.28 MB (2,400,619 JT- ), 7 7. Text [ 747, 14 | Edr‘ﬁan (=7 b 218)
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=
W27-2: EmEditor

_A C:¥Users¥kadota¥Desktop¥share¥LH_draft2.fa - EmEditor

DOW26-2T6EFTD—HFEE A HHEN M DT
LNBGCCCAAATTACAELNS X FFITRET 5, @
ZAIEMNIPL . BB DI chromosome_E£ 2,058,145

ZHIH=YIZHE->TWBRIELEQTHERT S

F71ILE) REE) 8BF(S)

| LH_draftfa

Fn(V)

W—ILA{T)

1 2 B (W)
D-2-HSB|lxbn-9e o orr EEE@R - Eo

~JLT(H)

> "_':l'i__.”..l' X

TTGTTTATACTGGOGGCAATGCCAATTACAAGGTAAGTGT TARACCTGGTCAATTTACAATCACAGCA

CHERLEBEEOH ()

VI ZFRFTHREUVSXERCIZ#HTIM
=S FIEER LW

IR T LIEARALB L

HA

S B Ty
| |-_-' |-_-' |-_-' |u| |u| |u| T T |u| |-_-' |u|

(A= 2 o |
wERIHZFINE): [ FEREEP) ]
GCCCAAATTACA v (3 Ca ‘

s ™
VI AZF N ZFEERITHO R

|| D EmsRsERTa -
VITAr =7 9 -k ERTHE
(I EE0pRETIW
A5 H—F0 | BAR>> |
I -FOIATOLBNSHEEE) | B |

Text |2f7, 20581454 Elfﬁm (=37 I 18)
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= B
W27-2: EmEditor

@FDED RN DRBIZHS>TNEA
ODEEIZTA—YVILHEHIDTEY

_J C:¥Users¥kadota¥Desktop¥share¥LH_draft2.fa - EmEditor

EEE™)

| LH_draftfa

J7ILE) |EE) #BFSES) FERNV)
D-2-H &P XxDoa-19e|,pry BEER @-e 2y

W=IAT) I FED(W)

~JLT(H)

TTGTTTATACTGGOGGCAATGCCAATTACAAGGTAAGTGT TARACCTGGTCAATTTACAATCACAGCA ERE A REA S "CACTA

| T EesRsEmAdsN
VI TAr =7 o =Hu 2% EET2E)
| [ EE0aBETdW)

A28 H-F0

=P OINTOIENCIRFEG)

T ERUEEEOMHE)

VI FRFTREUESIEACIEE I DM
| —HIFRTFIERIDW)

82T LERRALZL

BA

e A=)
BEIBRFIIE): | #iEtEe |
GCCCAAATTACA %% E] [ ) ‘

s ™
VI AZF N ZFHERNTBO GATERZD)

~&-

= G

| BA®>> |

|

Bl |

Text |267, 20581454 Elfﬁm (=37 I 18)
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=
W27-2: EmEditor

(Dchromosome £ 0)2,058,145%%
BD.QCETIZEEHLI=ECA

_A C:¥Users¥kadota¥Desktop¥share¥LH_draft2.fa * - EmEditor

|| LH_dratt2fa *

71IL{E) BWEE) #BEGS) FERN) YT DaoE2(W) ~JLTH)
D2 H 20|00 9o,y BEER D v 7 yn>

TTGTTTATACTGGOGGCAATGCCAATTACAAGGTAAGTGT TARACCTGGTCAATTTACAATCACAGCAGCCCARAT TACAT CACTA

Text [2f7, 205814647 | B#3E (=7 b 11S)

L

chromosome 2056279 A G ADEF AMZEURT=HD S

chromosome 2057564 T C TOEFE THAZEURF=HS

chromosome 2058145 C T.G TIZCE®E THAZHURI=HDD
plasmid1 37177 G T GDEZE G ZEURT=H S
plasmid1 66609 A G ADEFE GDIEFOINBLEZ LD
plasmid1 66637 C T CRFEFE TDIFO>NBLEZ DI
plasmid1 66668 C T CDFEFE TDIEFSIMNBLOEZ DR
plasmid2 2569 CAAAAA CAAAA AZERRK  ZFDIEOSNZEIRIEMGS
plasmid2 37805 TAAAAA TAAAA AZR%E ZFOIFESIHLZEIREHLS

HAZBREFREDEH %S
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RIF R %D FIELTDplasmid2
EMD31805FEEHDECAETRT

W27-3:37,805% E
#CHROM  POS REF ALT pakia Hi
chromosome 141598 A G ADEFE AHNSE. GH2@E=>T=h5
chromosome = 242819 T C TOFEFE THE. CH2@E=>f=h 5
chromosome 359141 T C TDEE THNZEUREHND
chromosome 463882 T G TOFEFE TH2@. GA 1A T=H5
chromosome 660031 C T CODEFE CHSE., TH2E=>1=h5
chromosome 792963 T C TDFEE THNZHURZH D
chromosome 887422 G A GDEZE G ZEURI=M 5
chromosome 913470 T C TOFEF TNZEIRT=HDD
chromosome 965171 T C TOFEF TS EIRT=HDD
chromosome 1134950 A G ADZEFE AMZEURT=HD S
chromosome 1160048 A G ADEE AMZEURI=H 5
chromosome 1160095 A G ADEFE AW L EIRT= D
chromosome 1240248 GCCCC GCCCCC C#EA  FDIESHAZHEIREHND
chromosome 1455552 CAAAA CAAAAA AZEA  ZFOIESHAZHEIREHND
chromosome 1475721 T C TOFEF THNLZEIRT=HD D
chromosome 1752680 G A GDEZE G ZEURT=H 5
chromosome 1941380 T C TOFEE THAZHIRT-HA S
chromosome 2052955 A G ADEZE AN ZEURTI=H 5
chromosome 2054084 TC T TCHDEFE CHBHAIEOINZSEURI=N D
chromosome 2056279 A G ADFEFE AMZEURT=HD S
chromosome 2057564 T C TOFEF T L EIRT=HDS
chromosome 2058145 © T.G TIZZEE TAZERIZHA D
plasmid1 37177 G T GDFEFE G B HURZMD
plasmid1 66609 A G ADFEFE GDIFINBL>EZ LA
plasmid1 66637 C T CDFEFE TODIFSNELOEZLH D
plasmid1 66668 C T COEFE TOIFSHBLoEZ VA
plasmid2 2569 CAAAAA CAAAA AZERRK  ZTODIFSHZHIREZMS
plasmid2 37805 TAAAAA TAAAA AERYR  ZODIFESHZBHEIRLEHS

HAZBEFRE

D EH 5 8[E]
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] Mplasmid2 £ D37,805F B S EMITRET R @

lasmid2 £ D (FASTARS K 774 )L C3EE DEFHIED T
W27-3 : 37,805% Ices))a\S %37794—37804%53)11%%&:\ (GGCATACCgGT)

iu@bielinux[~/Desktop/mac_share] j&ﬁ ﬁtéﬁ . @3%']_?&— ﬁl_a-%) — &E*E‘,*EE

iu@bielinux[mac_share] pwd [ 049 & ]
/home/iu/Desktop/mac share

iu@bielinux[mac share] 1s -1 LH* [ 6:4959 %]
-rwxrwxrwx 1 iu iu 2400619 98 22 17:09

-rwXxrwxrwx 1 iu iu 2400619 10 16:52

-rwxrwxrwx 1 iu iu 2433662330 21:22

iu@bielinux[mac share] head -6 LH draft.fa | tail -1 | cut -c 37794-37
804

GGCATACCGGT
iu@bielinux[mac share] grep -o GGCATACCGGT LH draft.fa | wc -1

iu@bielinux[mac share] | [ 6:504 ]

plasmidT 66668 C T COFFE TOEFOINBEEHEZUVIHID
plasmid2 2569 CAAAAA CAAAA AZRR  FDIEOSNZEIREHD
plasmid2 37805 TAAAAA TAAAA AZR% ZFDIFESHBZEIREHLDS

HAZBREFREDEH %S
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" A
W27-3:37.805%& B

) 37794-37804F& B D11IEEH
(GGCATACCGGT) T EFER

|| LH_dratt2fa *

i _A C:¥Users¥kadota¥Desktop¥share¥LH_draft2.fa * - EmEditor l o | = |_i:-?-r
J71I{E) |EE) #BFGS) FERN) YILI) DabFoW) ~ILT(H)
D-2-H| 2B~ v ,orrBEEERIG - 5 YL

CGATCARGTATATCGTCAGCAAAAACGT TARATTTACTTGTATTARATATTATGLCALATARATTAGALACTGAAGGTCAAATTCT
TCGCAA LA CAACTTCCGAATTTTCT TAAGTAATTCTTCCATTCCCCACTCT TCAALACCATGT AACAAT ACTTCTGTATCTGTT
CEE PR T AL A A AGATCGGATGACAGLGACTGT TAATGAAGLACT AACTAAGTTCCT AACCACT TTTAATGLTCLGLT LA

Text |647, 3780547 | H#E (27 b JIS)

chromosome 2056279 A G ADEF AMZEURT=HD S

chromosome 2057564 T C TOEFE THAZEURF=HS

chromosome 2058145 C T.G TIZCE®E THAZHURI=HDD
plasmid1 37177 G T GDEZE G ZEURT=H S
plasmid1 66609 A G ADEFE GDIEFOINBLEZ LD
plasmid1 66637 C T CRFEFE TDIFO>NBLEZ DI
plasmid1 66668 C T CDFEFE TDIEFSIMNBLOEZ DR
plasmid2 2569 CAAAAA CAAAA AZERRK  ZFDIEOSNZEIRIEMGS
plasmid2 37805 TAAAAA TAAAA AZR%E ZFOIFESIHLZEIREHLS

HAZBREFREDEH %S
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= A ERIZEFTTHDIE137,805FB DT
] TlE#%<, 237,806-37,810F B DHD
W27'3 - 371805% E L\*f;m\m@A’C%é;.ﬁ“l:ii%‘\ !

_A C:¥Users¥kadota¥Desktop¥share¥LH_draft2.fa * - EmEditor SR

I7OUE) BEE) BES) BRY) YoIUD) DX EIW) ALTH)
O-2~H| B xDo~-190 ,orr EEERER Q- 9w i

|| LH_dratt2fa *

CGATCARGTATATCGTCAGCAAAAACGT TARATTTACTTGTATTARATATTATGLCALATARATTAGALACTGAAGGTCAAATTCT

TCGCﬂ\f-‘a[ﬁGﬂ«[ﬁCM‘G:&ﬂ«TTTTCTTﬂ\ﬂ\GTMTTCTTCCﬂ\TTCCCCﬂ«CTCTTCMMCCI—‘«TGTMCMT!—‘«CTTCTGTMCTGTT

I_L\
CEE PRI T AL A A AGATCGGATGACAGLGACTGT TAATGAAGLACT AACT AAGTTCCT AACCACT TTTAATGLTCOGLT LA

Text |647, 3780547 | H#E (27 b JIS)

chromosome 2056279

A G ADFEFE AMZEURT=HD S
chromosome 2057564 T C TOEFE THAZEURF=HS
chromosome 2058145 C T.G TIZCE®E THAZHURI=HDD
plasmid1 37177 G T GDEZE G ZEURT=H S
plasmid1 66609 A G ADEFE GDIEFOINBLEZ LD
plasmid1 66637 C T CRFEFE TDIFO>NBLEZ DI
plasmid1 66668 C T CDFEFE TDIEFSIMNBLOEZ DR
plasmid2 2569 CAAAAA CAAAA AZERRK  ZFDIEOSNZEIRIEMGS
plasmid2 37805 TAAAAA TAAAA AZR%E ZFOIFESIHAZEIREHLS
BAIBEY S E8H E8E 315




or

= B DAZE1DHIBRLI=& DIKRE

W27-3:37.805%& B

_A C:¥Users¥kadota¥Desktop¥share¥LH_draft2.fa * - EmEditor l = | & |-?-?-J

F7MILE) WEE) #BF(E) F|RN) YILT) DarBEo(W) ~LTF(H)
O~ W2 B D a1 o»pBEEERN D~ & @ » iy, »

|| LH_dratt2fa *

CGATCARGTATATCGTCAGCAAAAACGT TARATTTACTTGTATTARATATTATGLCALATARATTAGALACTGAAGGTCAAATTCT

TCGCMCGMCﬂ"ﬁGMTTTTCTTMGTMTTCTTCCﬁhTTCCCC:&CTCTTCMMCCf-‘aTGTMCMTMTTCTGT!—‘«TCTGTT

A
GBGCATACCERTTEAAAGATOOGATGACAGCGACTGTTAATGAAGCACTARCTAAGT TCCTARCCACTTTTAATGGTCCGGTGCAC

Text |6f7, 3780645 | H#E (=7 b JIS)

chromosome 2056279

A G ADFEFE AMZEURT=HD S
chromosome 2057564 T C TOEFE THAZEURF=HS
chromosome 2058145 C T.G TIZCE®E THAZHURI=HDD

plasmid1 37177 G T GDEZE G ZEURT=H S
plasmid1 66609 A G ADEFE GDIEFOINBLEZ LD
plasmid1 66637 C T CRFEFE TDIFO>NBLEZ DI
plasmid1 66668 C T CDFEFE TDIEFSIMNBLOEZ DR
plasmid2 2569 CAAAAA CAAAA AZERRK  ZFDIEOSNZEIRIEMGS
plasmid2 37805 TAAAAA TAAAA AZR%E ZFOIFESIHLZEIREHLDS
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W27-4:2.569% B

'r
A C:¥Users¥k

adota¥Desktop¥share¥LH_draft2.fa * - EmEditor

DRI1E2569%F 8 . BEHE QLTI 8H) 1L
WS EICZIXEKREFLGIZLA., SED K543
B2 51| (3 contigs) LWVGEWLNEEIZIE., FERBIZ(E
MEHELHDHD TN, DFRE. Qv T

I74IUF) (S) FR(Y) YIUT) DAZEOW) ALT(H)
BRa>8d FTICET (V) Alt+Backspace, Ctri+z B @ @ | & ~ « SN ST
|4 LHdraft2fal  ©OEUR) Ctri+Y
IOED(T) Shift+Delete, Ctrl+X |
CGATCAAGTA 2P—(0) Ctri+C, Chrl+Insert TGCCAAATAAATTAGAAACTGAAGGTCAAATTCT
TCGCAACGAC -ﬁﬁ;“’,‘?("), Ctri+V, Shift+Insert [T TCAAMACCATGTAACAATACTTCTGTATCTGTT
SIAfEEIE—(Q)
GGGCATACCC AlR(L) Shift+Backspace, Delete  [TAAGTTCCTAACCACTTTTAATGGTCCGGTGCAC
FTATERA) Ctri+A
¢ | ) 0% 30— b
) 0% ml
sS=lRIBIE(Y
EIREEOZHR(S) v
BEREE(N) >
plasmid1 66668  C T COFEE TOIESIHNEL>EZ LA
plasmid2 2569 CAAAAA CAAAA AZERRK  ZFDIEOSNZEIRIEMGS
plasmid2 37805 TAAAAA TAAAA AZR%E ZFOIFESIHLZEIREHLS
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" A
W27-4:2.569% B

SHRELTLSDI(E, Omulti-FASTARE KX D
LH_draft2.fa, CALD3Z B DECZH Hiplasmid27i D T
. @617, @2569#TBIZ@D v TINILEKN, ®E

r_j C:¥Users¥kadota¥Desktop¥share¥LH_draft2.fa * - EmEditg BIDIGAICHA—VILHBBEL TSI ENDHMND

71IE) R/EE) 8BFGE) FRN) YT D

ir IR

|| LH_dratt2fa *

SEAW)  ALF(H)
P EEE@AE W R

GAAGTTAATTGTTCACGGATTGLATCTACAGACATAGCTTGATCATCT TGATAACTCTTTGCT TTGLCAAGAGCATTTTTATCCCA
Tf-‘aMCTTMGﬂ«[ﬁMTTﬂ\CCTC:&TCﬁlTCGTCﬂ\CGﬂ\ﬂ«GﬂaTﬂ«Wﬂﬂ«TGGCTTGﬂ«f-‘«GTTGTGGGCGGGCﬁaGCﬁnTTTTTTCCﬂ«GMﬁ
AACGTTGGATALAAAATCTCTTTCALAAATGGCT GAAGACCA ZAA AR ACAT ATATTGATCAACATGAATTTTTTGAGAGTATGAAL

q [0 ) | 2 [t |
I S AT T0: () Lo |

chromosome 2056279 A G ADEE ADNB R AN | © 2569 ET
chromosome 2057564 T C TOEFE TS EUR=MY |
chromosome 2058145 C TG TIZZE®E TAZHRE A | VEREERO

plasmid1 37177 G T GDEZE G ZEUIRT=HV

plasmid1 66609 A G ADEFE GOIEFEIABEHES N ITEs

plasmid1 66637 C T CRFEFE TDIFO>NBLEZ DI

plasmid1 66668 C T CDFEFE TODIFO5NBELHEZ LD

plasmid2 2569 CAAAAA CAAAA AZERRK  ZFDIEOSNZEIRIEMGS

plasmid2 37805 TAAAAA TAAAA AZR%E ZFOIFESIHLZEIREHLS
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GAAGTTAATTGTTCACGGATTGLATCTACAGACATAGCTTGATCATCT TGATAACTCTTTGCT TTGLCAAGAGCATTTTTATCCCA
TMﬂ\CTTMGﬂ\CMTTﬂ\CCTCﬁhTCﬁlTCGTCﬂaCGﬂ\ﬂ«GﬂaTﬂ«ﬁaTwGGCTTGﬂ«f-‘«GTTGTGGGCGGGCﬁaGCﬂTTTTTTCCﬁ«GﬁM
AACGTTGLATAAALAATCTCTTTCAAAAATGGCTGAAGACCACARLACATATATTGATCARCATGAATTTTTTGAGAGTATGAACA

4 I
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chromosome 2056279

1.

A G ADFEFE AMZEURT=HD S
chromosome 2057564 T C TOEFE THAZEURF=HS
chromosome 2058145 C T.G TIZCE®E THAZHURI=HDD

plasmid1 37177 G T GDEZE G ZEURT=H S
plasmid1 66609 A G ADEFE GDIEFOINBLEZ LD
plasmid1 66637 C T CRFEFE TDIFO>NBLEZ DI
plasmid1 66668 C T CDFEFE TDIEFSIMNBLOEZ DR
plasmid2 2569 CAAAAA CAAAA AERRK  ZFDIEOSNZEIRIEMGS
plasmid2 37805 TAAAAA TAAAA AZR%E ZFOIFESIHAZEIREHLS
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#CHROM __ POS REF ALT it
chromosome 141598 A G ADFEE ADLSE., I Er—or—77—s
chromosome 242819 T C TOFEE THTE. CHA2@EZo>1=Hh5
chromosome 359141 T C TOEZE THAZEURIEDD
chromosome 463882 T G TOFEFE TH2E. GH1EE-T=H5
chromosome 660031 C T CDEFE CH8{E. TH2E=>1=-H5
chromosome 792963 T C TOEZE THAZHEUR=H5
chromosome 887422 G A GOEFE GO ZEURT=M 5
chromosome 913470 T C TOFEFE THZEURF=HS
chromosome 965171 T C TOEFE TS HURZH D
chromosome 1134950 A G ADEZE ADZEURT= DD
chromosome 1160048 A G ADEFE A ZEUIRT=Hh D
chromoso 1160095 A G ADEFE A ZEURT=HV S
chromoso 1240248 GCCCC GCCCCC C#%iEA ZFODIESAZEIRE=HD
chromosoméd/ 1455552 CAAAA CAAAAA AZEA  ZFOIESHNZEIREHDS
chromosome 1475721 T C TOFEFE TS EUR-HD
chromosome 1752680 G A GDEZE GO ZHURT=D D
chromosome 1941380 T C TOEFE THNZEUREHD
chromosome 2052955 A G ADFEF ADZEURT=DN S
chromosome 2054084 TC T TCOEFE CHBHBIIOSMNZEIRI=H D
chromosome 2056279 A G ADEZE ADZEURT=DD
chromosome 2057564 T C TOEFE THAZEURF=HS
chromosome 2058145 C T.G TIZZE = TNZEIRIZM DS
plasmid1 37177 G T GDEZE G ZEURT=H S
plasmid1 66609 A G ADEFE GDIEFOINBLEZ LD
plasmid1 66637 C T CRFEFE TDIFO>NBLEZ DI
plasmid? 66668 C T COEE TOIFSNELHEZ NI
plasmid2 2569 CAAAAA CAAAA AZERRK  ZFDIEOSNZEIRIEMGS
plasmid2 37805 TAAAAA TAAAA AZR%E ZFOIFESIHLZEIREHLS
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#CHROM __ POS REF ALT F &t \ Bl BOTNICKESNDZEITHELE=D
chromosome 141598 A G AO);; A£‘51ﬂ§|~ Gg‘LiE}_ J;L_g-o
_chromasome 242819 T C TD THAT{E. CHA2{E = oT=H5
(o7 B TOEFE TINSHORE DS
TOFE  TH2E. GH AR F= 1D
5 00): H(©: o | COFEE  ChH8fE, THO2ETZS7- b
S TDFEE THAZERFZH S
2 124029 | [ el GDEF G BHRED D
- TOEE TABEGRIEAD
VIERIRERQD TDEE THAZEURIEDD
ADEE AMZEURIZHD S
“Chromosome TTbUU43 A G ADEZE AMZEURTED S
chromoso 1160095 A G ADEFE A ZEURT=HV S
chromoso 1240248 GCCCC GCCCCC C#%iEA FODIESNZHEHIRE=END
chromosoméd/ 1455552 CAAAA CAAAAA AZEA  ZFOIESHNZEIREHDS
chromosome 1475721 T C Td)ii Tg‘gi%}[ﬁ;:é‘%
chromosome 1752680 G A G GO ZHUIR T2 \
chromosome 1941380 T C TOEE TAZHERH v 7 L2 [
chromosome 2052955 A G ADFEF ADNZ BUIRT
chromosome 2054084 TC T TCO);; Cbﬁ%?ﬁ[“?ﬁgigfi T00: 17(0): | oK |
chromosome 2056279 A G AD AN 2 HUIk 145555 T
chromosome 2057564 T C TOEFE THZHIRT - 2 ’MJ
chromosome 2058145 C T.G TIZZEE TSR | 7RI EE)
plasmid1 37177 G T GDEFE GMBHEORA| —
plasmid1 66609 A G ADEE GDIFSABLOE
plasmid1 66637 C T CRFEFE TDIFO>NBLEZ DD
plasmid1 66668 C T CDFEFE TODIFO5NBELHEZ LD
plasmid2 2569 CAAAAA CAAAA AZERRK  ZFDIEOSNZEIRIEMGS
plasmid2 37805 TAAAAA TAAAA AZR%E ZFOIFESIHLZEIREHLS
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