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As aregistered user,

Program You can save input data and analysis results in My data.
Prot I You can store and manage literatures in My literature.
i You can construct My metaPackage.
Macro You can collect favorite analysis tools in My toolbox.
Utility You can monitor and control your job.
You can run and design protocols and macros.
Resource You can share your data with other users and groups.
User Space
My Data ACCOUNT REGISTRATION

My Literature

* Account: i
My MetaPackage 3-20 characters
My Toolbox * Email; valid email address
History
= * Password: 6-20 characters
‘i Account
* Confirm Password: 6-20 characters
Login
Try Out *Name:
Qﬁ istration)
‘g e * Organization:

Fields with * are required to fill in.
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Program
Protocol
Macro
uUtility Account:
Resource
Password:

[
I User Space

Login in Forgot your password?

My Data
My Literature
My MetaPackage

My Toolbox
History

&' Account
(Eogin )
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Try Out
Registration
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2.5 LAEMY literature ¥ 4k &A= 5 B LaK

3.5T KAZE My toolbox I — &% A, T A,
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€ PlotORF
€ ShowORF
€ GetORF




AL AR AT
@ PlotORF

FRe: FBM &R X RN T 8 69 F R B4R

EEFR:

1LAZIANREF PHORFE N AR T T 5L\ FAFZ 0657,
2%, IfZAASEELBEMERAFI| P RO 2LEELTH
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B MRNAF 7] &89 947 .
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PAPPFE-1(Pisum sativum post-floral-specific gene)Bp
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&€ Showorf
he: EMANBREISERZEORGALERT,
EEEN:

F£Basic Options¥ A AN, 9 A AHFL. F2. F3. R1. R2,
R3. # ¥, FA &Forward BFiE¥, RAXEReverseBf B . BPMAE
m (F) &A@ (R) FIUNBEERITEEE,

El Basic Options

* Select one ar more values: None -
H Additional section F1

Genetic code to use: F2
F3

Rl
R2
B3




SHO¥OERF of Y12618.1 frem 1 to 1523
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€ GetORF
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2. ORF™ A BR Ff 7| B &iF 09 R AR 73 o

[ Additional section
Code to use; Standard -

Minimum nucleotide size of ORF to
report:

Maximum nucleotide size of ORF to B
repart:

Type of output: Translation of regions between STOP codi - Qi

Translaticn of regicns between 5TOP codons

Translation of region3s between STABRT and S5TOP codona
Hucleic sequences between S5TOP codona

Hucleic sequences between START and STOP codons
Muclegtides flanking START codons

- Muclegtideas flanking initial S5TOP codona

Copyright® 2004-2012, C Hucleotides flanking ending 5TOP codons
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HLocal Alignment
matcher(v6.0.1) - Waterman-Eggert local alignment of two sequences

seqmatchallve.0.1) - All-against-all word comparison of 3 sequence set

supermatcher(vé 0.1) - Calculate approximate local pair-wise alignments of larger sequences
Qater(v6.0.1y - Smith-Waterman local alignment of sequences

wordﬁnder(v6.0.1) - Match arge sequences against one or more other sequences
wordmatch(v6.0.1) - Finds regions of identity (exact matches) of two sequences

FGlobal Alignment
@edle(v6.0.T))- Needleman-Wunsch global alignment of two sequences

stretcher(v6.0.1) - Needleman-Wunsch rapid global alignment of two sequences
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B, RFEBARFINRIToH, BPEAD
BPPF-1XRH%AKF7|, #FmbiaE, #7
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cusp(v6.0.1) - Create a codon usage table from nucleotide sequence(s)

Create & codom u

| Input

" Sequence: |-1355400672963. fasta B @
| Output section

*saye resultin directory - 112618 B

“oufile: ( bio:datacodon ) 00.codon @




R i

isCont: | m F 0S% 2513 10
m F o044 2036 9 |ma s o022 2481 1
#oding GC 43.04% A G 035 A8 1l |mc s 0167 15801 7
#st letter GC S1.92% W 6 0161 1L 5 [ S5 0024 2297 1
#2nd letter GC 43.34% W ¢ 00% 227 | [T S 03T He0 1S
#3rd letter GC 33, 66% G ¢ 0452 31803 14 |AMA T 0.40T 24.831 11
Koo ” T oMl B2 3
#odon AA Fraction Frequency Number > 0,60 b, ITe ) T . | 0.037 9 267 |
O K 0400 455 2
Ch kA 18088 g gm g (MTOT 04 7 1
6C A 001 672 3 | | GIh Vv 0007 672 3
66 A 015¢ 135¢ 6 AL I 0B B b .. . ol gm g
T A 0.564 49.661 22 MT I 0609 31603 14 ' -_
.00 .00 ' 0.613 42889
6T € 1.000  2.257 1 MG K 0TS0 a4 2 - =
GC D 0182 4SS 2 (L 01 1o b [T Y 04% 1127 S
GAT D 0818 20316 S 0 L 01 B 6 [T Y 055 1354 6
¢ L 0060 672 3 [TAA + 0000 0000 0
GG E 0250 13.544 6 — R M ¢ 000 000 O
o Ao A = 1000 227 1

CTT, GTT%é’inﬁlﬁﬁ—i&ﬁé’J o
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ARemap s AL, K AH B I
EEE B A, S 3 AL SR RIE.
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], HFHIFAE, BPEASEPPF-14F
WALFY, HBmbaE, ZHF L.

remap(v6.0.1) - Display restriction enzyme binding sites in a nucleotide s

Display sequence with restriction sites, translation ete,

E Input
* sequence: |-1355400560506. fasta

0

E Output section

B
]

*save resultin directory. |- ppf

*remap output (unknown ) 00, remap

Listthe enzymes that cut Z
Display RE sites in flat format N v
Limits reports to one isoschizomer. v




48-137T6

Fisum sativum mBNA for FFF-1 protein

HindI Beel
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| |Fail
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|| ||PatT
|| |CvikT
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|HinlIT
|MLaIII
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FC3

# Enzymes that cut  Frequency

Aand
AcelBI
Ace3BI
AeeIll
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AelWI
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Acsl
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Afil
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Ajnd
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HProtein
H Structure
Structure Comparison
domainrep(v0.1.0) - Reorder DCF file to identify representativestructures.
Structure Prediction
H Structural Features

H Structure Retrieval and Visualization
Draw 3 helrcal net for a protern sequence

0, Draws animage of a transmembrane protein
Similarity Detecting
H Sequence Feature Identifying

[ Antigenic Sites

Biochemical Features

checktrans(ve.0.1) - Reports STOP codons and ORF statistics of a protein

Composition

Motifs

Domains and Motifs

Localization and Targeting

HTransmembrane Region

Predict and plot transmembrane segments in protein sequences
Conceptual Back Translation

Enzyme

Phylogeny Reconstruction
Mass Spectrometry Analysis
M Sequence Feature Display
Mutation

Mutation

Data Manipulation

H Literature

Ontology

DNA/RNA

Pathway

HSequence Comparison
Multiple Sequence Alignment
Database Searching
[ Analysis of Aligned Sequences

HPairwise Sequence Alignment
diffseq(v6.0.1) - Compare and report features of two similar sequences

dotmatcher(ve.0.1) - Draw a threshold dotplot of two sequences
dofpath(ve.0.1) - Draw a non-overlapping wordmatch dotplot of two sequences
Gottup(ve.0.1)- Displays a wordmatch dotplot of two sequences

esimd(v1.0.0) - Align an mRNA to a genomic DNA sequence

Local Alignment
Global Alignment

polydot(v6.0.1) - Draw dotplots for all-against-all comparison of 3 sequence set :

[ Alignment Editing and Visualization

Expression
Database Construction

/
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Dottup: fasta:586402;AF164138.1 vs fasta::d86405:AF1641... 2

Fri 18 Jan 2013 083122
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pepcoil. pepnet\ tmap\ pepwheel ¥ T E, KA
AtmapF=pepwheel 7 45) :

¢ tmap A2 N & & Ji &) 35 IR 3R 7¢ X 3 ;

* pepwheel & A o-3% 78 3% B 7 R K 8RR A A o-3R 5k
L E AR




tmap

tmap(v6.0.1) - Predict and plot transmembrane segments in protein sequences

Displays membrane spanming reglons
= Input
< *sequences:

OR upload file from local disk:

DR paste into window:

[l Output section
* save result in directory:

graph output file: ({image )
graph output format;

==add to ToolBo:

_____________ . ()

Al

MAKTTL.ISSPSFLGTIPLEPSLHRTFSENRTRLFTEVQFSFHQLEPPIQSVSHSVDLSGIFARA =

Q5WV5
EGLLYTLADATVARADAARASTOVAROKNGEWEGE I SDGMEFVLEVLEDGLSSVHVEY SYGE
ATTLLTVIVEAATLELTEOVE S TLAMONL.O PEKI KA TQERYAGHOERTQLET SRLYTQAG
VHPLAGCLPTLAT T PFVNIGLY QALSHVANEGLLTEGFLWIPSLGGPTSTAARDSGSGISHW
LFPFVDGHPLLGWY DTARAYT.VLPVLLIVSOYVSME IMKPPOTHNDPNOEN TLLT FEFLETM
IGYFSLSVPSGLI I¥YWE TNNVLSTAQOVWLEKL.GGAKPAVNENAGGT ITAGQAKRSASKE
EFGGERFEQLEEEEKKKHKL. I KALPVEEVD PLASASASHDGSDVENNEKEQEVTEESNT SEV
SQEVOSFSEERRSKRSKEEEVA

|- ppt -

tmap. JF‘Q{ a

Portable Hetwork Graphic (png) -

* puffile: ([ biorreportemboss: seqtable ) pepwheel.segtable 6

[E] Advanced Options
graph title:

graph subtitle:
graph x axis title:

graph y axis title:
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Result: pepwheel.seqtahIE.ED13—[]1—18 20:24PM *  View: Raw View - [

# Prngram tmap

# Bundate: Fri 15 Jan 2013 20:24:14
# Commandline: tmap

—anutao

—graph png

—sequences S36555S

—goutfile SS5ESS6

—outfile S8ES5ST

# Report_format: seqgtable

# Report file: SSESST

# o HH

# Sequence. Consensus from: 1 to: 442
# HitCount: 4

SYHYFYSTGFATTIITVIVEAATLIE
SELYTRANYHF LAGCLFTLATTF W TGLY

LY DT ARYTVIFVIITVSRY VSMETMET
TLILTFEFIFIMIGYFSISYEPSGLTIY

#

#¥ Sequence: from: 1 to: 442

# HitCount: 4

Start End TranzMem Seguence

111 135 1 SYHVFYSYTGFATTIIITVIVEAATLE
173 z01 2 SELYTRASYHPLAGCIPTILATTPYWIGLY
251 273 3 LEWTDTAAYLVILPVIITVEQYVSMEIMNET
290 315 4 TLITFEFIPIMIGYFSLEVESGLTIY

Total =mequences: 2
Total hitcount: &

HoH N H




Pepwheel

E Input
H *sequence: e . @
OR upload file from local disk: ] LA T

MAKTT.ISSPSFLGTPLPSLHRTFSPNETRLFTEVQFSFHQLPPIQSVSHSVDLSGIFARD =
EGLLYTLADATVAADARASTDVAAIENGEWEGE I SDGMEFVLEVLEDGLS SWHVEYSYGE
ATTLLTVIVERATL.PLTEQOVE ST LAMONL.O PKI KA T QERYAGHOERTQLET SELYTQRAE
VHPLAGCLPTLATI PVWIGLY QAL SHVANEGLLTEGFLNI PSLGGFTSTAARQSGIGI SN
LFPFVDGHPLLGWY DT AR YTV LPVLLIVIQYVSME TIMKPPQTHDPNQENTL.L.T FKF LEFT.M
IGYFSLSWVPSGLI I YWF THHVL ST A WV WLEKL.GGANPAVHNENAGG T ITAGQAKR SASHE
ENGGERFROLEEEERKKKTL.TKATLPVEEVQPLASASASNDGSDVENNKEQEVTIEESHT SKV
SQEVOSFSEERRSERSKERPVA

R paste into window:

= Output section

* save resultin directory: |- ppf -
Flot the wheel: ¥ -
Mumber of steps: 20

Mumber of turns:

000

graph output file: (image ) pepwheel.jpg
* graph output format: Portable Network Graphic (png) -

Advanced Options

= Markup section

Prompt for amphipathic residue marking: a
Mark as squares: ILVM 9
Mark as diamonds: DENQST 9
Mark as octagons: HER 9




Helical wheel of row::586409
Fd 18 Jan 20

RIBPPF-1X H &yt 263 E A RAF7], #Fpepwheel 547, X
?REHEERAAEFOIAAR, FARMILERR; L&
IR RALE R B AR A LB, LR ERE; %@%ﬂ;%@@
RAEBM AR, BARAKRN; EEkiiEe R 2
KL E & 8938,
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