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1.1 B ** RSS Service

RSS Service #_—- i Web Service - ¥ 2 i * % Web Application ~ # 4 * = ~ SOP
F3miip & e9RSS Feed

1.2 #+ AB-E_RSS
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Language) ## 14 #7| T 34 > SR by lj'l_iﬂ” VU EF N BEITRES o o
B BT S 4 foRTH 3 o (Newsgroup)shk & » fe LR 5 { ~ hp 37a0 4 e
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Mg L ATR AR A ko M A RE FTAELEHA A b U
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T 4 (Timely) ¢

- | RSSHRTRE A T 0 P B EF R AT L2

ERIERTRE o @ % ?Wﬁ»fh‘\m—iﬂ Bt 5% o

£ 7 = ~ 2z g (Cost-effective) :

B @ﬁ;fr@ FS KD F B R e Jo¥pit FTR R
sﬁﬁﬁlhiﬂ REMFIIMER > HEBIRA A

%r" G AT ‘i. °

Yo— L

RSS 7 # - T if i T & +<Tag> > 7 4& & RSS e

el A s SRR B ot Rl -

RSS ¥ fF & ¢ + #R it !

%% RSS £ i ¥ 1 H-£ DRSS 3 4 = F e 3 =
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1.3 4riw & ¥ RSS

B RSS & jpig Ei % % (Reader) -

R T 0L B RSS ALge iE A 5 8

ki
ﬁ$¢ﬁ”% : $°§WFﬁsiWﬁm%;’wu%ﬁﬁm?wiwﬁna
LSRR SharpReader €5 & * RSS i) o

Step 1.% %

% % SharpReader

.Net Framework

http://www.microsoft.com/taiwan/netframework/downloads/howtoget.htm

Step 2.1

SharpReader 4 =k http://www.sharpreader.com/ ™ §% iE 3#

&) SarpRensdon RS Plinsgadon - Micnctoll [nlomal, Cepleonsn
ERE RME AW EREW IRO HHH

€] - -4 A Jied ol rmeE 69
DY 4 hetp: ffwvane. sharpreader com]

Victims of recent hurricanes need your help now...

Call 1-800 HELP NOW or visit Redcross.org

SharpReader

To get the latest version (0.9.6.0), either download the installer, or the zip-
file.

i Prior to running SharpReader, you will need to install the .MET Framewaork, version 1.1 SP1. If you do not

SharpReader is an RSS/atom aggregator for Windows, created by Luke Hutteman, PCWORI_D

Best of the Web

Abaut

ek

;'l

||

Blog currently have the .NET Framewaork installed, you can get it at windowsupdate, or here,

Main features

Handles all RSS versions, ATOM 0.3 and 1.0, modules like dublin core, content:encoding, xhtml:body,

Repizel]

e SharpReader detects and shows connections between items if they have same link, if one item links to

Free Qutlook RSS

Reader
RES newsreader &
aggregatar for

Outlook. Attensa

etc.
Advanced threading support allowing you to view connected items together in a threaded fashion, E]&ﬁﬂgikwm

another, if two items both link to the same external webpage, or if an item has comments (for feeds
supporting the <wfw:commentrss> standard).

Group subscribed feeds into custom categaries,

Feed settings like refresh-rate and purge timeout can be set per feed or per category. Category-wide
settings apply to all feeds in that category that are still set to "Default" for the setting in guestion.
Dialog-less way of subscribing to new feeds - just drag a link from your browser into SharpReader, or
enter the url into the address-bar at the top.

Feedster integration to easily search weblogs and newssites for specific terms, and even subscribe to
such a search to be notified of new results.

P 2

amazoncom
COMATE

® ¢ * SharpReader 37 i 4p i % 3t e RSS

Step L. 35 1|32 b7 37 RSS i 4 o i F RSS &1 ,ﬁg%’rs 1 3 2R
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Qt=-0-HNREG -5 B - L

s S EHRE &)

7

ABHE(D) &) hitp:tw.news. yahoo, comjrss/ | -

L= REH A ED T A O e T ) e R EREY e tH A LT TERYAE B 7

Yahoo! ZFEEHT 7% RSS {2 2
Yahoo! 57 EERREHRTERIAGLL RS MR T FIRTRIE S48 o A FIR SRR DITER
MBI E M AE LR - BEERHEE RS RS

OFML * httpeftw.news yahoo.comissiopral
BN RS © httpotw.news yahoo . commshealtime
L) e bt news.yahoo comimsaciety
P © httpetw news yahoo.comdsshwoshere
B2 htpetw news yahoo.comss finance
AT ¢ Ittpw news.yohoo comssenterinment
HE * httpw news yahoo.comissAports

SEiE © hitpw news yahoo.comissieisue

PRBA * httpsfow news.yahoo.comirss elaration
- htpw news yahoo.comissdechnelogy
TEREE : httprshwnews yahoo.comiss health

FF3T ¢ hitpw news yahoo.comissiddivencugh

SEETURSS
RET TSRS R RS  ETRESMEI  REaT
HIRSS )
& T

e EL

Step 3.RSS e ntenp 7 E XML 4% » T 0B H BEF o B2 RSS entig ™ %
» B+ SharpReader =7 Address # == p > 37 Enter B 438 B~3% Feed © & % 4r™ H

o
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hitp#tw news yahoo comirssrealtime
Title: Date Authaor Subject

| R S A EER T 81 5 ¢ SERtS R (PR 2005107 FF 11.03
il T B prtdh R B A IR SR (Reall) 2005107 T F 03:03
HNEBTS HXEXEERT (KH) 2005407 FF 03:03
A R EHF 1 ESIBRE (R#) 2005107 FF 03:03
" TRBRGE FHEEA L (R#) 2005107 F“F 03:03
HMHARREE - LEHBALZARER (PRSESA 2005400 T 11:00

| EARERFRALET (iR 2005407 FF 11:00

| VTR ARk - HFREE D (PR A 2005100 FF 11:00
B SR hEE—ARE - AATRER (PEHER) 2005107 TF2F 11:00
HMPEAFIREEEGHEEE TR Gk BAE GRENEE 2005407 T 10:57
i MEReneoli 3B - [7151] 208 1 IER CRIEWEE 200510 FF 10:54
M PEARIDESRE AR ENEFERER GREHEE 2005107 T 10:34
HEREESER R DR b Ral) 2005104 FF 10:51
i Bl B TRFRERGH SRR (P Rat) 2005107 T4 10:49
A EEES - SRS R SRS cchibat MNEANT F A Ana8

ESP | IBHER | Yehoo! T EE FRAR

YAHOQ’ %ﬁ Iagﬂ & o] | 18 @%&

Yahoo! & EE 57 & EREE
HEEE HEig iE EE mEE BT 2 BE AR A M g2E T EBR EE
IREE - EEIE - it 2005 (10407 (2EAF)
BHEREEATHI0: 8HFRE oEMEE  GEENS

b crl=Ta]

Step 4.4 % & 37 R 3% Feed R Subscribe #e4t T 7 & % @ AR B H L [ 5 ATH
- B X748k - SharpReader ¢ & B PR P 2 F PR B F 32 RSSXML 6 4 2%

o

SWe

1.4 RSS ¢4

RSS £ XML - fajis* » A&+ RSS %+ & W3C e XML H4é o B v B »°
RSS Tag 4L 45/€ 0.91 ~ 0.92 - & FIIR 2.0 % » - @ & RSS Service &_d
2.0 Hge 8 i Bt RSS20 6Lz /i g o

= H L~ # RSS 2.0 XML 6 -
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€1 £ Womeat-pedp 1 4-TomesT-puisdp-1. Glwelappalasas\falaemi.
#EE HED WRe BHEER IRD HER

AUED) | ke E:itomcat-jrsdpl4-1itomeat-jusdp-1,4iwebappsiaxisihana, xml

<7l version="1.0" encoding="UTF-8" 7>
- <rss version="2.0">
- zchannel=
<titlesilat</titlex
<description=-thFEFE298/IE BN /descriptions

BT RIBRHEEDEE M ¢ temet Explorer SRS IREET &P R DRI IS « RS SN, .

7,
!!’

v ]

=

<link=http://127.0.0.1:8080/axis /services /RSSService</link=>

<copyright=mark2005</copyright>

- <itemz
<guid isPerfnaLlink="true" /=
<title= B H-#ak</title>
«link /=
<author=mark=/author=
«category>XuxX</category>
<pubDate=Tue, 09 Aug 2005 23:10:37 +0800</pubDate:

<descriptionz<img src="http://myweb.hinet.net/home9/serapho/A/0468.jpg" border="0"

align="middle" > «</description=>
<fitem=
- <item>
=guid isPermaLink="true" />
<title>E#  HABRES REZRELE</ttle>
<link /=
<author=mark</author=
<category>XxxX</categorys
<pubDate>Tue, 09 Aug 2005 22:54:50 +0800</pubDate>

<description=e HAESHADRRE - HARAHENETRERREER (IM message)iBT20E B LF AFNRE - SBHPHE
Bk - mEEEONFaEREE EREEASEYE - A GRERETE WK - DEEARSHE - 0 [WARSENE - TEE

SEAE] » [ TLOVE YoU| -

[ 1LOVE YOU] ~ [ ILOVE YOU] ~ -

- EREERNEAE R NEASBTREET RS -

FNBEATHEEE  UOEAAE o IREEREE TrendLabsisiH » 20004 1 LOVE YOURREfri5 2 (3 - $03h)
(VBS_LOVELETTERER R HEXSNIE. : SRANEEEETHE - ¥HE HTERREF HEREFANER - FTEESHAT
ENEHER IMAE - 55 - MSN BERIERTT - TESEGARNENES - RESFLAERGVICAHTRETAAERR - FH
RN 2004 B =4 » BAB2005F M EicAPIRTHRETZR » </description=>

</fitemz=

) 7

= 2

A

B A Root A d<rss>nF s pog
o VRS e R e BT RS R

7+ 7% RSS XML
FLrSS> o

Attribute 3 version="2.0" %

7 — B<channel>~ % ¢ 2

%

<channel>= % ¥ m 3 E_ I ;%45 3% RSS T3 p % ede gl o

f<channel>p » 4 = B A% £ & o
<title> 3% RSS {47 -
<link> 21:% RSSAp M cvWeb 5 F & B F F 3L o
<description> 3% RSS ey it o
T g <channel>p ¥ 5% ~ 2 ;
RSS & * 3% % 648 » bl4cen-us o {48 ¢
<language> <~ #_zh-cn- v > i{ Reader ‘2% - %3
(kg o ¥ 12 it W3C TE % & hid

<copyright> channel

o

R R E B

channel p % £ # 0if A 9 Email i

< i itor>
managingEditor 4 .
=2 ' 2bh— 4 < =2 2 2
$12% channel sh3tjis L 32 f F chiB 2 0
<webMaster> P <P 7

Email i+

Rt o
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<pubDate>

3% channel p Z e i p P o Gilde s — f[a;
Ry e @3 p { #7e0 channel & 24 ]
PF 2w ﬂﬁqfw?‘s‘h— = e W% channel e

L el o %73 RSS ¢ i * chp B fF
\ﬁfﬁ RFC 822 4= » # (3 ¥ 11 & A x“‘\—%
e (F] B l“')

<lastBuildDate>

+ =% channel p % g scenpr F o

).

Fp channel > vR— Bt 5 B Ao H

<category> R fe<item> 2 %] i3 category &~ & —
generator L % 3t 4 S ZHEE erfg st o
RSS #9718 * 2 3% e ﬂg ~ #4r ag URL
<docs> e T F aidpe AT Af o U BINR A LR
=% RSS # o
Figfpzrp % “cloud” o channel § #7pF
<cloud> W o 5 RSSHEFR T - i &
WO TR e
< ip T fl?ﬁ it 7 channel ® % 1 1 GIF »
image>
JPEG # PNG @ -
<skipDays> 4 77 Reader 7R — X en{ AT 11 L% o
<rating> B ++ 3% channel e PICS T o

<textlnput>

€ _#& ¥ £ channel — A= & 7 i » 42 o

<skipHours>

2 2% Reader vRU | p e { 377 1L fak o

i % channel p ¥

H g

113 BeiB<ltem> o <item>¥ 2R E - BEFE 0 - K Ao
) <item>4F A & 420 %
Reader ¢ $|ehfsu ph 7 R4 d &

P A G § g P M*gsltemw\ STt i e o
B <item>= % #7% = o

<item>p ¥ it o E
<title> item 5 4E o
<link> item 3 URL -
<description> item e < % o
<author> item %X 9 Emall o
<category> item - B 5B /,,\ KF o
<comments> item 2§ o URL -
<enclosure> item 7 B cdEAE e i+ o
<guid> item T A — A= e A Al o
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<pubDate> item §_i* B-pFiE s e o
item % p vRiE RSS #7ig - ¥ 4= item R &
<source> G deprai v o
% RSS Service # ¥ % # jo #r3 RSS ¢ % 4e » T Service ¥ > @ E_PriF )
¥ * ehTag 1% % RSSE): 4 dh o - k XML 4 7 gr],ﬂzrﬁ rTag m ERE

i o

T 5 RSS Service #74 # e Tag -
<rss> <channel> <title> <description> <link> <copyright> <item>
<guid> <author> <category> <pubDate>

1.5 Web Service f§ 4

Web PR 7%(Web Services) % ¥ ¥ i j Web + 5 B-en- BE e £~ B4 ~ &
iﬂ” H_ % Svehwt ae o Web JR7:hE 2 R & A Web Services » fuiF = e BRI € fo-
A 1F ¥k sie Network Services J2 7% » 70 B2 g2 TWeb FRA% | o

Web PR7Z¥ * g R348~ L F 2%~ 28 - BRY 27 A 1KV - B
Web FR%F g > B i v eI chrt gy o R %‘-ﬁﬂm&’ 7 4cd_ B2C -
B2B & #_P2P i } JRF: > @ iz 12 F_Internet ~ Intranet & F_Extranet o

Web PRF+H2_ A i+ P ALH v ARV % R el g ef el cngind w2 > v XML
RAR S B A oo

- PR E TR 1};‘:—‘} o T; 1 fu‘l_g‘; (NS ]L%%;

XML F S FA
SOAP (P ECRTES S
WSDL Fa PRI o &
UDDI PRI
Web PR32 % > F % | WS-Addressing ~ WS-Security ~ WS-
§i%i-3 notification...
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1.5.1 SOAP

HA 4 H 4+ 5212 2 (SOAP » Simple Object Access Protocol) » &7 XML
e et %o SOAP H 3 & @il 4] dif & @ Senfe s 55d o d 2t SOAP 2}
P ek hiamptE o g B @ (40 HTTP ~ SMTP ~ FTP %) > F)pt
SOAP 358 {4 #& i% o

SOAP it & & - B % Envelope % %51 » ¥ p 7 SOAP Header 2 SOAP Body

o

SOAP Header {1‘% B & {4 —‘*‘ wo R AP B FIIE QP B M T it 75‘ » SOAP Body 4 4p
4 g %ap oo SOAP % 7}#5%‘]41‘?1 BTIR o

SOAP Envelop

SOAP Header

SOAP Body

1.5.2 WSDL

WSDL (Web Services Description Language) 2. & &_#7 it Web Services shim &> > » §_
i#* XML ﬁg;hif‘;aé—; o Web Service #;,’ R g z 4}3 rflhbb = 0¥ efed , plped &g(ml
B wBART Ryt LG WSDL 5 g h & e 4o 5 f2 WSDL > i 5 i35
Service #71#:EF (T eim & o

1.5.3 UDDI

UDDI % Web Service r'?"’éi%” PRF% o B :% enp % 2 XML 5 2 - Web Service # 174
UDDI :zt Ap B T3t o H s g # + 2 & Web Service ¥ u_%zj UDDI %39 3 Rt &
* PR i3 o UDDI 7 238 A Web Service & 0§ &8 - 4% o

1.5.4 £ 7/ \\Neb Service 2 /t:F #2
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1. Where can | find a Web
Service that does X?
upDi

2. Server A is capable
of doing X!
upDI

3. How exactly should |
invoke you?
-

4. Take a look at this:
WsDL

J00I0

o. Request operation X
S0AP

Client

y

Web Server A

6. Result of operation X
SOAP

Lg>t— B client s & doie (7 50v838 5 & i 5 $% 5 Web Service # 12 s i@ * 29
2 ts & Zf 13 3] UDDI(Universal Descrlptlon Dlscovery and Integratlon)m o5 -
B PRAx ek n-*—dz(Serwce Provider) B % % % Web Service 2. {¢ » ¥ 2 » UDDI
Server X p > &P w5 it 2 service e— - 4p B F X 0 2 {5 client 23 % UDDI
Server % 3§ H #1 % 1 \Web Service -

2

2.2_ 15 UDDI Server ¢ = % - 2 w78 {3 server § # i 4k ¢ Service o

3-1?é9"’f F EPRF* server e ¥ 218 > client =3 %:U,Tk? gz BiB@ s e client
O i & drie 4 fads 5 BRAE 0 AT R Aoy PRI Iy it 0 Dilde s ifﬁ
FRIE method 7 2 i % » B2 2 v @ B 4 o

4.3 & PRI%Tserver fe PF s € 3% PR3 WSDL(Web Services Description
Langugaes) - client =3+ 12 % 1% wsdl RTfEI] > EBRBAL NG > doipd fz
w5~ 7R method = 0@ % 10 R BB E R Lfceh @ o w B R 4 75 MERE]
73 Client 3367 12 i P 2 8 58 ko fads JRA% o

5.2 1 PRI¥ et ﬁ*um;u@ SOAP(Simple Object Access Protocol) %k = = » SOAP
¢ %% 7 client = chrequest ™4 % server = 1 reponse 3¢ o

‘?‘

- 12 server ¢ = B SOAP message » k£ fofd (Fenlg S 0 7 B AL A st F AR
ik o Mg wiBw ok oo

ﬂﬁi
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1.6 B % RSS Service # #%

1 A e & B Blog

d > RSS Service ¥_:% i% Web Service # #7122+ o Web Service H#FE 3 7 BT

et FIR AP RS TR s i Y 7 e e 2% Service i (7 RSS g 4
We bAplecatlon 4o jsp ~ php ~ asp 7~ & ¥_J2EE & R PR E >

PRt P E Tanfgst 0 doke g 508 - 15 3F RSS Service ¥ 11 A

Ps :’r?r&;?i Fend oo ML LB p e Blogr ¥ A * £¥ RSS v E

2@ * F7 TR P & chRSS

n%%%ﬂ;JQ,ﬁSOAP,ig,_,_égxg 2RSS e ApM P T L EiT L B A
FH o XAHIFAFAEIRF T RREIRF G gy;ﬁﬂ,,,ﬂ&éomﬁﬁ%i%%ﬁ
»om A H '.}‘]%1/1»}’ )»#r—?ﬁvp%‘}f &7 gj;;';' 2N '5”‘556 .

3i¥% SOA - %

d ** Web Service 144 > RSS Service ¥ 12 = 5 SOA(Service Oriented
Architecture) 2 %#r‘ FReh— Tk o 2 LR BT WOV LR RS R AIRIE
w ¥ RER B H 8 Web Service € 7R L & - BEATHUR Y AR o

Bl % 1IBM develop works tw-12 JR7% 5 Ak # e srd 78 4

. 71
Frasentation Paortlets I [ WSRP | El
I l J

Business Process a ﬂ =1 Q
Choreography E L
g [ o

- g‘ g |
Services ) @) > |22
Composite Servites g E’ %

~. o i

3 o 33

Enterprise % % | 2 |98
Components . . 1 a e
Project or Enterprise Gnnq:lunenls =+ _: 5.-

—
CIC SICOBOL - _l_|T| g
gp-eraunnal T _(_é_‘ CRM., Business
ystems =T ERP Inteligence
Object-oriented
Manframe IBM AS5400
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it B SOA % #£ ¢ > RSS Service #f st 2 b % = & o7 Services & » 7 ik 5 i
2 H s Service = i — i Business Process Choreography i #* -

1.7 RSS Service #ix§8 3F

£ F RSS < EERE

F‘ ™ RSS r'fﬁ“-

p 37 XML =&t -

p 37 ltem & < & & o

+ ¥ % B RSS & RSS Service F & 1T o

B EE B8 ~ 3k T4 0 @ RSS Service & # Stateful ;& ik o
¥4 1 B84 2% % RSS Service ©

B EBT Sl 2 R o

AN N NN

1.8 "% RSS Service I # PR

ERYE R PR TR B
¥ & 4% Tomcat 34 7 2 it A ¥ 7% AMD 1800+ 512MBRam
B e Windows XP
Apache Tomcat Apache Tomcat 4.1 —jwsdp 1.5
Axis 1.2 Axis 1.2

3 fipAZ E o Axis ' 5 Container 8% - % i * «Container % ¢ > 8% = 54 ¢
7 #rH oo 4R 3% Container 8% < % o

Step 1.4F @477 4k %
#-& 443 RSS Service e jar 31 % #6448 Bl i axis #1 /WEB-INF/lib ¥ -

Step 2.8 & PR i%
B BRA & G R-wsdd 45 AR F axis #rhehserviet ¢ oo Wsdd g F Ae T e

<?xml version="1.0" encoding="utf-8" ?>
<deployment xmins="http://xml.apache.org/axis/wsdd/"
xmins:java="http://xml.apache.org/axis/wsdd/providers/java">
<service name="RSSService" provider="java:RPC">
<parameter name="className"
value="org.twbbs.hellokitty.service.RSSService.RSSService" />
<parameter name="allowedMethods" value="*" />
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<parameter name="scope" value="application™ />
</service>
</deployment>

BAmnTomeat @ KEF o i RarArTREN TS

java -Djava.ext.dirs=%AXISHOME%\lib
org.apache.axis.client. AdminClient -saxisdemo\services\AdminService
—p8080 deploy.wsdd

deploy.wsdd £_wsdd =% & ©

Step 3R & pw

e EL

ﬁ—g 0 & Ak http://127.0.0.1:8080/axis/servlet/AxisServlet - & wsdd % % = # &

130 RSS Service #7f & L HE S 2 o 40T BT o

(&7 (510//12).0.0.9: 203 Ofastiafseniketj PriaSensied
EEE REED Ry BOsEe IR SBH

QL O HMEA G| s fasr @ -5 w -] H
HEHED) €] http:/f127.0.0.1:8080] axis/servist | AxisServist
s RE535ervice fwadl)

o setHeader

o addewR33

o removeRSE

o setRESTem

o setFilePath

o setHitpPath

o getR35Location
o active Service

o getConfigure

o setConfigure

& T O FEERE

#T LS owsdl g Fjar B R AE 0 T € TEA 2 Hkawsdl 2 2 oo
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& £05://127.0.0.7: FOF Qjetinfeonihees RS Sertea erl

#WEE HR/BEEO WG FSEE TED HEH
Qtx -

D - ¥ [@ €| L= Josmae & |

HEHE(DY ] http:/127.0.0.1:5080/ axis/services /R3S ServiceTwsd)

=7sml version="1.0" encoding="UTF-8" 7>
{

- <wsdl:definitions targetiamespace="http://127.0.0.1:8080/axis/services /RSS5Service"

wming: xsd="http://www. w3.0rg/2001/XMLSchema">

e

wmins: apachesoap="http:/ fxml.apache.org/xml-soap" xmlns:impl="http://127.0.0.1:8080/ axis/services /RSSService"
el

wmins:intf="http://127.0.0.1:8080/axis/services /R8SService" xmins soapenc="http://schemas.xmlsoap.org/soap/encoding/"
wmins: wedl="http://schemas.xmlsoap.org/wsdl/" zmins: wedlsoap="http://schemas.xmlsoap.org/wsdl/soap/"

+ «wsdlirmessage name="getRSSLocationRequest">
- <wsdliressage name="getRSSLocationResponse":

</wsdlimessagex

<wsdlipart name="getRSSLocationReturn" type="«sd:string" />

- =wsdlirmessage name="activeServiceRequest":>

<wsdlipart name="s" type="xsd:string" />
«</wsdl:message>

- zwsdlirmessage name="addNewRSSRequest"=
<wsdlipart name="name" type="xsd:string" />
</wsdlimessage>

- <wsdlirmessage name="removeRSSRequest":>

<wsdlipart name="name" type="xsd:string" />
=/wsdlimessage>

- <wsdl:rnessage name="setFilePathRequest"=
<wsdl:part name="path" type="xsd:string" />
</wsdlimessagex

<wsdlimessage name="setFilePathResponse" /=
- <wsdlirmessage name="activeServiceResponse"s>

</wsdlimessagex

<wsdlipart name="activeServiceReturn" type="xsd:string" />

- =wsdlirmessage name="removeRSSResponse":
«</wsdl:message>

<wsdlipart name="removeRSSReturn" type="xsd:int" />

- <wsdlirmessage name="setConfigureResponse"s>
&) TR

<wsdlinart name="setConfigureReturn" tvpe="xsd:int" />

1.9 RSS Service e v % 7 £

setHeader
(String rssname, String

b2l
n‘p

2L
. . 7
t|tle,S_tr|_ng _ 7
description,String

link,String copyright)
addNewRSS

FTH —
(String name)

7RSS~ Een L A f5 it o i
MR RAE e h% - A4 RSS v i pEiE
¥ Header

L 8

LA o
removeRSS #3 e
(String name)

setRSSltem
(String rssname, String

link,String author,String
category,String

RTHE - 0E
guid,String title,String

7,
!!‘I

e EL
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pubDate,String
description)

gig] »~"null”F ¢ > Service ¢ p# A 24 @ &
wEp I oo

(String rssname)

setFilePath 2% % RSS 2 i hk T gl R BT o
(String path)

setHttpPath % T RSS ~ i A Http 2 2+ T HFh 2 B
(String path) = o

getRSSLocation PB4 7_RSS ~ £ A Http 2 2+ 8 #§2

setMaxltem(String i)

getConfigure
Q

I

B~ item #icE o
- F 8 o

setConfigure
(String setting)

2k Z_RSS Service - ¢t > ;2 % setFilePath -
setHttpPath > setMaxltem %% & = % o

RSS Service & A i# {4 T

1. Create New Feed

http://127.0.0.1:8080/axis/
servlet/RSSService

Send the Feed Name to create a

new empty feed

&

>

+addNewRSS

Send the header data to the feed

2. Insert New ltem

»

+setHeader

http://127.0.0.1:8080/axis/
servlet/RSSService
Service Build the
DOM Tree to output
the XML file on the
specific location

feed name

Send the item data to service with
+setRSSltem

3. Get The RSS Document

<

»
>

> | XM

Wl

http://127.0.0.1:8080/axis/servlet/
RSSService

Get the location on net

<

+getRSSLocation

Get the XML

A\ 4

HTTP
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1.10 RSS Service Tool Box 4 &

#* RSS Service ® # 7 3§ o1 £ k%t RSS Service #aZk T4 F AP o @ oipdd
i JRE3% 8 Web Service il @ =+ eho § 7 g1 L o & Service M3k 2

FrEgFARE P E o

(Fs«a P

1.10.1 RSS Service Configure ToolBox

B

1:a080Exsservices RIS 5ervice

| tomcat-fwesdn-1 . 4wvebappsiaxist

Fitkg: £ 270,001 8080/ zxisd

10

Get INF Set INF

1 EHR 7 RSSIE &7 5Cy ai— 8 17 X &% Foe
#

¥ o 4 5K E_item sk
Bopd M BE DS TE 0 T BT RS BE T & GU
2

212 2

| b3 il sek Lo

RSS Service Test Feed ToolBox

kg 21 27 0.0 180800 axis/zervicesRESService

iTextFislidl haha
TextFigld2 Create
iTextFielid3

iTexdField4 Set Feed

20012 EERSERThRETE DO

mark
WK,
rull

UREETENDN Y TREEEEEN, o NasaiEdlA 8|

Insert Feed

Update Success




e EL

T AT I B E 1) header 2 item eh1 B o %3E % Service v Address 2 {8 0 ¥ 1Y
+ #oix 2 Frepfeed > ¥ 1395 feed ¥ fE¥t header 2 item Ak T o 2 w0 73l 2 -
AL jg % —‘F'T?.J’ﬂ’* 1 E AT ip e enRSS e

111 -] %

RSS Service g2 B 4+ > i1 - BEAFFRENFAS KR F IR
%gsl i@ * 59 RSS Reader if ¥ U B~F L o ,%i BEMZE S HmE fo Afe

FBE P TEY BE 0 AT el A

2. XML Parser of bio software

2.1 A

XML (eXtensible Markup Language) £ 7 &

ERAT AR SN EENE LT ¥
T % XML 27 B M- 2205 > 2528

m*grl‘ i 'J'E'% * '_kﬁrlg' ﬁi\!g
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M L4 o $ AR KB A 7 0 XML 1t TR A i Az
T B Jfl’*g‘figA & XML %% » 4o XPath ~ XQury » # ™1 &
Fate FI T e R E o T AT Rl B o S il
o1

2.2 Clustalw
2.2.1 ALN £ ;7

a.%ﬁ#ﬁﬁ«&&]ﬁ;ﬁ

CLUSTAL W (1.82) multiple sequence alignment

gi 17865154 gb | AALA7160. 1] AF45
gi | 1709489 | sp| P54790| ORC3_YEAS
gi 18599218 ref| XP_002914 4]
gi |6981604 | ref|NP_037172.1]

gi 6320339 ref|[NP_010419.1]

gi |461721]sp| Q00553 | CFTR_MACMU
gi 116140 sp|P26361|CFTR_MOUSE
gi 14141185 ref|NP_066388.1]
gi |461723|sp|P34158 | CFTR_RAT
gi | 461720 sp| Q00552 | CFTR_CAVPO
gi | 116142 sp|P26363 | CFTR_XENLA
gi 9966877 | ref|NP_065132_1]

gi | 13124088 sp| Q9ROAL| CLC2_MOU
gi | 1706485 | sp|P54861 | DNM1_YEAS
gi |6753432| ref|NP_034030.1]

gi | 17224460 gb | AAL36985 1| AF28
gi | 1705763 sp| Q00554 | CFTR_RABI
gi |461719]sp|P35071|CFTR_BOVIN
gi | 14753227 | ref| XP_004980.4]
gi | 2506121 | sp| Q00555 | CFTR_SHEE
gi |116141]sp|P26362 ]| CFTR_SQUAC
gi | 18574439 ref|XP_083829.1]
gi | 2506123 sp| P14772| BPT1_YEAS
gi 6978669 | ref|NP_036965.1]

gi | 17224462 gb | AAL36986. 1] AF28
gi | 18266164 gb | AAL67487. 1| AF45
gi 6678848 ref|NP_032602.1]

gi | 1706521 | sp| P32892| DRS1_YEAS
gi 12860348 dbj | BAB31925 1|

gi 18034783 ref|NP_542148.1]
gi 6981606 | ref[NP_037171.1]

gi 2133118 pir||S64758

gi | 17488612 gb | AAL40378. 1] ACO8
gi | 1705762 | sp| P13569 | CFTR_HUMA

Name Block

gi | 17865154 gb | AALA7160. 1] AF45
gi 1709489 sp|P54790] ORC3_YEAS
gi [18599218] ref|XP_002914_4]
gi 6981604 | ref|NP_037172.1]
gi 6320339 ref|NP_010419.1]

b.3& #% 42 5\

Class # =
| org.twbbs.hel lokitty.clustalw. XML Parser.aln.XMLParser. XML Parser
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java org.twbbs.hellokitty.clustalw.XMLParser.aln.XMLParser. XMLParser
[input file name] + [Output file name]

b

java org.twbbs.hellokitty.clustalw.XMLParser.aln.XMLParser. XMLParser
CFTR_ALN.out aln.xml

API

XMLParser
public XMLParser()
Default Constructor

XMLParser
public XMLParser(java.lang.String filename,
java.lang.String outname)
Process Constructor
Parameters:
filename - String
outname - String

C.H& 3% 2 % 30 f}a\f? )

<7l version="1.0" encoding="UTF-8" #>
- <CLUSTALW type="aln" version="{1.82)">
- «<hits>
- <hblock=
- <hit>
=<parameter-gi</parameter>
<parameter>17865154</parameters
<parameter=gh</parameters
<parameter-AAL47160.1</parameters
zparameter>AF49</parameter>
<rmarks>

EKLEREWDREQASKKNPQLIHALRRCFFWRFLFYGILLYLGEYTKAYQPY

LLGRITASYDPENKYERSIAIYLGIGLCLLFIYRTLLLHPAIFGLHRIGM

2.2.2 GDE #;t

a AED fo bR

Name Block
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%01 117865154 gb | AALA7160. 1|AF45

-------------------------- msaggpcpaaagggpg9g-------
—===@SCS——————------———— - vgapggvsmfrwlevlek
efdkafvdvd-—————— -~
—————————————————————————————————— 111geidpd-gadity
egrgkmtslss-—-———————— -~ cfaqlchk-

——————————————— agsvsqinh---kle--———-———————————————
—————————— aqlvdlkselt--etqaekvvilekevhdgllglhsiqlqgl

——————————— adsgtikak-----lerele------ankkekm-keaqgl
eae-vkllrkenealrrhiavlqaevyg--------- arlaakyldkela
———————————————— grvqqigl----—————————— e~ Igr--
-——-dmkg------==————- pahdklwngleaeihlhr---—-—-——————-

—————————— hktviracrgrnd------------—-———————l1krpmq

geikvlqggfnkkavtdthe-----————————————— -
—————————— ngdlgtasetp--lddg----——————————————————
———————————————————— asklddlh---————————————————————

Hit Block

Hit Block

b.3& #% 2 5\

Class # /&

| org.twbbs.hellokitty.clustalw. XML Parser.gde. XMLParser. X MLParser

v

=

pH

java org.twbbs.hellokitty.clustalw. XMLParser.gde. XMLParser. XMLParser

[input file name] + [Output file name] ([mode])

mode: 0-Seperate marks
1-Same marks (Default)
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API

£r

L

&l

e EL

java org.twhbbs.hellokitty.clustalw. XMLParser.gde. XMLParser. XMLParser

CFTR_ALN.out gde.xml

XMVLParser
public XMLParser()
Default Constructor

XMLParser
public XMLParser(java.lang.String filename,
java.lang.String outname)
Process Constructor Mode 1
Parameters:
filename - String
outname - String

XMLParser
public XMLParser(java.lang.String filename,
java.lang.String outname,
int mode)
Process Constructor
Parameters:
filename - String
outname - String
mode - int

CHE 4 12 % 200 5 b

<?uml version="1.0" encoding="UTF-8" 7>
- <CLUSTALW type="gde"=
- <hits>
- <hit=

<parameter=gi</parameter>
<parameter>=17865154</parameter>
<parameter=gh</parameter>
<parameter=AAL47160.1</narameters
<parameter-AF45</parameter>

=marksz=
msaggpcpaaagggpgg ascs vgapggvsmfrwleviekefdkafvdvd
lligeidpd-qadityegrgkmtsiss cfaglchk----—--
aqgsvsqinh-
--kle aqlvdlkselt--etqaekvviekevhdqgliglhsiqlglhaktggs
ffffffffffffffffff adsgtikak-----lerele------ankkekm-keagleae-vklirkenealrrhiavlgaevyg---------arlaakyldkela---—---
grvqqiql gr----- dmkg------------—- pahdklwngleaeihlhr
fffffffffffffff hktviracrgrnd-----------—----————-lkrpmqgappg hdgdslkk
sqgvgpir kvlllkedheglg
-isitggke
----hgvpiliseihpggqpadrcgglhvg-—-—-—--- dailavn gvh
——————————————————— Irdtkhkeavtils qqrgeie
———————— fevvyvapevdsdd-----enveyedesghryrlyldeleg ggnpgas
-ckdtsgeikviqgfnkkavtdthe ngdigtasetp--lddg
asklddlh tlyhkksy
< /marks>
</hit

- <hit=

Page 29



e EL

2.2.3GCG # 5t

a. AR OIS

PileUp

MSF: 2584 Type: P Check: 6854

Name: gi]17865154|gb]AAL47160.1]AF45 oo Len: 2584 Check: 3975 Weight: 3
Name: gi]1709489|sp|P54790]ORC3_YEAS oo Len: 2584 Check: 8702 Weight: 4.
Name: gi]18599218|ref|XP_002914.4] oo Len: 2584 Check: 9253 Weight: 1.5
Name: gi]6981604|ref|NP_037172.1] oo Len: 2584 Check: 8565 Weight:

1.
Name: gi]6320339|ref|NP_010419.1] oo Len: 2584 Check: 7592 Weight: 1.

Name: gi]461721]sp|Q00553]CFTR_MACMU oo Len: 2584 Check: 7017 Weight: 0.1 H

Name: gi]116140]|sp|P26361]CFTR_MOUSE oo Len: 2584 Check: 4863 Weight: 0.1 |nf0rmat|0n BIOCk
Name: gi]14141185|ref|NP_066388.1] oo Len: 2584 Check: 1276 Weight: 1.5

Name: gi]461723|sp|P34158|CFTR_RAT oo Len: 2584 Check: 4197 Weight: 3.4

Name: gi]461720]|sp|Q00552]CFTR_CAVPO oo Len: 2584 Check: 4898 Weight: 5.4

Name: gi]116142]|sp|P26363]CFTR_XENLA oo Len: 2584 Check: 4649 Weight: 0.1

Name: gi|9966877|ref|NP_065132.1] oo Len: 2584 Check: 1272 Weight: 5.0

Name: gi]13124088|sp|Q9R0OA1|CLC2_MOU oo Len: 2584 Check: 401 Weight: 5.0

Name: gi|1706485|sp|P54861|DNM1_YEAS oo Len: 2584 Check: 8151 Weight: 4.2

Name: gi|6753432|ref|NP_034030.1] oo Len: 2584 Check: 401 Weight: 3.4

//
Name Block Hit Block

g1 | 17865154 gbAALATLI60. LIAFAS | oot e e e e .
01 | 1709489 SP|P54790]ORC3_YEAY |« e oo e e e e e e e e e e
01 ]18599218 | reFIXP_002914. 4] | | tuonoe e e e e e
01 6981604  refINP_037172. 11 | |oeeeno e o e e e
0i 16320339 refINP 010419, 10 | |oeoiuinm i ot i it ...
g1 1461721 ]SpIQO0553|CFTR_MACMU | [--oooooon moommos cmomoooins cmomimins oo
0 | 116140 Sp|P26361 |CFTR_MOUSE | [ ouonoo e ot e e e e e
0§ |14141185| reF|NP_066388.1] MQKSPLEKAS FISKLFFSWT TPILRKGYRH HLELSDIYQA PSADSADHLS
01 |461723|SpIP34158|CFTR_RAT | |oeonoe e o e e e
g ]461720]SplQO0552|CFTR_CAVPO | [ oo e e e e e
0 |116142|spIP26363|CFTR_XENLA | [ oo e e e
g1 19966877 refINP_065132_ 11 | [oveeuonoe s o e e e
0 113124088 SP|QOROALICLC2_MOU | [ oo e e e
0§ | 1706485 | sp|P54861|DNML_YEAS | | ..o e e e
0§ 16753432 refINP_034030. 11 | [oveenone o e e i
01 |17224460 | gb|AAL36985 . 1JAF28 | | ..o i s ..
g1 | 1705763 sp|QO0554|CFTR_RABE | | oo e e e
g1 [461719]SpIP35071 CFTR_BOVIN | | oo o e e

Name Block Hit Block

b.3& ¥ 25\

Class g is
| org.twbbs.hellokitty.clustalw. XMLParser.gcg. XMLParser. XMLParser |

% * P
java org.twbbs.hellokitty.clustalw. XMLParser.gcg. XMLParser. XMLParser
[input file name] + [Output file name] ([mode])

3 iﬁé &)
| java org.twbbs.hellokitty.clustalw. XML Parser.gcg. XMLParser. XMLParser |
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| CFTR_ALN.out gcg.xml

API

XMLParser
public XMLParser()
Default Constructor

XMLParser
public XMLParser(java.lang.String filename,
java.lang.String outname)
Process Constructor
Parameters:
filename - String
outname - String

C.ok e B % 2R 5 )

=7uml version="1.0" encoding="UTF-8" 7>
- <CLUSTALW type="gcg"=
- <header>
“MSF 2584 /MSF =
<type=P</types
<check=6854</checks>
</header>
- «<hits>
- <hit>
«<parameter=gi</parameter>
zparameter>=17865154</parameter>
<parameter=gb</parameters
<parameter>AAL47160.1</parameters
<parameter=AF48</parameters>
<typexoo</type>
«length>2584</length>
«check=3975</checks
<weight>3.8< weight>

=T IR rR AR A AR AR AR A AR AE A A AR A A A AR R AR SRR A A AR SR A A AR AR AR CR A A A AR AP
</hit>
- «<hit>
<parametersgi</parameters
<parameter>1709489</parameter:
<parameter=sp</parameter:
<parameter=P54790</parameters
<parameter>0RCG3_YEAS</parameters
<types0o</types
=length>2584</length=>
<check=8702</check>
<weight>4.6< weight >

2.2.4 phylip £ ;¢

B K A3 B 61 5
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34 2584

Q[ 1786515 ———mmomm oo D e

Qi [ 1709489 ————m oo oo e

Qi [ 1859921 ———mmmm e oo o e

Qi [6981604 ———— oo oo o e

i 16320339 —————m - oo e e

G [461721] ———mmmmm oo o e

Qi [ 116140] —om oo oo e e e
gi]1414118 MQKSPLEKAS FISKLFFSWT TPILRKGYRH HLELSDIYQA PSADSADHLS

Qi [461723] —mm—mmmmmm e o L

i [461720] ——mmmmm oo e o .
Qi [ 116142 ——mmmmmmmm e o L Hit Block
Qi |9966877 ————— - oo o

Name Block

b.3& #% 42 5\

Class g% 5

| org.twbbs.hellokitty.clustalw.XMLParser.phylip.XMLParser. X MLParser |

o

java
org.twbbs.hellokitty.clustalw. XMLParser.phylip. XMLParser. XMLParser
[input file name] + [Output file name] ([mode])
mode: 0-Block marks
1-Line marks
2-Same marks
3-Same marks with trim
4-Line marks with trim

& * % 5

API

java
org.twbbs.hellokitty.clustalw.XMLParser.phylip. XMLParser. XMLParser
CFTR_phylip.out phylip.xml

XMLParser
public XMLParser()
Default Constructor

XMLParser
public XMLParser(java.lang.String filename,
java.lang.String outname)
Process Constructor Mode 1
Parameters:
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filename - String
outname - String

XMLParser
public XMLParser(java.lang.String filename,
java.lang.String outname,
int mode)
Process Constructor
Parameters:
filename - String
outname - String

mode - int

25N §>_§§ ]

=7l version="1.0" encoding="UTF-8" 7=
- <CLUSTALW type="phylip">
- «<hits>
- <hit>
<parameter=gi</parameter>
<parameter>1786515</parameters

“markss =/markss
<marksz </marks>
<markss < /markss
“markss =/markss
<marksz </marks>
<markss < /markss
“markss =/markss
<marksz </marks>
<markss < /markss
“markss MSAGGPCPAAAGGGPGG-—---—— =/marks=
zmarksz---A808---—----———- - YGAPGGYSMFRWLEYLEK</marks>
«marks>FDKAFYDVD < /marks>
“markss LLLGEIDPD-QADITY </marksx>
<marks>=GRQKMTSLSS CFAQLCHK-</marks>
«marks < /marks>
“markss =/markss
Zmarkss=----======——- AQSYSQINH---KLE---———---—----———--- </marks>
cmarksz AQLYDLKSELT--ETQAEKYYLEKEVHDQLLQLHSIQLQL</marks>
<marks=AKTGQS </marksz
“marksz----------, ADSGTIKAK-----| LERELE-----—- ANKKEKM-KEAQL</marks>
<marks>AE-VKLLRKENEALRRHIAVLQAEVYG- ARLAAKYLDKELA</marks>
amarkss-----——---———-—- GRYQQIQL--———---———-———————— LGR--</marks>
Zmarksz--DMKG----------——- PAHDKLWNQLEAEIHLHR----------—- </marks>
«marks < /marks>
“markss =/markss
<marksz </marks>

marl HKTVIRACRGRAIN LKRDM O fmark

2.25PIR #;t

a. A bl

>P1;01]17865154|gb|AAL47160.1]AF45

Name Block

——-LLLGEIDPD-QADITY
------------------------------ CFAQLCHK-

__________________________________________________ Hit Block




e EL

----------- ADSGT IKAK- - - —~LERELE------ANKKEKM-KEAQL
EAE-VKLLRKENEALRRH I AVLQAEVYG---————--~- ARLAAKYLDKELA
---------------- GRVQQIQL-—-————— === ————————[ GR--
——-DMKG== === m—mmm o= PAHDKLWNQLEAE IHLHR- -~ —=——————
---------- HKTV IRACRGRND——————————=————————__ KRPMQ

b.3& ¥ 25\

Class g is

| org.twbbs.hellokitty.clustalw. XMLParser.pir. XMLParser. XMLParser

P

java org.twhbbs.hellokitty.clustalw. XMLParser.pir. XMLParser. XMLParser
[input file name] + [Output file name] ([mode])
mode: 0-Seperate marks

1-Same marks (Default)

& * %ﬂ &)

API

java org.twbbs.hellokitty.clustalw. XMLParser.pir. XMLParser. XMLParser
CFTR_pir.out pir.xml

XMLParser
public XMLParser()
Default Constructor

XMLParser
public XMLParser(java.lang.String filename,
java.lang.String outname)
Process Constructor Mode 1
Parameters:
filename - String
outname - String

XMLParser
public XMLParser(java.lang.String filename,
java.lang.String outname,
int mode)
Process Constructor
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Parameters:
filename - String
outname - String
mode - int

CHHEEEINREFEH

<?urnl version="1.0" encoding="UTF-8" 7=
- <CLUSTALW type="pir'=
- «<hits>
- «<hit>

<parameter=gi</parameters
<parameter-17865154</parameter>
<parameter=gb</parameter>
<parameter-AAL47160.1</pararmeters
=parameter-AF45</parameters
<marks>

CFAQLCHK:

MSAGGPCPAAAGGGPGG ASCS YGAPGGYSMFRWLEYLEKEFDKAFYDYD-—————————————-—-——
LLLGEIDPD-QADITYEGRQKMTSLSS

,,,,,,,,,,,, PAHDKLWNQLEAEIHLHR:

****** AQSYSQINH---KLE AQLYDLKSELT--ETQAEKYYLEKEYHDQLLQLHSIQLQLHAKTGQS----
ADSGTIKAK--——- LERELE--——--- ANKKEKM-KEAQLEAE-
YKLLRKENEALRRHIAYLQAEYYG----——--- ARLAAKYLDKELA--------——----—- GRYQQIQL.

--—-LKRPMQAPPG HDQDSLKK------- SQGYGPIR.

HKTVIRAGRGRND -~ -—-----—----—-

K¥YLLLKEDHEGLG

---DAILAVN GVN

ISITGGKE
HGYPILISEIHPGQPADRCGGLHYG---

LRDTKHKEAWYTILS QOQRGEIE

FEVYYYAPEYDSDD----- ENYEYEDESGHRYRLYLDELEG

CKDTSGEIKYLQGFNKKAYTDTHE NGDLGTASETP--LDDG

GGNPGAS

ASKLDDLH TLYHKKSY

-z/markss>

2.2.6 NEXUS # ;U

a. AR oIS

#NEXUS
BEGIN DATA;

[Format missing=?
isymbo I s=""ABCDEFGH IKLMNPQRSTUVWXYZ"*
interleave datatype=PROTEIN gap= -;

atrix

011345664 | GANPTHLADFQVTVSWDSGGEDGGLQGPATLLATVDELSHLQSEEPGAPH
g1]345661 | GANPTHLADFQVTVSWDSGGEDGGLQGPATLLATVDELSHLQSEEPGAPH

01345664 | LGSGANPTHLA= === ===~ — —— oo oo
0i | 345661 | LGSGANPTHLAAQLST ILEKPPRPGAGS I EREDVFHYFENL IGVITLPMP

Qi | 345664 | -————————-
gi | 345661 | PRQVTVQVTV

end; Name Block

dimensions ntax=2 nchar=110; |nf0rmati0n BlOCk

Hit Block

b.3& #% 42 5\
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Class # j5
| org.twbbs.hellokitty.clustalw. XMLParser.nexus.XMLParser. X MLParser |

P

java

org.twbbs.hellokitty.clustalw.XMLParser.nexus. XMLParser. XMLParser
[input file name] + [Output file name]

%

% g b

java

org.twbbs.hellokitty.clustalw. XMLParser.nexus. XMLParser. XMLParser
CFTR_nexus.out nexus.xml

API

XMLParser
public XMLParser()
Default Constructor

XMLParser
public XMLParser(java.lang.String filename,
java.lang.String outname)
Process Constructor
Parameters:
filename - String
outname - String

C.H& 3 2 % 3In fjw\fﬂ ]
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<?uml version="1.0" encoding="UTF-8" 7>
- <CLUSTALW type="nexus"=
- <header>
- «dimensions>
“htaxs2</ntans
<nchar>110=/nchars>
</dimensionsz
«<format_missing=missing</format_missings
=symbols=ABCDEFGHIKLMNPQRSTUYWX Y Z</symbals=
- <interleavex
<datatype>PROTEIN</datatypes
<gap=-</gap>
=/finterleaves
</header=
- <hits>
- <hit>
<parameterxgi</parameters
<parameter=345664</parameters

———————————————— «/marks=
</hit>
- «<hit>
<parameter=gi</parameters
=parameter-345661</parameter>

=/hit=
=/hits>
«fCLUST ALW

=marks>GANPTHLADFQYTYSWDSGGEDGGLQGPATLLATYDELSHLQSEEPGAPHLGSGANPTHLA

<marks>GANPTHLADFQYTYSWDSGGEDGGLQGPATLLATYDELSHLQSEEPGAPHLGSGANPTHLAAQLSTILEKPPRPGAGSIEREDVFHYFENLIG!

2.2.7 DND # 5t

a. AR OIS

i]18599218| ref|XP_002914.4] :-0.04593,

lal°TaYa) laYaYa) ~

gi 17865154 gb | AAL47160. 1] AF45:-0.01106,
gi | 1709489 sp|P54790 | ORC3_YEAS:0.01106)
:0.04593)

:0.02878,

gi 16981604 ref|NP_037172.1] :-0.02878)
-0.02051,

gi ]6320339] ref|NP_010419.1] :-0.02051)
-0.10035,

gi 1461721 sp| Q00553 CFTR_MACMU:-0.10035)
-0.07261,
gi]116140]sp|P26361]CFTR_MOUSE:-0.07261)
-0.22213,

(

gi]14141185] ref|NP_066388.1]:0.02551,
gi | 461723 sp|P34158 | CFTR_RAT:0.06917)
10.02671)

:0.05177,

AAAAA

()Ft P 1ok Tree 4 B
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Class #. j5

e EL

\ org.twbbs.hellokitty.clustalw. XMLParser.dnd. XMLParser. XMLParser

P

java org.twhbs.hellokitty.clustalw. XMLParser.dnd. XMLParser. XMLParser

[input file name] + [Output file name]

® b

API

java org.twhbs.hellokitty.clustalw. XMLParser.dnd. XMLParser. XMLParser
CFTR _dnd.out dnd.xml

XMLParser
public XMLParser()
Default Constructor

XMLParser
public XMLParser(java.lang.String filename,
java.lang.String outname)
Process Constructor
Parameters:
filename - String
outname - String

CHEH % IV O
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<7urml version="1.0" encoding="UTF-2" 7=
- <CLUSTALW type="dnd">
- <levelz
- zlevel=
- <level>
- <level>
- «level=
- <level>
- <level>
- <level>
gi| 18599218 |ref| XP_002914.4| :-0.04593,
<level=gi| 17865154 |gh | AAL47160.1| AF45:-0.01106,gi| 17865154 |gb| AAL47160.1 ]| AF45:-
0.01106,9i| 1709489 |sp |P54790 | ORC3_YEAS:0.0110</level=

gil 18599218 |ref| XP_002914.4|:-0.04593,:0.0459

</levels
:0.02878,:0.02878,q9i| 6981604 | ref|[NP_037172.1]| :-0.0287
< levels
:0.02051,:0.02051,9i| 6320339 | refINP_010419.1] :-0.0205
=/flevel>
:0.10035,:0.10035,gi| 461721 |sp|QD0O553 | CFTR_MACMU:-0.1003
<flevels
:0.07261,:0.07261,9i|116140]|sp|P26361 | CFTR_MOUSE:-0.0726
=flevel>

:0.22213,

<level>gil 14141185 | ref|NP_066388.1]:0.02551,9i| 14141185 | ref|NP_066388.1]:0.02551,9i| 461723 |sp|P34158| CFTR_RAT
:0.22213,:0.0267
</level=
:0.05177,
- <level>
- <level>

2.2.8 Input £ 7t

aiﬁﬁ%%wﬁa

>0i]18599218] ref|XP_002914.4] ATP-binding cassette, sub-family C (CFTR/MRP), member 5 [Homo [sapiens]
MKDIDIGKEY I IPSPGYRSVRERTSTSGTHRDREDSKFRRTRPLECQDALETAARAEGLSLDASMHSQLR
1LDEEHPKGKYHHGLSALKP IRTTSKHQHPVDNAGLFSCMTFSWLSSLARVAHKKGELSMEDVWSLSKHE Name B | OCk
ISSDVNCRRLERLWQEELNEVGPDAASLRRVVWIFCRTRLILSIVCLMITQLAGFSGPAFMVKHLLEYTQA
TESNLQYSLLLVLGLLLTEIVRSWSLALTWALNYRTGVRLRGAILTMAFKKILKLKNIKEKSLGELINIC
ISNDGQRMFEAAAVGSLLAGGPVVAILGMIYNVI ILGPTGFLGSAVFILFYPAMMFASRLTAYFRRKCVAA
TDERVQKMNEVLTY IKF IKMYAWVKAFSQSVQK IREEERR I LEKAGYFQS I TVGVAP IVVVIASVVTFSV
HMTLGFDLTAAQAFTVVTVFNSMTFALKVTPFSVKSLSEASVAVDRFKSLFLMEEVHMIKNKPASPHIKI
EMKNATLAWDSSHSS 1QNSPKLTPKMKKDKRASRGKKEKVRQLQRTEHQAVLAEQKGHLLLDSDERPSPE
EEEGKH IHLGHLRLQRTLHSIDLE 1QEGKLVGICGSVGSGKTSLISAILGQMTLLEGSIAISGTFAYVAQ
QAWILNATLRDN I LFGKEYDEERYNSVLNSCCLRPDLAILPSSDLTE IGERGANLSGGQRQRISLARALY Content B | OCk
ISDRS1Y I LDDPLSALDAHVGNH I FNSATRKHLKSKTVLFVTHQLQYLVDCDEV IFMKEGCI TERGTHEEL
NLNGDYAT I FNNLLLGETPPVE INSKKETSGSQKKSQDKGPKTGSVKKEKAVKPEEGQLVQLEEKGQGS
PWSVYGVY 1QAAGGPLAFLV IMALFMLNVGSTAFSTWWLSYWIKQGSGNTTVTRGNETSVSDSMKDNPH
QYYASIYALSMAVML ILKAIRGVVFVKGTLRASSRLHDELFRRILRSPMKFFDTTPTGR I LNRFSKDMD
EVDVRLPFQAEMFIQNV I LVFFCVGMIAGVFPWFLVAVGPLV ILFSVLHIVSRVLIRELKRLDN I TQSPF
LSHITSS1QGLAT IHAYNKGQEFLHRYQELLDDNQAPFFLFTCAMRWLAVRLDLISIALITTTGLMIVLM
HGQIPPAYAGLAISYAVQLTGLFQFTVRLASETEARFTSVERINHY IKTLSLEAPARIKNKAPSPDWPQE
GEVTFENAEMRYRENLPLVLKKVSFT IKPKEK1GIVGRTGSGKSSLGMALFRLVELSGGCIKIDGVRISD
IGLADLRSKLS1 IPQEPVLFSGTVRSNLDPFNQYTEDQIWDALERTHMKEC IAQLPLKLESEVMENGDNF
ISVGERQLLCIARALLRHCKILILDEATAAMDTETDLL IQETIREAFADCTMLT IAHRLHTVLGSDRIMVL
AQGQWEFDTPSVLLSNDSSRFYAMFAAAENKVAVKG
i118574439HrefFPP—083829-H—ATP-binding—~cassette;—sub~Famity—€EFRARP) , member 2 [Homo sapiens]

M LEKFCNSTFWNSSFLDSPEADLPLCFEQTVLVW IPLGYLWLLAPWQLLHVYKSRTKRSSTTKLYLAKQV

b. 4 #% 42 31
Class g /=
| org.twbbs.hellokitty.clustalw. XMLParser.input. XMLParser. XMLParser |

g P

java

org.twbbs.hellokitty.clustalw.XMLParser.input. XMLParser. XMLParser
[input file name] + [Output file name]
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s %w]

java
org.twbbs.hellokitty.clustalw.XMLParser.input. XMLParser. XMLParser
CFTR_input.out input.xml

API

XMLParser
public XMLParser()
Default Constructor
XMLParser
public XMLParser(java.lang.String filename,
java.lang.String outname)
Process Constructor
Parameters:
filename - String
outname - String

C.H& 3% 2 % 30 f}a\f’ )

=7uml version="1.0" encoding="UTF-&8" 7>
- <CLUSTALW type="input"s>

- <source>
<parameter>gi</parameter>
<parameter>18599218</parameters
=parameter-ref</parameater>
<parameter=XP_002914.4</parameter>
<description=ATP-binding cassette, sub-family ¢ (CFTR/MRP), member 5 [Homo sapiens]</description:=

<content>MKDIDIGKEYIIPSPGYRSVRERTSTSGTHRDREDSKFRRTRPLECQDALETAARAEGLSLDASMHSQLRILDEEHPKGKYHHGLSALKPIRTT
</sourcex

- <sources
=parameter=gi</parametears
<parameter>18574439</parameters
<parametersref</parameters
=parameter-XP_083829.1</parametar>
<description=ATP-binding cassette, sub-family ¢ (CFTR/MRP), member 2 [Homo sapiens]</description=

<content>MLEKFCNSTFWNSSFLDSPEADLPLCFEQTYLYWIPLGYLWLLAPWQLLHYYKSRTKRSSTTKLY LAKQYFYGFLLILAAIELALYLTEDSGOQ
</sources

- <SOUrCE:
=parameter=gi</parameters
<parameter>14753227 </parameter>
<parameters=ref</pararmeters

2.3 FASTA #. 5" #& #

FastA fa 58 e fqgse » e £.o 237 5 T3t o RIRARY ¥ U 237 53040 kg o 1
T kR A 4

1>>>MCHU - Calmodulin - Human, rabbit, bovine, rat, and chicken 148 aa

67622695 residues in 186882 sequences

Header
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statistics sampled from 60000 to 186288 sequences
Expectation_n fit: rho(In(x))= 5.6295+/-0.000211; mu= 4.0403+/- 0.012
mean_var=94.0633+/-20.232, 0"s: 186 Z-trim: 432 B-trim: 1683 in 1/64

Lambda= O

-132240

FASTA (3.47 Mar 2004) function [optimized, BL50 matrix (15:-5)] ktup: 2

join: 36, opt: 24, open/ext: -10/-2, width: 16
The best scores are: opt bits E(186882)
CALM XENLA (P62155) Calmodulin (CaM) (148) 952 1907 1 _6e-48
CALM_BOVIN (P62157) Calmodulin (CaM) ( 148) 952 190.7 1.6e-48
CALM_TORCA (P62151) Calmodulin (CaM) ( 148) 952 190.7 1.6e-48
CALM_HUMAN (P62158) Calmodulin (CaM) ( 148) 952 190.7 1.6e-48
CALM_RABIT (P62160) Calmodulin (CaM) ( 148) 952 190.7 1.6e-48 Statistics Lid
CALM_ONCSP (P62156) Calmodulin (CaM) ( 148) 952 190.7 1.6e-48
CALM_PONPY (Q5RAD2) Calmodulin (CaM) ( 148) 952 190.7 1.6e-48
CALM_ANAPL (P62144) Calmodulin (CaM) ( 148) 952 190.7 1.6e-48
CALM_CHICK (P62149) Calmodulin (CaM) ( 148) 952 190.7 1.6e-48
CALM_BRARE (Q6P152) Calmodulin (CaM) ( 148) 952 190.7 1.6e-48
CALM_RAT (P62161) Calmodulin (CaM) ( 148) 952 190.7 1.6e-48
CALM_MOUSE (P62204) Calmodulin (CaM) ( 148) 952 190.7 1.6e-48
CALM_ELEEL (P02594) Calmodulin (CaM) ( 148) 948 190.0 2.7e-48
CALM_EPIAK (Q7T3T2) Calmodulin (CaM) ( 148) 947 189.8 3e-48
CALM _XENLA (DR’)1ER) Calmodulin ({‘:\M) (1/19 :a::)

initn: 952 initl: 952 opt: 952 Z-score: 998.4 bits: 190.7 E(Q): 1.6e-48

Smith-Wate

(1-148:1-148)

rman _score: 952; 100.000% identity (100.000% ungapped) in 148 aa overlag

MCHU  ADQLTEEQIAEFKEAFSLFDKDGDGT ITTKELGTVMRSLGQNPTEAELQDMINEVDADGN

CALM_X ADQLTEEQIAEFKEAFSLFDKDGDGT ITTKELGTVMRSLGQNPTEAELQDMINEVDADGN

10 20 30 40

10 20 30 40

50

50

60

60

Hit Sequence

MCHU  GTIDFPEFLTMMARKMKDTDSEEE IREAFRVFDKDGNGY I SAAELRHVMTNLGEKLTDEE

CALM_X GTIDFPEFLTMMARKMKDTDSEEE IREAFRVFDKDGNGY ISAAELRHVMTNLGEKLTDEE

70 80 90 100

70 80 90 100

130 140

MCHU  VDEMIREADIDGDGQVNYEEFVQMMTAK

CALM_X VDEMIREAD IDGDGQVNYEEFVQMMTAK

130

140

110

110

120

120

Hit H

Hif

—

deader

Block

b.3& #% 2.5\

Class # j5

e EL

| org.twbbs.hellokitty.fasta. XMLParser. XMLParser

o

p?

java org.twbbs.hellokitty.fasta. XMLParser. XMLParser
[input file name] + [Output file name]

s

o

i)

java org.twbbs.hellokitty.fasta. XMLParser. XMLParser

fasta.out fasta.xml

API

|

XMLParser
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public XMLParser()
Default Constructor

XMLParser
public XMLParser(java.lang.String filename,
java.lang.String outname)
Process Constructor
Parameters:
filename - String
outname - String

<?wml version="1.0" encoding="UTF-8" 7=
- <fast_report>
- «statistics»
<comment>statistics sampled from 60000 to 186288 sequences</comment:s
«rho>5.6295+/-0.000211;</rho>
<mu=4.0403+/-+/-0.012</muz
<mean_var=r=94.0633+ /-20.232,</mean_var>
<zerosx186</zeros>
<Ztrimn=432</Ztrimzs
<Btrim>1683</Btrim>
<inz1f64</in>
<Lambda=0.132240</Lambdaz
</statistics>
- <parameters»
“matriz>BLE0</matrix=
<ktup=2</ktup>
<join=36,</join=
<opt=24,</opt>
=gap_pen>-10/-2,</gap_pen=
<widths 16/ width=
=/parameters>
<hest />
- <hits>
- <hit header="CALM_XENLA {(P62155) Calmodulin {CaM) {148 aa)" initn="952" init1="952" opt="952" zzcore="998.4" bits="190.7"
E="1.6e-48" Smith_Waterman="952" identity="100.000%" indentitiy_ungapped="100.000%">
- <overlapz
=length>148</length>
<fromz>1-148</from=
<tox1-148</tox
=foverlap>
- zalignment=

<alignment_guery >ADQLTEEQIAEFKEAFSLFDKDGDGTITTKELGTYMRSLGQNPTEAELQDMINEYDADGNGTIDFPEFLTMMARKMKDTDSEEE

<alignment_subject>ADQLTEEQIAEFKEAFSLFDKDGDGTITTKELGTYNMRSLGQNPTEAELQDMINEVDADGNGTIDFPEFLTMMARKMKDTDSEE
<falignment=
</hit=
- <hit header="CALM_BOYIN (P62157) Calmodulin {CaM) (148 aa)" initn="952" init1="952" opt="952" zscore="098.4" bits="190.7"
E="1.6e-48" Smith_Waterman="952" identity="100.000%p" indentitiy_ungapped="100.000%">
- «overlap=
<length>148</lengths
<from>1-148=</from>
<tox1-148</to>
<foverlaps
- =alignment=>

<markss < /markss

<alignment_guery>ADQLTEEQIAEFKEAFSLFDKDGDGTITTKELGTYMRSLGQNPTEAELQDMINEYDADGNGTIDFPEFLTMMARKMKDTDSEEE

=alignment_subject-ADQLTEEQIAEFKEAFSLFDKDGDGTITTKELGTYMRSLGQNPTEAELQDMINEYDADGNGTIDFPEFLTMMARKMKDTDSEE
<falignment>
</hit=
- <hit header="CALM_TORCA {P62151) Calmodulin {CaM} {148 aa)" inith="952" init1="952" opt="952" zscore="998.4" bits="190.7"
E="1.6e-48" Smith_\Waterman="952" identity="100.000%" indentitiy_ungapped="100.000%">
- <overlap:
<length>148</length=
«froms1- 148/ from:=
<tox1-148</to>
<foverlap>
- zalignment=

<marks> i=fmarkss

<alignment_guery > ADQLTEEQIAEFKEAFSLFDKDGDGTITTKELGTYMRSLGQNPTEAELQDMINEYDADGNGTIDFPEFLTMMARKMKDTDSEEE
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3. Biozilla Family

3.1 Biozilla

Biozilla ¥ - £ 4 44 2 B g M katid 12 H L @G ¢ 77
Sequence Generator ~ 2XML Parser ~ Input Sequence Spilter ~ Input Sequence Linker
~ BioCosmos » #c#8 ¥ L & Z L [ H T ¥ o5 2 TR BAriT A ik
BMAG - $EFAPAFFRT AR T UEREF T A 41 B o

Biozilla *® %ﬁ-d Fxds starter > TEHETET R APM I E o 4o T B o

Biozilla Family

Provide an easy way to bio world

. ' [ ]
w3 2 a9 . $$
:.. - t -'.. -'-n .: LH 0:

The Tool Kit of Bio Software

MR E L patg h e
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3.2 Biozilla Family-Sequence Generator

321 T2

Sequence Generator §_* % p T'E A 4 (B 7] 0 ¥ ¥ & 4 ¥4p F > Input
Sequence Linker #7% & cn XML #.3% o & B & $#4 F i Hon i 7 (TRIERF
oL@ r R ES R %‘gvj FFAHHEFPXML E TN T L E 2 2w
= o 2 XML 4% 0 if ¥ 12 % & Input Sequence Linker # 5 71 & & = #7e07 Input £%
F5 2Rl engy ~ R Y o

322 gy
BRI
firAd F A
herAtER
LIt

B 37 XML % i -

22 XML A 77 88 {17 .

AN NI N NN

323 giHge #

s i R
J

Step L.itk F & 4T o F 4% Manual » £ 7 d &85~ o
]
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. -: The application of bio software

Input Source Select

Hp e F2

L X
» Mant
Sequence s
Generator 18599218
ef
XP_002914 .4
ATP-binding cassette, sub-family C (CFTR4R]
Input String ATGC
Qutput Length| 5o
Output Area
| Process | | Bave az HML | | Capyto Clipho...
Step 2. % @*I » FBCHLP Ao o
Parameter 1 Bz ahu 28 ¥ 5 Qi
Parameter 2 Brlz iw g8k A% 5- 8 #F -
Parameter 3 B 723w S ¥ o
Parameter 4 B 7|2 3] S8 o
Description IR 7 i

Input String BE

'3\
F¥
é\
s
)/
i
o
i
kv
g
o 4
s

Output Length | iz o

G SRR T S SRR - R RS B RS
pN

%&*XMLﬁﬁ%**ﬁ

Step 3.4 Process 4%4= > & 4 2. %
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gi|18399218 |ref|XP_002914.4 ATP-hinding <t
GATTATTCTCTCGEATGEGTALATAGATCCAGTCTCGECTAS
CCATTGTTGAGAGACGETTCAGTGETCGCAGGCETGATATCC
GTTTCATTATGTGATCACCGAATTTAAATACTTTTTTGTTC!

CAATGEAAAATTGCCECEGAAGGETTTGTCGECGAGAGT CEd

Procesz Save az HML Copy to Clipbo...

Step 4.4+ Save as XML # 12 &5 % Input Sequence Linker #7#* 3 XML - Copy to

Clipboard % 47 ®l 3] 9" pb % £ * iﬂzﬁ F#* o

@ % XML $5 it 4 1528 %

Step LXML # bids i 4™ o

(€1 C\Progroan Fied Java phde].5.0_03 i\ Prcsecd 2005|SGamd

() BT iR R + Internet Explorer EIRSISEERETSFIIERNISHAS - HEREHMEN. .

<7uml wersion="1.0" encoding="utf-g" 7=
- <sequence_generator version="1"»
- <header>
<parameter=gi</parameters
<parameter=18574439</parameters>
zparameter=ref</parameters=
<parameter=¥XP_083829.1</parameters
<description=ATP-binding cassette, sub-family C {CFTR/MRP), member 2 [Homo sapiens]
«/description:
<length=300</length=
z/headers
- <inputs
zchar value="A" ratio="10" /=
zchar value="T" ratio="60" /=
zchar value="G" ratin="20" /=
zchar value="C" ratin="10" /=
</input>
</sequence_generator>

@ =8 J #eomn

HEE REE WY BEREERN ITAO RER f
D MR G| P feamnr @ 2- L w ) H
FUED) | e Co\Program Files)Javatjdkl.5.0_03\bin|Project 2005156, xml ) g 7

EARR AT

o

rERA DL Z

<sequence_generator> | Root ~2 - % & "ExE < % o version="1"% 7t
> 14
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<header> EFAE oMG ¢ 5 eni % BB E Byt
TR FAAFP hER o

<parameter> B 7| %8 o

<description> B 7\ $5 ik o

<length> BFE R o

<input> FABrAE & et F At o

<char> BEETOF 2 ovalue="A" % 7t A 2 F
~ & A ratio="10" % ¢ #rib ot 5 10 o

Step 2. i Input Source Select £ # XML » I3 » 3% XML 45 i 4% & 4 -

Step 3.4 Process #:-4= - #7 A 4 2_F (T2 Manual 4p ¢

3.3 Biozilla Family-2XML Parser Selector

331 g 7.7

2XML Parser Selector % #-4 #ﬁmf’rﬁﬁ]/\ﬁ DR S op TR XML £ 0 TR
A p B T j\}gy;}%ﬁw;f@ﬁa}k oﬁ#"XMLE‘—»ﬁ&%J‘;I/}Z '}i'aﬂﬂmri,jzg_é
4‘ﬁ%§%$§-p )(hAL.—j_%lglF’p—Vlglé * oo

R 7oA AT

B B B 2. Detected by the detector to get
the suitable format name
—_— -
ALN GDE PHYLIR Detector

DND | FASTA [PIR 4. Use the selected parser
to convert to the xml file
AN N AN

——— Parser Selector

—_—————

XML
GCG | NEXUS INPUT

3. User selects the format if he ‘
thinks the detector is wrong &
3.3.2 ;A2

v & & ALN ~ INPUT ~ DND ~ FASTA ~ GCG ~ GDE ~ NEXUS ~ PHYLIP

1. 9 formats support
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*PIR & 7¢ fg4 o
v B s N o

333 Z e #
Step 1. #4874 & 4o - Source File p i * Browse s # 4% o & ¥ U8 * 5
w2 N R ART R o AR B g e 2 R

L ]
.l Rt i.:‘ el Developed by mark
'. 4 - o =0 .
ses Vou? s '8 BeBe %, .' The application of bio software hpe lab@thu

Input Source and Destination Select

Source File | Browss |
Auto Detected Type> Not yet
2XM L Dest Filer itz and Settingsmark MARK-LPOVOS6V 5T | Brows |
Pa rser [VPe | cchutn Detects» |
Selector o |
TOCess

Process Result

Frocess Status Not yet
ication is mainly use File Name Hot yet
rt .')‘m software input or File Size Not yet
Estab. Date Not yet

Step 2.3F T Ak & 15 0 AR € p B 2| ¥T %‘yﬁ;;{t .
GDE #£5% » 258 p #2475 GDE - & 2| %75 %
&3k o

Input Source and Destination Select

Source File jdkl 5.0_03%hin\Project200SCFTE_GDE out | Browss |

Auto Detected Type> GDE
Dest Filer s and Settingsmark MARK-LPOYI66YV5Y | | Browse |

Step 3.3 T4 4% ¥ p’-é FoT Process s g B s gl o HidE 2 2 (5 € BT 3%
ARG S R LA A sz p o
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Success

=ml.=zml

0 Byte

Sat Oct 08 23:08:00 CST 2005

3.4 Biozilla Family-.Input Sequence Spilter

341 g 7%

.Input Sequence Spilter & #-2 0 ClustalW input #5447 = 37 7 XML & 74§ - o

*input A 35 5 AT e d s i frAeA i S H - i T R A

FI4%% 4 Input Sequence Linker £ 4% . & & p 3meninput 4% - & - k7 3
TRAGT AR A F T L G A

Bl Z& 242\ A2

1. Parse the raw 2. Spilt the file to
input file to xml multiple sequence
A. j file xml files
If the input is RAW — -~ —— e —
(Unparsed to XML) RAW XML
1. Spilt the file to
B. multiple sequence
If the input is XML xml files
(Parsed to XML)
XML A
XML

342 gcH#14
v X ¥ R4 input #2538 12 2 5 iF XMLParser 1§ {6 sk R Ag o

Vo RS RREEN S BT AT XML -

v gigl J1 R ¥ & Input Sequence Linker £ 41 #* o

v B L AP M RPERER A E PR

v B Ak £ ot e MD5 SfS - T HRRIE S EE G % S e
343 ZcHdiE #

Step LAENH FH o 40T o KIRFET ER T Raw( R 4ofh) & 2 £ P i o
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XML #; - Raw wE - lE XML ## 3 iEm & o fopb j\/))%ﬁ%"b v R
EE e U R

L]
.
e Yot Ale. s 0 .!O":: The application of bio software

Input Source and Destination Select

Source XML File Browss
) Raw
@ XML
Sequen ce Destination Dir | and Settingsmeck MARK-LPOYI6EYSY | | Brows |
Spilter -
TOCess

Process Result

Process Status Mot Initialized

KL Generate Counts Mot Initialized

plication is mainly use

art the .input xml file to Sequence List
to sing uence xml
f Ild has its
own MD de in their
filename, Th ed files
can use to b ted input

file general
custome file

rto mearge o the

Step2."i‘&;$%lﬂzﬂ.’: od A 4 R AR KRR PN F 0 Tl R P A
# o

Step 3.4 Process {5 - # Process Result % 3* ¢ 8gr AR 4 > ¢ 24 2 cfh %k
7| %

Process Result

Process Status Sucess

AL Geperate Counts Not Initialized

C:Program Files\avaidkl 5.0_0#binProjest2005\na/[ei] [15 5744 39 [ref 1 [P _083829. 1][ATP-
C:Program Files\avatidkl 5.0_0binProjest2005\nafTei] (14753227 [ref 1 [P _004980 4] oystis f].l i
C:Program Filestavatidkl 5.0_03bintProject2005\na/(ei] [F966677] (e IINP_0651 32 1](PIS T; fus —
C:\Program Filestavatidkl 5.0_03binProject2005\dna/ei] (150347631 [r=f ] INP_542 145 11[4 TP-bd
C:\Program Filestavatidkl 5.0_02bintProjsct2005\na/(ei] [1 79651 541[eb][A AL47160.1 J[AFA5000
C\Program Filesavatidkl 5.0_03bintProject2005\na/(ei] [F979669][ref ]INP_036965.1][4 TP-bin
C:Program Files\avatidkl 5.0_0binProjsct2005\na/ei] [1 31 24088 sp] [QRR0A 1 J[CLCZ_MOT,
C:Program Files\avatidkl 5.0_0#bintProjest2005\na (i [2506123](sp] PL4772] [BPT1_YEAST]
C:Program FilesiTavaljdk1.5.0_03bintProject2005\na/[gi][18266164][cb][A ALE7487 1 J[AF4597]

= | [2]

| B L P
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BOXML 458 4 0 5 640 B

(€] C:\Program Fided\Jovalglid).S.0_03\in\Presect 200S\Woe [ 12 2661641 5 TTAALE 7487 1][AF...
BEE RED BRY BHSEQ IAD HEW
%]

D - [¥] @ @] Pz srnvne @ 3- 12 @

=
HEHHDY | e C\Program Files!Javaljdk .5.0_03\biniProject2005)dnat[oill 16266 164 [ob[AALAT4E7. 1 [ AF459769_1 [GASZ [Mus musculus]][be0ch

(1) BT @ENREITAEEH * Internet Explorer CRRSEER RSN ST ITEE T3 AT - HSSEREHMER. .

<?xml version="1.0" encoding="UTF-8" ?=>
- =Sequence_Packet version="1.0">

<parameter=gi</parameter>
<parameter=18266164</parameters>
<parameter>gh</parameter>
<parameter>AALGBT487 . 1< /parameters
<parameter-AF459789_1</parameter>
«<description>=GASZ [Mus musculus]</description=

</Sequence_Packet>

) A ) HRIEL

i

L]

<content>MAAGTLRGLAYAGGGESSDSEDDGWDIGYLDRSSQKLKRSLPYEEKTETFKKALTTGDISLYKELLDSGIN

O

XML = % 2p o

e EL

<Sequence_Packet> | Root ~#% - \ersion="1.0" 2 "= & %% o
<parameter> B 7| % ¥k o
<description> B 5|35 ik o
<content> BN E o

3.5 Biozilla Family-Input Sequence Linker
35.1 mH#H 7~

Input Sequence Linker i & #4 5i¢ 3
=

B4 3 H0R0 A KiE (e AT .

Merge

XML

XML

Lots of sequence xml files

INPUT

Input file for ClustalW

Page 51

A4 p3Taninput FEZ B4 iRt o éi%]/\:}iﬁ‘;
% % Input Sequence Spilter 14 2 Sequence Generator #7# 2 17 XML 3% °



e EL

3.5.2 grep =1+
v }34 %_1 2 #p@'\%é’lﬁ%])\ﬂhg \m|nput;h%j
v Aa v st > VIEIMFIHEEELEHA

353 g #

Step 1L.#x#8 & & 4o
(& 14 Lintier

Flle | CAProgram Files\awatjdkl 5.0_03%bintProjecta005 | Browse [ Import

Destination Flle | C\Program Files\avaljdkl 5 .0_03bin'\Project2005 [ Brows
Process I Delete Seleted

Process Result View

Step 2. é’j&@ﬁmﬁ%%;}%fﬁ o ¥ I i# 3};5@%‘% AP 4 ﬂ;ﬁ;% s g 3N F A
T Browse E#F S Ah AR 0 42T K AI* import bt~ FH Y o HE R
N B B ART Y o

Step 3. *% Uw@?l AR R 18 0 T Process #4rF U B 48 {7 input £f A S

B0t o ALY WAL R D TOF ARG HERL REE G LRRA
THTERCHEONTE -
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B92][DRE1_YEART][Frobable ATP-dependent RNA helicase DRE1][993%a5:1 54 5272930986836 0f 9 4c] 2ol Browse Timport

CAProgram Files\lavatidkl 5.0_03%bin'Project2005dnst[zi][1 1614 2] [sp] [P26363][CFTE_XENL A][Carstic fibrosis transmembrane conductance regulator (C]
CAProgram Files\lavatidkl 5.0_03bin'Project2005dnst[2i][128603248] [Abi][BAB 21925 1J[A TP-binding casste, sub-family C (CFTR MREP), member 914
CAProgram Filss\lavahidkl 5.0_03bin'Project2005 st [2i][13124088] [zp] [QOROAT][CLC2_MOUSE][Chlaride channel protein 2 (C1C-2)][5d 950045 %0
CAProgram Files\lavalidkl 5.0_03bin\Project20054 na’[zi][14 141 185] [ref] [NP_066388 1] [cystic fibrosis transmembrane conductance regulator homolog; £
CAProgram Files\avakidkl 5.0_03bin'Project2005dne’ (2] (14753227 [ref ] [XP_004080 4] [corstic fibrosts transmembrane conductance regulator, 4 TP-bindy
CAProgram Files\avakidkl 5.0_03bin'Project2005dnst[2i][1705762] [p] [P 1 35691 [CFTR _HUMAN][Coystic fibrosts transmembrane cond vetance regulator |
CAProgram Files\avatidkl 5.0_03%bin'Project2005dns’[2i][1 70576 3] [sp] [Q00554] [CFTE_RABIT][Cystic fibrosis transmembrane conductance regulator (€
CAProgram Files\avatidkl 5.0_03%bin'Project2005dnst [zi][1 706485] [sp] [P 54861 (DN 1_TELST ] [Dnmamin-related protein DN M1 ][5bedad46hbd85a301

[ e e

12 AP o gram Files\lavaljd k1.5 .0_03bin'\Project200 5\ nput aass Brows

Process Delete Seleted

t)gi|116142ISpIP26363ICFTR_XENI.AI Cystic fikbrosis transmerbrane conductance regulator (CFTR) (oA
MOKTPLEKASIFSQIFFSWTER ILWKGYRORLEL I D IFQIHPGDSADNLIERLEREWD REVATSKENFEL
INALKRCFFWEFLF¥GILL YL GEVTEAVOFLLLGRITASYDRDNEHERS TAYYLATGLCLLFVVEMLLL H
PAIFGLHHIGMOMEIAME 3L I TEKTLEL 33KV LD KIS TGOLVELL S NNLNEF DEGLATAHF VI IAPL CWVL
LIMGLLWDLLOASAF CGLGFL I ILELFQARLGRMMME Y KD ERAGE INERLVITIOIIEN IOSVEAYCWEN
AMEKIIETIRETELELTRKAAYVRYFNSSAFFFSGFPVVELSIVPHLLLDGISLREIFTTISFSIVLEMA
WITROF PHAY T Y DSLGV INK IQEFLOKEEYESLEYNL TTTEVAME NV S ASWDEGIGEF FEKAKLEVNGG

3.6 Biozilla-BioCosmos

3.6.1 A 4

BioCosmos A_# 141 #* Grid 4, {724 H~ ¥ i 8 35 < 1 & o F iR GUI &
RrENAYFE L2 6L FRAFFS

e FHEREFEET AT B S HFE
FVE o FOURARE G B E o

\ N
N
e
o)
E
(&}
o+
>~
=
s
@
=
o
&~
I
{;#
e

SESVES E R
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Grid Environment
Every machine is installed with ClustalW

2. Choosing machines

by “machines” file
BioCosmos and submit the sub job b

1. Submit Clustal W command
—_———

Upload your input file
% Edit machine file Q

Node on Grid

3.6.2 #HY

%% & Grid $iv ClustalW » fh ]t $F B slidg 2 /F o
it naz%k%égo

FREG A FEE IR Session ,1»% Ak o

AL F}{ %_ClustalW # {7

bR A E IS RS ik CIustaIW 1 machines X #_-
v i A5 % Clustal W &g = -

AR TSR

{

AN N N N NN

3.6.3 gge #
Step L4t #4c# 44 (740 o Manual £4p & & » #75 4 o Sessmn qj R I

3 Po2ow g en Session K fE o AieAR i@ * Manual ¥3 T8 TR a‘%’f Next
ErT - BED
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ﬁ%ﬂz%ggz Power up with the grid

BioCosmos

beta.

Select Source

@ Manual Input Information by your self
) Session Load the session XML that have store before
Next

Step 2. g4 P ¥ 1448 B~ Grid 8 ~ ClustalW - #c i

o

Lo~ AR B

BioCosmos

beta.

%ﬂﬁ%ggz Power up with the grid

hpe@thu

Machine Information Set

Host alpha hpe caie thuedw.tw

User test

Pass [T XTI T 1]

Work dir. | homedesticlustabwiclustaly-mpi-0.13/ Browse
Globus Set

Proxy int. ®eeeee |
ClustalW Parameter Set

np 2

infile wild aa.

outfile

output ALN

newtree

usetree wild tree

Prev ] l Next ] l Save

Upload File

Edit Machine File
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FREANL TP &F FAEZ > w2 * Work dir. 3 ¢ Browse 4z B Ec i 12iE
BRENGFTPI o7 H o

SSH Remote Directory Chooser

Host  klphas hpe csie thoedu.tw User test Pas: seooees

Current. fhome/test

L

LS S T T SR T

globus
blast
wizhih
GRIDEXF
clustalw
NWEdir
h

fasta.
test_smite
{dash
HMMER
mpihP

Status> Ready

Choose Current Choos Selected

# | lser access dened

¥eb s i1 Machines %1 E ¥ B H 4 {2 B BHIECH © k1 (Tehg gk

o f 2k 7 4F Host ~ User ~ Pass ~ Work dir.2_ {¢ » 3T = T 7 Edit Machine File » if

A2 TR REARLE o 4o B o 425 ¢ p 5 3f B2 machines f F o SR 8V 4%

=S

Upload g #7i& ¥ machines p % o
Edit Machine File

Host | alpha? hpe este thuedu tw User| test Pass soo00®

Current. fhome/test/clustalw/clustalw-mpi0.13
"alpha3" 2
"alphaz" 2

Status> Ready

Refresh TUpload TUpload and Close Cancel

FPAFIEAFS L Tree k82 + @ > 7 4% 2 Upload File ¥ 4B fc + 1@
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o 4r T B o WiEH AddFiles — =x:F % Bihx 1 @ - 3T Upload o+ + @4

o

WS
=

Upload File
Host  alpha3 hpe csie tho edu tw User| test Pass soooe®

Current. /home/test'clustalw/clustalw-mpi0.13

B CProgram Files\avabidkl 50_03%hin'P roject2005aln xml

Status> Ready

Add Files Upload Close

B FMWE B2 1 0 2 F G P Session AV B P W ATHE M DF M oo R

. F -

Tl g T RGBT c RERBFDLHE N T o

Input

test@alpha hpe cae thuedu by

Confirm

Step 3.4% 7T Next T i & » T HEFMRET AT 7 EMTPE R > F ~ PEE4p2
T3 d SEPFF RN o 4o B o
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Now Running... Please Wait

Host alp ﬁ.csie.thu.edu.tw
User test
W.D h sticlustalwiclustalw -mpi-)

. Cmdti pirun -np 2 clustalw-mpi -

L -8

Stepd. (7 B pF o £ AT (7 2% o 4o [ o 5T Next T &5 % e 7 iE

— A4 o

ﬁ%ﬂm%ggz'& Power up with the grid hpe@thu

Running Result
time mpirun -np 2 clustalw-mpi -infile=wild.aa -usetree=wild.tree [Z

CLUSTAL W (1.82) Multiple Sequence Alignments

BioCosmos

beta. Sequence format is Clustal
Sequence 1: MCHU 222 aa
Seguence 2: gil345664 222 aa
Seguence 3: mystm1 222 aa
Sequence 4 GT8.7 222 aa
Sequence 5 XURTEC 222 aa )
Sequence B: XURTG 222 aa
Seguence 7 test 222 aa

Start of Multiple Alignment
There are B groups

Aligning...

Group 1: Sequences: 2 Score:825

Group 2: Seguences; 2 Score: 258
Prev l [ Next
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&R 55 7 4 Resource Broker #5 12 Web Service - & Biozilla = & » #-% &
Resource Broker 7 \Web Service # ik-— f it ey (717 % > T FHFHEE T 4
HPOHFEIBAALIT REETRE L BB EWY Y I ERE S SR
% o
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PART Il MPI 2 4= 33t 4t 48
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L4 TR e

11 A ) $Ho TR 0%

LR AR K R i BRI R E S P T
LR e B FREF TS o I Y ek gL P S5

B Lt HE G FRAZFAPRA |2 Fhd A L4 it ) B
Bl Benfp il fdfofed (LB FH - K7 s TR B G o -
RS B Y B PR R “@’aﬁ4JWx%H%%mﬁﬂ%@i
PRI HE o~ Aageprofile s KA IR ERT AL KRB S HEGY o b
s BT U Few F;rr;;;n B REIp RIFERRRE T chi EEE ; F
v %T};"-EL?E’L ::‘:a‘_,:;':’}# Bk 3o %.“r;fp o iEm JE1E Fed %ﬁrgﬁ.g,%? mPﬁ"\ 20 o

\+

B EF PRI Z FE A #H o AR EER TR R T B 7R
oo s+ R ¢ R 8 S g i A2 PR L e R W
AL E G R BndY T HAE- B A #’f\-”I ;v,gg % eyl
ﬁoﬁﬁ%%¥4%*ﬂ§ﬁ#’ﬂﬁ o R SR L
TG o A A5 eIE R - B ATE AL FlehE gy o

1.2 B 753 &5 4

BRI R A H IR FR > 4ok BRIZF LG Lgafp vt

HWRIZ FF g R Raugitpk s GFEAFINARRDFTR S RALN R Rk

2R E R B BRRERL BT D K o BAARIACR R z)fﬂfd e

WA RAZFap BRI N EL S A RAELETR AT L EVEF

R o Wil BF RO H ST 0 - BELE R B ehREes q B

S LA iR I Flptdeag dmi > ok B2 dn i1 1AZE 30% 0 7 e
¥ R {P\—:'/@m°

FASTA E_% — BARR LB * hR 7|t ai"ﬁr;}@jz 1EE & SET B O
NoFASTA L T REAFIHZDHER » §RE2 B P RS “FL” > AW
A EEFLEAIR T cnTREZ] > FE Y DREIIEED Kup S8 H] 0 4 0
ktup=2 - FASTA cng %34 ¢ ¢ L% BRI hRA 7|8 439 B 7 hk i v 15
5o R Ry HE R FMTE EE o BLAST €L AJE Y & f (L E 7|
fp s 1 L o 4p FASTA 5 { Fecie > B (B> & = A ot
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RELL & FRFDVHRER A EN T oA g kSRR Rk SR F
3k o pAEY S RN HaGE T R AT Y aﬁ’mpm«;&ﬁﬁmﬁé*
ﬁ@mwﬁﬁ&ﬁ L?w%%”+méﬂfé%%*’ ﬂ“%mﬁ%oﬁﬁ

poan % R LS B v iz 58 B CLUSTALW( v 9 PC sk & &
CLUSTALX) o CLUSTALW & - f@arg et 42 72 » L5 B B 7] 5 & - e
FEAEE o KR 7|2 Wﬁ%% :ﬂ”ﬁ%ﬁ%ﬁﬁﬂ?éiﬁﬁ@ﬂﬁﬁﬁ
M AR R AR T A RS K j-?'mr:b VERZIB4s 0 B 3 N §RiT e
}3?»;1]1’ S L&‘r'i $ﬁ'f#_}j" Weo¥t :é_ 1] "ﬁ Kﬁ'}t‘{’\‘j Lok o

CLUSTALW 45 » & 7| it 38 v g g 76 » 7 00 20 6 41 55 i < FASTA 3¢
» 7 12 £_PIR ~ SWISS-PROT - GDE - Clustal - GCG/MSF ~ RSF # 5% © #i 1
4382 ¥ UE$# > ALN ~ GCG ~ PHYLIP 4 GDE % » * = ¥ 1335 f & 3
LEHE Gl RS

# CLUSTALW (5[5 B 8 % ¢ > 95 F BII#5] A - 42 0 ¥ 04 2eh
REAL LBt ARDE L T AT RS RS ORR R T
TR A R vk R L e

& ¢ Hr g FiFirz MPl 4 5 720 g4y
(1) mpiBLAST :

{”—E’EL—}W@F"}'E‘ DN/AFI‘}'}E.‘:‘l 13117}@”/}'}%@(1»’1’1&\“}‘? L
1%1?1‘}’ o B “}'Ezﬁf’rjﬁn}f“*ﬁ.;l ;Lﬁ,&o Hﬁ-ﬁ—l dren “-.ﬁ:t‘ mlf,'/,,\ ‘li‘J' 7}@
AR 02PN o R - A IRTUR B 2 R :5’95 BRI LG4t
F 7)o BLAST £ % B iZenB 7 p iz 1 B 7}5 b FASTA”‘ {

Sitie @ B P B bR wpgé@;_o

(2) FASTA

‘i—%}ﬁﬁ DNA i ® B 3 G ATk a0t #4850 > 2 R & & 5%
o LMmﬁ%ﬂ%*ﬁﬁﬁ&ﬁoﬂﬂbwumAﬁWhBuwTﬁé
B 4 FASTA chio% i & dafh o o & 50/ 2 BLAST % -
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(3) ClustalWw :

CLUSTALW £~ 1 DNA $ =¥ " 5 i /i 70t 238, © 7 43 H?}%}'Jr’ﬁ
A - LE R M 4 PR & DB 7 o CLUSTALW ¥ j5_% 15 5 7] @ 328 I 5 3
eIl S AN I I L R T iﬂ*‘*ﬁf’i}%w - R AR nu}iil;’i"f*
F&oﬁwﬁmﬁww%?‘_£QQMMﬁ¢gﬁﬁwwm@
CLUSTALW & - fé;ﬁnarm'- Sk AN S B AR AL SRS T
FIRsRZIZEFA A M % RERpiegred 5 4 4 kit QL;] SR %M
G BFE T RIEKEEBE RS 1R 7']};’?'&\:’ » % 3 N gRIT R
FIEH STE ATHEE V0 B BT )ijﬁ,mun ke

A

& 2 BHA RS
(1) mpiBLAST :

Program Query sequence type | Database sequence type | Alignment sequence type
blastn nucleotide nucleotide nucleotide
blastp protein protein protein
blastx nucleotide protein protein
tblastn protein nucleotide protein
tblastx nucleotide nucleotide protein
WA | FRE | BEA i i

blastp | 35 F | #9 F | FaBHIEGEREH DT RA
blastn P HE PR iﬁl‘f’fﬁé} BB T Fe 0 A L BRB G

blastx | 3% ¥ | P HmE £ 37 DNA 5 74r EST & 7 45 o
tblastn | ¥ H pk Fv f i EFEBFHEY & AL DRIE T o
thlastx | %3 f& Yy B it & 47 EST B 7 o
(2) FASTA:
f Run the fasta program. It compares nucleotide
asta, X ; .
mpfasta mp34compfa ||sequences against nucleotide databases or protein

sequences against protein databases.

Run the fastx program. It compares a DNA sequence
fastx, to a protein database in three forward or reverse

mpfastx mp34compfx frames. Uses a simpler algorithm than fasty; runs
faster than fasty.
[fasty, |Imp34compfy |[Run the fasty program. It compares a DNA sequence |
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mpfasty to a protein database in three forward or reverse
frames. Uses a more complex algorithm than fastx and
runs more slowly.
tfastx, mp34comptix Compares a protein sequence to a nucleotide database.
mptfastx P P Simpler and faster algorithm than tfasty.
tfasty, mp34comptfy Compares a protein sequence to a nucleotide database.
mptfasty P Pt More complex and slower algorithm than tfastx.
fasts, mp34compfs Run the fasts program. It compares a short peptide
mpfasts sequence to a protein database.
tfasts, Compare a short protein sequence to a nucleotide
mp34comptfs
mptfasts database.
Use the Smith-Waterman algorithm to query
ssearch, nucleotides sequences against a nucleotide data bases
mp34compsw - - .
mpcompsw or to query protein sequences against protein
databases.
Programs that "summarize the effectiveness of a search™ and "require super-family-
labeled databases".

Imscompfa

|Ims34compfa |[Use for comparisons made using fasta.

|msc0mpfx ||m534compfx ||Use for comparisons made using fastx.

Imscompfy  |[ms34compfy |[Use for comparisons using fasty.

Imscomptfx  |[ms34comptfx|{Use for comparisons made using tfastx.

|msc0mptfy ||ms34comptfy||Use for comparisons using tfasty.

Imscompsw  |[ms34compsw ||Use for comparisons using ssearch.

mScompss

ms34compss

Use for comparisons using ssearch. Allows for higher
gap penalties than mscompsw allows.

"Programs to report the scores and alignments of the highest scoring unrelated
sequence (require super-family-labeled databases). These programs are used to
evaluate super-family labelling."

Imucompfa  |[mu34compfa |[Use for comparisons made using fasta.

|mucompfx ||mu34compfx ||Use for comparisons made using fastx.

Imucompfy  |[mu34compfy |[Use for comparisons using fasty.

[mucomptfx  |[mu34comptfx||Use for comparisons made using tfastx.

|muc0mptfy ||mu34comptfy||Use for comparisons using tfasty.

Imucompsw  |[mu34compsw||Use for comparisons using ssearch.

(3) ClustalW :

R 3 H - 4p 4 clustalw-mpi » B & d 3 iR AR 0

/, 2

DATA (sequences)
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-INFILE=file.ext:

input sequences.

|-PROFILE1:fiIe.ext and -PROFILE2=file.ext :||profi|es (old alignment).||

VERBS (do things)

|—OPTIONS : ||Iist the command line parameters
|-HELP or -CHECK :|[outline the command line params.
|-ALIGN : ||do full multiple alignment.
|-TREE : |[calculate NJ tree.

|—BOOTSTRAP(=n) :||bootstrap a NJ tree (n= number of bootstraps; def. = 1000).

|-CONVERT : lloutput the input sequences in a different file format.

| PARAMETERS (set things) |
| ***General settings:**** |
_INTERACTIVE : irﬁ?édr;:é)trir\]/r:%fn:jge, then enter normal
|-QUICKTREE : |luse FAST algorithm for the alignment guide tree|
|- TYPE=: IPROTEIN or DNA sequences |
|-NEGATIVE : |lprotein alignment with negative values in matrix |
|-OUTFILE: : ||sequence alignment file name |
|-OUTPUT=: \GCG, GDE, PHYLIP, PIR or NEXUS |
|-OUTORDER-= : INPUT or ALIGNED |
|-CASE : |ILOWER or UPPER (for GDE outputonly) |
|-SEQNOS: : ||OFF or ON (for Clustal output only) |
|- SEQNO_RANGE-=: |OFF or ON (NEW: for all output formats) |
|-RANGE=m,n : |lsequence range to write starting m to m+n, |
| ***Fast Pairwise Alignments:*** |
|- KTUPLE=n : |\word size |
|- TOPDIAGS=n: |Inumber of best diags. |
|-WINDOW=n : ||Window around best diags. |
|-PAIRGAP=n : llgap penalty |
|-SCORE : IPERCENT or ABSOLUTE |
| ***Slow Pairwise Alignments:*** |
PWMATRIX= - Protein weight matrix=BLOSUM, PAM,

GONNET, ID or filename

-PWDNAMATRIX=:

DNA weight matrix=1UB, CLUSTALW or
filename
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-PWGAPOPEN=f :

gap opening penalty

|-PWGAPEXT=f : llgap opening penalty |
| ***Multiple Alignments:*** |
|- NEWTREE-= : |Ifile for new guide tree |
|-USETREE: : ||fi|e for old guide tree |
DNAMATRIX= - If;i)llglr,]é;r\:]veeight matrix=1UB, CLUSTALW or
|-GAPOPEN=f : l\gap opening penalty

|-GAPEXT:f : ||gap extension penalty

|-ENDGAPS : lIno end gap separation pen.

|-GAPDIST=n: llgap separation pen. range

|-NOPGAP : |Iresidue-specific gaps off

|-NOHGAP : ||hydrophi|ic gaps off

|-HGAPRESIDUES= :

||Iist hydrophilic res.

|-MAXDIV=n :

||% ident. for delay

|- TYPE=:

|IPROTEIN or DNA

|- TRANSWEIGHT=f :

|[transitions weighting

***pProfile Alignments:***

|-PROFILE : ||Merge two alignments by profile alignment
|-NEWTREE1= : |[file for new guide tree for profilel
|-NEWTREE2=: [Ifile for new guide tree for profile2
|-USETREE1: : ||fi|e for old guide tree for profilel

|-USETREE2: ; ||fi|e for old guide tree for profile2

| ***Sequence to Profile Alignments:***

_SEQUENCES : Sﬁgﬁﬁg}atlly add profile2 sequences to profilel
|-NEWTREE: : ||fi|e for new guide tree |
|- USETREE=: |Ifile for old guide tree |
| ***Structure Alignments: *** |
"NOSECSTRI - :‘jc())r r;)(?'g ]lcji?g iecondary structure-gap penalty mask
"NOSECSTR? - do not use secondary structure-gap penalty mask

for profile 2

-SECSTROUT=STRUCTURE or
MASK or BOTH or NONE :

output in alignment file

e EL
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-HELIXGAP=n: gap penalty for helix core residues

|- STRANDGAP=n : llgap penalty for strand core residues |

|-LOOPGAP:n : ||gap penalty for loop regions |

|-TERMINALGAP:n : ||gap penalty for structure termini |
number of residues inside helix to be treated as

-HELIXENDIN=N : )
terminal

number of residues outside helix to be treated as

-HELIXENDOUT=n: )
terminal

number of residues inside strand to be treated as

-STRANDENDIN=n: .
terminal

number of residues outside strand to be treated
as terminal

| FXETrees: *** |

-OUTPUTTREE=nj OR phylip
OR dist OR nexus

-STRANDENDOUT=n:

|-SEED=n: |lseed number for bootstraps. |
|-KIMURA : |luse Kimura's correction. |
|-TOSSGAPS : ||ignore positions with gaps. |
-BOOTLABELS=node OR

position of bootstrap values in tree display

branch :

2 L % il mﬁs?] * 12 35 (INPUT FORMAT)

2.1 mpiBLAST
WAFET 0 e+ 3 #cs: FASTA R afh % -
2.2 FASTA

The fasta3 programs know about three kinds of sequence files(four under VMS): (1)
plain sequence files - files that contain nothing but sequence residues - can only be used
as query sequences. (2) FASTA format files. These are the same as plain sequence files,
each sequence is preceded by a comment line with a ">" in the first column. (3)
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distributed sequence libraries (this is a broad class that includes the NBRF/PIR VMS
and blocked ascii formats, Genbank flat-file format, EMBL flat-file format, and
Intelligenetics format. All of t he files that you create should be of type (1) or (2).
FASTA format files (ones with a ">' and comment before the sequence) are preferred,
because they can be used as query or library sequence files by all of the programs. |
have included several sample test files, *.aa and *.seq as well as two small sequence
libraries, prot_test.lib and gst.nlib. The first line may begin with a ">' by a comment.
Spaces and tabs (and anything else that is not an amino-acid code) are ignored.

2.3 Clustalw

All sequences must be in 1 file, one after another. 7 formats are automatically
recognised: NBRF-PIR, EMBL-SWISSPROT, Pearson (Fasta), Clustal (*.aln), GCG-
MSF (Pileup), GCG9-RSF and GDE flat file. All non-alphabetic characters (spaces,
digits, punctuation marks) are ignored except "-" which is used to indicate a GAP ("." in
MSF-RSF).

L% ooil mﬁﬁ ¥ 75 (OUTPUT FORMAT)

3.1 mpiBLAST :
AL AR AREE RN
3.2 FASTA:
i 2 ehfh & I mpiblast - $ ¥ p TR RS eAR o 2 R AL ep
FEh ez BN
(1) A histogram

(1) A list of related sequences
(1) A list of sequence alignments

3.3 ClustalWw :

6 different alignment formats (CLUSTAL, GCG, NBRF-PIR, PHYLIP, GDE,
NEXUS, and FASTA).
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4. MPI # % F 20 g H &

4.1 mpiBLAST = %

There are five steps to installing mpiBLAST from source
(1) Install MPI (if not already installed)
(2) Download mpiBLAST and the matching NCBI Toolbox release
(3) Patch the NCBI Toolbox with the mpiBLAST patch and compile it
(4) Compile and install mpiBLAST
(5) Configure mpiBLAST by editing the ~/.nchirc file

1. Installation of NCBI toolbox
1.1 In order to compile mpiBLAST, we need some libraries of NCBI toolbox

1.2 Getting the source tarball from NCBI
ftp://ftp.ncbi.nih.gov/toolbox/ncbi_tools/old/20040204/ncbi.tar.gz

1.3 Extracting the source tarball
$ tar -xzvf ncbi.tar.gz

1.4 Installing NCBI toolbox
$ ./nchi/make/makedis.csh

2. Installation of MPICH-g2
2.1 In order to compile mpiBLAST, we need mpich libraries for C
and FRTRAN compiler on GlobusToolkit

2.2 Getting the mpich-1.2.6 source tarball and extracting it
http://www.hpc.csie.thu.edu.tw/doc/GT3.0.2%20Installation/
mpichl.2.6.tar.gz

2.3 Installing MPICH-g2
$ ./configure --with-arch=LINUX --with-device=globus2:--
flavor=gcc32dbg \ --prefix=<INSTALLATION_PREFIX>

$ make
$ make install
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3. Installation of mpiBLAST package
3.1 Getting the source tarball and extracting
http://mpiblast.lanl.gov/releases/mpiBLAST-1.2.1.tar.gz

3.2 Configuring mpiBLAST
$./configure --prefix=/path/to/mpiBLAST-1.2.1 --with-
nchi=/path/to/ncbi

--prefix=/path/to/install/directory —
Specifies the location where mpiBLAST will be installed

--with-nchi=/path/to/ncbi_toolbox/| —
Specifies the path of NCBI Toolbox installation
[N.B.] If the --prefix configuration option is not specified, mpiBLAST
will be placed in /usr/local

3.3 Building mpiBLAST
$ make

3.4 Installing mpiBLAST
$ make install

3.5 Edit the mpiblast.conf in the /mpiBLAST /etc
/blast/db/share/
/blast/db/yeast_db/

3.6 Edit the ~/.ncbirc configuration file in the user’s home
directory

[NCBI]
Data=/path/to/shared/storage/data

3.7 Getting the database you want
ftp://ftp.ncbi.nih.gov/blast/db/

3.8 Formatting a database Before processing blast queries the sequence database
must be formatted with mpiformatdb
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mpiformatdb -N 25 -i nt

3.9 ex. yeast.nt

$ mpiformatdb -f /usr/local/mpiBLAST-1.2.1/etc/mpiblast.conf -N 12 -i
yeastnt-oT-pF

-N  The number of fragment you want to divide
-i  Database name
-0  Parse options

T - True: Parse Seqgld and create indexes
F - False: Do not parse Seqld. Do not create indexes

-p  Type of file
T - protein
F - nucleotide

3.10 Querying the database
$ mpirun -np nodes mpiblast --config
-file=/path/to/mpiblast.conf -p blastn -d nt - i blast_query.fas -0
blast_results.txt

-p  Program Name [String]

-d  Database [String]
default = nr

-i Query File [File In]
default = stdin

-e  Expectation value (E) [Real]
default = 10.0

-m alignment view options:
7 = XML Blast output,
default =0

-0 BLAST report Output File [File Out] Optional
default = stdout

4.2FASTA % %

1. Getting the source tarball and extracting it
ftp://ftp.virginia.edu/pub/fasta/fasta34t23b8a.shar.Z
$ zcat fasta34t23b8a.shar.Z | sh
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2. Edit Makefile.mpi4

--- for lam/mpi---

MPI_ROOT = /etc/lam

PLIB = -L${MPI_ROOT}HIlib - llam
---for mpich---

MPI_ROOT = /usr/local/mpich

PLIB = -L${MPI_ROOT}Iib - Impichg2

3. $ make -f Makefile.mpi4
4. make all

5. Getting the FASTA database
ftp://ftp.uniprot.org/pub/databases/uniprot/knowledgebase/uniprot_sprot.fasta.gz

6. $ gunzip uniprot_sprot.fasta.gz

7. Query sequence
$ time mpirun -np 2 mp34compfa mwkw.aa uniprot_sprot.fasta

4.3 ClustalW = #
1. Make sure you have MPICH or LAM installed on your system

2. Getting the clustalw-mpi-0.13 source tarball and extracting it
http://web.bii.a-star.edu.sg/~kuobin/clustalw-mpi/clustalw-mpi-0.13.tar.gz
$ tar -zxvf clustalw-mpi-0.13.tar.gz

3. Edit Makefile

CC = mpicc
CFLAGS =-c—g
or

CFLAGS =-c-03

4. make

5. $mpirun —np n clustalw-mpi —infile=dele.input
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5. 4

5.1 FASTA #r$: % #c7) %

-a (fasta3, ssearch3 only) show both sequences in their entirety.

-A force Smith -Waterman alignments for fasta3 DNA sequences. By default, only fasta3 protein
sequence comparisons useSmith -Waterman alignments.

-B Show normalized score as a z-score, rather than a bit-score in the list of best scores.

-b # Number of sequence scores to be shown on output. In the absence of this option, fasta (and
tfasta and ssearch) display all library sequences obtaining similarity scores with expectations less
than 10.0 if optimized score are used, or 2.0 if they are not. The -b option can limit the display
further, but it will not cause additional sequences to be displayed.

-c # Threshold score for optimization (OPTCUT). Set "-c 1" to optimize every sequence in a
database.

-E # Limit the number of scores and alignments shown based on the expected number of scores.
Used to override the expectation v alue of 10.0 used by default. When used with -Q, -E 2.0 will
show all library sequences with scores with an expectation value <= 2.0.

-d # Maximum number of alignments to be displayed. Ignored if "-Q" is not used.

-F # Limit the number of scores and alignments shown based on the expected number of scores. "-E
#" sets the highest E()-value shown; " -F #" sets the lowest E()-value. Thus, "-F 0.0001" will not
show any matches or alignments with E() < 0.0001. T his allows one to skip over close
relationships in searches f or more distant relationships.

-f Penalty for the first residue in a gap (-12 by default for proteins, -16 for DNA, -15 for
FAST[XY]/TFAST[XY]).

-g Penalty for additional residues in a gap (-2 by default for proteins, -4 for DNA, -3 for
FAST[XY]/TFAST[XY]).

-h Penalty for frameshift (fastx3/y3, tfastx3/y3 only).
-H Omit histogram.

-i Invert (reverse complement) the query sequence if it is DNA. F or tfasta3/x3/y3, search the
reverse complement of the library sequence only.

-] # Penalty for frameshift within a codon (fasty3/tfasty3 only).

-l file
L ocation of library menu file (FASTLIBS).

Page 73



e EL

-L Display more information about the library sequence in the alignment.

-M low-high
R ange of amino acid sequence lengths to be included in the s earch.

-m # Specify alignment type: 0, 1, 2, 3, 4, 5, 6, 9, 10
-m0-m1-m2-m3-m4
MWRTCGPPYT MWRTCGPPYT MWRTCGPPYT
MWRTCGPPYT

MWKSCGYPYT MWKSCGYPYT

In addition -m 10 is a new, parseable format for use with other programs. See the
file"readme.v20u4” for a more complete description. -m 5 provides a combination of -m 4 and
-m 0. -m 6 provides -m 5 plus HTML formatting. -m 9 provides percent identify and
coordinates with the initial list of high scores, as well as conventional -m 0 alignments.

-M low-high
I nclude library sequences (proteins only) with lengths b etween low and high.

-n Force the query sequence to be treated as a DNA sequence. T his is particularly useful for query
sequences that contain a large number of ambiguous residues, e.g. transcription factor binding
sites.

-O Send copy of results to "filename." Helpful for environments without STDOUT (mostly for the
Macintosh). -o Turn off default optimization of all scores greater than OPTCUT. Sort results by
"initn" scores (reduces the accuracy of statistical estimates).

-p Force query to be treated as protein sequence.

'Qv'q
Q uiet - does not prompt for any input. Writes scores andalignments to the terminal or standard
output file. -r Specify match/mismatch scores for DNA comparisons. The d efault is "+5/-4".

"+3/-2" can perform better in some cases.

-R file
S ave a results summary line for every sequence in the sequence library. The summary line
includes the sequence identifier, superfamily number (if available) position in the library, and the
similarity scores calculated. This option can be used to evaluate the sensitivity and s electivity of
different search strategies (Pearson, 1995, Pearson, 1998).

-s file
S pecify the scoring matrix file. fasta3 uses the same s coring matrices as Blast1.4/2.0. Several
scoring matrixfiles are included in the standard distribution. For protein sequences: codaa.mat -
based on minimum mutation matrix; idnaa.mat - identity matrix; pam250.mat - the PAM250
matrix developed by Dayhoff et al. (Dayhoff et al., 1978); p am120.mat - a PAM120 m atrix.
The default scoring matrix is BLOSUM50 ("-s BL50"). Other matrices available from within the
program are: PAM250/"-s P250", PAM120/"-s P120", PAMA40/"-s P40", PAM20/"-s P20",
MDM10 - MDM40/"-s M10 - M40" (MDM are modern PAM matrices from Jones et al. (Jones
etal., 1992),), BLOSUM50, 62, and 80/"-s BL50", "-s BL62", "-s BL80".
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-S Treat lower -case characters in the query or library s equences as"low-complexity" (*seg"-ed)
residues. Traditionally, the "seg"” program (Wootton and F ederhen, 1993) is used to remove low
complexity regions in DNA sequences by replacing the residues with an "X". Whenth e "-S"
option is used, the FASTA33 programs provide a potentially more informative approach. With "-
S", lower case characters in the query or database sequences are treated as "X™s during the initial
scan, but are treated as normal residues during the final alignment display. Since statistical
significance is calculated from th e similarity s core calculated during the library search, when
the lower case residues are "X"'s, low complexity regions will not produce statistically
significant matches. However, if a significant alignment contains low complexity regions, their
alignmen is shown. With "-S", lower case characters may be included in the alignment to
indicate low complexity regions, and the final alignment score may be higher than the score
obtained during the search. T he pseg program can be used to produce databases (or query
sequences) with lower case residues indicating low complexity regions using the command: pseg
database.fasta -z 1 -q > database.lc_seg (seg can also be used with some post processing, see
readme.v33tx.)

-w # Line length (width) = number (<200)

-X # Specify the penalty for a match to an 'X', independently of the PAM matrix. Particularly useful
for fastx3/fasty3, where termination codons are encoded as 'X'.

-X Specifies offsets for the beginning of the query and library sequence. For example, if you are
comparing upstream regions for two genes, and the first sequence contains 500nt of upstream
sequence while the second contains 300 nt of u p s tream sequence, you might try:

fasta -X "-500 -300" seql.nt seg2.nt
If the -X option is not used, FASTA assumes numbering starts with
1. (You should double check to be certain the negative numberingw orks properly.)

-y Set the width of the band used for calculating "optimized" scores. For proteins and ktup=2, the
width is 16. For proteins with ktup=1, the width is 32 by default. For DNA the width is 16.

-z-1,0,1,2,3,4,5
-z -1 turns off statistical calculations. z 0 estimates the significance of the match from the mean
and standard deviation of the library scores, without correcting for library sequence length. -z 1
(the default) uses a weighted regression of average score vs library sequence length; -z 2 uses
maximum likelihood estimates of Lambda and K; -z 3 uses Altschul-Gish parameters (Altschul
and Gish, 1996); -z 4 — 5 uses two variations on the -z 1 strategy. -z 1 and -z 2 are the best
methods, in general.

-2 11,12,14,15
e stimate the statistical parameters from shuffled copies of each library sequence. This doubles the
time required for a search, but allows accurate statistics to be estimated for libraries comprised of
a single protein family.

-Z db_size
set the apparent size of the database to be used when calculating expectation E() values. If you
searched a database with 1,000 sequences, but would like to have the E()-values calculated in the
context of a 100,000 sequence database, use '-Z 100000".
-1 sort output by initl score (for compatibility with FASTP - do not use).
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-3 translate only three forward frames
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