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A A IncRNA/miRNA sequence with three sub-sequence starting at 0,1,2 position

sepo [A[T[C|C|G|G|T[T|G|C|G|T|A|C|T[G||G|C[G|G|C|G
sw1 |T|C|C|G|G|T|T|G|C|G[T|A[C|T|G|--|G|C|G|G|C|G|T
Step 2 ClclGlGITITIGICIGITIAIC|TIG|-|G[C|G|GIC|G|A[G]

B Constructing sequence features @

K-mer features CTD features Doc2vec features
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Graph embedding (Role2vec)

Wﬁi

sub-sequenceo vectr I NNH HE NH N lll i 0B =Ill= =

Sub-sequencel vector ... . . . .

n
Sub-sequence? vector . . .. .. .. .. m Eu HHEEH




WAE BEENINE

—. BREGFIEEG I

—. FilE#

=. gl

M. & — R 28 2 AT




EYAEYE BERIIRE

—., EERERFFIEIESRT

FRAlRIFLIER FoERET Bi5(Version 2)

BERTR
BHFASTAIEIUFS s, Eg4—t s . -
EMBLIE 4618 FASTARE . (ERYNE: BirBEIAansE L, KRR ENTEINE,
EMBLAFHIEME RS
EMBLEFIF(EEH2E
DNAJ%';E%IE : o FFHURIEEMV2EIEE Sequence Manipulation Suite(Version 2), E2—3UavaScriptiEFEs, TRATER. B, STEEgEn
ELRESEE DNAFFIFIEERF]. —RHED FENFHATHEEFE LU,

GenBanki&st iR FAS TARR 2L s BETHRE—EFNFERER, BEILXTFIIRIEEMV2

CambEmX i o AL ERERGE M EF R FEARIENMLE R LASEARIETT. St AR R REFE RS, FBPSR.
GenBankEIiE{=EIEEY o WIEFAETRA, SEMEI—MEIANTLENE, FRAERSINTESSF. NREFNE—MRANENRAFIIE FEASE—hR.
SHFMEEE= o BXER{E&stothard(at)ualberta.ca

DNAT &42HY SECITH | SMS2RALR | 21 Fscah
EHRFIFEREN Thu Aug 27 17:17:36 2015
REE*HEFIITE
e sl
FASTAS {455 Z
SER=FERRrE
IEFEOARIEEDNAT S
EMEOAENEEFYITFE
FFISHIR
LIRS T
ERFERERITE
CpGB o
DNA% F&itH
TENZFRAERDNAT &
DNATHE ST
EHAIREXDNAF &
EH AR EE T8 o

https.//www.detaibio.com/sms2/index.html



https://www.detaibio.com/sms2/index.html

) 2

EYEDEBRERIIRE

ZEs 8 B 5 BIRLT

DNA Entry

e Filter DNA

e GenBank Feature Exti
® GenBank to FASTA

* Random DNA Sequel

DNA Manipulation
e Reverse Complemeni
e Shuffle DNA

DNA Figures

® Group DNA

® Primer Show

® Rest and Trans Map
® Show Translation

DNA Analysis

e Codon Plot

® (Codon Usage

® (CpG Islands

* DNA Pattern Find

e DNA Stats

® ORF Finder

® Positional Base Frequ

® Restriction Summary
e Simple Plot

e TestCode

e Translate

Protein Entry

The Sequence
Manipulation
Suite

The Sequence Manipulation Suite is a collection of web-
based programs for analyzing and formatting DNA and

protein sequences.

The output of each program is a set of HTML
commands, which is rendered by your web browser as a
standard web page. You can print and save the results,
and you can edit them using an HTML editor or a text

editor.

Check out some figures made using the Sequence

Manipulation Suite.

If you are having trouble using a program in the
Sequence Manipulation Suite check the FAQ.
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The Sequence
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The Sequence Manipulation Suite is a collection of web-
based programs for analyzing and formatting DNA and

protein sequences.

The output of each program is a set of HTML
commands, which is rendered by your web browser as a
standard web page. You can print and save the results,
and you can edit them using an HTML editor or a text

editor.

Check out some figures made using the Sequence
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National Center for Biotechnology Information

Primer-BLAST A tool for finding specific primers

Finding primers specific to your PCR template (using Primer3 and BLAST).

Primers for target on one template Primers common for a group of sequences

Retrieve recent results  Publication  Tips for finding specific primers ( save search parameters ] [ Reset page ]
PCR Template
Enter accession, gi, or FASTA sequence (A refseq record is preferred) @ Range @
From To
Forward primer | | |
. Reverse primer | | | |
A LU YRR IR

Primer Parameters

Use my own forward primer | | (2]
(5'->3' on plus strand)
Use my own reverse primer (5'- | |g
>3' on minus strand)
Min Max
PCR product size | 70 | | 1000
# of primers to return
Min Opt Max Max Ty, difference
Primer meltina temperatures [ 570 | [ 600 | [ 630 | [ 3 @ v

https://www.ncbi.nlm.nih.gov/tools/primer-blast
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http://www.wangsui.net.cn/resource/database/Course/

Plant Bioinformatics_Experimental/Sanger_sequencing/
0009 31821010401031 _(24966) %5b24966-F%5d.ab1

http://www.wangsui.net.cn/resource/database/Course/

Plant Bioinformatics Experimental/Sanger_sequencing/
0009 31821010401031_(24966) %5b24966-F%5d.seq
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