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Retrieve Sequence

From the Internet
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Retrieve Sequence

From the Internet

[l —_—
PUC18 - Nudleotide -NCBI | | puc18.seq == NCBl Resources ™ How To

S NCBl  Resource How To (I

Nucleotide Nucleotide  |v|
Nucleotide [Nucleotide v||puc18] Advanced
Create alert Advanced
. GenBank ~ 2 Send to: -
Species Summary~ 20 per page~ Sort by Default order = 3
Animals (1,488) 3w Destination
Plants (85) g . N PR
Fungi (24 send! Synthetic construct DNA, plasmid ve OClipboar

Protists (35,172) OCollections OAnalysis

Bacteria (110 including artificial sequence
Archaea (10) Items: 1 to 20 of 37117 .
Viruses (14) GenBank: LC129268.1 Download 1 items.
i Page [1  of 1856 Next> La : o

Customize .. o ) g l__ FASTA Graphics Item in clipboard 4
Molecule types Found 1095728 nucleotide sequenc Nucleotide (37117) EST
genomic DNA/RNA (994156) G Go o

; ; 0 to:

@7.004) . . ) . | — © Show GI ]
MRNA (9,884) O nthetic construct DNA, plasmig/vector pUC18 including arti
Customize ... 1. sequence LOCUS LC12%268 2808 bp DNE linear Create File

i i DEFINITION Synthetic construct DNA, plasmid wector pUC1l8 ineclu

Source 2,808 bp linear other-genetic
databases sequence.
INSDC (GenBank) Accession: LC129268.1 Gl: 1007892994 ACCESSION | Le129768

(19,805) GenBank FASTA Graphics S . -
RefSeq (17.302) —_— VERSION LC1298268.1
Customize ... . . . . ) EKEEYWORDS

L) {multiple cloning site} [bacteriophage lambda, bacteriophage | __ synthetic construct

Genetic 2. i ; ; : b B ’ T
compartments M13mp18, pUC18, Escherichia coli, Plasmid Synthetic ORGANISM synthetic comstruct
C|.1|0F0D|351.'34:'. . Recombinant, 46 nt] other seguences; artificial seguences.
E‘;Z:;”gg‘;[‘ (7 46 bp linear other-genetic REFERERCE 1
PIaStid{4.] ) Accession: S38358.1 Gl 1679894 LUTHCRS Takahashi, M., Eita,¥., Mizuno,A. and Goto-Yamamoto,N.

TITLE Evaluation of method bkbias in bacterial community analysis

| \:;' | https:/fwww.nebinlm.nih.gov/nuccore/?term=pUC18

_ : \:g' | https:/fwww.ncbinim.nih.gov/nuccore/LC129268.1




Retfrieve Seqg

From the Internet

File Download

Do you want to open or save this file?

MName: sequence.gb
\_—| Type: Unknown File Type

From: www.nchi.nlm.nih.gov 1

TR AT

While files from the Internet can be useful. some files can potentially harm
your computer. f you do nottrust the source, do not open or save this file.
What's the risk?

Save As Download complete

1 & ? ThisPC > Downloads v O Search Downloads

«'P%
=
2i|e§ame: ‘ puci8.seq| ) Download Complete

Save as type: | GB File

sequence.gb from www.ncbi.nlm.nih.gov

Downloaded: 483KBin1sec
Download to: C\Users\ling\Downloads\puc18.seq
Transfer rate: 4 83 KB/Sec

[ ]Close this dialog box when download completes:

~ Browse Folders Cancel Open folder




Retrieve Sequence

From the Internet

s DMAMAN - [puc18.seq] — O 4

Sequence Protein & Database View Style - f@' - X
B % Paragraph ~ 2] Options £i® Load Seq File ~ \%’ mmisE=E 28 R = ® @
I i I= Align to Left ¢ SEQ ¥ Define Seq v 3 THT ek 9. REaz [0J O] .
u Select *gd New Object... ~ mTranslation Restriction 4 = Custom Restriction @ Settings

All™ Analysis Command Enzyme
Clipboard Editing Quick Analysis Information

Channel -+ | | pucis.seq
= LCl1292&8 2808 bp DNHA linear S5¥YN 19-MAR-2016
I [] Synthetic construct DHA, plasmid vector pUCl8 including artificial
sequence.
= All Channels ACCESSICH LClz3%2&68
=™ Channel 1: LC1292€ | vErsTON LC129268.1
34 Len=2808 From | FEYWORDS .
SCURCE synthetic construct
& 1“2808[50urce] ORGRANISM =ynthetic construct
@ 439,560 [misc_fl other sequences; artificial sequences.
_ q a
"% Channel 2: Empty | | REFERENCE 2 ) i )
. AUTHCRS Takahashi,M., Kita,Y., Mizuno,A. and Goto-Yamamoto,MN.
u ChannEIS:Enﬁpty TITLE Evaluation of method bias in bacterial community analysis
*= Channel 4: Empty JOURNAL  Unpublished
REFERENCE 2 (bases 1 to 2808)
-[I .
% Channel 5: Empty AUTHORS  Takahashi,M. and Goto-Yamamoto,N.
"2 Channel 6: Empty TITLE Direct Submission
lg Channel?:Enﬁpty JOURMAL Submitted (03-MAR-2016) Contact:Masayuki Takahashi National
e X Research Institute of Brewing, Technology Development Research
5 Channel 8: Empty Division; 3-7-1 Kagamivama, Higashi-hiroshima, Hiroshima 739-0046,
"2 Channel 9: Empty Japan URL :http://www.nrib.go.jp/index.html
Lo Channel 10: Empty FELTURES iocfg;gn/Quallflers
. .2808
.G Channe|11:Enﬁpty forganism="synthetic construct"
i} Channel 12: Empty /mol_type="other DNA"
LI . fdb_xref="taxon:32630"
= Channel13.Ernpty /note="plasmid wvector pUCl8 including artificial sequence™
"2 Channel 14: Empty misc_feature 439..560
lg Channel15:En1pty /note="internal standard DNA for gquantification of
microbial rDNA& using guantitatiwve PCR™

*= Channel 16: Empty (| orrern

.I: Channel 17: Emp‘ty cgcgcgttt cggtgatgac ggtgaaaacc toctgacacat gcagctcoccocg gagacggtcoa
L Channel 18: Empty fl Cagcttgtct Jraagcggat goccgggagca Jgacaagoccg Toagggogocd Toagogggty
n= 121 ttggogoorty Togoggoctgy CLTAaactaty cggcatcaga gocagattgra crtgagagtgc

3 Channel 19: Empty 181 accatatgcocg gtgtgazata cogcacagat gogtaaggag aaaataccgc atcaggogec
'ﬂ ChannelED:Enﬁpty 241 attcgocatt caggotgogc aactgttggg aagggcocgatc gogtgocgggoc tottogotat
< > 301 tacgcoccagct ggcgaiaggy goatgtgctg caaggogatt aagttgggta acgocagogt
36l tttccoccagtc acgacgttgt aaaacgacgg ccagtgocaa gottgocatgo ctgcaggtog
Log-c...| Chan..| Data.. File 421 actctagagy atcocccggaa ctaatacgac tcactatagg gtocgatcott cogaggtoto

B e e T e T

G =2 | '}':g' | https:/fwww.ncbi.nlm.nih.gov/nuccore/LC129268.1

Channel 1:DNA LC129268 2808bp
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DNAMAN Seqguence
Format

DNAMAN uses simplified GenBank Format
GenBank file is automatically recognized in DNAMAN

“FEATURES” in GenBank file are parsed out as
annotations in DNAMAN

Sequence contents begin after Keyword “ORIGIN”

Sequence name is labeled after keyword “Locus” or
“Seq”

Keywords “REFERENCES” and “SOURCES"” can be
stored in sequence databases, bit not used in
Sequence Analysis



Enter Custom Sequence

DNAMAN - DNAMANG

Sequence Protein & Database View

RA P E- : T ol
: H Q j = - o %, =T
u

Select nad Sequence Restriction =
o - Pibd -
“a0 141 Al # from Selectior R Analysis

Clipboard Editing Quick Analysis

Paste _
-

Channel | DNAMANS

& E
=2 All Channels <
=" Channel 1: DNAMA
-5 Channel 2: Empty
™% Channel 3: Empty
™% Channel 4: Empty
--®% Channel 5: Empty
™= Channel 6: Empty
™5 Channel 7: Empty
™5 Channel 8: Empty
™% Channel 9: Empty
™% Channel 10: Empty
™% Channel 11: Empty
--®3 Channel 12; Empty
--™= Channel 13: Empty
™5 Channel 14: Empty
™5 Channel 15: Empty
-5 Channel 16: Empty
-5 Channel 17: Emp

N AGCATCGAC




Load Existing Sequence

From File | Open menu

» Click File | Open menu

» Browse the computer to find sequence files
» Click the file to open
>

DNAMAN loads automatically the sequence to channel for
analysis

From File Control

» Click the File tab in Sequence Controls on the left of workspace
» Browse the computer directly from the File control

» Click the file to open
>

DNAMAN loads automatically the sequence to channel for
analysis



Analysis Definition

% . ¥ DMNAMAN - [puci8.seq]
Ny

o Home Sequence Protein & Database View

- v Sl - r= Fils .. R &
% BARAA [ 23 =) - ‘3%’ iz 24
rpa = B =i €. R
Paste - Font Select pad Seq e wMe Restriction = Custom Restriction
X Delete g a : b ~ -
v 4 A O s 14 All¥ ﬂ om Selectic Analysis “ Command Enzyme
Clipboard Editing Quick Analysis In|
Channel 0 x | ¥|puciB.seq
B LOCTOs LCi1259268 2808 bp DHAE linear 5Y¥YN 19-MAR-Z
I Ij DEFINITICH Synthetic construct DNA, plasmid wvector pUCl8 including artifici
=8 All Chanfels A e =L
- AR i Analysis Definition D 2 X

& 1..2808 [sour Marna

¢ 433.560 [mi: Analysis Region

...... L} . .
3 Channel 2: Empi Update Ends S 1 |TCGCGCG'I_I_I' To | CoCTTTOGTC |2303 Fotate Origin
------ ®= Channel 3: Empi

------ ®= Channel 4: Empi |~ Annotations

Length 2808 [ Circular DNA Mot DNA ‘ ResetSequencePositiDns‘

______ % Channel 5: Empi Tatal:z Add ‘ Remove ‘ Clear | Impart gff ‘ Expart gff ‘ Expart Seq ‘
...... it :
= Channel b: Emp1 ID Source Iype Start End Score Strand | Phase |Attributes
""" ™ Channel 7: Emp1 | . 21 [misc... 439 [BACTAA] 560 [GGCCGG] . + . internal s...
------ *= Channel 8: Empi | . syntheti... 23 [source] 1 [TCGCGC] 2808 [TICGIC] . + . plasmid ve...

------ ®= Channel 9: Empi
------ ®= Channel 10: Emg
------ ®% Channel 11: Emj
------ ™ Channel 12: Emy
------ ™ Channel 13: Emy
------ ™% Channel 14: Emj

< >
------ ®= Channel 15: Emg
------ ®= Channel 16: Emg oK. Cancel
------ .I: Channel 17: Em[ W T togogogitt cggtgatgac ggbgaaaace tobgacacat goagobcoog gagacggooa
< > 61 cagcttgbct gtaagoggat gocgggagca gacaagoccg tcagggogoy tcagogggtg
121 ttgogcgootg tcgggoctol cttaactatg cggcatcaga gcocagattota ctgagagtgco hd
Log-c... | Chan..| Data.. File < >
G &] 3;;'| https:/fwww.nchi.nlm.nih.gov/nuccore/LC129268.1 j

Ready Channel 1:DNA LC129268 2808bp




Analysis Definition

B | Analysis Definition

2 3 5 8
NamO Length 2ana [ Circular DA, Feset Sequence Fositions
=" ~— -

Analysis Region

Update Ends Fram _1 < 1 |TCGCGCGTTT Tao CCCTTTCGTC |ZBDD Rotate Dngm

Annotations 7
Total:2 Remowe Clear ( Impart gff Export gft Exportzeq | ) 8

ID Source Start Score Strand | Phase Attributes

. 21 [mi=sc... 3 [ ] (1 | ] . + . internal =...
syntheti... 23 [=zource] 1 [TCGCGC] 2808 [TTCGIC] . + . plasmid ve...




Work with other Sequence

Formarts

DNAMAN Reads Files
» GenBank

» FASTA (Single and multiple
alignment)

Trace files: ABI and SCF

GFF3

GCG multiple alignment (ain)
GDE multiple alignment
CLUSTAL multiple alignment
NBRF multiple alignment
PHYLIP multiple alignment
MEGA mulfiple alignment

vV Vv v vVvvVvYvVvyyYy

DNAMAN Exports Files

>

vV v v v VvV Vv

FASTA (Single and multiple
alignment)

GFF3

GCG mulfiple alignment
GDE multiple alignment
CLUSTAL multiple alignment
NBRF mulfiple alignment
PHYLIP multiple alignment



Show/Convert Sequence

l DMAMAN - [Double_Strand_LC129268]
tein & Database View

Shrla = (@1~

=) : _/" v A Blastp RF1 ~ Ji{_‘, sm= e ‘x, - -

’ - o —— o

SEQF Y Deine T #7 N TBiastn RF1 - =~ A TS= m ATA ©@ X
Load S Random || Blastn _. . SIRNA d - Seq Align ) Seq Enzyme @ -

File ™ hd hd Fold Multiple >~ Assembly Cut ™~

Sequence Data Search Structure & Comparison Restriction Analysis
Channel . X '-'-‘"| pucld.seq '-'-"| Double_@j_LClZQZGS
"

BE ' B | Display Sequence
=8 All Channels A
=" Channel 1: LC12
3 Len=2808 Fr

- § 1.2808 [sour
------- % 439.560 [mis
------ ®% Channel 2: Empi [ Complement Sequence
------ ®= Channel 3: Empi
------ ®= Channel 4; Empi
------ ®% Channel 5: Empi
------ *% Channel 6: Empi
------ ™ Channel 7: Empi
------ ™ Channel 8 Empi

------ ™% Channel 9: Empi 4
------ ®= Channel 10; Emj
------ ®% Channel 11: Emj ﬁ
------ ®% Channel 12: Emj
------ ™ Channel 13: Emy
------ ™ Channel 14: Emj
------ ™% Channel 15: Emj
------ ®= Channel 16; Emj
------ ®= Channel 17: Emp v
z >

Annotations

" Include Wimisc_feature
source

(" Lowercase

(@ Only 6

(" Exclude

equence & Composnk

Reverse Complement Seq

[ Reverse Sequence

[v' Double Stranded Sequenc

FMNA Seqguence

Log-c...|Chan..| Data.. File <
G E] \"';' | https:/fwww.nchi.nlm.nih.gov/nuccore/LC129268.1

Ready Channel 1:DNA LC129268 2808bp



Show/Convert Sequence
Display Results

= - ) » DNAMAN - [Double_Strand_LC129268]

®

Home Sequence Protein & Database View Style - @' - X

@ Display - v & Blastp RF1 ~ %@ ':-“f ¥ X @r To B D
SEQ D peine T & TBlastn RF1 ~ = 0 m 2V ©@ g W go-"F
Load Seq Random || Blastn ¥ Blastp Pro ~ - Seq Align -~ Seq Enzyme ) Oligo PCR
File ¥ R R ' Fold Multiple >~ Assembly Cut ™~ Seq™ Primer
Sequence Data Search Structure & Comparison Restriction Analysis Primer

Channel g % | 7| pucidseg | Double_Strand_LC129268

=S 1 AACTAATACG ACTCACTATA GEGTCCGATC TTCCGAGGTC TCATATCGAT CGGTAGGGCA
TTGATTATGC TGAGTGATAT CCCAGGCTAG AAGGCTCCAG AGTATAGCTA GCCATCCCGT
=-E8 All Channels ~

E'E! Channel 1: LC12 TCTAATGGCT TCGGAGITCA AGGGCTATAT TCGCCATGTC AGATTTGIAT GCCAAAGGCC

3 Len=2808 Fn AGATTACCGA AGCCTCAAGT TCCCGATATA AGCGGTACAG TCTARACATA CGGTTTCCGG

® 1..2808 [sour ce
® 439.560 [mis cc

® Channel 2: Empi
™% Channel 3: Empi
*= Channel 4; Empt
®= Channel 5: Empi
®% Channel 6: Empi
™ Channel 7: Empi
™ Channel 8 Empi
™% Channel 9: Empi
®= Channel 10; Emg
®= Channel 11: Emy
®% Channel 12: Emj
™ Channel 13: Emg
® Channel 14: Emy
™% Channel 15: Emg
®= Channel 16: Emg
®= Channel 17: Emp v
< >

Log-c... | Chan..| Data.. File <

G ] xr‘;'| https:/fwww.nchi.nlm.nih.gov/nuccore/LC129268.1
Ready Channel 1:DNA LC129268




Random Sequence

[~ = I DNAMAN - [puci18.seq]
I I
~—— Home in & Database View

@ Displa sy A Blastp RF1 ~ - t%r:, e== "" ‘x, ¥ X
D == oafa o £

SEQ P pefin & TBlastn RF1 =~ w
Load Seq Blastn . SRNA Seq Align @) Seq Enzyme @) -
File ™ hd v Fold Multiple ™ Assembly Cut ™
Segquence B Search Structure & Comparison Restriction Analysis
Channel 0% |®lpuctBsea Q
=NE| B @Qdom Sequence Generaj@

All Channels A
= 'ES Channel 1: LC12
&3 Len=2808 Fr 4

% 1.2808 [sour

e 439,500 [mi:
------ ®= Channel 2: Empi
------ ®% Channel 3: Empi
------ "5 Channel 4 Empi
------ ™ Channel 5: Empi
------ ™% Channel 6: Empi
------ ®= Channel 7: Empi
------ ®= Channel 8 Empi
------ ®% Channel 9: Empi
------ ™5 Channel 10: Emg

------ ®= Channel 11: Emy oK | Cancel |

------ ™% Channel 12: Emj

...... Lyt :

JChanne|13'En“ /note="plasmid wvector pUCl8 including artificial sequence™
------ ®= Channel 14: Emj misc_feature 439..560
...... "[: Channel 15: Em[ /note="internal standard DNA for guantification of
microbial rDWNA using gquantitative PCR"

(=

Sequence Type
® DMNA  ( Protein

agment Size

Feguired Compasition sequence template

A

------ "= Channel 16: Emg ORIGIN
------ ™ Channel 17: Em v 1 tcgocgcgttt cggtgatgac gotgaaaacc LCLOacacat gcagctcccg gagacggtca
< > 61 cagcttgtct gtaagoggat gocgggagca gacaagoccg tCaggocgog tcagogggtg
121 ttgoogggty toggggctgo cttaactatg cggocatcaga goagattgta ctgagagtoco v

Log-c...| Chan..| Data.. File rd

G &] \:\;' | https:/fwww.nchi.nlm.nih.gov/nuccore/LC129268.1 ﬂ
Ready Channel 1:DNA LC129268 2808bp

W




Random Sequence

DNAMAN - [Randomized_LC129268]

Jﬂﬂein & Database View

(=] Ooisplay - v A Blastp RF1 ~ - gir_‘, 7] ¥ %, ¥ X
SEQ D Define — ¥ %7 7 TBiastn RE1 - S- P == mm o ave ©® X

-
Load Seq Blastn s . _ SIRNA - Seq Align @) Seq Enzyme o -
File ¥ v - Fold Multiple ™ Assembly Cut ™~
Sequenceza 3 Seard Structure & Comparison Restriction Analysis
Channel I '-'-“|puc18.seq W
= EI |:L ATCCTECCCG TTTGCTTACC GIGCACGTCC CATAGTATIC TGCAGACTGA CAATCGTCT
& All Channels ~1| 61 CTGTTRAGCT TTGCARGGAT CTGCAACTGG GTTCARATCT TTTCCCTTTG RACTCTCTC
121 AGACCCTACG CTTCTGTCAC GRATACGACA TCTCACTCTA GGTATCTCGR AGAARGARN
&-*= Channel 1: LC12 181 GATGCGGTCT ATAATARCAR cnceré%ﬂ GTAAAATCTG TACGTGGCAG TTICTTARAG
3 Len=2808 Fr 241 GGTGGTTCAT CCTRAAGCGTA GRATTCATGG CACATATCAR GARACATTGG ATACCACAR
301 CTGCGGCCGG TGAACTAAGG CTGCCTGICG GGAGAAGCGC AAAGGACGAT CGTTGAATC
® 1..2808 [sour 361 GGCGGGGRAG GGGCCCAGCT GCATRATCTG AGATCTGAGR TACTCCGGTT CCATICTIG
% 439.560 [mi¢ 421 TACTCGTAGC GACTGAGGGR TGIGGCTGCG GACATAATTA CTGGITTGCA GCCATTARG
______ *2 Channel 2: Empi 481 ATAGATCGTG TAGTCATTTT ABAGRAGTAT GCTGAGGATA CTCGGABAGG GTCTCAGTC
541 CCGGATGGTT AGGACAGGAC TCTGCCCGAR GGTTCCARAC CGCACATGCC CGAGRATCT
""" "% Channel 3: Empl 601 GTTCGTAGAG TCTCGAAGCA CGCGTATTGA TCTCACATGG CGCACACAGA TTACGGATC
...... ™% Channel 4: Empt 661 TTCCAGCGAC TCCGTAGGTT ACTATGGCGA CGCCATGCCA GCACCACAGT CCAGCCGTC
______ *= Channel 5: Empi 721 TTACTGGATC GAGCCTRAGC GCGTCCTGAC ACTGTGTCTT TGACCARCAC GATGETCCGC
781 CCGACCATGA CTTAGARAGT GCGARACCTG CACTCGGCTA TGTCAGTTAC TGATTGAATC
------ * Channel 6: Emp1 841 ATACAAGTITT ATGGGCTAAT GTAATITIGC CCCCAACGTC AGGTGCGATA AGGCAATTGA
...... ®= Channel 7: Emp 201 GATGGCGAAC TCRACAGGCT ARCGTCARAT GCTICGCCCCC TCTTCGGAGT CICTICTICG
- . 961 CCGTCGCTAT GACCGAGATC CTAGGCCGGG CGATTAGACC CCATGATTTA CGGAGTTAGC
""" 4 Channel 8: Empt 1021 TCTATGGCAR TCCTAGTCCC GCATGAGTTA GTGCGCTCTG GTARACCGGG ATAGGACAAT
------ "= Channel 9: Empi 1081 AGGAGGCTCA TTCATTTGCC GRACGAAGCC AATTTCCAAC AGGTAAACTC TCTTTGCTTT
______ *2 Channel 10: Emj 1141 TCCGGGAGRAR CTTCGAGGTG CTTAGGGGAR AATATGCCCG GTCCGCCGCR CAGGGTTAGG
1201 GCCGAGGGAG CCCTGCCCGC CTTCAGTTGT TAACAGTTAG ACGAGCACTT CTCCATCTAG
""" "= Channel 11: Emy 1261 TCGGCTTACE ACAGCCCGCC AGITARATTC TGCCACTCIG CGCCICICAC CGCGAGGITA
...... ™= Channel 12: Emg 1321 ALGCGTAACC GTATTACTCG TGCGGAAGCC TTCTGATTAR GGAACCCCCT TTGTGTGCCG
______ ™= Channel 13: Em; 1381 TGTTCTCGTG ACTAGAGGAR CCCTCTCTGA TTAATCCTGG GCCTTTGAAC AGACCGTGCC
: 1441 CCGACCGGGT ACRRRATART GITACTCGCC TGGGTTACCG ACGTCAATAG GGCTCCGITA
------ " Channel 14: Emy 1501 GCARAGTCAR GAGTACTARR CACAGCGRAT ATTGAGATCT CATTCAGTAG TCTCRAGCAG
...... ®= Channel 15: Emy 1561 TATTATTGIC GTTATCGGAC GATAGAATGC GGGAAATGCG GCGGGGTTAC CGCAGCGGGG
______ . . 1621 TTCTTGTCAR ATGACCGGTT ATCATTTRAG TACGCTCGRA TAGTATGCCAR GACTIGITIG
4 Channel 16: Emg 1681 CTCCACGCAG TGATGGGCGC GGGAGCAGCG CAACATGTAC CGGTGGTGTG GACACAACCA
------ "= Channel 17: Emp » | | 1741 GTRACATAGG GTCTGGTACC CGTACTGITT GAAGTITTAC CCTTATCCCC CTIGIGACTARA
¢ 3 1801 GACTCAGGTT GATRACGGGA ARCATACRAR CGCAGCACCA GCTGACACCE GCTICTICCG
1861 GAGAGTCTAG CAATCCGCGG CTGATTGIGG ATGGTATTGC ACGCGTTCGE CGACCGTTGT v
Log-c... |Chan..| Data.. File e >
" @] ' | https://www.ncbi.nlm.nih.gov/nuccore/LC129268.1 ~|

Ready Channel 1:DNA LC129268 2808bp .



Random Sequence

agment Current Sequenc

;L DNAMAN - [seq9145.seq]
i v |
N Home - rotein & Database View

.\

@Dmplay — "s’ ¥ Blastp RF1 ~ | 1
SEQ D pafine " A TBlastn RF1 ~ =~

Load Seq

S‘q -
Blastn . _ SIRNA
File ™
Sequence?a 3 Search
Channel Ja | pucis.seq

'-'-“| 5eq9145.5eq

[ o
-

Seq Align  »~  Seqg

- m ~

k3
‘

Enzyme

@
Fold Multiple ™~ Assembly Cut

Structure & Comparison

2
2

=~ ol
®0®

Restriction Analysis

(= |j ‘ rzegl

El____ All Channels B | Information Input

=" Channel 1: LC
-3 Len=2808

erage fragment size (20-1

A4

- & 1.2808

&-"13 Channe Fragrment size variation(5-600)

------ "5 Channgl 4: Em ‘50

Number of fragments(2-32000)

------ "= Channel 9: Em|
------ ® Channel 10: E
------ * Channel 11: E

Cancel

------ *% Channel 12: Bty

------ "5 Channel 13: Emy
rseqd
------ " Channel 14: Emy
...... *= Channel 15: Emy 1 TCATTGCAGC ACTGGGGCCA GATGGTAAGC CCTCCCGTAT CGTAGTTATC TACACGACGG
______ "= Channel 16: Emy 61 GGAGTCAGGC RACTATGGAT GAACGAAATL GACAGATCEC TGAGATAGGT GCCTCACTGR
: 121 TTRAGCATTG GTAACTGTCE GACCAAGTTT ACTCATATAT ACTTTAGATT GATTTAARAC
------ "= Channel 17: Emp v | | 121 TTCATTTITTA ATTTAARAGG ATCTAGGTGA AGATCCTITT TGATAATCTC ATGACCARAR
< s 241 TCCCTTAACG TGAGITITCG ITCCACTGAG CGTCAGACCC CGTAGARAAG ATCARAGGAT
301 CTICTTGAGL TCCTTTTITTT CTGCGCGTAL TCTGCTGCTT GCARACRARR AAACCACCGC W
Log-c... | Chan..| Data.. File £ >
@ & xj‘;'|https:.*.-‘www.ncbi.nlm.nih._qownuccoreILC129268.1 ﬂ
Channel 1:DNA LC129268




