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@ Service
! Why do | need an account
P"”L » Forfreely registered account, you can save sequence and analysis result in "user data space” .
Protocol i I's especially useful if you have many seqguences to analyze.
st « You could monitor the status of your submitted work If it needs long time to compute and can't return resultimmediately.
Utility
ey
|E User Space
My Data ACCOUNT REGISTRATION
My Literature | *Account | | 3-20characters
My MetaPackage |
My Toolbox * Email: valid email address
History ; * Password: 5-20 characters
& Account * Gonfirm Password: 5-20 characters
Login in * Name:
Registrati 1
[EEmnia i o * Orgnization:
Fields with * are requried to fill in. Submit )
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Program Account:  wangjun
Protocol :
Email: wangjun_kathleen@126.com
Macro
Utility Name: wangjun
|m User Space Orgnization: ecnu
Send long time job resultto
My Data i emallbox: T°S

My Literature

_— Register Date:  2006-10-11
My MetaPackage |

My Toolbox H Last Login Time: 2008-03-05 22:54:49
_Tyrootex
History :
e Edit My Account
& Account
My Account |

My Group

Logout
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@ Service

Program ' Email: | sex@xxxnx

Protocol
Password:

Macro

Utility Confirm passwaord:

W User Space Name: | xxx

My Data Orgnization: | soex
T e

My Literature | Send long time job resultto
. . Yes
My MetaPackage | email box: m

My Toolbox i m

History

_Timtery
& Account

My Account

submit

My Group
Logout
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i Uquour lagp o n Feedback
5 - B o News

- 2 = Contact
» >
- WebLab = help

@ Service

Program 3 Dear user,
_Program

Protocol Welcome to WebLab, a multifunctional integrated environment for both wet and dry bio-medical scientists.

You can choose to try cut without the registering process and then experience all the functien provided by WebLab;
however, your account information will disappear after you click legout or your session has exceeded the time limit.
If you want to use WebLab for long time, please register a free account and login in normally.

|ﬁ User Space (ryout)
My Data | k

My Literature

My MetaPackage |
My Toolbox
Histary

&' Account :
Login ;
Try Out

Registration

Copyright® 2004-2008, Center for Biolnformatics All Rights Reserved.
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@ Service

Program

Protocal Choose program:

View: | Multiple-alignment view

el o
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I = e e b = Feedback
= =~ = Contact
& WebLab

s e a = Help

Friendly Print

[ clustalw?2 -ppa (Profile Profile Alignment function of clustalw2)

i-l-] (Dn analysis )

Macro H
Utility :

w User Space

My Data
My Literature

e bl
My MetaPackage

My Toolbox
History

et
g Account

My Account
My Group

Logout i

X RN L, T
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@ Service

Program

Protocel Choose program:

Macro
Uti

w User Space

My Data

My Literature
S
My MetaPackage

CLUSTAL W {1.83) x|

My
Pt
MY
MY

=
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My Toolbox 5

History

&ﬁ Account

My Account

My Group
Logout
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fif 6«; %0 the web u Feedback
w = o Contact
- WebLab

el e a = Help

Friendly Print

[ clustalw2 -ppa (Profile Profile Alignment function of clustalw2)

=)

clustalwZ -ppa (Profile Profile Alignment function of clustalw2)
clustalwZ -psa (Profile Sequence(s) Alignment functien of clustalw2)
cons(v3.0) (Creates a consensus from multiple alignments )
distmat(v5.0) (Creates a distance matrix frem multiple alignments )

ehmmbuild(v2.3.2) (Build a profile HMM from an alignment.)
extractalign(v5.0) (Extract regicns from a sequence alignm k
fdnacomp(v3.6h) (DNA compatibility algorithm)
fdnadistiv3.6b) (Mucleic acid sequence Distance Matrix program)
fdnainvariv3.6b) (Nucleic acid sequence Invariants method]
fdnaml(v3.6b) (Estimates nucleotide phylogeny by maximum likelihood)
Fdnamlkiv3.6b) (Estimates nucleotide phylogeny by maximum likelihood)
fdnamaove(v3.6b) (Interactive DNA parsimeony)

fdnapars(v3.6b) (DNA parsimeony algorithm)

fdnapenny(v3.6b) (Penny algorithm for DNA)

fpromliv3.6b) (Protein phylogeny by maximum likelihood)
fpromlkiv3.6b) (Protein phylogeny by maximum likelihood)
fprotdistiv3.6b) (Protein distance algorithm)

fprotpars(v3.6b) (Protein parsimeny algorithm)

fsegbootiv3.6b) (Bootstrapped sequences algorithm)

fsegbootall{v3.6b) (Bootstrapped sequences algorithm)

Hinfoalign{v5.0) (Information on a multiple sequence alignment )

pepwindowallivs.0) (Displays protein hydropathy of a set of sequences )
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1 Feedback
= Contact
= Help

Service H
H I Edit Comment ‘II Delete Comment |H Edit Tag | ‘ Attach Tag ‘ ‘ Edit Format ‘

Program

" protocol . [~ *Expandall -Collapse all

Macro & =
uUtility &= [ My Data

e 2 [ [ HBA/B_hemoglobin

|E User Space

] HBB_human bio:seq:fasta:single:protdin -[}3
[ hba_rat bio:seq:fasta:set

EVID SR Tinfe  fop e i o e
My Literature =3 (JPDB_HBA
My MetaPackage ! -3 [ hemework2
My Toolbox =3 Ocbs
History E-3 [ hba3
y -3 [ change_homework2
Account
. = Ows

My Account -~ L [ 1204550346010 fasta bio:seq:fasta:single:dna
My Group L[] 1204552382861 fasta bio:seq:fasta:single:dna
Logout [ ok Mapping.2008-03-03 21:53 PM unknown

-3 [ other

| Mew Directory | ‘ New File | ‘ Delete | ‘ Move | | Rename

| Share ‘ | Cancel Share | | Import | | Cancel Import | ‘ Refresh

W2 Br T I RRR S KR AL B SCAEAb, e Tl H € SCIIARZEKN B “my data”
SOEIEER

e"tr Or your lag

I Feedback

. 1l v ) o n
— n News
ﬁ‘—l.‘.t!‘n‘— 4 F"_ — || L o the web H Contact
. (] Tt y T al -
B L 2 O " WebLab
- ! 21 < O S e a % Download
@ Service i | for others m
Program H
%E B8 [oretein] globins.gribskov unknown
Macro 1
Utility i =) [erotain] aaa unknown
Resource :
. delete tag protein ) >>My Data
| User Space

My Data

My Literature

My MetaPackage |
My Toolbox
History

& Account

My Account
My Group
Logout

Copyright© 2004-2008, Center for Biolnformatics All Rights Reserved.
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- WebLab i

@ Service ;
i | Edit Camment | | Delete Comment | I Edit Tag ‘I | Attach Tag « I Edit Format

Program

Protocol | —+Expandall -Collapse all
“Macre | 2 [ My Data

Utility ' @-g ] emboss test data

Resource : H =+ [ prophet

— = ) )
|@ User Space (=] jlobins.gribskov unknown
=] aaa unknown
My Data

[] ffer othars] bbb unknown
] [ [for others| Untitled. ESearch unknown
D [ crp0.s bio:seq fasta:set

My Literature :
My MetaPackage .
My Toolbox
History

3 MNew Directo | | MNew File | | Delete ‘ | Move | | Rename ‘
& Account : ‘ =

Share ‘ | Cancel Share ‘ | Import | | Cancel Import | | Refresh |

My Account B ‘
- N

My Group

Logout

Copyright® 2004-2008, Center for Biolnformatics All Rights Reserved.
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2). My Literature

WebLab $E{t T —A~ “my literature” il-F /7 R EL H A SCHR. “my literature” B T A
A “my data” HAMLIRESr, X2k, #@id EndNode F1 PubMed %522 Uik #E T
B AT B AR SR AT S Hr
SCER b AT Ll B SCEREIFR eI H Sk, HAT, FATTHESZ txt, pdf, doc 4% =X3Ciik.
%% &Mi%MEL% F P B il — Wk Ak 10 R 980k, AL 10M.

el o
& £ oyour |

= b
1 . o o
‘ — p 1 : < = " the yeb "E"B‘:b:fk
T i i 3 - = w bL b 1 Conta
A = 5 s
o= h-.__; i‘. ) - Cramt e a & Help

Service :

! Please upload at most 10 English literature files at one time, each of which is no more than1 0M.Besides, only txt(Plain Text Document)

\  pdf{Portable Document Format) doc(MicroSoft Word) literature formats are accepted.
Program l
Protacol j UPLOAD LITERATURES FROM LOCAL DISK
Macro '

] Choaose file: no file selected
Utility |
e : D:\Grid. paf( Delen
|@ User Space : Files NeSE

' (maximum 10} D:\‘Q'Wr
My Data i D:\ws. pdf ( Delete )
My Literature :
Lol
My MetaPackage |
My Toolbox |
History

SIHER: ﬁTIﬁﬁ% WebLab i 015 F 8 0k s SCRR %05 I 6L
SRR B AT HR AL 1 OGSOk i 78 4 FO 40T o L Al it 5 | S SRS RS0k 5
WEBEE, FTE RIS S T8 S % Endnote S A%, bibtex 2535 £ 5 Ik .
HHT, WebLab 7E “my literature” HHR{ESREL, MIBRFA S H 51 HME B2 hfE.
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o D’ﬁ‘(“”" 135,0 n Feedback
= P - Dothe web = News
m W i o =~ W bL b u Contact
RN ) >
= s e a = Help
Service ] P
@ ‘ Edit Comment ‘ | Delete Comment | ‘ Edit Tag | | Attach Tag = | Search: =>=Advanced Search
Program '
Protocol ' +Expand all -Collapse all
_ .
Macro i = [ My Literature

Utili i - - . . -
w;: f% ] Text mining for biology - the way forward opinions from leading scientists.pdf
Resource H HTML_View | View Citztion | Delete Citation | Expart Citation
T 14 [ BioCaster detecting public health rumors with a Web-based text mining system.pdf
|@ User Space HTML_View
Er& [ account share

My Data E

My Literature L finyl gki167.pdf_ - -

— HTML View §View Citation | Dielete Citation | Export Citatior]

My MetaPackage /3787 5par

My Toolbox : | HTML View | View Citation | Delete Gitation | Export Gitetion

_History = B [] Linking genes to literature text mining, information extraction, and retrieval applications for biology.pdf
HTML_View | View Citztion | Delete Citation | Export Citation
& Account
My Account . ‘ MNew Directory ‘ | Upload | ‘ Delete ‘ | Move | ‘ Rename | | Download |

My Group H

Logout ! ‘ Share || Cancel Share || Import || Cancel Import ‘l Export Citation l Refreh

Copyright® 2004-2008, Center for Biolnformatics All Rights Reserved.
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- WebLab = Help

@ Service i

Program

Protocol : WebLab will fetch and then index the citation information for
Macro : T BioCaster detecting public health rumors with a Web-based text mining system.pdf

Utility

r—through title

Resource
= ' Title: BioCaster detecting public health rumers with a Web-based text mining system submit‘]

|@ User Space

My Data
% Cormure r—through pubmed 1D

My MetaPackage | Pubmed ID (like 11748933): submit )

My Toolbox
History

& Account

My Account
oy

My Group f

Logout i

Copyright® 2004-2008, Center for Blolnformatics All Rights Reserved.
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TR i T L = o Conta
= LR - WebLab
- 3 ’JQNJD\‘ e a o Help

@  — ! Ciation Information for T 3787 paf

Program

Protocol i\ Cryobiclogy.2001-Jun;42(4):244-255.,
Macro
W Is cryopreservation a homogeneous process? Ultrastructure and motility of untreated, prefreezing, and

postthawed spermatozoa of Diplodus puntazzo { Cetti).
Resource

‘E User Space
. This study subdivides the cryopreservation procedure for Diplodus puntazzo spermatozoa into three key phases, fresh,
My Data . prefreezing (samples equilibrated in eryosolutions), and postthawed stages, and examines the ultrastructural anomalies and

. R Taddei, F Barbato, L Abelli, S Canese, F Moretti, J Rana, M Fausto, M Mazzini.

m motility profiles of spermatozoa in each stage, with different cryediluents. Two simple cryosolutions were evaluated: 0.17 M
———————  sodium chloride containing a final concentration of 15% dimethyl sulfoxide (Me(2)S0) (cryosolution A) and 0.1 M sodium
My MetaPackage | (jtrate containing a final concentration of 10% Me(2)S0 (cryosolution B). Ultrastructural anomalies of the plasmatic and
My Toolbox nuclear membranes of the sperm head were common and the severity of the cryoinjury differed significantly between the
W pre- and the postfreezing phases and between the two cryosolutions. In spermatozoa diluted with cryosolution A, during the
——————  prefreezing phase, the plasmalemma of 61% of the cells was absent or damaged compared with 24% in the fresh sample (P
& ! < 0.001). In spermatozoa diluted with eryosolution B, there was a pronounced increase in the number of cells lacking the
Account ! head plasmatic membrane from the prefreezing to the postthawed stages (from 32 to 52%, P < 0.01). In both cryosolutions,

damages to nuclear membrane were significantly higher after freezing (crycsclution A: 8 to 23%, P < 0.01; cryosolution B: 5

My Account to 38%, P < 0.001). With cryosolution A, the after-activation motility profile confirmed a consistent drop from fresh at the
My Group i prefreezing stage, whereas freezing and thawing did not affect the motility much further and 50% of the cells were immotile
F by 60-90 s after activation. With cryosolution B, only the postthawing stage showed a sharp drop of motility profile. This
————————— study suggests that the different phases of the cryoprocess should be investigated to better understand the process of sperm
damage.

PMID: 11748933

Copyright® 2004-2008, Center for Biolnformatics All Rights Reserved.
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Program :
Protacol . Export citation information for
-
Macro H
W Eél gkl167.pdf
—
Resource : 3787.pdf
_Tesoumee
E= ; @I Linking genes to literature text mining, information extraction, and retrieval applications for biology.pdf
‘m User Space ‘
: to [ Endnote , (export )
My Data : —
My Literature | BibTeX
M MateDarkane | DS reference format
MMy, iseabaciagal - -JisI Format
My Toolbox ] RIS format
History i ord 2007 bibliography format
& Account
My Account i
My Group i
Logout :

Copyright® 2004-2008, Center for Blolnformatics All Rights Reserved.
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ef
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i

a
? the web

' WebLab

I Cea
tro

= Feedback
n News

= Contact
o Help

@ Service H ! —
i | Edit Comment | | Delete Comment ‘ ‘ Edit Tag | | Artach Tag « llSearch: 1>Advanced Searchl
: |

Program

Protocal +Expand all -Collapse all
_-rote=dl .

Macro f == [] My Literature

Utility i

Eél [C] Text mining for biology - the way forward opinions from leading scientists.pdf
HTML_View | Wiew Citation | Delete Citation | Export Citation

i ' B O Biocaster detecting public health rumors with a Web-based text mining sysiem.pdf
| User Space : | HTML View | Fetch Citation
H B [ account share

Resource '
dont e S

My Data : ]
| Prrrre— el
My Literature | Ul Elgk16r.pdi - -
— HTML. View | View Citztion | Delete Citation | Export Citation
My MetaPackage E O areTpdr
My Toolbox f HTML_View | View Citation | Delete Citation | Expart Citation
Hiwtory : -8 [ Linking genes to literature text mining, information 1, and retrigval 1s for biology.pdf
. H HTML_ View | View Citation | Delete Citation | Export Citation
% Account ;
My Account : | New Directory ‘ | Upload | | Delete | ‘ Move ‘ | Rename | ‘ Download |
My Group H
Logout : | Share | ‘ Cancel Share | ‘ Import ‘ | Cancel Import | | Export Citakion | | Refreh |

Copyright® 2004-2008, Center for Biolnformatics All Rights Reserved.
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= = Feedback
= i = N the e = News
- A WA T A i W bL b = Contact
e ¢ W. WeblLa by
@ Service ! —Full Text Search
i Full Text:
Program i —
S text mining [ Any Words ﬁ
Protocol o
Macro 1
Utility i Refine Search
Resource : Title:
. 0 f Any Words ﬁ
|@ User Space '
: Authors:
My Data [Any words |+
My Literature 3
——— Journal:
My MetaPackage |
My Toolbox
History : Publish Date:
9 Specify a date range ...... B from [ April l-i (1988 \—-] To [ January I—-i (" zo08 l—-i
Account :
My Account
My Group ! Under the d\r'ectorvf |- account share l-—i . C search )
Logout H
Copyright© 2004-2008, Center for Biolnformatics All Rights Reserved.
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@ Service

your gz, 1 Feedback
%0 the — = News

WebLab xhelp

Under the directory Literature Home/account share, using search expression +body:(text mining)+publishdate:[1888-04 TO 2008-01], you get the

Program i following search results:
Protocol 1
Macro | total count: 4 >>Advanced Search PageSize: [ 10 B
Utility : 5
Resource : ’ @I Linking genes to literature text mining, information 1, and retrieval 1s for biology.pdf  score:0.65855014
_ d *Fulltext: ...Open Access 2008Krallingeret al Volume 9, Suppl 2, Article S8 Review Linking genes to literature: text mining, information
‘ = f extraction, and retrieval applications for biology Martin Krallinger 1, Aifonso Valencia 1 and Lynette Hirschman 2 Addresses: 1 Structural
W User Space : Biology and BioComputing Programme, Spanish Nacional Cancer Research Centre (CNIQ), C/Melchor F. Almagro, 3, E-28029 Madrid,
a Spain.
My Data H *Publish Date: 2006-07-01
My Literature ]
' 2.
My MetaPackage : E BioRAT extracting biological information from full-length papers.pdf score:0.64416313
My Toolbox *Fulltext: ... In this paper, we present BioRAT, a new Information extrac- tion (IE) tool, specifically designed to perform biomedical IE, and which
" is able to locate and analyse both abstracts and full-length papers. BioRAT is a Biological Research Assistant for Text mining, and incorporates
History a document search ability with domain-specific IE. Results: We show first, that BioRAT performs as well as exist- ing systems...
*Publish Date: 2004-11-22
& Account
A
My Account @l 3T8T.pdl score:0.56566197
*Fulltext: .... etal. (2004) The complete genome sequence of Propionibacterium acnes, 8 commensal of human skin. Science, 305, 6717673.
My Group Castillo-Davis,C.I. and Hartl D L. (2003) GeneMerge?post-genomic analysis, data mining, and hypothesis testing. Bioinformatics, 19, 8917892
Logout Cheng,J. etal. (2004a) NetAffx gene ontology mining tool: a visual approach for microarray data analysis. Bioinformatics, 20, 146271463..

>

*Publish Date: 2001-06

@gkﬁﬁ?.pdf score:0.5652194

*Fulltext: ..., Diaz-Uriarte,R. and Dopazo,J. (2004) FatiGO: a web tool for finding significant associations of Gene Ontology terms with groups of
genes. Bioinformatics, 20, 578?7580. 5. Masseroli,M., Martucei,D. and Pinciroli,F. (2004) GFINDer: Genome Function INtegrated Discoverer
through dynamic annotation, statistical analysis, and mining. Nucleic Acids Res., 32, W2937W300. 6. Beissbarth,T. and Speed,T.P...

*Publish Date: 2006-07-01

Copyright® 2004-2008, Center for Biolnformatics All Rights Reserved.

HTML T3 X TAAEE “My literature” 9 %RER SCik, WebLab $241t HTML TS ZhE(E
TI B SCHR IR 2

‘\‘ur O’ca\'c‘”r lap n Feedback
P = %0 the web o News

= = = Contact
i =

W' WebLab  welp

€ sovee

| Edit Comment | | Delete Comment | ‘ Edit Tag ‘ | Attach Tag v ‘Seercn'

>>Advanced Search

Program i
Protocol :

Macro
Utility

Resource

:
|@ User Space

My Data
My Literature

My MetaPackage
My Toolbox
History

& Account

My Account

My Group
Logout

+Expand all -Collapse all
EHi [ My Literature

a E [] Text mining for biclogy - the way forward opinions from leading scientists. pdf
HTML_View | View Citation | Delete Citation | Export Citation

= ter detecting public health rumors with a Web-based text mining system.pdf
Fetch Citation

ccount share

BiE
B O/ akte7par
HTML_View | View Citation | Delete Citation | Export Citation

B 0 arerpar

HTML View | View Citation | Delete Citation | Export Citation

@I [ Linking genes to literature text mining, information extraction, and retrieval applications for biology.pdf
HTML_View | View Citation | Delete Citation | Export Citation

| Mew Directory | | Upload | | Delete | | Move ‘ | Rename | | Download |

| Share ‘ ‘ Cancel Share | | Import | | Cancel Import | | Export Citation | ‘ Refreh |

Copyright® 2004-2008, Center for Biolnformatics All Rights Reserved.
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el
o Dfd\.our ’eao = Feedback
. o
e 8] = D the wev nge":ﬁct
TR iIi W = w bL b = Conta
(o} ) e
o Eret 2 a # Help
@ Service —Preview for automatic extraction of gene protein biological functions from biomedical text.pdf: 'y
Program E
_Toamm
Protocol i
Macro H
Utility :
ety
Resource H ¥ol. 21 no. 7 2085, pages 1227

|5ﬂ % OR’G’NA L PA PER dai:10.1093/bicinformatics/biil
User Space :

My Data : Data and text mining
My Literature ' . . . . . .
"My MetaPackage | Automatic extraction of gene/protein biological functions
Toolb H M .
Sy Techax from biomedical text
History i
i Asako Koike1.2, Yoshiki Niwaz and Toshihisa Takagii
& Account | 1 Department of Computatienal Biology, Graduate School of Frontier Science, The University of Tokyo,
My Account Kiban-3A1(CBO1) 5-1-5, Kashiwancha Kashiwa, Chiba 277-8561, Japan and 2Central Research
My G Laboratory, Hitachi Ltd., 1-280 Higashi-koigakubo, Kekubunji City, Tokyo 185-8601, Japan
roup
Luguut Received on April 16, 2004, revised on September 21, 2004; acceptied on October 5, 2004

Advance Access publication Octaber 27, 2004

ABSTRACT (Fukuda et al., 1998; Collier ¢t al., 2000; Tanabe and W
Motivatien: With the rapid advancement of biomedical science and 2002), protein?rotein interactions (Friedman et al., 2001; Koike

3). My Meta Package

“Meta Package” /& H )" B OB A . M) ol bimgtsr | s . H a4
P R IR PR R Sk A CBOUE % - reverse_ePCR_db_builder F1 formatdb. 48 J5 117 AT L blast
AT A IR R . XA A S0 AR A B N IR R
e SR Sk ) o] 7 A R B PRI RE Y oS3 4k, B —> meta-package SCAEAMUAE —A
SCHR, MR ARG TR N O R AR A B S A

i . I : Sl NOUT 15,
p =y - - n the web u Feedback

u Contact
- WebLab

tron s

o5 Cea

[ » ¥ [l |.1
="

@ Service

Program

| Edit Comment | ‘ Delete Comment

+Expand all -Collapse all
Macro : E-l [ My MetaPackage
Utility : B O plastal #]
—— i - % [ hba7 weblabx ‘blastdb:protein
‘E LD : : ‘' [ nob weblab:metadata:blastdb:protein
My Data B O reEIectronIcPCRdE

My Literature : & [ rat weblab:metadata:reElecironicPCRdb
T amus

My MetaPackage |

My Toolbox

Protocol

History ; | New Directory H Delete H Move H Rename |
_History |

& Account H
f | Share | | Cancel Share | | Import | ‘ Cancel Import | | Refresh |

My Account

My Group
Logout

A R Meta Package: 7t Meta Package 47 %~ H3%: blastdb and reElectronicPCRdb. F£/7
Formatdb J kx4 (1 A% i3k 47 # AL 15 3 blast %35 %2 . reverse_ePCR_db_builder Jf3k/E
JSCEE SR BB P SO DR IS ST'S kA 28 )7 A1 84 e « 7E3X HL3RATILA reverse_ePCR_db_builder
il

H{e W BFE P T 4R B Meta-package , Uy B AR K B 3 A “ Meta package 7.
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@ Service H

Program E

Proto
Macro
Utility :

|@ User Space '

My Data

Slamls yOUT |

b
54 ¥ %N the web x Feedback
= Contact
& WeblLab .
Br W0 e a & Help
reverse_ePCR_db_builder - reverse electronic PCR database builder >>add te ToclBox

This
database

hash, to produce the required
ence database.

famap and
kup againat se

B Input
*Input fasta file: oo A B

El Output

: * service will produce meta package S P
My Literature H I output, the result will be saved in : — i
My MetaPackage |
My Toolbox ' El Basic Options
History : * databaseName: @
oty O
& Account , Use compiled-in table to convert input: off -
My Account Setword size when building hash tables: @
My Group : Set discontiguity when building hash )
Logout H tables:
Skip repeats when building hash-file: no v
Set watermarks for fragment size (in Mb) e
(version 1 only):
Set cache size (version 2 only): 6
Use format version (1|2, 2 is default): 2 - 6
Run

fH Meta Package: 4]/ s AT AHKRHIREFE N TG ) B OB e . HeanfiRanJ A Epe 1 —
NEEAEAEE, I ABAEIZAT blastp FEF¥ AT LU Gt i e 178 sk $ez o  . aiid
73T S S E I LTI ¢ S (L W I O S e S = S U /1= S G e

@ Service :

Program
Protocol
Macro
Utility

‘Eﬂ User Space .

My Data
My Literature

" My MetaPackage |
My Tooalbox
History

et Ay
& Account H

My Account E
My Group H
Logout

= Feedback
u Contact
u Help

blastp(v2.2.15) - Search protein database using a protein query >>add to ToolBox

Corpares an ami

i gquery sequence against a protein sequence database

E Input

*Queryfle: 00020 fEEEEETEETTT v @
E output

* save result in directory: Work Directory v

* Qutput file name: ( bio:align:blast ) Untitled.blast [7]

El Basic Options
* Choose database: Swissprot protein sequences (s
[puilt-in databases

* Filter low complexity reglons:

* Expect:

user-created databases

* Matrix:

hbb

El Advanced Options
Description: 100

Alignments:

Gapped blast: i
Gap open:

Gap extension:

Word size:

Run

4.0 7 WebLab F T 1k

1). Utility——

ST A
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“Utility” 2 —2H T A5 B2 A /N A . ax 8 “Utility” =221 javascript, Java
F AR L e T s R R i R A e AT RS AT I TR A B R KA R A - AR
ZHHT, £ WebLab T3t45 66 “utilities”, JLr ¥ AREE TR AE RS dnl, Bl vl i 4%
J7 T
e 7EIs4T WebLab F1f “utility” ZH, 5% E X W #s RVFIST Java Fl JavaScript, 24
&% Java 12T

2). Program——#4i& Juff

WebLab IR Fe 7 A 75 = FhAS [R) S 2L (1 e 45«

o AR X ISFEFAE WebLab (3F595 55 BigqT, Hp KRk H EMBOSS,
NCBI BLAST %5518 H I 29015 B B i k£

*Web RZFE7: IAE Web JIl 5576 AE )15 BV AR fHER SR B A ], PRI WebLab 524
—LEE LI A YE I ) web R S5HR0E T ARy . I AT TR AL web SR AT
PAIn) Iz 7% web JIl 55 #5338 AT %5

o LT WSS FEIT: WebLab AL I A% (U FE 7ok A B4 blast X AE K TF
SRR Nt B AR RS

FIH®TMIE, WebLab 45 264 M7 P ol @l e, ThEE R 7 BRIt
(RN

FEFPRIEAT: WebLab AN [ (I FR P MR 5 3R A1 T G — M5 5 8By (1) SR Tm s 1 11 7 R4
H.

R RAC TN, HAMUIIREMSECR R — A . RS LT, AP HEEET
T LA T :

o XTHRNSCAE, AREM T AT A S B E N, T i AT DL
i “my data” Sk AN EdE .

o VR R R A

WS IS EO B IA I

o« WRARATE IS HE S, rTLOE L s A “? 7 3R .

o WIRAARASNTEFR 7 0 ARG, 1 AU A AR R SR

TENBANSEEAN—AE AIMENS, RS LT “Run” SREEZEATS T .
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er o
‘\‘, -~ VO‘”fab

P %0 the web = Feedback
w, u Contact
0
: . WebLab x Help
@ e : 05 clustalw2-msa - Multiple Sequence Alignment function of clustalw2 >>add to ToolBox
Program ] Clustal W is a general purpose multiple alignment program for DNA or proteins.
mﬁ o clustalw2-msa is used to do the multiple sequence alignment task.
Macro H = Input 04
Utility : Bl *inputsequences: ~ —oommmmmeeees v
|@ User Space OR upload file from local disk: (Choose File ) no file selected
My Data i
My Literature
My MetaPackage |
My Toolbox
History OR paste into window:
& Account
My Account
My Group ' P
Logout
file forold guide tree: | —mmmmmmmeee - @
Comparison matrix file (optional)for —
pairwise alignment:
Comparison matrix file (optional)for —
multiple alignment:
02
El Output
o $8ve resultin directory: Work Directory -
I;i;equenceallgnmemme name: [ U
io:align:emboss:msf) Skl it @
Dendrogram (free file) from clustalw e
outputfile: (bio:report:dendrogram ) B A A e

General settings
fast pairwise alignments
slow pairwise alignments

multiple alignments

(Rur)

ARSI, i 55 g 2 B AR A G TS RUR A T JEROERTE SR . AERE B R
s A B RS A EISAT EOR IR . e iln . A RAPOERI T e 55 2% .

—AMES AT LA TR I AR IR AT DA I#E WebLab 14T 14E55

AP eSS, RATAE “my data” tE BN R RIRATLAAE “result” )
SRR R FEAN ] K 4 2R

3). L{fE¥ (Protocol I macro)

« frase TAER
EUME BT R E MR B E DR S 2 TR, M50 TREGERZ AN
BAF R A AL, O AIATEAS ) B A [ 3 s I — AN A2 AT o 1 WebLab 42
AL TAERHLEI ] A SRR — R SRR AH OC R 3 S e — i
« WebLab I T AR
HHEAZ B fig 71 ANH], WebLab %Iﬁﬁ“ﬁﬂﬁﬁji’i@o
a). Protocol: 7RIz FFZ A AN, B4 T P SRR Y S HOM AT I 1)
IR
b). Macro: ‘& n] HEhHAT, KKE T b TAERE. fEMAmS sS85, L
I NAE 0 PAT B TAE R .
« WebLab /¥ T AR

17



WebLab H SCA% H SR

T AR A MR 55 28 0 SO R G 8 DL XML A UROR 1, ZENAAH &ALl DAG (F

I JGEFRED . 7 DAG H, FIE Y SR n— M7 EL macro X378 WebLab 32 FFe i
ATARGR, An] EUEAT macro 150 Hoe TARGI Y sl 22 R+, RN EIE .
HrhlaE TAERMPATIN Y . HAre s s A S 2 ) 55 1.

Q). WEHEHE T XRE NS AW T — S EHAT I 4T

v HHTYE WebLab mhA7 —Fp R R Ik B4 1 FPA AR R 1, % A Wy
JEHE R EFALE LRI, ARG IEFEA R A P 5K

R kRS B . 7 CE R TAER D AR 7330, R
P — N SR FEAT . BRI T AR G —3.

b). “PATH A XH A 0] LAELS TR R A i) — SN o 3 0 B AT AH R Sh e 1)
AR AR S5 R AR A

SPATHEA AT 0 SCRPPAT e AT 20 Sk N B s it il LA AR R 7 o~
ATE AR LA EEE A k.

* PiE AR

WebLab b i T LA TAER, G DNA 287, AT, REKE i AL m
% RO A5 DA (5 A
TAERBIIEAT:

* Protocol [#)izfT

T R R TE W fE WebLab g AT TAER. B I AR S AR . B —
AN emma, —ANZIFFILTFIRT . 5k cons, ‘&K emma AR 2 A1 ELR R
RSy X J5U b, R e DA s e AR R R AT, (H— ekt RN i aa iy (&
TP RIRET), A% st emma K8 sh3EA TAEG .

e AR TAER A HAE — MRGFET .

a). LAEGURE R 3R A SRR SRAN R P (1) SR 2B o I — PR AN [ sl A Ak m A D T i |
YA B TAERE DAG. fEIHE T HEMNS G, misdT KIS TAERFET
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s
tL Or your ju

" b
F W R - um = 0 the web = Feedback
m I8 i T i / : ! - = Contact
y. L y — .)
o A : > WebLab
Servi : .
@ ervice ! demonstration_protocol
Program |
Protocol
Macro
Utility
@ User Space
My Data )
My Literature 1-emma(v5.0)
My MetaPackage |
My Toolbox
History : y
& Account ' 2'COHS(V5_ 0)
My Account '
My Group E
Logout H @
emma(v5.0) - Multiple alignment program - interface to ClustalW program >>add to ToolBox
El Input
* sequence: | | ~human_hba. fasta | @
Dendrogram (tree file) from clustalw — @
file (optional) :
Comparison matrix file (optional): |~ v @
Comparison matrix file (optional): ~ ~mommmommoes v @

Output
Basic Options

Advanced Options

@[}9
b). VR¥GFE SN MR T, AT LA 2 AR ISR .

\.Lr L Your lag

0 the — u Feedback

W WebLab xviclp

Hrrans

5 Ce

@ Service , You can view the status of protocol from
progrm | httpiliweblab0.cbi.pku.edu.cniprotgcol.status.do?protocollD=3801
EmEaco] or from "History™ menu. d\r:]
Macro

Utility

c). R IR emma M IGE SO 2L 0, X RRIXAM R LUR s T 5¢. Wl
REEFPIEAEIBAT, R SR, R, WO ZL . JRTT LLAE R T (RS h R 5 AL
REFFIIPEAIZAT 15 B
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er
ol yOUT lagp

5. Ce

’feww; WEDLab # Help

S T :Eee‘:b::k
onta

Program demonstration_protocol
Protocol :

Macro

Utility

|En? User Space

My Data

My Literature

My MetaPackage |
My Toolbox
History

% Account

My Account : i}
My Group : 2-cons(v5.0)

Logout i I

2-cons (5. 0)

this mini protocel include only two activites to demenstrate how to run protocol

START RUN ERROR
TIME TIME MESSAGE

STATUS | INPUT FILE = OUTPUT FILE

emma(v5.0)
(Multiple alignment
56320 | program - interface | Finished hbais.fasta
to ClustalW
program )

Untitled.dendrogram.2008- | 2008-
03-08 20:53 PM 03-08
Untitled. msf.2008-03-08 2053
20:53 PM PM

10s

Copyright® 2004-2008, Center for Bloinformatics All Rights Reserved.

FRAE E T ()20 BRAR AT LG5 T — AN ZEPAT I FE /7 H 2 Protocol 453, ZEUi B 1) 21
Protocol $AATHIIEFEH, AR AT LA RN P I S 40
» Macro HJiz4T
1247 macro (13 R 51247 Protocol [P RE5E AR . ME— AL AU 71817 Protocol
it ad, b), o SEIRELER . ARk, LA T T .
7€ macro H, A AMEACTUR. FIEAE macro 1247 /I EIEN FT A S0 S

#.
« —H macro #R48, A kA TR S ARG AR Y (1) DAG $44T macro H5E LI
IRERETo

s TEARE IRIEANEE R macro B4R TN, 7ERZHED T, /RE macro &
BediR . — S LN IEEIEAT . AEFT A HIFE P $hAT 58 5 HH 4 445 K0T
PR 75 EEANBT (8 N 1% UL A5 A macro PR .
Macro 5 i & IIRFIE 2 VR A T3 58— AN o 77 T il ie AT 58 484 TAEU.
HF B X TR
HAR WebLab 24t 7 —28 752 S Protocol A1 Macro, {H I 152 b i 20 M TAE K2
WAL . Kk, WebLab $24 7 ik - H & X Protocol #1 Macro B .
s WebLab ¥ 51 S8 € X — N IEFIREISAT I TAER o HARELAER I TAER & A 201,
X & WebLab BT ANGEFHAR I o
o S XCTAER
T PRI T 5E X Protocol X nJ 5 X Macro. 5 X R G AN . FIE— M
# Macro 11 1. PR RIEE Macro LRy EE Protocol MIXS & 2%EE, B LLY B 52X AN 1 5k
I izl ssf gt Protocol T o
Y56, il “create your Macros” 34k T UA R HE TAE R
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SCamls YOUT Ig,
N the S u Feedback

W WeblLab S

s Ce
DS

@ Service Pre-defined Macros

Create Your Macros

Program
Protocol MACRO NAME DESCRIPTION
Macro i ANDJoinerTest
F (a demo workflow 10 test this workflow is used to test the workflow which can have ANDJoiner operator
_Utility ¢ | ANDJoiner)
m User Space || demo this workflow is used to test the workflow which can have more than one input
i (Just a demo workflow)
My Data This macro is focused on prediction of protein functions based on sequence similarity, where you have a
My Literature prefunction gene sequence or several one in hand. You may begin with this protocol from nucleotide sequence(s),
B R . . . either cDNAS/ESTs or genomic DNA, as long as there will be protein coding region(s) existed. You will
_My MetaPackage . E:F;rsoelglgrfwu;emﬁgnacr;agr;ﬁariry) follow family identification, sensitive sites finding, and distant homologue search processes. Each step will
My Toolbox q be performed by well-known software or programs. The flow chart will draw a sketch for you to understand
History ‘ it.
y : MSAnalysis This workflow is designed to do some simple analyis for multiple sequences. At first, the input sequences
& Account (Muli Ieyse uences analysis | Will be aligned using emma. Then, weblogo, cons and ealistat will give you some statistical or intuitive
! workﬂ?:w) q & information for the aligned sequences. Besides, ehmmbuild will build a HMM model and at last two
My Account ] incidental programs will run to generate sequences based on this model and calibrate the model.
My Group This workflow is focused on constructing phylogentic tree by Neighbor-Joining method. First, we do
Logout .| phylogenetic multiple sequence alignement, then use boostrap resampling for later evaluating the significance of the
= (Construct phylogenetic tree consensus tree. After bootstrap, distance of each sequence is calculated from result of multiple sequence
by Neighbor-Joining method) | alignment.Then, the phylogenetic tree is built using Neighbor-Joining method. Finally, the strict consensus
tree is calculated.

(1). HJ%E Macro/Protocal (13— 3D & B —S6 50 F BRI TAR RN IEA(E B, 0
2, W (R, TR

(2). EHITWHRET, TAER (REHE LM H e XD 8 . ez, =47
R emma.

#£: Macro/protocol 17445 ALY, FREFIT RIZEKA o

ot.“r or your lap
0 the web = Feedback

= Contact
= _ w: WebLab w elp
@ Service ‘
3 ADD USER'S OWN MACRO

Program
97: N . | Please use digit, alphabet letter and underline as the components of the macro
Protocol ' lame: macro_example name

cs.Ce
G

Macro

== . an example macro
Utility ' Label:

Eﬁ User Space

My Data

My Literature
" My MetaPackage | Description:

My Toolbox

History

_History ¢
&i Account

of Start
TP vay:
D Startprogram:
My Group
Logout |

this is only an illustration workflow

Copyright® 2004-2008, Center for Blolinformatics All Rights Reserved.

(3). mith “nextstep”, WEITIEMFIIZHE. IR0 LAE IR IEAE R @ ¥ Macro/Protocol
HT ¥ DAG.
7 Macro $UATHT, 8 R EHEE BRI S5, T S ECR MM T8 24
e T ERABRER 1540, WebLab FFIRE . BB U A X824, Macro
ANREIEBIRISAT
i s5it7 “save parameters and continue” #:5 #49 2 T3, sl “finish activity selection”
SE B . IEFRATIE R “save parameters and continue”,
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-

BE]

@ Service

Program
Protocol
Macro
Utility

|ﬁ User Space

My Data

My Literature
My MetaPackage |
My Toolbox
History '

&’ Account

My Account
My Group
Logout

Please select the parameters which you want to justify before submitting the macro, and then provide the default
value. For the mandatory parameters having no default value, we have checked the boxes for you and recommend
that you hold them; otherwise your macro may not work normally during the execution.

emma(v5.0) - Multiple alignment program - interface to ClustalW program

=l Basic Options
™ *output format:

™  *Doalignmentusing an old dendrogram:

* Protein pairwise alignment matrix:
* DNA pairwise alignment matrix:
* Protein multiple alignment matrix:

* Nucleotide multiple alignment matrix:

* Slow pairwise alignment: gap opening
penalty :

* Slow pairwise alignment: gap extension
penalty :

* Fast pairwise alignment: similarity
scores: K-Tuple size :

scores: gap penalty :

* Fast pairwise alignment: similarity
scores: number of diagonals to be
considered :

* Fast pairwise alignment: similarity
scores: diagonal window size :

* Fast pairwise alignment: similarity
‘ScCores: suppresses pememage score

* No residue specific gaps:
* List of hydrophilic residues:

=)

m]

m]

O

m]

O

&4

# " Fast pairwise alignment: similarity
)

)

m]

=)

=]

1 *Nohydrophilic gaps:
A

dvanced Options

Clustal

N

blosum

iub

blosum

iob

N

GPSNDQEKR

N

© ©¢ © © © ©000OG©O

©eQe

(save pargmeters and continue )

(Fimsh activity selection 'j

I-emma(vs.0)

(4). DUEAREN T RETARRRKI U . A2 MR RER BIUR 2 T TARURIK DAG.
FE T L1, e TARG A A 19— NSRRI —S AR . HARRE Y 74 B R Y
B NGRS RGBS —ASHT R 7 R A . AE DU i, gL B ARG P 2 Ry

=i

/MmN O

bEE

@ Service

Program
Protocol

Macro
Utility

|ﬁ User Space

My Data

My Literature

My MetaPackage |

My Toolbox
History

& Account

My Account

PRICFEMRAT 5 119 R R 19 5

From:

e—

u Feedback
1 Contact
o Help

Target:

Activ
which will

accept

emma(v5.0) [ consiv5.0)

output as
input:

Operator

which

isalroady
in the

macro:

I-emma(v5.0)

My Group
Logout

EZ%!

! Remove: Leafnode activity selected:

remave it

Copyright® 2004-2008, Center for Blolnformatics All Rights Reserved.
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VT WebLab K 19 s BE 75 1252 S i (K0 H AR AR T o 30 SR AN 5 S0
(ot P, N RS R WALt AN, WERARUO XA RS A Y, AR
FEXAAR A T JE IRE P A ZA

\,Lr Or your jg

b
T“ J’ ‘% D the web = Feedback
(] ik f w - w bL b = Contact
o8 &
g W Webla o

Program Activiity
Protocol which will
Macro accept
s emma(vs.0 [ cuns!ﬁvS.D} Ea|
Utility output as btwistediv5.0) H
_ — input: cai(v5.0)
A ‘ From:  Activity selected: Target chaos(v5.0)
| User Space charge(v5.0} m
Operator checktrans(vs.0)
My Data which chips(v5.0)
My Literature }5 aﬁ:readv cirdna(vs.0)
B S = nthe clustalw2 -msa
My MetaPackage | macro:
My Toolbox clustalw2 -psa
Hist. codempiv5.0)
istory codcopy(vs.0)
. " . coderet{v5.0)
&’" ccoun _ compseq(v5.0)
I-emma(v5.0) e
My Account cpgplotivs.0)
cpgreportivs.0)
My Group X . cuspl(v5.0)
Logout Remove: Leafnode activity selected: cutseq(v5.0)
dan(v5.0)
degapseqivs.0) !
descseq(v5.0) -
Copyright® 2004-2008, Center for Biolnformatics All Rights Reserved.

TE IR Iy SO N RN R

SeqTypeConditioner >k i, FIWi{E & “protein” F1 “dna”.

—
@ Service

Program
Protocol
Macro
Utility

IR 2 — D AW E LLE AT AR R . Xt

er o
o L Y

b
Il "fn °N the web = Feedback
o = = Contact
- WebLab
B e a = Help

Activtity
which
will

accept
choice

{ fprotdistiv3.6b) ""'i

{ 3-choice branch-5eqTypeConditioner i-—i

branch

protein

—_— Activity
‘ User Space selected:
From:
My Data (Conditioner
. jdetermine
My MetaPackage |
My Toolbox
History
-
% Account
My Account
My Group
Logout
Leaf node
Remove: activity
selected:

VRV o

output

Target @sinput

Operator
which

-
already

in the
macro:

1-emma(v5.0)

2-fseqboot(v3.6b)

3-choice branch

..,..i

Copyright® 2004-2008, Center for Blolnformatics All Rights Reserved.

e il “add it”, BEACFERERE IS HCE . R EIKNAD

Add it

remove it

PRAIIE 58 T
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%} Protocol ki, Mith “finish Protocol” 5¢ i Protocol [#4 % .
%} Macro, 75 fith “finish activity selection” J&, 47 58 ) SF 24k

ef
@"L s your lag

[ o o
. - 4 v = O the web "Eee‘:b::k
e 0 T = = Conta
i - WebLab
= L ".1 /’E'uuin\ e' a = Help
@ Service Please select the parameters which you want to justify before submitting the macro, and then provide the default
value. For the mandatory parameters having no default value, we have checked the boxes for you and recommend
Program f that you hold them; otherwise your macro may not work normally during the execution.

Protocol
Macro
Utility Output section

fconsense(v3.6b) - Majority-rule and strict consensus tree

m User Space I Additional section

My Data
My Literature
My MetaPackage |

My Toolbox . I-emma(v5.0)
History d

&i Account .

My Account 2-fseqbooti{v3.6b)

My Group
3-choice branch

Logout
S-fdnadist(v3.6b) 4-fprotdist(v3.6b)

7-fneighbor(v3.6b)

(“save parameters and continue ) (“finish activity uleﬂ&n_:]

Y
8-fconsense(v3.ob)

(5). A T HE—> Macro &7 {Eis AT Hh A REAS RS M I HI N, URTFEEA R RE P IE R4
SRR, XA =R A SRR,

« user provided: {E4248 Macro i, /TR MM SHIE. Wl iS40
Macro 4 JH NS4

* pipe: XFPRA WS E L H B2 LT RPN B EA “user provided” S8, 1
REBH WebLab w251 S pipe 288 (S 53R IR B IE -

« do not use: 7t Macro $iATH, XLEESHR T UARIN . —Hekil, XEESEN D
MBH
1 WebLab 255 — M A SEH R E T — BRI,

TR se )5, £ “save selection” %4,
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o0 the — = Feedback

- WebLab xelp

@ Service J "‘L;j
F Please select the source of the Input parameters for activity
Program

Eratocol through the “branch” operators, please select one parameter as “user provided” and others as “pipe”.

Bipe: Accept other activity's output or input as the input value.
do n6tilise: Do not need to provide the input value during the workflow execution. And obviously, you can not mark a mandatory parameter
as "do notuse”.

| User provide: User will provide the input before the warkflow execution. If you have more than one activity to share one input parameter

|@ User Space

My Data
My Literature
My MetaPackage
My Toolbox
Histary

% Account

My Account
My Group
Logout

I-emma(v5.0)

2-fsegboot(v3.6b)

1 -emmal(v5.0) (Multiple alignment program - interface to ClustalW program )
— Input P

@ | () *sequence:

() | (& Dendrogram tree file) from clustalw file (optional) :

() L) & Comparison matrix file {optional):

Q00 e

() L (= Comparison matrixfile (optional):

2 -fseqboot(v3.6b) (Bootstrapped sequences algorithm)
— Input P

O & [ *sequence:
O O @ File ofinput categories:
O O @ Weightsfile:

(NN )

save sequliun

Copyright© 2004-2008, Center for Biolnformatics All Rights Reserved.
(6). HLAEHEN Macro M ) —20 . 7EAL T, i pipe KA Z 4R & Bl i -
7 WebLab S5 pipe 287 7E T — AN BRIA IR U
IAE, s “Save 10 Pipe Association” 3¢ Macro I .

et
c-"L Ceo oyour lag

012

%0 the web = Feedback

- WebLab HHep

user provide: User will provide the input before the workflow execution. If you have more than one activity to share one input parameter
through the "branch” operators, please select one parameter as "user provided” and others as "pipe"

PIPE: Accept other activity's output or input as the input value

do not use: Do not need to provide the input value during the workflow execution. And obviously, you can not mark a mandatory parameter
as "do notuse™

€ serv

Program

Protocol
Macro

_ukliy 1-emma(v5.0)
|@ User Space
My Data : Y
My Literature E
My MetaPackage | 2-fsegboot(v3.6b)
My Toolbox i )
History ' Uko
d Please assoclate possible values to the "pipe" input parameters you just selected
& Account i . ) .
i 1-emma(v5.0) (Multiple alignment program - interface to ClustalW program )
My Account E [~ Input P: Selects
My Group O] * sequence: walue: l-emma (v5.0)-sequence @

Logout

(+)  Dendrogram (tree file) from clustalw file (optional) :

@ Comparison matrix file (optional):

00

(s | Comparison matrix file (optional):

2 -fseqboot(v3.6b) (Bootstrapped sequences algorithm)

—Input P Selec

1-emma(v5.0)-dendoutfile
1-emma(v5.0}-outseq

() * sequence: %

value:

(=1 | File of input categories:
(=] Weights file:

o0

Save 10 Pipe Association

Copyright® 2004-2008, Center for Biolnformatics All Rights Reserved.
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o MBS g T AR IR
MRA] LB S “remove” FMMEEAHMN KA ' H & X ) Protocol 8% Macro. 1 HARIE
Hit “edit” J%HKYmiEAH N 1 TAER .

Tu

@ Service

Program

Protocol

Pre-defined Macros

el o
o - \'U“'fa,:,

&
J > et :Eee:b;ck
) = onta
' WebLab x Help

Create Your Macros

MACRO NAME DESCRIPTION

Macro ANDJoinerTest
Uil (a demo workflow to test this workflow is used to test the workflow which can have ANDJoiner operator
_Mtlity ¢ | aNDJoiner)
| User Space demo
(justa demo workflow) this workflow is used to test the workflow which can have more than one input
My Data This macro is focused on prediction of protein functions based on sequence similarity, where you have a
My Literature . profunction gene sequence or several one in hand. You may begin with this protocol from nucleotide sequence(s),
i either cONAS/ESTs or genomic DMA, as long as there will be protein coding region(s) existed. You will
_My MetaPackage ; E:Zr:r;zlErf\u:ewsgnacr\;ag:wlﬁariry) follow family identification, sensitive sites finding, and distant homologue search processes. Each step will
My Toolbox : 9 be performed by well-known software or programs. The flow chart will draw a sketch for you 1o understand
History it
y ' | MSAnalysis This workflow is designed to do some simple analyis for multiple sequences. Atfirst, the input sequences
& Account : (Mult Ieyse Lences analysis will be aligned using emma. Then, weblogo, cons and ealistat will give you some statistical or intuitive
i workﬂ:w} a ¥ information for the aligned sequences. Besides, ehmmbuild will build a HMM model and at last two
My Account i incidental programs will run to generate sequences based on this model and calibrate the model.
My Group This workflow is focused on constructing phylogentic tree by Neighbor-Joining method. First, we do
Logout ! phylogenetic multiple sequence alignement, then use boostrap resampling for later evaluating the significance of the

AR I R AR AR — AN SE . AR AAEGE “remove 1t” MHBRAFE 1Y
SFIIAGBTS 1l W RARMIE 2 Macro TAEGL, TEf ) ib 2 B 24K

My Literature
My MetaPackage
My Toolbox
History

& Account I

My Account
My Group
Logout H

(Construct phylogenetic tree
by Neighbor-Joining method)

consensus tree. After bootstrap, distance of each sequence is calculated from result of multiple sequence
alignment.Then, the phylogenetic tree is built using Neighbor-Joining method. Finally, the strict consensus
tree is calculated.

EmbedMacro

(a demo workflow which is
used to test embedded
macro)

this workflow is used to test the workflow which has other macros as component activity

phylogenetic_max_parsimony
(Construct phylogenetic tree
by maximum parsimony
method)

This workflow is focused on constructing phylogentic tree by maximum-parsimony method. First, we do
multiple sequence alignement, then use bootstrap resampling for later evaluating the significance of the
consensus tree. After boostrap, the phylogenetic tree is built using maximum parsimony method. Finally,
the strict consensus tree is calculated.

User Customized Macros

MACRO NAME

[] example_macro (an exampl
macro)

Distribute Macros Cancel Distribute Macros

Import Macros

DESCRIPTION

e

this macro is an illustration workflow

Remog:e Edit

Copyright® 2004-2008, Center for Biolnformatics All Rights Reserved.

From: Activity selected:
. Leafnode activity
REmEEE selected:

MK pipe &

er
o L \(our}eCJ

L7 the wev S e
- WebLab = Help

Activtity which
will

accept

fseqboot(va.6b)

Targey OUPULES input:

2-fsegboot(v3.6b)

Operator which
is already in
the macro:

1-emma(v5.0)

A
2-fsegboot(v3.6b)

1§

‘Copyright® 2004-2008, Center for Biolnformatics All Rights Reserved.
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4). ARG —— R RS N

SR
—AMESATLLE QT T AASREZ
ssubmi tted: ‘éﬁﬁ)z'imi\%iﬁiililﬁik BATREY , — AMTA5 B B i 4 % A submitted”
K&
* running: éL S SHIAEFAF NI, W SR AT, AR5 RS
N “running”.
“in queue: WA TE RFE 7 B ITAE 9 s #0AE i s AT, AR5 IR W N in queue”.
s finished: F45IAAZER, 45RFN “my data”, AREHBCH “finished”,
e failed: 1AL Hy T~ 28 5 RIS BAT 55 R MR IE F IR o RASECH “failed” Jfid
SRR R PEAN A5

fE45 i
&%%FTUT“mMMW”¢V&ﬁ&E%m RN

e’
e"L OrF your jg

-]

5 G‘E %n the wab n Feedback
= 2 = Contact
o '
_ _ w: WebLab
L ragesz: (58] over: (ST ®] Tyee: (58]
_Pogne JOB START RUN ERROR
Protacol N WORKFLOW = SERVICE  STATUS INPUTFILE OUTPUT FILE e
Macro H
e 2008-
MUCHIE I 56406 | infoseq(v5.0) | Finished | 1205061914268 fasta | Snided.infoseq.2008-03- | 0309 |, o0
— | v 09 19:25 PM 1925 |
|E User Space PM
H Untitled.dendrogram.2008- | 2008-
My Data T 03-08 20:53 PM 03-08
"My Literature | | demonstration_protocol | 56320 | emmA5.0) | Finished | hbats fasta Uniied.msf.2008-03-08 | 20:53 | 108

— = 20:53 PM PM
v e Untitled.dendrogram 2008- | 2008-

Toolbox ' | 3801 03-08 20:45 PM 03-08
oy ] | demonstration_protocol | 56319 | emma(vs.0) | Fail human_hbafasts | \jniied mef2008-03-08 | 20:45 @
{7 2045PM PM
a Account ; 2008~
: 03-08

' 56235 | cons(v5.0) Finished | abiview.msf Untitled.fasta ; 1.0s
My Account E ;%32
e AL T | 2008
_Logout ssggy | clustaw- | Lo a5 s hba.msf 03.06 108
msa hba.dendrogram 20:42 :
PM

1234567891011 12 13 14 15 16 17 18 19 20 21 > >>

Copyright® 2004-2008, Center for Biolnformatics All Rights Reserved.
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o Dfd\.our lap =

o

v o " the weo :Eee:b:tck
= w ontal

& =

' WebLab x Help

@ Service

Program

pageSize: (5 |w] Order: StartTime [w] Type: [Desciv)

START RUN ERROR

JOB

Protocal = SERVICE STATUS | INPUT FILE OUTPUT FILE S el
::T:_ 2008-
ili Running Untitled.blast.2008-03-10 | 03-10
_ 56474 | blastp(v2 2.15) % human_hba fasta o e
|E User Space : PM
: 2008-
Ll ; 56406 | infoseq(v5.0) | Finished | 1205061914268 fasta ggﬂe,g;”;‘;‘*qmoam' ?gfgg 1.0s
My Literature b -
e il
% Untitled.dendrogram.2008- | 2008-
oolbox i | 3802 03-08 20:53 PM 03-08
History demonstration_protocol | 20920 | emma(v5.0) | Finished | hbal5 fasta Untiled. msf2008-03-08 | 2053 | 108
20:53 PM PM
G Account Untitled.dendrogram.2008- | 2008-
3801 03-08 20:45 PM 03-08
My Account demonstration_protocol | 26319 | emma(v5.0) | Fall human_hosfasta | |nided msf2008-03-08 | 20:45
y G 20:45 PM PM
roup
2008-
Logout - 03-08
56235 | cons(v5.0) Finished | abiview.msf Untitled.fasta 15:32 1.0s
PM
12345678910 11 12 13 14 15 16 17 18 19 20 21 > >>

Copyright® 2004-2008, Center for Biolnformatics All Rights Reserved.

5). Ay LHAA

T HA AR IR B 2 IR SS BAE T« “my toolbox” J&2— AL “my data” BRI J* 0],
R Rl e S 7 S R EE FE B WebLab F AR, Protocols, macros flutilitieso

= ef
= & Cr o your lag

1 — :Eee':h::k
onta
- WebLab x Help

@ Service

Program

—+Expand all -Collapse all

! EHE [ My ToolBox
"IZ] [ analysis
3@ [Jtool2

Protocol
Macro :
Utility

|ﬁ User Space : * [ IsPCR(v33x2) weblab:service:program
[ profunction weblab:service:macro
My Data ] o )
My Literature : [} phylogenetic weblab:service:protocol
My MetaPackage | B[] jalview weblab:service:utility

My Toolbox E |

History 3
> I
& Account '

My Account
My Group
Logout

i T A4
WebLab _E 7 ik 45 (32 42 BT _L#A—A “add to Toolbox” 4% 4. Ui AR5 1X Ak
FAM, rd L AR I T RAS .

Mew Directory ‘ | Mew Tool ‘ | Delete | | Move ‘ | Rename

28



WebLab H SCA% H SR

My Data
My Literature

My MetaPackage

My Toolbox
History

&.' Account

My Account
My Group
Logout

@ Service

Program
Protocol

Macro

'
(e i

—
D ——
@ Service
Program
Protocol
Macro
Utility

| User Space

Utility

Resource

|E User Space

My Data
My Literature

My MetaPackage

My Toolbox
History

& Account

My Account

My Group
Logout

6\.““ Or your lay
i ‘% %0 the web & Feedback
" - & Contact
- WebLab

Pl e a o Help

seqret(v5.0) - Reads and writes (returns) sequences >>add to ToolBox
Bl Input
Use feature information: | mmmmmmmmmmmeee =

* sequUence:

Start of each sequence to be used:

End of each sequence to be used:

El output

section

* save resultin directory:

*outseq: [

bio:seqfasta )

El Advanced Options
Read one sequence and stop:

------------ - @
Work Directory v
Untitled.fasta @

_____________ =

Run

Copyright® 2004-2008, Center for Biolnformatics All Rights Reserved.
PR R B
6) . ﬁ VN 5j( VN

WebLab $21}t resource #EER AL 7 5 (8 A S A= M B b 2 b s B s . i HL, B K
XYEHHRARAEN “my data” TRAESE—25 5 HT .

o"er 0’0‘!0”' lag n Feedback
! = N the —" % News
) = a Contact
- WebLab

G e a i Help

WebLab provides a few interfaces through which users can access plentiful bicinformatics database resource

conveniently.

—BioMart

biog

BioMart is a query-oriented data management system developed jointly by the Ontario Institute for
m a ["[ ‘Cancer Research (QICR) and the European Bioinformatics Institute (EBI).
: Please click here to enter the query page for the BioMart system integrated in WebLab.

A comprehensive plant transcription factor database, which
contains 26 402 TFs predicted from 22 species, including
five model organisms with available whole genome

3 sequence and 17 plants with available EST sequences. It
: E : y has extensive annotation at both family and gene levels.
Flant Transcription Factor Databases Please click here to query Plan{TFDB integrated in
WebLab.
~HLPP
Human Proteome Crganization starts the Human Liver Proteome Project directed by
China. More than 100 labs from 18 countries and regions participated in this project.
One major goal of HLPP is to study the binasy protein-protein interactions between liver
. . and the important liver protein complexes.
Human Liver Proteome Project  pieage click here to query HLPP integrated in WebLab
—SRS
Choose  [uniproks Jv]
Through:
FASTA
format:

Each line
one
Accession
Number
orlD

29
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R IR
H AT, WebLab #2421 BioMart, planttfdb, hlpp F1 SRS t ¥4 i /o AL 1
* BioMart
BioMart /& OICR Fl1 EBI L[] JF K — MR R EH R 4K .
WIS BioMart SRIFEE, RTE 2T SCIEFEER R M E R 4

el
o D;a\,our lag o o Feedback
S — Ji = D the wev i News
A 1] ) - W bL b = Contact
1 2 o >
! (S e a = Help
@ Service (- ) o ) )
! BioMartis a query-oriented data management system developed jointly by the Ontario Institute for Cancer Research (QICR) and the
Program European Bioinformatics Institute (EBI),
v Please select the dataset and Start your query.
Protocol
Macro : Dataset
Utility ' e ——— -]
[Gene(Ensembl & VEGA) i

Resource p

9 g aaegypti_gene_ensembl
User Space g agambiae_gene_ensembl
H btaurus_gene_ensembl
My Data E celegans_gene_ensembl
m cfamiliaris_gene_ensembl
_— cintestinalis_gene_ensembl
My MetaPackage . cporcellus_gene_ensembl
My Toolbox H csavignyi_gene_ensembl
R EE—— dmelanogaster_gene_ensembl
History | dnovemcinctus_gene_ensembl
§ ' drerio_gene_ensembl
& Account E ecaballus_gene_ensembl
g eeuropaeus_gene_ensembl
My Account H etelfairi_gene_ensembl
_ featus_gene_ensembl
My Group | gaculeatus_gene_ensembl
Logout H ggallus_gene_ensembl
—_— hsapiens_gene_ensembl
lafricana_gene_ensembl |
mdomestica_gene_ensembl -

Copyright® 2004-2008, Center for Biolnformatics All Rights Reserved.

X5 BioMart A fRISCERAT G (1 Ja PEAT I JE -

o= ngyour lay o = Feedback
@
‘l‘ — (3] = " the web n News
2 [T i w = W bL b u Contact
1 - ) 2
2 1 ./‘,E,wjo\ e a u Help

@ Service . Dataset

Program i [ celegans_gene_ensembl l-v-i
Protocol '
“Macro | Attribute
u i | ElFeatures
—— ' E GENE:
|@ User Space ™ Ensembl Gene ID "] Ensembl Transcript ID ] Ensembl Peptide ID "] Description
My Data ™ Chromosome Name [ Gene Start (bp) [ Gene End (bp) [ strand
My Literature [C] Transeript Start (bp) [T Transeript End (bp) [ Gene name [ Gene DB
My MetaPackage | [] External Transcript ID [l External Transcript DB [] Ensembl CDS length [C] Ensembl cDNA length
My Toolbox i ["1Ensembl Peptide length [T Transeript count ™ % GC content ] Biotype
History i EXTERNAL:
& P— PROTEIN:
: EH GENOMIC REGION:
My Account Structures
My Group Homologs
Logout Sequences
Filter

chromosome_name: v B

Oenly () excluded

(eI SE B R )€ 5, BioMart 2525 5. eah, RATDLRE SCE4, 45 Bl
Mo, EPEAAAEEIR I H o IR AT DLUERIRAFA R 4. AR5 55 “save to my data”, 45
B2 AE AR B 2% 1]
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@ Service

Program

Protocol
Macro

ity

‘_E User Space

My Data

x|

el 0, your lay

= Feedback
o News

= Contact
o Help

3 ‘% N the web
ol ns
& WebLab
Save Data
Your File Name: | myresult.out # save the guery condition
Specifiy File Format: | unknown v
Select the directory you want to save: -other v

Save I_EL My Data

My Literature
My MetaPackage
My Toolbox
History

E Account

My Account
My Group
Logout

* PlantTFDB

Attribute:  ensembl_gene_id chromosome_name percentage_gc_content
Filter:  chromoscme_name = V

Results:

B0348.5 WV 51

BO348.6 WV 44

BO348.4 WV 37

B0348.2 V 33

B0348.1 V 39

Y38C9B.2 V 36
Y38C9B.1 V 33
Y3B8COB.3 V42
F56E10.2 V 38
FS56E10.3 V 31
F56E10.4 V 40
F56E10.1V 42
Y3BCoA.1 W 35
Y38CoA.2 V 36
WO3F9.1 V41
WO3F9.2 V40
WO3F9.10V 39
WO3F8.3 V45

PlantTFDB 7 CBI JF &1 ANEG WA e sk IR T EHl PR . K% PlantTFDB (15 fE5
¥i2% BioMart 2Bl AN[RIFJE E X FATTIE P blast T E .

Program

@ Service

Protocol

Macro '
Utility

Resource

W User Space

My Data
My Literature
My MetaPackage
My Toolbox
History

g Account

My Account
My Group
Logout

Choose your query condition

Field
[[1 Gene_Model
[ Family
[C1 Domain_ID
("1 Domain_Description
[ Expression
[T Protein_Length
[ Protein_Sequence
[ CDS_Sequence

Filter

Gene_Model: [ like [=]
Famiy. (e
Domain_Description:  [[like [=]

Domain_ID:

Expression:

Protein_Length:

All_Text: [ like

Do Blast

Program

Sequence:

Expect_Threshold:
Matrix.

31
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* SRS
JPHIRT R RS SRS Tt 13— NS, RS s A A (s B T .
FENE, FRATEEAE R R 720
+ SRS ID/AC #&
P Rk B B PE, Bkt o, HNBOGBIFA IS . FATHE— DTS
Choose database:

Thiough: - (Accession Number 1+
FASTA format:

PESS05

Each line one
Accession Number
or D

(RezeD) (D)

* SRS KRR
HEPERCHE E AN EOAR S, A SRR TR TR R
Choose database:

FASTA format:

One or several
keywords: If the number of result entries is no more than 100, all of them will be displayed;
otherwise, only 100 entres are provided.

(o)
B o B R B BT R . M W B R OB .

F el o u
‘ . B RN ap
o = 1 Con
& WebLab
s e a = Help
@ Selee ! number of entries: 26 PageSize:
Program |
Protocol
PRIMARY SEQUENCE
::Ml:r:f . ENTRY NAME ACCESSION DESCRIPTION LENGTH
(] B
N [ UNIPROT:OLF1_APILI Q26419 Olfactory receptor-like protein HoA1 (Fragment). 165
|E User Space O
. QFZ6G4 HBAZ (Fragment). 31
My Dat UNIPROT:Q7Z6G4_HUMAN
My Literature O Qi4814 Similar to brain acyl-CoA hydrolase isoform hBACHa. 338

m UNIPROT:Q14814_BOVIN

My Toolbox | =) - X
H;mw : UNIPROTPS5636_RHOPA P95636 4-hydroxybenzoyl-CoA reductase HbaC subunit. 774

4-hydraxybenzoyl-CoA reductase HbaB subunit (4-

f D
i P95635 | hydroxybenzoyl-CoA reductase, firstof th bunits 163
a Account ! | UNIPROT:P95635_RHOPA [Emggg”azé?f oA reductase, first of three subunits)

My Account : O 4-hydroxybenzoyl-CoA reductase HbaD subunit (4-

_— ) P9563T hydroxybenzoyl-CoA reductase, third of three subunits) 327
My Group ' | UNIPROT:PS5637_RHOPA (EC 1.3.99.20),

Logout

Transcriptional activator HbaR (Hydroxybenzoate
Q8RFRS5 anaerobic degradation regulatory protein HbaR, Crp/Fnr 241

O
UNIPROT:QIRFRS_RHOPA family).

ATMT7S6 Hemaglobin X, alpha-like embryonic chain in Hba 158
UNIPROTATM7S6_MOUSE complex (Fragment).

Zeta globin (Hemoglobin X, alpha-like embryonic chain
T8PA4 142
UNIPROT:QT8PA4_MOUSE < in Hba complex).

ABKBN4 Hbae1 protein. 143

UNIPROT:ABKBN4 DANRE

<< <€ 123 > »>

5. MAEFH - TAE——7r 2 Sems Lo LTI
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1). Mk

W FI TS T T B A AEE  EATR AW s, OSBRI SO TAE S5, A
TAETHNKRAENST, WebLab 324t T /=R 2HHUH . 2H P & b2 2 18] JL-F- 0 LS8
EAT{ WebLab {405,

IRANE A NAE AR

WebLab f 43 AL
TP eSS . A EMH AT RS S “My Group” A AHNPIRE . /RA] LU
%Wﬁﬁﬁdﬁéﬁ CLTHPR L HERN) FIZndl CRHMSHEN ) TEME B

el 0r your |4

b
9N the web = Feedback

VVebLab P

cs Cﬂo
Urun‘?.

@ Service User Created Group
== Create Your Group

_Progam | EEEE DESCRIPTION MEMBERSHIP ACTION

Protocol
Macro H test test group a kongl a xiaogiao a wangjun a qingwa a gaoge 8 delete edit
%ﬁ“iw alygunia
i ' xiaogiao 558 delete edit
|E User Space : 8 xiaogiao 8 gingwa 3 zhaosg 8 liuxg

My Data User Attended Group

_Myliterature | DFYYYR DESCRIPTION CREATOR MEMBERSHIP ACTION

My MetaPackage |

My Toolbox i test testgroup aqmgwa Is kongl & xlaogiao & wangjun & gingwa & gaoge & quit
i alygunia
History : Vel
_History ¢
u Account eE Sse 8cl\ngwa 8 xiaogiao a qgingwa 8 zhaosg a liuxg quit
My Account

My Group ¢ ]
Logout H

Copyright® 2004-2008, Center for Biolnformatics All Rights Reserved.

lgeezil
B ANENH P ARV E R S I4. it “Create Your Group” HEA R4 LT

O YU‘” lay

N the S 1 Feedback

= ORI = W WebLab =

@ Service User Created Group
Program ‘ >=>Create Your Grou
progem | Mmaeaw = hoow )
Protocol i =
Macro i test test group s kongl a xiaogiao a wangjun s qingwa a gaoge & delete edit

Utility alygunia

Sale
S

= xiaogiao 585 delete edit
|E User Space ' 8 xiaogiao 8 gingwa 8 zhaosg 8 liuxg

My Data User Attended Group

- O

_MylLiterature  :  pEETFYVERE DESCRIPTION CREATOR MEMBERSHIP ACTION
My MetaPackage |
My Toolbox : test test group aqingwa 8 kongl a xiaogiao a wangjun a gingwa a gaoge 3 quit
Histo E— alygunia

istory

ey
‘ ) Account : xiaogiao 8ss &qlngwa 8 xizogiao 8 gingwa 8 zhaosq 8 liuxg quit

My Account
My Group
Logout

Copyright® 2004-2008, Center for Eioinformatics All Rights Reserved.

33



WebLab H SCAE ] ST

R — N PR S
 HEA MR R WAL AL B RIS .
s WWINAL G MIANALRRIIKS CBRR—AS), A4l Aeldamid i, fRalblz)
,UEI’Jﬂé‘EﬁZQHJﬁJ%E W, —MARZ AL 15 M.
TR WAL =z AR AR IR R B AR .
« midli “save group” SEMAIMIAILE.

(\\.L' L \(nur lag

N the — # Feedback

- WebLab e

¢5.Ce
IS

.-
on T ¥ e
) ‘.D— v 4
R "1 et -

@ Service
3 CREATE NEW GROUP

Program '
R — Name: weblab_group
Protocol
Macro i the group is used to share literature in weblab development group
Utility Description:
= i 4
|E User Space Please input the user name:

My Data 3 G

Member list: (maximum 15)

My Literature !
My MetaPackage | iz
My Toolbox . Membership: '““I
History ‘ zhaosg
_
S s (D)
ccoun ]
& ; saose(Dre)
My Account wang]
My Group :

lageut |
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@ Service : User Created Group

>>Create Your Group
Program

S | NAME | DESCRIPTION MEMBERSHIP ACTION
Protocol
T} test test group 8 kong\ a xlaogiao s wangjun s gingwa a gaoge 8 delete edit
Utility alygunia
pr— the group is used to share literature in :
|E User Space - weblab_group weblab development group 8 luojc 8 kongl 8 wangj 8 zhaosg 8 liuxg a gaoge J\% jete edit
Data
:vv T 3 User Attended Group
terature H
———— EEEEE DESCRIPTION CREATOR MEMBERSHIP ACTION
My MetaPackage |
My Toolbox : test test group S inowa a kongl 8 xlaogiao 8 wangjun 8 gingwa 8 gaoge a quit
History H aing alygunia
]
& Account
My Account
My Group H
Logout
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.
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= . 71_ \ 3 O = e = Feedback
" ] i 3 1= J a = # Contact
e OIS : W WebLab
= g | = W WeblLa
Service H | . .
H Edit Comment | | Delete Comment | | Edit Tag | ‘ Attach Tag | | Edit Format |
Program :
Bremmesl ; +Expand all -Collapse all
Macro & =
Utility : & [ My Data
- = [ test_data
|m User Space EHi #water

My Dat ) mdr2_fugu.fasta bio:seq:fasta:single:protein
My Literature - [ mdr3_fugu.fasta bio:seq:fasta:setprotein

e A e Lol b
My MetaPackage ! - l;! [ Untitied pair bio:align:emboss:pair
My Toolbox L2 [ 1180837624600.fasta bio:seq:fasta:set
History ' d [T Untitled .msf bio:align:emboss:msf

—_ —

9 L& [ Untitled dendrogram bio:reportdendrogram
Account :
oy Bocaunt | Mew Directory ‘ | Mew File | ‘ Delete | | Move | ‘ Rename |
My Group
Logout : | Slﬂ?‘re | | Cancel Share | | Import ‘ | Cancel Import ‘ | Refresh ‘
e
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um'wif Share
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Al

Program E
Protocol ' —+Expand all -Collapse all
Macro H X
Utility : E-Z O My Data
P : 3 []test data
|E User Space f & O
My Data : [ O oshto fasta bio'seqastaset
My Literature L [[] P61981 fasta bio:seq fasta:protein
My MetaPackage | L [] 6dnafasta bio:seq:fasta:setdna
MyTocibox g [] 1201487229077 fasta bio:seqfasta:dna
_History . [ 1201487298108 fasta bio:seq:fasta:dna
&” Account B Orice
H =% [ Hemoglobin alpha chain
My Account

Pt sttt ] pba human.fasta bio:seq:fasta:single:protein
My Group :

[ pba rat.fasta bio:seq:fasta:set
Logout i

[T pba mouse fasta bio:seq:fasta:set
[C] hbaT fas bio:seqfasta:set

‘ Mew Directory | | New File | | Delete ‘ | Move ‘ | Rename |

‘ Share ‘ ‘ Cancel Sharen| | Import | | Cancel Import | | Refresh |
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| cirdna xiaogiao Read only cancel share
blast xiaogiao Read only cancel share
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1
1
1
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My Literature

My MetaPackage |
My Toolbox
History >>Back to My Data

& Account :
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My Group 3
Logout i
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Macro
Utility

My Data
My Literature

My MetaPackage |

My Toolbox
History

g Account

|ﬁ User Space

| Edit Comment | ‘ Delete Comment | |
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¥ < ’ N th n Feedback
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W WebLab g

Edit Tag

| | Attach Tag = ‘ Edit Format

— +Expand all -Collapse all

E-Z [ My Data
B2 Dtest data
B On
i & ["] osht01 fasta bio:seq:fasta:set
& [ P61961.asta bio:seq:fasta:protein
" [[] 6dna.fasta bio:seq:fasta:set:dna
: [] 1201487229077 fasta bio:seq:-fasta:dna
: [ 1201487296108 fasta bio:seqfasta:dna
LJ [ rice
Iél [ ) Hemoglobin alpha chain

Etty/Accountiy. L [] pba human fasta bio:seq:fasta:single:protein
= -
My @roup ' [ pba ratfasta bio:seq fastaiset
Logout |

L [] pba mouse fasta bio:seqfasta:set
" [ hba fas bio:seq fasta:set

New File | | Delete ‘ |

Import I‘LJ
k)

‘ Mew Directory | | Move | | Rename ‘

‘ Share ‘ | Cancel Share ‘ Cancel Import | | Refresh |
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Macro
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Service
@ Pl Lo Create Your Macros
Program E
Protocel g MACRO NAME DESCRIPTION
Macro ! | ANDJoinerTest
otili 1| (a demo workflow to test this workflow is used to test the workflow which can have ANDJoiner operator
_Utility | ANDJoiner)
|E User Space { | gemo this workflow is used to test the workflow which can have more than one input
i (Just a demo workflow)
My Data : This macro is focused on prediction of protein functions based on sequence similarity, where you have a
My Literature - profunction gene sequence or several one in hand. You may begin with this protocol from nucleotide sequence(s),
] ) ! either cDNAS/ESTS or genomic DNA, as long as there will be protein coding region(s) existed. You will
My MetaPackage Enzlg)gzlgrr\u::“sgnaczas‘.ﬁﬁarity) follow family identification, sensitive sites finding, and distant homologue search processes. Each step will
My Toolbox : q be performed by well-known software or programs. The flow chart will draw a sketch for you to understand
History E It
. ' | MsAnalysis This workflow is designed to do some simple analyis for multiple sequences. At first, the input sequences
Account H ¥ .. | will be aligned using emma. Then, weblogo, cons and ealistat will give you some statistical or intuitive
' (Multiple sequences analysis g g g give yo
! workdlow) information for the aligned sequences. Besides, ehmmbuild will build a HMM model and at last two
My Account i incidental programs will run to generate sequences based on this model and calibrate the model.
My Group ' This workflow is focused on constructing phylogentic tree by Neighbor-Joining method. First, we do
Logout | phylogenetic multiple sequence alignement, then use boostrap resampling for later evaluating the significance of the
(Construct phylogenetic tree consensus tree. After bootstrap, distance of each sequence is calculated from result of multiple sequence
by Neighbor-Joining method) | alignment.Then, the phylogenetic tree is built using Neighbor-Joining method. Finally, the strict consensus
tree is calculated.
EmbedMacro
(a demo workflow which is
Used to test embedded this workflow is used to test the workflow which has other macros as component activity
macro)
phylogenetic_max_parsimony | This workflow is focused on constructing phylogentic tree by maximum-parsimony method. First, we do
(Construct phylogenetic tree | multiple sequence alignement, then use bootstrap resampling for later evaluating the significance of the
by maximum parsimony consensus tree. After boostrap, the phylogenetic tree is built using maximum parsimony method. Finally,
method) the strict consensus tree is caleulated

e L] ] Cancel Distribute Macros Import Macros

Distribute Macro

MACRO NAME DESCRIPTION ACTION

E RMA_analysis (ra_analysis) rna fold Remove Edit

e P K ARG T A A28 HA R BAR BT S i 4L
T ARG 72 K AT BRI T o

u Feedback
= Contact
x Help

@ Service

Program
Protocol
Macro

Please select the group:

= e
m User Space :

R 73 SR FE AR, 23 R ) TAE R bR EAS R .
IREBA R
Iy REGHEA A
B g5 o SN FH T U R — AN
W RARARE R K, BN “cancel distribute macro” B “cancel distribute Protocol”
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@ Service
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b
o
P - N the — n;ea:back
) == o Contact
) o
' WebLab = Help

il L Create Your Macros
Program 3
Protocol ' MACRO NAME DESCRIPTION
Macro ! | ANDJoinerTest
Ut i (a demo workflow to test this workflow is used to test the workflow which can have ANDJoiner operator
_utility © | ANDJoiner)
|E User Space | demo this workflow is used to test the workflow which can have more than one input
: (justa demo workflow)
My Data : This macro is focused on prediction of protein functions based on sequence similarity, where you have a
My Literature prefunction gene sequence or several one in hand. You may begin with this protocol fram nucleotide sequence(s),
B R . . . either cONAs/ESTs or genomic DNA, as long as there will be protein coding region(s) existed. You will
_ My MetaPackage | LF;’:E";'Egugemﬁgnﬂag;'ﬁa”m follow family identification, sensitive sites finding, and distant homologue search processes. Each step will
My Toolbox ' q be performed by well-known software or programs. The flow chart will draw a sketch for you to understand
History ‘ it
. | MSAnalysis This workflow is designed to do some simple analyis for multiple sequences. Atfirst, the input sequences
a Account (Multi Igsse uences analysis will be aligned using emma. Then, weblogo, cons and ealistat will give you some statistical or intuitive
' workﬂ%w) q Y315 | information for the aligned sequences. Besides, enmmbuild will build a HMM madel and at last two
My Account i incidental programs will run to generate sequences based on this model and calibrate the model.
My Group This workflow is focused on constructing phylogentic tree by Neighbor-Joining method. First, we do
Logout ' phylogenetic multiple sequence alignement, then use boostrap resampling for later evaluating the significance of the
(Construct phylogenetic tree | consensus tree. After bootstrap, distance of each sequence is calculated from result of multiple sequence
by Neighbor-Joining method) | alignment.Then, the phylogenetic tree is built using Neighbor-Joining method. Finally, the strict consensus
tree is calculated.
EmbedMacro
(a demo workflow which is
e etan this workflow is used to test the workflow which has other macros as component activity
macro)
phylogenetic_max_parsimony | This workflow is focused on constructing phylogentic tree by maximum-parsimony method. First, we do
(Construct phylogenetic tree multiple sequence alignement, then use bootstrap resampling for later evaluating the significance of the
by maximum parsimony consensus tree. After boostrap, the phylogenetic tree is built using maximum parsimony method. Finally,
method) the strict consensus tree is calculated.
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@ Service

Program
Protocol
Macro
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User Customized Macros

MACRO NAME

Distribute Macros Cancel Distribute Macros Import Macros

‘!_l

DESCRIPTION
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[ AccepTeR | MACRO NAME ACTION

o G N ARG
MAETEAA N R VR EUR I I 4L T AR S , i Import Macros”/“ Import Protocols”
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1 weblab_group

RNA_analysis cance| distribute
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1 ACCEPT GROUP MACRO NAME ACTION 1

>=macro home
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(justa demo workllow) this workflow is used to test the workflow which can have more than one input

b
&
J| B o0 the web "E‘Eﬁf:cﬂtck
o = = Con
%) &l
w: WebLab = Help
Service 3
@ LB ls Create Your Macros
Program
P g MACRO NAME DESCRIPTION
rotacol i
Macro ! | ANDJoinerTest
Uil i (a demo workflow to test this workflow Is used to test the workflow which can have ANDJoiner operator
ility ! | ANDJoiner)
| demo

This macro is focused on prediction of protein functions based on sequence similarity, where you have a

My Literature gene sequence or several one in hand. You may begin with this protocol from nucleotide sequence(s),

———————— |pmfuncion either cONASIESTS or
) ) ) genomic DNA, as long as there will be protein coding region(s) existed. You will
w {JF::)e[zlr;;u:emsgnacr;asl.‘rfﬂlﬁarity) follow family identification, sensitive sites finding, and distant homologue search processes. Each step will
My Toolbox q be performed by well-known software or programs. The flow chart will draw a sketch for you to understand
= it.
History

. : MSAnalysis This workflow Is designed to do some simple analyis for multiple sequences. At first, the input sequences
a Account (Mult Igsse uences analysis | Will b aligned using emma. Then, weblogo, cons and ealistat will give you some statistical or intultive
' P &l e information for the aligned sequences. Besides, ehmmbuild will build a HMM model and at last two

My Account ROrkics) incidental pragrams will run to generate sequences based on this model and calibrate the madel.
My Group This workflow is focused on constructing phylogentic tree by Neighbor-Joining method. First, we do
Logout phylogenetic multiple sequence alignement, then use boostrap resampling for later evaluating the significance of the

(Construct phylogenetic tree | consensus tree. After bootstrap, distance of each sequence is calculated from result of multiple sequence
by Neighbor-Joining method) | alignment.Then, the phylogenetic tree is built using Neighbor-Joining method. Finally, the strict consensus
tree is calculated.

EmbedMacro

(a demo workflow which is
used to test embedded
macro)

this workflow |s used to test the workflow which has other macros as companent activity

phylogenetic_max_parsimony | This workflow is focused on constructing phylogentic tree by maximum-parsimany method. First, we do
(Construct phylogenetic tree multiple sequence alignement, then use bootstrap resampling for later evaluating the significance of the
by maximum parsimony consensus tree. After boostrap, the phylogenetic tree is built using maximum parsimony method. Finally,
method) the strict consensus tree |s calculated.

Liseh CUS [Oieatl Nt Distribute Macros Cancel Distribute Macros

MACRO NAME DESCRIPTION Al TN
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