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Managers
=]
EATIEE
Project
Project Manager
Sequence & project is where sequence files and their associated result files are stored.
Using the Project Manager you can create, modify or delete a project. To
Job create a project, you must be "project enabled". all users have a 'Default’
project.

Preference

Sequence Manager
Sequence files are stored in a project. Using the Sequence Manager you can
add sequence file(s) to a project or delete sequence file{s) from a project.
The Sequence Manager also allows you to copy or move sequence fileds)
between projects.

Job Manager
When an analysis program is run, this creates a job. The Job Manager
manages these jobs, The Job Manager has two wviews - 'submitted' and
‘saved'. =
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ﬁfﬂ Locally align two nucleic acid seguences.
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EA 100 & 200 ¥ % 4 o

Sequence-- % &% 73 & Sequence Manage 42 R 71| & i o
Description-- % 3% A 7lenfg it 3 > ¥ (FLE{H B AP 4% o
Type-- B 7#g4] N AL PR E 7| ~P R & F9 FA 7| o
Length-- B 7]& & o

Modified On-- & 7| % {8/ G 4% 0 & -

SeqWeb v, \(_.,“,r‘:ﬁa;tccelrys‘a
Programs ‘ Managers | Help Topics | Support
Seguence Manager 2

Project: Default =

Displaying: 1- 10 Page: 1 of 5 Pages: 12

[ 4 Sequence Description Typelength %
Influenza & wvirus May 8
[~ afl23456 {a/Chicken/Hong Kong/y388/97 N 1726 10:10:35
(HEMN1Y) 2006
Influenza A wirus May 8
[T afi44205 {A/Goose/Guangdong/1/96 I 1760 10:10:35
{HEM1Y) hemagglutinin (HAY 2006
May ©
M ay6ls086 ayG618085 & 432 10:10: 35
2006
0 : : . May &
[T capb bovin.uniprot sprot & act_ln E2ipiging proteln bete P 301 10:10:35
subunit {CapZ beta).
2006
F-actin capping protein beta May 8
[T capb chick.uniprot sprot subunit isoforms 1 and 2 (CapZ P 277 10:10:35
36/32) 2006
D. &t ifangsmg (Sequence Description, Type...... ) B EEEE-BP P
B2 3 € Mg B ERTE A o 4ot BREE “Length” mIE PR 7']%&;*%3—,"1 “E
B i %g\:‘”‘ T2 £ ATHA o

B 4> 57| (add sequence)
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4v ~ 3] SeqWeb 2z ® o

Sequence manager 7 * E 3 iEH o TR ET AT B ET RIERE T4~ T
SeqWeb ¢ o 4v » B 745 % 0 345 Add From Local File ~ Add From Clipboard ~ 2 Add
From Database = f& » A %] #cif 4o F

F-actin capping protein May 8
M capb human.uniprot sprot beta subunit (CapZ beta). = 276 10:10:35
2006
F-actin capping protein =g &
™ capb mouse.uniprot sprot heta subunit (Capz bata). P 276 10:10:35
2005
F-actin cappin rotein May 8
I capb yeast.uniprot sprot RRIng p =] 287 10:10:35
beta subunit.
2006
F-actin capping protein ER =
[ capzb bovin.uniprot sprot b culbuinl (EepE et P =01 10:10:35
2006
add From: |Se|ect... j |Se|ect a praject... j Copy Ivlawve Edit Delete
Clipboard
Database
LocalRile B 1997-2006 Accelrys Inc
Adroinistrator | Contact Support

o
oo
Rt



NHRI SeqWeb3.1 &% v1.0

A. Add From “Local File” --j&_PC ¥ #-5 7| % 4 » 2 SeqWeb
+¥,§E :

1. ** Add From T 3% 8 ¢ 3£ “Local File” » #-¢ g* 11 Add From Local File
PRTAL

2. 7 Number of Files e = iz @ » BLU] 1 442 > Feii P e MR
(R ~sgiage s kg)? > BAFIME L B3 SeqWeb Az o & * 3‘" EH- S

NS EER s B s T - = b 20 6 o
3. *er Bl % % (24 OK e w FIRIK] Sequence ik ¥ > 3 EATELAET o
R Ul TIIRIRNET T+
AR A7 B3I Sequence Manager {8 0 B 7 fHEA & foip 2t B A TR on
LAk o B4 E 4 “Modified On” wp Hp k46 4 B 2 Fr T |
Programs Managers Help Topics | Support
Managers Sequence Manager 2
Project - — — —
| EET RS » BERL Modified On BHIFEE SHHREESR | Project: | Default ~
Sequence
Job &) ]'?:EI:I:”-I:]S: Displaying: 1- 61 age. ] ages: Show: (PN
Preference I Sequence Description Type Lengtht MggifiEd
. May 29
M¢Q 202718.55f glostefi.Mapdelntlot: w naEw Hizladio
k bp linear 01-14N-1970 2006
May 29
[T EMBOSS 33933 ssf I.EMBOSS_33933 Leaaon il 154 16:13:28
inear 01-JAN-1970
2006
_ May 23
™ HD HUMAN.ssf HOLHIMANESTakaadil P 3144 09:49:45
JAN-1970
2008
May 11
[T 101115.gb ro 101115 il G036 18:19:12
2005

B. Add From “Clipboard” --& $4& » sequence > % = & 7|#h %
ik
1.

3t Add From e 335 8 ¢ 54 “Clipboard” - #-¢ g+ Add From Clipboard

HIFTAL
2. FTART PN TF ‘”%ﬁﬂfi‘_%ﬁ?}%?;

a Name.shg?]/\ﬁfujﬁg;,_igﬁo
b. Description line : 3 8 ¥t 5 7| ch ai*i?‘ F T A o
c. Reference: E B 7| ki &4 = )]% ) TR AL o
d. Sequence Data: & 7|2_ =¥ 11 B #:J* 45 Key in B 7> & §_* copy / paste
R ;\3@?] S }ff-flj o

3. {84 OKe- w kK| Sequence e § » i & 3T IL | » %&:5‘;

FAd R FRIGHE-FA LA g - BrRAR R ENZBFA AT
(7] Gly & GLY) > Sequence Manager ¢ :#:% = #.= B % Ir TR fk o
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Sequence Manager ¥ ke # 2 @5 40T 71| > Sequence Manager » ¥ FEE 7 R
(space) -

% :ABCDEFGHIKLMNPQRSTUVWXY Z(notJorO)
(‘' B)abcdefghikimnpgrstuvwxyz(notjoro)
5.1 . (period) ~ (tilde) * (asterisk)

Clipboard

Enter the Sequence Data in the field provided

Project: Default

Name: [MySeq 005 - FHE AR

Description: |Partial of Q05163 - B 2 i E Ak

Reference: =—— E5HE AT IH)
=
[

Sequence Data: =— FF 34 B (AR

HAEMVHTGLELERALLVTAIQCOOP AGHNELIDLLAP ISEQIQEVITFREFNRGIFEFFNHLIAVIES TOAL =
GIWVALAREPGRFVEENMNDAAMF Y THNEVLKEYRDVDEKEVDWWEAYLIIWTELQAYIKEFHTTGLAWIETG

PVAEEL3GLPIGPIVGIGFPPPFPGFFPPPVP T3S GIDD S ASRIALFAQINOGEIITHALKHEVIDDHETH
FNPALLEAQIGPVRIGPEPFIAPKPOTIPIPK

( DK) & | Cancal

C. Add From “Database” --d FH E ¢ 4 » & 5|4 %

T '?12"“7'3\;1 &E R =2x)- SR d_%“‘ﬁflﬁ_r} HIZE 1?1'& MH R AEFESE
7 0 45 P18 £ #-U 70 4 ~ Sequence Manager ¢ - i {7 A ’}’?_1 % o

i % 2_a SR 2 X Avig B 7)< accession number entry name > 4o % 7 fvig B 7|

£ entry name £ accession number > v i ¥ j&_paper ¢ & 3| > & £ f|* SeqWeb
Lookup ~ StringSearch % 2 ;% k3% » a8 BAAN PR * BAda T FVIEA L o
#h 3

1. * Add From e £ 8 ¢ 3% “Database” - #-¢ p* 1 Add From Database
FRTALE o

2. WA ﬁi%l »~ B 7 e entry name 2 accession number o 4-% % < Fgr T_sequence
name ¢ accession number » ¥ 32 % Fh F s MR OB (UL B IR O GlAo B 1S
F-actin capping protein beta subunit 4p B 3o F » ¥ T “capzb_*” Rf4EF K
-

3, BHOKTREFHHF  WWHF A2 L2 5 B HPpT 3 TR ;F}]( ot
i NAEBE A I 8T 4~ Sequence Manager 32 -

4. ek BE R LA g > VU ERFTAE DN E o

5. 22 {s4& OK- w F|k|k| Sequence e » & € 37T | - Jei
IN m;]:%-;%_ o
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Search Database Results ?

and enter the Entry name or ac on number to s

Project: Default
Database: |nucleic: genbank - DMNA Databases (GenBank wio EST, GSS, HTC) j*—ﬂ%ﬁﬁﬁ

Entry Name OR Accession Number: [37069515  =— % A RIS T (Accession numbers% Eniry name)

Mote: Use '*' to represent zero or more characters in the name., Use '?' to represent a single character in the
name, [ e.g.: AA0036% aor AADDZEE? )

Search | E& | Cancel | SESERRTHER
4

Displaying: 1- 1

[ A Name Description

v in: auNAGELE LOCUS AY0B59515 1946 bp mRMA linear INY 17-DEC-2001 DEFIMNITION Drosophila
gh in:ay0&3515
melanogaster LD23533 full length cDMA. ACCES

Default '1 Addy  e— INALEREREZ Dane ‘

Search Database Results 2

ter the Entry name or accession number to search

Project: Default
Database: |protein: uniprot -- UniProt (SWISS-PROT plus Translated EMBL) j‘—ﬁ%ﬁﬂﬁ
Entry Name OR Accession Number: |capzh_* «— i A B8 F(Accession number2f Entry name)

Mote: Use '*' to represent zero or more characters in the name. Use '?' to represent a single character in the
narme, [ 2.9, AADDZE*® ar AA003657 ]

(Searca =3 ‘ Cancel | /EEE%E—F:EEE
P

Records: 10 Displaying: 1- 10 age: ages: Show:

u A Name Description

1 unprot sproticapat arsth o Prebable Fsctin capping oteln bete subunt (Capz-bata). i
| e o S AR e O L D G
1 nprot sproticapst aica | O T-aCUn CaBRig proten befs miurit (04P32). GN Nama=acp
¥ uniprot sproticapzh drame SF ©-acth Sapping proten bats subuni 68 Namercoty

ol 1ir cige EnmetsEnab b= DE F-actin capping protein beta subunit {CapZ beta). GHN

Mame=CAPZB; OS5 Homo sapiens {Human). OC Eukaryota;
DE F-actin capping protein beta subunit (CapZ beta). GM
Mame=Capzh; Syhonyms=Cappbl; OS Mus musculus (Maous

Default 4 Add ) e— A LR Dana

4

uniprot sprot:capzbh mouse

B GEAEFIRE

SeqWeb v3 # &7 1t SR SeqWeb 2.1 i 5 = I{ % 4 enB 7 346 Vo AR AR |
;l £ 1T 7 e AP Fzé 4N o R AR *é‘éﬁ‘%iﬁé 7 p ? El ;‘ » I EEJ@
MEZIN FRTARE P 0 EHE “Text View” e:E 38 > SeqWeb kit #-3% B 71 12 tex

1"/1;?“3_ ’lé'*’f;]‘* HE."L@M&;{«“‘E#%#'-)%}' EX

Ny
-~
A

[ Icapb drome.uniprot sprot [ .. C FrRo= FT R P 276 10:10: 35
subunit,
2006
aawi : , May 8
[ capb human.uniprot rot i au:t_m capping protein beta P 276 10:10: 35
{% subunit {CapZ beta). 5006
EELR R May B
™ capb mouse.uniprot sprot ul Ml : capb_human.oniprot_sport P 276 10:10:35
P i 2006
37 11 FI
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capb_human.uniprot_sprot

'1Ah SEQUENCE 1.0
WFDEF F—actin capping protein beta subunit [(Capi kheta). f?
In CAPE HUMAN STAMNDARD PRT: 276 LA,
= B "Text View"
AC P47756: Q3TE49: QONUC4: HE

DT 01-FEE-1995 (Rel. 33, Created)
DT 10-0CT-2003 (Rel. 4Z, Last sequence update)
DT O5-JUL-Z004 (Rel. 44, Last annotation update)

DE F-actin capping protein beta subunit [(CapZ beta) .

GI MName=CAPZE:

=] Homo sapiens (Human) .

oc Eukaryota; Metazoa; Chordata; Craniatar; Vertebrata: Euteleostomi:
ol Marmnalia: Eutheriar Primates: Catarrhini; Hominidae: Homo.

)4 MCBI_TaxID=9606;

FII [1]

EP NUCLEOTIDE ZEQUENCE (ISOFORM 2.

RC TISSUE=Retina:

RX MEDLINE= 953945897 [MNCEI] [Genewva]; PubMed= 7665558 [PubMed]; DOI=10.1074/jbc.
Bl Earron—_"=s==lls F @ Torre i chersr ins Hence H H T=ni T. —i"

fEEND: |2 AE - @@ @
EEEE

§ J FATER
S0 RS A

= HITPUEREF OB
@ s = "D )

2
E{';

4 N et ai
FEEAT:  (GFE e = R "NTIR" GEF R1iH

48R (E): [PHEREE 7 150) [~

Al SeqWeb ks A7 G text gk o e B SN F R - 25 “GCG format”
FILE TR ANSEHFNLET EARE o FAMRTGLE LA RL
“GCG format” 4r% 72 (7 » B|Z & L ¥ ¢h (T4 dd 3% o

n AR

A. View : &4RE 7| p ¥
3
1. 7 Sequence Manager % F 2 8 £ BLiE B FfL %@ 2T F o
B. Copying sequence: 4§ @l & 7|3 %
B
Sequence Manager & F 42 7 i% ix - iE 5 S Fh &
BRI ERT 2 EEE G WAk project 0 745 Copy 4
SUPEE Pop-up Bt - R dn AR AL ARE o R TG ~ ATH &
4. 31?‘] *AFHRIATERE LS BT R TR RS
C. Moving / Renamin sequence:#$ & & 54 % & { #ff &
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B

1. Sequence Manager i F 42 3 i¥ iT - £ B 7 4h %

. HEF P IIETS O EHER T Fproject 0 3T Move d 4

3. P ¢ Pop-up Bt - Bdg R AT AV ARE 0 TR 1»»«%]% AThn
4, %1'\)3‘" TEORG L BT R TrRAPH N Lo iF

D. Deleting sequence: M',f#%;#
EEX
1. Sequence Manager 3 7 42 4 £ T - £ 5 5| f %
2. B F RP&T > o T Delete 4=
3, ARedi - BASIRARLE S 0 4% OK g Vf EJR-N

E. Savingsequences: 4% > #ihx 3 B A T 7

LEX
1 Sequence Manager 4 F.
2. &J““"m)iﬂle« I

2 F e R RATARE P

3. ’ﬁquE{Z‘ PER RETONY GRS e EBRBRGORE 2 ﬁi;]/\ﬁ

B TEERY FAZ RN ETT

W RBE - E AR
4 - “Text View” &g i » B~ 15 B 7] § 12

-

r ‘ﬂi R

1-

ZO0E
T : . May &
[ capb human.uniprot sprot sl el e BELs P 276 10:10:35
{% subunit {CapZ beta), 5006
EEEE R May B
[ capb mouse.uniprot sprot o ¥l : capb_human.uniprot_sport P 276  10:10:35
CI y 2006

capb_human.uniprot_sprot

!'1AL SEQUENCE 1.0
WFDEF F—actin capping protein kbeta subunit (CapZ beta) . ff
I CAPE HUMAIN STAMDARD ; FPRT: 276 AL,
= BhEE "Text View"
n P47?7EE; QSTE49: QONUC4: HE

T O01-FEE-129&6 (Rel. 33, Created)
LT 10-2CT-2003 (Rel. 42, Last sequence update)
nT O5-JUL-2004 [(Rel. 44, Last annotation update)

LE F—actin capping protein beta subunitc (Capz beca) .
G Namme=CAPEE:
o5 Homo sapiens [(Human) .

_ ETET
w2 @ =l © & - m-
| Aozt
§ J FADEME
(80 s AR
E = HTTHRSERTF A B
or @l "sEE" 2R DY %)
-
.
a8 a0): e T S S R Sl
TEEABRIT): =18 oD - BelE TR Gt
AREE(E): FOEREE 7 180) =
33 13 FI
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B 57| %iE

5| i1 & 35 48 Sequence Editor shwt it o FTEt i@ ¥ $ A S (7 - L B 5 g
Hx(features) & ~ F 47 it (description)ehimiE » + ¥ 45 7] & £ (vt i B AJ2 - 4o Cut
Paste - Translate ~ Assemble - Reverse Complement % » I ¥ ¥ /8- 7| 5 = B354 @
* o

A. B kx Sequence Editor # it

b

1. 7 Sequence Manager 4 F. 42 4 if T — £ 5 7| fh % T BE & T 2 a0 “Edit” 4%
o s ﬁ‘“ ¢ 117 SeqWeb Sequence Editor & ¢
i — i : : rrary
[ capzb weast.uniprot sprot F-actin capping protein beta subunit, P 287 10:10: 35 2006
[ e2f1 chick.uniprot sprot e2fl_chick P 403 AN
A {alls] 1] et 21:50:31 2006
[|7 e2fl human.uniprot sprot e2f1_human P 437 et
- & 21:56:31 2006
[ e2fl mouse.unipr_sprot e2f1_mouse P 4320 el
z i 21:56: 32 2006
[~ XELTFIILA, txt R B HESETSEdit B N 1518 1%1-8{0?35 e
May 8
I yyyy.seq 219 451035 2008
Add From: | Select... - |Select a project... ~| Copy ‘ Move | [ Edit ” Delete ‘

Bl Seq 'Web Sequence Edior ‘-:‘-E—]—J- o xjf
File Edit Forctons Fesbore Vew Help

Edit Sequence e€2f]1_human.uniprot_sprot

Fenture Sratus Filnver F Twwalid [+ Buspaer F Fending [ Validaved

F‘uus‘e—nvec io show Feature description. Click o select

— - P 5 i CHAIN 1 437 -
! 100 200 00 400 DORAIH 153 174
j DA _BIWD 110 194

EEGION &7 102
EEGION 195 284
REGION 368 437

T Enable Hultiple Zslections

WDAP?LGFLC#.PALEALLGL.;EM.RLLDSSQI VIl S¢ACDL:SAPPAFTGPMPM.GKLPLELLLFATW[P5#PR -
11
PALGRPPVERRLOLET DR L ABS SGPARGAGRRFGKG YRS FOE SR YET SLNLT TRRFLELLSHSADGVYDLMVAAEVL
1 1 Lo L Liza RE] L4l Lisi
EVQKRRT DI TNVLEG 1QL LAKKSKNF 1QWL GSHT TVGYGERLEGL TODLROLOESEOOL DRLMNI CTTOLURLLSEDTDS
Lisl L Lig1 Lig) Lol L1y La21 L3y
QRLAYVTOQD RS TADPAEQMYMY 1 KAPPETOLOAVDSSENFT SLKSEQ}PID'-'F'L.CPEET\-'GG] SPGXTPSOEVTSEE
241 Las) L6l L1 L2gl Lag) 1] L3
EMNRATDSATI ¥SPPPS SPPSSLTTORS0SLLSLEDEFL L SEMGSLEAPYDEDELSPLYAADSLLEHVEEIFSGLL PEEFT
21 k]| Laqg Lasg Lagl L3 Lag) Lag)
’ ‘I':I SPPHEAI DR FRGEG TR FrenRGnl TR NFE | L'_‘]

Wi Applet #E

B. Edit Sequence &%

. REAZFTANMG T g m’l‘g AR 7 DBlT ® o T E FRAEF A 0T
e 2 Pl E o 7 4 23R R 5| F L (characters) 2 H P (comment) ;5 B 5| F
(characters)fcz i p? (comment)m,&«grr i View # iy pit7 3¢ A B3 Enable
multiple selection ~ Feature » 2 ORF i£38 - } T & Bz cph § H_4p B B e »
BT 3 EZEE B S 7 ¢ WA T T AR R DR, ¢ - SeqWeb AR 51]
221) By T R 0 £ S T e 3‘:3:‘3‘& R 8 % L g o0 % 3

%TEIJO

&

T 14 T
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2. MiBiGAT Y ¥ L “View” £ o0 “Font size” A FF A K<) o X E
prig * “Edit” 370 “Undo” & E &4 CtrivZ Rw 45 5t vhe g ®
Disable Edit B~ij %4854 it % % A 54 % » & * Enable Edit 148 $nifss it o

3. YiEiEATY & MMiER L1 W SR 3 4h 0 Sequence Editor 3 = f& A% 5N
D %HiBS% 5T ko fhk 407 % 23 File 4 Save -
)3 HtB R % 3 ¥ 3 74, ¢ 2:F File 3% Save as > i # 5 4% ¢ project ﬁi%l » R
e &OK-

C. #& * Sequence Editor $%{&F 5|

1. Editing a Description : $%i& 5 5|2 F st enp %
# 2% © BhiE Edit - 3Edit Description - ) edit descriptionii & - ﬂi%l » description
is 30K -

2. Navigating Within Sequences : &5 5# %k * B2 EF F 5| P K
i#504p L= ¥ (location) 5 7|
LR
1 EHE %IESE | 2~ Sequence Editor
ii ki Edit> # GoTo» 113 GO L%
1l ﬁi;'l rp i g e 7Y residue % (&) 23) {84 OK > PRI T T 4y e
=% (2 #B3 % 23 B nucleotide & amino acid)
3. ¥HFPIRIIIEK
AR
1 EHE %{ESE | 2~ Sequence Editor
i B::E Edit # Find > 213 Find AR %
i gi;] »BEFD DR PR (b ggatta) 784 OK o
ok B PR ORI E O FETH IS OE &S - B residue 8
dodk X P4 B0 A2 B T Match not found 4L F 0 3 OK 2 & -

Selecting a Range : if B~ % {& § [

o .
3 < =

P RE BRBEDEFEARTT o A F R R EFH DR o I
“Edit” ;&8 2. “Select Range”> ﬁa?] » iR B OB 42 B A DA T N (]
Begin:513, End:2088) - #X {5 # apply - #&:E T 5 | § K Sequence Editor ¢ 12
&4 highlight 4= % -

5. Cutting, Copying or Pasting a Range & 7| #7% #22 ¥ gk
5 3 ¢ gkiE Edit 0 4% Cut > 24 4% Copy > & # Paste &# o

6. Performing Functions Specific to Nucleic Acid Sequences : +: & & 7| he
E~EFEI B R
#h 2%
i EEEREORRE S
ii. # EditSequence % w * B 4 i¥ Enable multiple selections
ii. E5— B 5 BEIFRF
iv. BEiE Edit # Functions » 4R F & {7 T 7% i ¢
--# Assemble & & #77 é’%mjpwﬂﬂ i - BEGOE T

&

5715 FI
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--3% Translate #- nucleotide & 7|# ¥ 5 amino acid % 7| »
--# Reverse Complement #-5 5|7 A-T,C-G 3 # & 3|3 4 & 7| »
V. it BEapERaug #ij » 4 & ~description(¥ 4 v2) 1 :f:% Add to Project
BARTER 7| A o
vi. # 3% Cancel i} -

7.  Working with Sequence Features % 7| $ #1421 $%hig

Lk

i 4o r BF|4pc: BRiE Feature £ :E Add Feature » % #% shape,color 17 % %
M < F (4 enhancer, TATA Bo %5 ¥ 4%) s 4 Save o ot ¥ & refresh 4 &
1§ P4~ feature o 2 ¥ FRABFET F 0 - T 0 TV &
Eﬂfr T g Il4c » e feature -

I %fﬂ”h‘ D LBl R e 4o » crfeature BA5 L BE— T (L pEB e B )
HA=41 ) > BLiF Feature £ £ Delete Feature »

. S%iB5 7|3 BT % e » ofeature B2, 8- T (M PEEE e B
BAzs ) 0 2hiE Feature £ ¥ Edit Feature » 4% ¥ i% 4% shape, color 12 2 #L.p
¥ F (4-enhancer, TATABox * - ¥ g 1%) » 4% Save - Fr ¥ 3¢ 1 2 refresh >
i wF ARl R g Il s o feature

iv. %A ORFs:pt # it "R A 7)o © & 4 Edit Sequence F & © B 3 £ ORF
e rie T ORF cnBlm F o oo 8 % —‘F*{”H?* =~ %+ E Cutoff & &

Set Cutoff {53 % 7 % *t cutoff <7 ORF ¢ %+ 2% &% + - ORF |

W & ’}é
IR B o
Edit Sequence e2fl_human.uniprot_sprot
Feature Status Filter: | Invalid [W Suspect v Pernding [v Yalidated
|h‘|ouse-over to show feature description. Click to select
] , : [ (] [cheIn 1 437 -
100 210 300 40 DOMAIN 153 174
— fnwn_ﬁmn 110 194
REGION 67 108
[ REGION 195 284
@ / RESION 368 437
— RESION 409 426
L EES R - MOTIF 158 194
4= VARIAMT 252 252
| Em%ma‘éaﬁﬁﬁ I ! I 'I TARTAMT o7 7% T
[ Enable Multiple Selections ﬁﬁﬁﬁgmm:‘lﬁ:ﬁﬂﬁ‘iﬁ *HET
FHDSEEATEFARERLME
A
MALAGAPAGGECAPALEALLGAGALRLLDSSOI V1 1 SAAQDASAPPAPTOPAAPAAGPCOPDLLLFATPQAP PSAPRPALGRPPYES
L b1 L2 L3 L1 L5 1 L7 Lg1
LD BTCHOYLARS SGPARGEGRHFGKGYE SPGEKSEYETSLML T TKRRLELLSHSADGYY DL NHAARYL KVOKRR T ¥ DI THYLEG IOL
1 L1 L L121 L131 L1q1 Ly51 L161 L171
AKESENH I QWLGSHT TYGYGGRLEGL TQDLRQLOESEOOLDHL MNICTTOLRLLSEDTDSORLA Y Y TOODLRS I ADPARIM WM Y [ KAPF
L1g1 Lg) L2m1 211 L2zl L231 41 Lz51 L261
TOLOAYDSSENFD L SLESKOGP 1 DYFLCPEETYGG 1 SPGKTPSOEYTSEEENRATDSAT [VSPPPS SPPSSLTTDPSOSLLSLEQEPLL
71 L2zl L2l S501 =10 L5321 L33 341 351

~ Job and Result Manager
B Job Manager :

Job Manager it 3§ zedscie * F i 5% i st x5
e 2 F3FH P )0 % Job Manager ¥ sk k> &
P EEEL B T
% B Manager ® Job i3 pF o AL E ent S BT 0 R Y F g D A5
57 16 T
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FENE e b @ % F V) EE- Lbko R “Refine” £iF & L “View” jf
Bk ek EdigJob BiAFHT 04 T OLER “Stop” k¢ b1 EFR o

Job Manager

Project: | All b Jobs: @ Submitted O Saved Refresh

Records: 18 Displaying: 1- 10 age: 1of 2 ages: 12 Shovw: b

[ Job #& Task W Start Time Run Time Project Status

[T 23957 bestfit Jul 2 19:28: 44 2006 0o:00:00 Default ® Failed

[ 16375 lookup Jul 2 19:18:06 2006 00:00:00 Default % Failed
™ 15020 clustalw+ Jul 2 19:12:04 20085 0o; 0739 Default Completed

[ 15450 prime Jun 30 10:54:10 2006 0o:00: 00 Default # Failed
T 25039 lookup MWay 22 10:45:10 2005 00: 00:25 Default Completed

lookup May 22 09:45:49 2005 00:00:00 Default # Failed
(R'efngbflew‘)-z—{ Refine: BF » View: G2 | Stop: Rk job o (Stop )
A i——"

A EFLs$r1iF
E&‘,’g%ﬁ@:;ﬁ@a]z}ﬁ&% RIS GO e PSS - AR R o = S A V) F
* Job Manager ® 7 Refine #423-2 % £ 374 47— =X o £ 4.2 amwffrrm iTe %
F >t Job Manager 2. ¢ pF 0 B E & T “Saved” EIE 0 A st teARZ wenkE &k o
B. ¢ %0 AiEH ch1 iF
”li‘?' 7?2 7k % (AT Running i f8) > £ 4T 4 2 G Stop fede 0 BAR
1 '] % » #-d Job Manager ¢ # ",f °
C. BHrR+h1ir
% Job Manager % -1 Complete siyfk fepr » £ 7 1 17 & » pLpFgE ™ 3
View Fde > BB EGTALT T ERESE o
D. wAE: A nithd %

R EEFFRAEFUBY ““lFﬁmA\Jﬁ % 0 RIXELE “Saved” 2 E
PTG F RSB e FR FEmN F o R F ERBE File” 2

et “Saved” EEE e 0 T G EBiAeT BT
@ Edit— 7 § 7 dhikle gren file f4E2 2 FHP

@ Refine— ¥ £ 371 fi— = 123 e 45 o

® Copy— #-% 4kif fl—- »F|H & & project FAL & ¥ o
@ Move— #-% 4545 6 & { ¢ | H # o0 project FTALA P o
® Delete— u‘”'J“ﬁs‘@—i A 47 k% b o

Z
3
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Joh Manager

Records: &0 Dizplaying: 1-

Project: |Default =|  Jobs: 5ubmitted Refresh

10 Page: 1 of 5 ages.

Show:

| File Description w Modified On

[T k02938 stemlo 22212 StemlLoop Results 07/4ug/2006:10:51: 14 Aug 7 10:51:14 2008

[ capzb human bestfi 22009 BestFit Results 07/Aug/2006:10:49:03 Aug 7 10:49:03 2006

[T Hong Kong 15 prime 12402 Prime Results 24/0l/2006; 1341 44 Jul 24 13:41: 44 2006

[T Hong Kong 15 map 24847 Map Results 03/ul/2006: 12:02: 14 Jul 3 12:02:14 2006

WM capzb human bestfi 24317 BestFit Results 02/1ul/2006:19: 58:06 Jul 2 19:58:06 2006
LockUp Search Results

ooKup 19e7 e (10

[T lookup 1927 08/1un/2006: 19; 10; 34 Jun 8 19:10:34 2006
LockUp Search Results May 29 14:12:50

[ lookup 3772 29/May,/2006: 14: 12: 50 2006
LookUp Search Results May 23 18:05:55

I lookup 29950 23/May,/2006; 18:05:55 2008

[ Edit ” [ Refine I |Se|eu:t a project... j[ Caopy | | [Muve ] [Delete”

I ~ Preference Manager

Preference #

v d FBrEE - F RS ﬂ/&ﬁ}%@ﬂ”"é’ 1) A b B AR SR NEs f IR E R R E T ]
W—ﬁm%’%?i §OFR Y EEI o 0 T ARTARGE hA L 2 ket
N e T AR A > FEF T Me(mac) ~ & E_Uuix i St (dr Linux )i # "ﬁ )
IR IIZEPC ER N R G AR > B E R 2 Preference Manager * 2 % o
SN ARt —*‘Ff = Preference Manager
Squeb PERERREAY
¥ BB pEF o s F ¥ Generate Multiple Sequence Alignments in Color
Preference Manager * i& [ In Results, Display:
) ﬁ;‘;] N Ll YR N " Small Graphics
T RS 0 T - & mMedium Graphics
X { &~ SeqWeb ¥ %&, " Large Graphics
& JRET R RE B O~ Save Files Locally in:
=1 & PC Format
" Mac Format
" UMIX Format
ﬂ__ Change Password _-\‘
Mew passward
|
Mew p|.355wu:|rd {verify) I B
L‘\LUpdate | Reset | /

U'Ené 3 Jz ¥t SeqWeb g * 4 5 1T -

BRI RHETRE

Z
oo
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2R THBERBEAN G

-~ ABREFHEFA

SeqWeb &2 GCG &% 4254 32 5 Wisconsin Package > F]it & 4 #4258 { A7 F T4
HpE o A Kk EEATOT R o & Command mode GCG ¥ & » 3§ I - PR
7] 4 > P BT Wisconsin Package % AL R sk A crglp? o 12 95 & 5 1 A ek

FAR A @ o AT e

Welcome to GCG
Version 11.1-UNIX
Installed on solaris

Copyright (c) 1982 - 2006, Accelrys Inc.
All rights reserved.

Published research assisted by this software should cite:
GCG Version 11.1, Accelrys Inc., San Diego, CA  ~—___

Citation Information

Databases available:

GenBanlk Eeleagze 152.0 [(02-2006)

GenFept Feleage 152.0 (022006

PIR-Protein Feleage 380,00 (12-2004)

UniProt Feleagse 7.2 (03.-2006)

PROSITE kRelease 19.21 (0272006

Piam Feleage 19.00 (112008 —

Restriction Enzymes (REBASE) 603 (02.,2006)\0 HFJerR
FERI R

T i : . L
echnical support see: http://www.accelrys.com/support/

Online help: % genhelp or http://www.accelrys.com/support/bio/genhelp/
GCG System Support Environment Initialized.

d 3 Fasrl > 7arp g * 9GCG Command mode 5 11.1 5% o & ff -
EpFR > Accelrys & iy ¥ ic # GCG 2 SeqWeb & {7 5= & { &7 » " O T
» g BRI A # a0 o RTE 7 F Ak A o0 Wisconsin Package (GCG / SeqWeb) 7 ez
SRR ET NG ’?ii’**é%éu;;ﬁﬂ@ o

Ba| AL R IR B 2 % dp (T { #70 # ¢ Wisconsin Package 1% s B 7] 3k B
& GenBank A i o t_}r’r %”T?q"i PO T Uanrot » PIR fr GenPept - #
¥ GenPept 4| * i& T #4iF & > - GenBank % iz & 7| 3¢ (translation) = % F-v
TR ¥2bn 208 F 85 2 36 F - Prosite % Pfam 3 F profile 7
B # % (EIE R }é = &1k - REBASE R|4_restriction enzyme 7 & e

- ~GCG Pif2 3v FFHRE

wGCG P » A RNFTRE 4 u 5 PR TR E GenBank » 2 v TR E
Uniprote # @ & 8 7 NCBI 2 GenBank F# % 2 -8 ¢ 7~ ¢ 2 &5 7| T4 E dbEST,

5719 I
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dbSTS, dbGSS % Genome project 4p b 7 dbHTG FHLE » ¥} 40§ = B o

B Nucleic Acid Databases

Description

GenEMBL
(GenBank + EMBL)

GenBank

Entire sequence

GenEMBLPIus:*

GenBankPlus:*

Database GEP:* GBP:*
All database divisions
GenEMBL.:* GenBank:*
except EST, and GSS GE* GB:*
sequences
Only EST, and GSS Tags:* GB_Tags:*
Sequences
—
Bacterial sequences Bacl,‘?'iearlal. GB_Ba:*
Expressed sequence tag - -
(EST) sequences EST. GB_EST.
Genome survey sequences - -
(GSS) GSS: GB_GSS:
High throughput genome HTG:* GB_HTG:*
ok
Invertebrate sequences Inverlt ﬁ.b*rate. GB_In:*
-k
Organelle sequences Orggr;?ile. --
Non-rodent, non-primate Other_Mammalian:* )
. . GB_Om:*
mammalian sequences Om:* -
Non-mammalian, Other_Vertebrate:* .
, GB_Ov:*
vertebrate sequences Ov:* -
Sequences from_ patents Patent:* GB Pat*
and patent applications -
-k
Phage sequences Pﬁ?_i' GB_Ph:*
“x
Plant and Fungal Plar);[c. GB_PI:*
Sequences Pl
. -
Primate sequences P”gﬁe' GB_Pr:*

&

E

T 20 EI
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s
Rodent sequences ROSST' GB_Ro:*
Structural RNA sequences Gb_St:* GB_St:*
(such as rRNAS) St:* St.*
Sequence-tagged site - -
(STS) sequences STS: GB_STS:
Synthetic sequences Synthetic:* GB Sy-*
(plasmids, vectors) Sy:* —>Y:
ok
Unannotated sequences UnanSﬁFited' GB_Un:*
.
Viral sequences V\l/rlaL GB_Vi:*

GenBank ch& g s LB X HE — 8 E A 3E ehif ESTGSS~STSHTG~
Pattern & > & “b p] £_iz Organism % 4 #g i} Plant ~ Invertebrate - Primate % % - 7 ¥
o S Al T e A LS BRI

1. EST (Expressed Sequence Tags)

EST A 7] &45d cDNA library 7% & clone 1 4 WiE {7 - = T A 0
500-800bp 15 7 [-EST & 7| 7] % #_d cDNA @ % = #7112 f:E 7 Gene Finding
PEARE R DFLFRE > TG ERE- LA Y § T RS
B ptoh s FIEERMRE o NCBI ¥ *h#-EST i (7 32 » %7 o B>
- BAFISEST A 71 & - @ cluster 32 UniGene Database » # & & GCG
¢ &% & 7 UniGene» iz £.3] NCBI ehie s 2 FTP =% # %38 & T § UniGene

2. STS (Sequence Tagged Sites)

STS Database + & — & &/ 7] 9re s » 1 R g - & A4 Genome ¥ fg 7_i>
EhR > BRER A A AT E Y & B Bac Clone g 5| p e
Marker 2. * » #r1u3d § # 8 STS #8 & § fie & 52 PCR primer -

3. GSS (Genome Survey Sequences)

X_% Genome ¥ - J{i:“f 7 EST 2 STS 2 *t e 71 » ¢ 457
“BAC/YAC end sequence”, “Exon trapped genomic sequences” f= “Alu PCR
sequemces” & A 4& 5 Fxg A -

4. HTG (High Throughput Genomic Sequences)

1z & «hE_% B Genome Project » & & % & (Finished):# 5 71 o £ B A 7|48 ¢
AEFTREPEF QAR E LS 24 ] B2 ) T~ GenBank ¢ oo (e gt
Phase 0 I Phase3 /7] ~ 5 2 3% 5 enGap 2 TR eghih 57 &
GenBank — 4/ 7 A F A& 0 7L g #2 A2 B HTG @ o

e Phase3FFf » FoE NP E A 2 - 0 T ¥ RaBI § LR (8 7&‘»% #
» GenBank 7 Organism Division ® 7 » &]4- Human Genome Project =15 7]
¢ d HTG # 1 Primate ; Mouse Genome 35 7| ] ¢ # 1 Rodent - HTG 5
FUBEIR 7 3 ¥ S 4pE o mE A B S - 439 Genome Project shE ATR 7] 5 1§
1 HTG 5 4 o

&

E

71 I
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:x @ Genome Project ¥ % % Phase eh @ _%:

Phase 0 -- sequences are single-few pass reads of a single clone (not contigs usually).
Phase 1 -- sequences are unfinished, unordered, and contain gaps.

Phase 2 -- sequences are unfinished, ordered, and can contain one or more gaps.
Phase 3 -- sequences are high quality finished sequences which do not contain gaps

B Protein Databases

Description PIR-Protein UniProt GenPept
Entire sequence PIR:* UniProt:*
database P:*
—
Annotated sequences Pl:r,?s in* UniProt_Sprot:*
Preliminary PIR2:* UniProt_trembl:*
sequences -
Unverified sequences PIR3:* --
Unencoded or PIR4:* B
untranslated
GenBank Translated B B GenPept:*
Proteins Gp:*

Fov FFHEED B E=p 722 Jck g b4 GenPept - 7 £ NCBI 12
GenBank & /& 7] 5 f @@ 1& = ; Swiss-Prot B £ %' EBI s 3 1 SIB #72& =
FHRERS 77 oz fndd FAFIFHPIRBIEE B PIR 28512 = gy A
FIFHE B R0 FRANFTHEFHAB 2 2386 > L@y F23548> 2k
e R & e & 3 e ch Accession number A & & 3T PR Z| o i G F B R
IR =l

gt b o p 2002 # KAz EBI B & 7 SIB 2 PIR> = = 75 frehie SfL 5 UniProt »
# — ® #-SwissProt fc PIR & i F-v B 5 7| R B8 75 £ w’L’rJ‘Jéﬁ}'J’* UniProt e
ENheg o vMRFAD - A FTHREZ XA 24 - <% | @ Wisconsin Package
g-v R EL p 2004 & * UniProt > F]gt i@ # i’f AR AT F0 BRI K7
R L A RER RS FALREEA QT ﬂ%’ﬂéﬂﬁkﬁﬁﬂ&ma-
FERE-FG TR IR 4 Fp R sciE o uniprot TR A 7 oo

GenBank h3 ¢ g2 R ¥ € 5 CDS ehirfg - # 3 #-#7 translate shi-v T 5 7|
e Mk BEFRREY F9 FRIIKREFT AP 3o AR 1 GenBank ¢ Cross
reference 2 +5 T|4p ¥+ & <7 GenPept accession number 4 7 » & &L #ff > B & H3L
fEe chd-d FR F|AF IR eh7 38 & SeqWeb ¢ ¥ T ATARS T L e

Wisconsin Package # % & &
MHARER S R ERETE ST
T LA EE G R NA SR o 2k RS FAE S 0 & BLAST ¢ § -

Jp
W iF IR T i 0 e StringSearch % FastA ¥ ﬁ}““/' R AP FHEN o
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P FRE AR OTHE > I E fid B Wisconsin Package #%.3¢ - A2 %
%t Server ¥ ehe IR AT m;_f'&#:J,* B2 g L AT- &> FptF A& & Server
P AITS Y mGenBankf*fr; Pl TGP I R K 73 474 NBCI
239 TRAFDEIT FARB A D Y 0 A BRI bopt i A0 12 SeqWeb
AT o

-\I\

Hr Fa 3 2k AR TR E A Wisconsin Package 4254 £ £ &4 4
PEETR Y R APARN B A T B Ao ek A T AR BT REI|EE A BE
B3R a2k E & @ % % B NCBI (National Center for Biotechnology Information) #7
# &« Entrez (http://www.ncbi.nlm.nih.gov/Entrez/) » ¥ 11 & 3| & A7 7 F AL o

B Database Reviews

GenBank:
Benson DA, Boguski MS, Lipman DJ, Ostell J and Francis BF (1998). GenBank.
Nucleic Acids Research. 26:1-7.

EMBL:
Stoesser G, Moseley MA, Sleep J, McGowran M, Garcia-Pastor M and Sterk P (1998).
The EMBL Nucleotide Sequence Database. Nucleic Acids Research. 26:8-15.

DDBJ:

Tateno Y, Fukami-Kobayashi K, Miyazaki S, Sugawara H and Gojobori T (1998). DNA
Data Bank of Japan at work on genome sequence data. Nucleic Acids Research.
26:16-20.

PIR:

Barker WC, Garavelli JS, Haft DH, Hunt LT, Marzec CR, Orcutt BC, Srinivasarao GY,
Yeh L-SL, Ledley RS, Mewes H-W, Pfeiffer F and Tsugita A. (1998). The
PIR-International Protein Sequence Database. Nucleic Acids Research. 26:27-32.

UniProt:

Apweiler R, Bairoch A, Wu CH, Barker WC, Boeckmann B, Ferro S, Gasteiger E,
Huang H, Lopez R, Magrane M, Martin MJ, Natale DA, O'Donovan C, Redaschi N,
Yeh LS (2004). UniProt: the Universal Protein Knowledgebase. Nucleic Acids Research.
32:D115-9

Bairoch A and Apweiler R (1998). The SWISS-PROT protein sequence data bank and
its supplement TrEMBL in 1998. Nucleic Acids Research. 26:38-42.

Rashbass J. (1995). Online Mendelian Inheritance in Man (Editorial). Trends in
Genetics. 11:291.

Brenner SE (1995). BLAST, Blitz, BLOCKS and BEAUTY : sequence comparison on
the Net. (Editorial) Trends in Genetics. 11:330-331.
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BestFit makes an optimal alignment of the best segment of similarity

Bestrit between two sequences.

* ClustalW-+ ;Eg?]t;sé:t multiple alignment by progressively adding sequences to an
Compare Compare compares two protein or nucleic acid sequences and creates a
P file of the points of similarity between them for plotting with DotPlot.

FrameAlign creates an optimal alignment of the best segment of
: similarity (local alignment) between a protein sequence and the codons
FrameAlign

in all possible reading frames on a single strand of a nucleotide
sequence.

Gap uses the algorithm of Needleman and Wunsch to find the alignment
Gap of two complete sequences that maximizes the number of matches and
minimizes the number of gaps.

PileUp creates a multiple sequence alignment from a group of related

PileUp : ) o 4
sequences using progressive, pairwise alignments.

PlotSimilarity PIotS|m|Iar_|ty plots. the running average of the similarity among the
sequences in a multiple sequence alignment.

Pretty Pretty displays multiple sequence alignments and calculates a consensus

sequence.

Database Searching

Similarity Searching

BLAST searches one or more nucleic acid or protein databases for

BLAST .

sequences similar to one or more query sequences of any type.

FastA does a Pearson and Lipman search for similarity between a query
FastA sequence and a group of sequences of the same type (nucleic acid or

protein).

FrameSearch searches a group of protein sequences for similarity to one
FrameSearch or more nucleotide query sequences, or searches a group of nucleotide
sequences for similarity to one or more protein query sequences.

MotifSearch uses a set of profiles search a database for new sequences

MotifSearch similar to the original family,

*MotifSearchFrom | Searches a database using a set of MEME profiles. You must first run
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Meme MEME to create the profiles. You run MotifSearch from the MEME
result page.
NetBLAST NetBLAST can search only databases maintained at the National Center

for Biotechnology Information (NCBI) in Bethesda, Maryland, USA.

ProfileSearch

ProfileSearch uses a profile as a query to search the database for new
sequences with similarity to the group.

SSearch

SSearch does a rigorous Smith-Waterman search for similarity between
a query sequence and a group of sequences of the same type (nucleic
acid or protein)

Reference Searching

LookUp

LookUp identifies sequence database entries by name, accession
number, author, organism, keyword, title, reference, feature, definition,
length, or date.

StringSearch

Evolution
GrowTree

Mapping

StringSearch identifies sequences by searching for character patterns
such as "globin" or "human" in the sequence documentation.

GrowTree creates a phylogenetic tree from a distance matrix created by
Distances using either the UPGMA or neighbor-joining method.

Map maps a DNA sequence and displays both strands of the mapped

Pattern Recognitio

CodonPreference

Map sequence with restriction enzyme cut points above the sequence and
protein translations below.
MapPlot MapPIlot displays restriction sites graphically. If you don't have a plotter,

n

MapPlot can write a text file that approximates the graph.

CodonPreference is a frame-specific gene finder that tries to recognize
protein coding sequences by virtue of the similarity of their codon usage
to a codon frequency table or by the bias of their composition (usually
GC) in the third position of each codon.

FindPatterns

FindPatterns identifies sequences that contain short patterns like
GAATTC or YRYRYRYR

Frames shows open reading frames for the six translation frames of a

Primer Selection

Frames DNA sequence.
MEME MEME finds conserved motifs in a group of unaligned sequences.
Motifs looks for sequence motifs by searching through proteins for the
Motifs patterns defined in the PROSITE Dictionary of Protein Sites and
Patterns.
. ProfileScan uses a database of profiles to find structural and sequence
ProfileScan

motifs in protein sequences.
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Prime

Protein Analysis

Prime selects oligonucleotide primers for a template DNA sequence.

CoilScan CoilScan locates coiled-coil segments in protein sequences.
HelicalWheel HellcaI_WheeI p_Iots_ a pep_tlde sequence as a helical wheel to help you
recognize amphiphilic regions.
HmmerPfam compares one or more sequences to a database of profile
HmmerPfam hidden Markov models, such as the Pfam library, in order to identify
known domains within the sequences.
HTHScan scans protein sequences for the presence of helix-turn-helix
HTHScan motifs, indicative of sequence-specific DNA-binding structures often
associated with gene regulation.
Isoelectric Isoelectric plots the charge as a function of pH for any peptide sequence.
Moment makes a contour plot of the helical hydrophobic moment of a
Moment .
peptide sequence.
PenPlot PepPlot plots measures of protein secondary structure and
P hydrophobicity in parallel panels of the same plot.
PeptideSort PeptideSort shows the peptide fragments from a digest of an amino acid
sequence.
PeptideStructure PeptideStructure makes secondary structure predictions for a peptide
sequence.
SPScan scans protein sequences for the presence of secretory signal
SPScan -
peptides (SPs).
* TransMem Scans for likely transmembrane helices in a peptide sequence.

dary Structure

Nucleic Acid Secon

MFold predicts optimal and suboptimal secondary structures for an RNA

BackTranslate

MFold or DNA molecule using the most recent energy minimization method of
Zuker.
StemLoop StemLoop finds stems (inverted repeats) within a sequence.

Translation

Use BackTranslate to translate your peptide sequence into a nucleic acid
sequence. Choose either the most probable nucleic acid sequence
(utilizing a codon frequency table) or the most ambiguous nucleic acid
sequence.

* BackTranslate+

Use BackTranslate+ to translate your peptide sequence into a nucleic
acid sequence. Choose either the most probable nucleic acid sequence
(utilizing a codon frequency table) or the most ambiguous nucleic acid
sequence.

Translate

Use Translate to create a peptide sequence from an nucleic acid
sequence.
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Use Translate+ to create a peptide sequence from an nucleic acid
* Translate+ Pep g

sequence.
** Utilities
* Extract+ Extract a portion from a sequence.
Reverse Use Reverse to take to complement or reverse your nucleic acid
sequence.
Use Reverse+ to take to complement or reverse your nucleic acid
Reverse+

sequence.

Makes a copy of one or more annotated sequences, saving the new file
SeqConv+ in one of the following supported file formats; GCG RSF, GCG MSF,
GCG SSF, GenBank, EMBL, FastA or BSML.

SeqWeb #% ;¢ crfic & e ln 7 (1 GCG 4238 > 12 % » g * —‘*ﬂz Al * SeqWeb it {7 & 71 & 7% >
FUREFIICCC Y FH AT AW T H s dTARS o R P S AR A A AT Rl ALRET
% %4 GCG Manual (http://bioinfo.nhri.org.tw/gcghelp/gcgmanual.html) » + &% ﬁ.%? IRESRAE]
&gt K F AT o
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i AN SN
—_ N }.':?. 3]]’}%,;\ ﬁ_ﬁﬁ'

B2 78 & GCG command mode W% GCG 3% e/ 7] » % i SeqWeb + 2 &
Sequence Manager ¥ p ##&4% A 71 #2550 3B Wisconsin Package #%.3¢ it 79§ @ # o
eR* FPFECEIRRIDREAG FCAROB IO SRR ARSI TR
AT EpE S jfﬂ g Input g 35cfe st > m it AT R miE A o

AP F AR TR DR SR F P A 4o simple text - fasta ~ genbank ~ GCG -
swiss ~ msf ~ clustal ~ phylip...... % » 2§ # ¢ o 3 HEAIC- fE A S5 A
ascii code érd > F AL o7 2 0 F i * Microsoft® Word #7 %18 ~ EJ® 5 71 »
B3 B3t ascii code » FIUt ARG X INA Rt F T B AT TR AR
Progrie e 3R RN EER T o NTHEANESAY LA IIRS

B Simple Text & 3¢

GRBEN PR AR LT ¢ F E PR SRS 1 AR B PR
FlFh < 5% ki Web Bt o B 7)) 4 4747 5¢ evinput file» )4 SeqWeb~GenWeb & NCBI
G P T AR o de ke B A R R ﬁ pe FAa Ea BRSNS EAR
;% o % & 12 GCG Command Mode R 7|~ 7P > igfd B 747 M E 8+ @1 GCG i
# o £ & reformat f& r¥ & 3E 5 GCG af N7/ 7] 4 47 o

GATCCTCCATATACAACGGTATCTCCACCTCAGGTTTAGATCTCAACAACGGAACCATTGC
CGACATGAG
ACAGTTAGGTATCGTCGAGAGTTACAAGCTAAAACGAGCAGT...............

B FastA #;%

SEAPE K LR k0 B A LR § - BRI E kg
- AR G AR NN - (7o B LT > TR BILIEE B 5|t o FastA f 5
FAARE HEPB o - R SIF e N TR R IR F AR R ki
F 0 &40 GenWeb &« output file ¢ f]‘ﬁ“? g FaStA R 3R T S - 20
B sk b H0R FIAATALY 0§ BS 6 R AR Y K 7 FastA f 38~ A 7] o FastA 3
FREELAIGT LR SREANTHLIFT SR LR EEY
A UL R

>0i|1293613|gh|U49845.1|SCU49845 Saccharomyces cerevisiae TCP1-beta gene, partial cds; and
AxI2p (AXL2) and Rev7p (REV7) genes, complete cds

GATCCTCCATATACAACGGTATCTCCACCTCAGGTTTAGATCTCAACAACGGAACCATTGC
CGACATGAG
ACAGTTAGGTATCGTCGAGAGTTACAAGCTAAAACGAGCAGT...............

0i[1293613--Gl & 4y Genlnfo Identifier » i& & /& 7 4% & R 6> PF € % ih- BR A 5
%};L‘ o
gb|U49845--i¢ A iz i /& 7| =h GenBank Accession number > =+ & & #4455 — 1 3

QJ
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2

& - i & SaElogb —Eu*ﬁ B 7| Xk % GenBank > accsession number
73 12345 AR 2t B ABL23456 io- fEte st o R R
5'1/9%% ¥ 4 3 2 Accseeion number e gy R AT R P
w4e; Genbank:U49845 - & ;3 & 7 > & NCBI 0¥ - B FHE
RefSeq B 758 e GenBank i i Assessmn S B R
NM_123456 - 4=% rZiz i accession number ¥] GenBank 4p L,]} € 45
rEp-S1

SCU49845--F_i& B & 7|& Locus name » &/ &~ 3%+ %k group = — locus 7

PR BEF o RF A A IR > AV IRA BT o
Saccharomyces ce...... R kg BN 23 B B 7)) a0 Definition s £ %t i
R e e o

)

B GenBank # 3¢

w4 GenBank Bdpn B ARG e fiRN e FARE REORLE O HR Y Ha 3
TGS TR P B B R TSR A S AR A R T bR

LOCUS SCU49845 5028 bp DNA PLN 21-JUN-1999
DEFINITION Saccharomyces cerevisiae TCP1-beta gene, partial cds, and AxI2p
(AXL2) and Rev7p (REV7) genes, complete cds.
ACCESSION  U49845
VERSION U49845.1 GI:1293613
KEYWORDS
SOURCE baker's yeast.
ORGANISM Saccharomyces cerevisiae
Eukaryota; Fungi; Ascomycota; Hemiascomycetes; Saccharomycetales;
Saccharomycetaceae; Saccharomyces.
REFERENCE 1 (bases 1 to 5028)
AUTHORS  Torpey,L.E., Gibbs,P.E., Nelson,J. and Lawrence,C.W.
TITLE Cloning and sequence of REV7, a gene whose function is required for
DNA damage-induced mutagenesis in Saccharomyces cerevisiae
JOURNAL  Yeast 10 (11), 1503-1509 (1994)
MEDLINE 95176709
FEATURES Location/Qualifiers
source 1..5028
/organism="Saccharomyces cerevisiae"
/db_xref="taxon:4932"
/chromosome="1X"
/map="9"
CDS <1..206
/codon_start=3
/product="TCP1-beta"
/protein_id="AAA98665.1"
/db_xref="GI1:1293614"

[translation="SSIYNGISTSGLDLNNGTIADMRQLGIVESYKLKRAVVSSASEA
AEVLLRVDNIIRARPRTANRQHM"

gene 687..3158
/gene="AXL2"

CDS 687..3158
/gene="AXL2"

/note="plasma membrane glycoprotein”
/codon_start=1

/function="required for axial budding pattern of S.
cerevisiae"

&
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/product="AxI2p"
/protein_id="AAA98666.1"
/db_xref="G1:1293615"

ftranslation="MTQLQISLLLTATISLLHLVVATPYEAYPIGKQYPPVARVNESF

BASE COUNT 1510a 1074c 8359 1609t
ORIGIN
1 gatcctccat atacaacggt atctccacct caggtttaga tctcaacaac ggaaccattg
4981 tgccatgact cagattctaa ttttaagcta ttcaatttct ctttgatc
I

Locus-- i& i #f = 4 %] & & locus name(SCU49845) ~ £ & (5028 bp) ~ /& 7| 4§ %)
(DNA) ~ GenBank Division(PLN){= Mordification Date(21-JUN-1999) - H ¢
Division £_GenBank ¢ £ w4 3+ FHE » A& 4 16 B division » 3
4 220 PRAEFTHREANS -

Keywords--Keyword i3 4 & & chF fi48F ity - & F] 5 v I 282 controlled
vocabulary = » #7102 3 e NCBI #7e0 R 7] F4tiz - B 2+ 5 &7 a0
A B iR (T R HH PF > NCBI » 2% % & % keyword k3% » 7 & 45
>~ kiEH o

Source--¢ 7 = fachp B T

Reference-- %% < /]?c ¥ g7 - BAP & Medline %30 SRR F 5T L
CEEEEyEUE =t @/F*’% P FE-EREA TR AR R ’}%’WF”% °

Features-- 3% i» & 3 B f e %riéﬁ}i%é 2 eh2 F4p B2 4, 0 )4 Source ~ Gene,
CDS(coding sequence)éf: o & Source 387> € F iT i 4~ f47 NCBI texon
ID - CDS R # 7 transclation 0 % 2 2 — i protein ID » 4% B35 i
R TR “’ﬁlJ iz ID 3] GCG e GenPept TR 45 » & &_1v
Genpept: AAA9B8B8S 17 ;4 dg T 2 o

B 4 GCG 3¢

& GCG # #t§ ehf 7|4 $7 4255 304 F 5 GCG #3552 i i 7 > GCG 5% e/ 71
Fhih* ¢ iRigE KRk A5 > blde GenBank kiR R 74 0 p % fo GenBank
Rk ERAEE it A GCERAY 5 A EE R e
B GRS - 7 ZEEFLSZAARNARD c FLABTEEAE ] P € 1R
NA_SEQUENCE ; # 5 v A 7] » 8] ¢ 1532 AA_SEQUENCE > #2:% ¥ &4t sLp
LT B S| FEAE o
Ho s RZEB2FRBOL R385 " CCC MM BIABKELILIEE A7
OB o B AT AL g

I'NA_SEQUENCE 1.0
LOCUS SCU49845 5028 bp DNA PLN 21-JUN-1999
DEFINITION Saccharomyces cerevisiae TCP1-beta gene, partial cds; and AxI2p
(AXL2) and Rev7p (REV7) genes, complete cds.
ACCESSION  U49845
VERSION U49845.1 GI:1293613
KEYWORDS .
SOURCE baker's yeast.
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ORGANISM  Saccharomyces cerevisiae
Eukaryota; Fungi; Ascomycota; Saccharomycetes; Saccharomycetales;
Saccharomycetaceae; Saccharomyces.
REFERENCE 1 (bases 1 to 5028)
AUTHORS  Torpey,L.E., Gibbs,P.E., Nelson,J. and Lawrence,C.W.
TITLE Cloning and sequence of REV7, a gene whose function is required for
DNA damage-induced mutagenesis in Saccharomyces cerevisiae
JOURNAL  Yeast 10 (11), 1503-1509 (1994)
MEDLINE 95176709
FEATURES Location/Qualifiers
source 1..5028
/organism="Saccharomyces cerevisiae"
/db_xref="taxon:4932"
/chromosome="1X"
/map="9"
CDS <1..206
/codon_start=3
/product="TCP1-beta"
[protein_id="AAA98665.1"
/db_xref="Gl:1293614"

ftranslation="SSIYNGISTSGLDLNNGTIADMRQLGIVESYKLKRAVVSSASEA
AEVLLRVDNIIRARPRTANRQHM"

gene 687..3158
/gene="AXL2"

CDS 687..3158
/gene="AXL2"

/note="plasma membrane glycoprotein"

/codon_start=1

/product="AxI2p"
/protein_id="AAA98666.1"

/db_xref="GI:1293615"

ftranslation="MTQLQISLLLTATISLLHLVVATPYEAYPIGKQYPPVARVNESF

BASE COUNT 1510a 1074c 8359 1609t
ORIGIN

U49845 Length: 5028 November 30, 2000 10:22 Type: N Check: 3941@

1 GATCCTCCAT ATACAACGGT ATCTCCACCT CAGGTTTAGATCTC

NIRRT
L )]

5001 TTTTAAGCTATTCAATTTCT CTTTGATC

& GCG Ff L B # 6 fstehg=d a7 + 5 fv GenBank &F i > i
AT P A RN B

= ~ SeqWeb v”ﬁ%] A eradd & A 5N

Squeb %V 2B & £ 7] GCG command mode %k & * (F] 5 & 5 p #4e 2

PIEL) > PRU B AFEF 2 4] % Sequence manager ® i Saveas i 0 I B AT
He:—;v* ‘£ 13 GCG AT L -

FAP AAWEETANEDREE T RRIG RSB F (X)) £ Rp
% 1 @1 SeqWeb > 7 Z reformat 3+ 2 4% * - £ & # GCG command mode * 7 3
B 74 SeqWeb % & 47 » B JE A & lé;ﬂi;]%i;\( ftp )L AT B AT
® » & 12 Sequence manager ¥ 1 Add form local file 7% &t 4c » SeqWeb # - & 71 3¢
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L A AS T HEEFORKFILTRSREIP B e@mb i B+ 82 34
(*.txt) » # 2 ASCI mode * it 7 @ﬁ%l o

SeqWeb i 41 e & 3 Al 4o ™ 4

Program List File | MSF File | Sequence File
BackTranslate 4
BLAST v

FastA 4

GrowTree v

LookUp 4

PileUp v

ProfileSearch v

Reverse 4
SSearch v

StringSearch 4

Translate v

4r% GCG command mode = list file & + i@ 1 SeqWeb - « 78 £ * reformat #- list
file & = RSFfile £ * & 3 SeqWeb > 4% iz B listfile ¢ 5 10 ® & 7 4% > € 8.2 10
BAER @3 SeqWeb ¥ > @ 2LH - B list file -
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B AXTHFATHAE

— ~ StringSearch : 113 8 FH 97 & 0B 7

FOLHF R RIEFR IR DA S EEING > S e A R S
vdek e R P AA AT AR BEREY > BN R E R 0 2
ﬁﬂ%%ﬁ%%hﬁﬁﬁ;%%:/$ i SeqWeb ¢ ¥ ® & hyperlink & 5 & & 7|
<l

P

<E

“%

StringSearch fe# ™ % /4 % & LookUp &+ e1% e » &30 F 1idg 2ehd TR
FATHS 0 1 ST RN L 0 F AR B R A F U - TR
AR FREE B 5 ax

StringSearch

Search for character patterns.

input Parameters: ﬁlﬁﬂ?gg

74

String to search faor capping protein beta]
Search Set pratein: uniprot -- UniPrat (SWISS-PROT plus Translated EMEL) _'K
search definition line anly v == DUEERRS il

search entire annotation section - = D REs HHE

with ANY of the specified patterns -
with ALL of the specified patterns +
Include documentation in output file

Find entrigs:

W

Width of documentation in the output file 100 frange 0 thru 220)
Run ‘ Eix |

%igﬁﬁﬁﬁgﬁ,?ui@ﬁ%ﬁﬁﬁ%ﬁﬁﬁiﬁﬁ@ﬁmmm’
WoF opE [ 0 AE R4S 7 T £ E 8 F 455 B 324§ (annotation) 3% 1>

SeqWeb v,

StringSearch Results

Page 1 of 10

! STRINGSEARCH from: unmiprot:* August 9, 2006 O01:26

fJ&?FJ?%:F[JFf
TR Jp‘ —rsequence
manager I

searching for: “capping”

4dd selected to Froject

Sequence Description
3 P40121 homo sapiens (human). macrophage capping protein (actin-regulatory protein
Uni_sprot:Capa_Human cap~g). 4/2006 348
24452 mus musculus (mouse). macrophage capping protein (myc basic motif homolog

P
Uni_sprot:Capg Mouse 1% (actin-capping p

082631 arabidopsis thaliana (mouse-ear cress). f-actin capping protein alphs

Uni_sprot:Capza Arath subunit (capz-alphal.

a7sdsd ashbya gusiypﬂ (yeast) (eremothecium gossypii). f-actin capping protein
Uni_sprot :Capza_Ashao 31pha subunit. 2/20
Uni_sprot:Capza caeel P34685 casnorhabditis elegans. f-actin capping protein alpha subunit. 4/2006 262aa

Q6fn4g candida glabrata (yeast) (torulopsis glabrata). f-actin capping protein
Uni_sprot:Capza Canda gpha subunit. 2,/2006

P13022 dictyostelium discoideum {sTime mold). f-actin capping protein alpha
Uni_sprot:Capza Diedi subunit (cap34). 2/2006

Q9wzn0 drosophila melanogaster (Fruit Fly). f-actin capping protein alpha subunit.
Uni_sprot :Capza Drome 4/2006 286aa

074232 Kluyweromyces lactis (yeast). f-actin capping protein alpha subunit. 2/2006
Uni_sprot:Capza Klula 3p3ga

Q9p5kS neurospora crassa. probable f-actin capping protein alpha subumit. 2/2006
Uni_sprot :Capza Neucr 3abas

Q10434 schizosaccharomyces pombe (fission yeast). probable f-actin capping protein
Uni_sprot :Canza_Schpo S7pha subunit. 3/

00000000000 el
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StringSearch ¢ % 7 i A2 ko L2 X E-% % 52 HTML 235 3¢ (s‘;’{ﬁ Save
asHTML) - izt is & 45 I%J'J i B N FEEE N G A2 ST 5 51 o

= ~ LookUp : 12 keyword # 4% #7 & ¢h5 5|

LookUp # 11 :E % e+ ?‘}f}:ﬂ}ﬁ_ﬁﬁﬂﬁyb s e FAFY AL R W L#F‘ T_E
FE I AN E P PR- 30 u’;> o LookUp #hig® = 2 v StrlngSearch 7 c ARk e
i# B+ € % StringSearch £-18 % - 3% Z /_,e,rn{- BEAENRRAFEE T Ao
Flt R T L p 2 FARPE § A ehfes

SeqWeb v, , Gaccelrys LookUp Search Results
Programs | Managers | RS

LookUp g}';{g[?ﬁ] Page 1 of 3

Search database refarence information.

\ LOCKUP in: uniprot of: "[SQ-DEF: capping*]”

inpat Parameters:

Sirmilas

138 entries Jume 20, 2004 14:12 ..

[ IMIFROT:CAFA ARATH | TD- 72320001

| DE  F-actin capping protein alpha subunit (CapZ-alpha).
| 6N AT3G05520 OR F22F7.3.

[ 1MIPROT:CAPA CAEEL | TD: 74320001

| DE  F-actin capplng protein alpha subunit,

Dalabases

Alltext
| G CAP-1 OR D2024.6.
I finition
o [ imIPROT:CAPA DICDI | ID: 75320001
| DE F-actin capping protein alpha subunit (CAP34).
el | GN  ACPB OR ABPD.
e bane [0 UNIFROT.CAPA DROME | ID: 76320001
ACCEsson | DE  F-actin capping protein alpha subunit.
Deganism | GN  CP4 OR CGL0540.
Belgrence [ IMIFROT-CAFA KIITA | TD- 77320001
| DE F-actin capping protein alpha subunit (Fragment).
Pub, title
I oW capl,
Featura
. o ps [ THIPROT-CAPA MEUCE | TD- 78320001
ntar-Ffisld Io g | DE  Probable F-actin capping protein alpha subunit.
w | 6N B23L21.200 OR NCUD3911.1.

\-\-'"U\-"r\'x\:i-!.& / [0 miPROT:CAPA SCHPO I ID: _?3320001

E— | DE  Probable F-actin capping protein alpha subunit,
praiEs I GN SPACI2BI0.D7,

[ UWIPROT:CAPA YEAST | ID: 7£320001
| DE F-actin capping protein alpha subunit.

Sequences dated on or before dd-mon=yy

=equences dated on or after dd-mon-yy

T Irn Tu} : mati =} | 6N CaPl OR YELOO7W OR YELLSS.
wildeard extension

Dofinition -] [ "MIPROT:CAPE ARATH | ID: 80320001

ACCassion number r | DE  Probable F-actin capping protein beta subunit (CapZ-beta).

i | 6N AT1G71790 OR Fl4023.17.

uthor r

Date r H
Show thess fislds fram Faaturas r '
ariginal annatation in output D r

Keywords -

Qrganmsm r

Reference I

Tithe r

[Fon 20| 7t LookUp A= [ 1- 4% definition
i ) “capping” =1 il 5
=k I'J4=4 capping protein -
ﬁﬂwﬁ%ﬁ,m%%ﬁﬂ
eeeﬁr%%%eﬁ@
Ef IFI > kL2
Sequence Manager » 7’

%‘%}Jﬁ%% 7 £, html A /

53 36 !
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AU EIERETHA

- BRI HEHAAIMRE

AP I - EATOEA > B v v ahB o A € AR BER L o
B Bl BB a2k kA A4p A (similarity) s0% MRz o &
HI8F LT i A SR SR 04 21§ homology (K it ) » 2R fUdg e SR I
MBRIFPIRITEZ|F ez i o bldrk - i5d FBE RahRX TR 7] SiE }’j— 'fr’ A
#p 1 2 & &l Capping Protein 7 %% 5 homology > #% 7 ¥ rd& i 15 B 71 7 ap o8
% i =5 Capping Protein o R 5*] WH s o BEF 0 &t 7 58 (type of allgnment)
4 7% (scoring system) ~ ;% & ;2 e * (implementation of algorithm) » 12 % 1L 34 % 4 %
3+ b eng, & (statistical significance) °

BEREFDHEAREFR VRS paEA S VA &5 Global Alignment
Fr Local Alignment = #& - Global Alignment E_#-% i% & 71| 5 $$5f ~ & $f & 38 {7 V0 4 >
FOREE Y B e r 2 R(0ap) 0 MR A FEIE R St gt ROV R S R dp 00 R
4cB) 1 - Local Alignment B £_* %45 |5 i£ 5 7| ¢ 4p 2 B & B 7% & (subregion) - ¥
B AdERAY LT - BF A5 #F B 52 Global Alignment e ;¢ (F $F5
Btk » & B%kt_“‘ e » 2 40) g7 8> fodidp v B 184 5 Local Alignment +* 44
e % o H TG i 7 $end B 7 $ (sequence pair) & & ¢ > Global Alignment # 4~
& B - B3+ B 7% (MSP, maximal segment pair ) 4] 2 -

Q%\l 1: Global Alignment
sequence 1 /
sequence 2

Global Alignment
sequence 1
sequence 2

qﬁﬁﬂ 2: Local Alighment

sequence 1
a c
sequence 2 ¢:><:¢
b d
Pair ab: Score=28 l
Pair ad: Score=10
Pair cb: Score=16 Local Alignment: Pair ab

Pair cd: Score=22

WS R E R B (T A S T Z P o ¥ # % Global
5737 T
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Alignment & &7 7| BEREAR D22 et B> S ¥ NPT IV ERR P o @ B AT A SR )Y
AEFF e wmH RS o (bleeB oy - B cell membrane protein A 7 ¢ 5 25
GTB binding domain) B+ i * Local Alignment - Local Alignment =it - 38 % 1zt
WOFEERFGp IR >4 7L AFERFIAP R M RT > it g iR R E
TR FIM AT REES RN Bk A B RE 0 P T e BLAST
(Basic Local Alignment Search Tool)iﬁ—i Local Alignment =iz 1L 441 £ o

Bl 4 A& P £t 4 el AL o DNA 2 36 F A 73R Ad - B @ D
residue #7i = » B 7|1t i’?f,?cakﬁ WA E G | AR ¥R % b oresidue sgp B o
BFAEERAANE AR {EEEL > FNERA R E - B 0D
E R 7L G 4P ihresidue &4 2 ~ Ap B ahresidue B A o & IEF - B iR
i%f@f;”v\*%iﬁﬁ{%/};é (scoring system) e DNA A 5|F 553 A~T~G-C = i
nucleotide » i % 3+ 4 pF match B]% 1 4, mismatch Bl4e 3 4 » £ 4c F 2 #404 (gap
penalty ) o & &_F-d F R 7| et Ao %i%f]ﬁi + & aminio acid ("= pe ) R A v
™2 % 3% ik amino acid ¥ i B S hE & o blded 0F F-9 FTR 5 ke - 2§ fhresidue
4w E_Serine~Threonine> ¢ F] % i&5 B amino acid 4~ it 35 4piT 6B 4 > 4p ¥ e
4o Sk F-0 B R 7 ke — R dhresidue 4 %] &_Serine ~ Asparagine > B % 4 i o
Flt 30 BB FE A E oG AF 2§ & 1734 & (Scoring Matrix) %3+ 4 s 4e BLAST
“ri¢ * 71 BLOSUM 62 » 38— 1 # * 1 Scoring Matrix o jeredtgka o F P
BB BAAEEd AvT G Cled > @RARINE 7|07 g > v 8% o
FRLEE RS F R g AFIF FILRAMI ) - L 8 LR
PRV A LA R group RS R AAF R AL > PR HES
TREEE -

P zoch o B A b FE 2 (algorithm) o A i % > 20§88 ehs U
R EDFEE o d RIS Ta0F 5 2 DA et F 2 it @ AP 7
FIEAL c ERBnE s BALITANTFEZLEL AR AT 4 g T DNA o
Protein chi A+ 42 % B RIZ > B %AV € F 2P R K00t FH 2 v FH R
I3 % CPU & & pr [ 11 2 storage cP* 4] » &k 4e Povt $ersg & o3 Global Alignment
4738 5 * Needleman & Wunsch algorithm » @ Local Alignment P % * Smith &
Waterman algorithm » &+ #& algorithm ‘4 % dynamic programming 2 4% ] °

Bo bt pF o TRGARN g R 2 e o R RE2EE BV HES o
T 4w i H e B3P Global Alignment - Local Alignment vt 4% 3%

Bl W TR R RS Gp iR
sequence 1: HEAGAWGHEE
sequence 2: PAWHEAE

B Global Alignment

1. F33r4 4 > 2614 * BLOSUMS0 » I Pk 2 % 404 (gap penalty) 2
_8 o

BLOSUMB50 2+ 4 £ 4T :
ARNDT COQEGHILKMEPSTWY
5 2 -1 -2-1-1-10 2-1-2-1-1-3-110 -3-20
41 0 30 4-33-2-3-3-1-1-3-1-3
117 2 2000 1-3-40=2-4-2120 -4-2-3
222 8 40 2 -1-1-4-4-1-4-5-10-1-5-3 -4

Oz x>
N
-
AN
N
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< <XKz2H4H0 T NI XM —-—IOmMOO
|IA
1
N
1
N
JI>
I.I\)
1
N
1
w
1
(BN
N
R
~
o
1
w
R
AN
AN
o
[E=Y

2. 1453~ % > 12 Dynamic Progamming = algorithm (' Needleman Wunsch
algorithm) & di4p i B & B a9t $8 % 5 ¢
sequencel: H E A G A W G H E - E
sequence?2: -- -- P - A W -- H E A E

Score=1 -8 -8 -1 -8 5 15 -8 10 6 -8 6

B Local Alignment

1. F 34 4% > *p#* BLOSUMS0 » r PFk 2.5 ¥404 (gap penalty) %
-8 2 BLOSUM B0 2+ 4 4 (¥ 5 22 A 28 o

2. 12 Dynamic Progamming = algorithm (Smith & Waterman) 35 ¥ - £4p 0 &
CRE DT S

sequencel: A W G H E
sequence2: A W - H E
Score=28 5 15 -8 10 6

PR R A3 enR, & (Statistical SIgnlflcance) AR 7L S e 2
TE o2 NEHAEIVHESE rpw\%‘r » R EIE b endi g 8RR L TRV ka2
BE B BE 37 (bychance) FF[en? Flpb i Ag s 4 s 5 RGBS
® ?f”” A AR DR DR & - B # Global Alignment bt 45 % & %3t + ahi &
ﬁn LA BN n\LocaI Alignment st 2 % A 45 > B e ‘};ﬁfi - BRI T
18 4 E-value 1% 5 2|3 et o 12 BLAST ARG B BRIV E R A s ArF
ﬂ: imﬁﬁ 7 J’Kg = AR IR E0iF 4 i@ (F Score» F_ikitaiEtesri@d ke
@) &% » BLAST ﬁi;\ ¢ 5 H*Hfi’g;*“# # S e E-value - E-value ¥ - B & »
ﬂ,\iﬂ Bk B 27 W (random) 9 AT R AL R T o ITEI AR FA
AR EAS m‘#ﬁhi‘%fﬁsﬂc (HSP, high score pairs) = 3 i@ - #1127 E ug@»} » £
g kg R g AEPRIIR AF L A AT LG AR Ao
5739 T
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~ BLAST #2584 1%

oy * o~ 4% Local Alignment B3 )k e AL EJEEF L AR > 3
Smith-Waterman (GenWeb ) ~ FASTA 2 BLAST = #& - Smith-Waterman J& * dynamic
programming == ;= > FASTA 4= BLAST R|&_* Heuristic Algorithm (i 17/2) - = Jﬁi
? Smith-Waterman £ & L% B & k > v ehg Ac & (specificity ) % » i 70%~88% >
EFEE R T PE R R 0 @ (58 B o FASTA i# A& & Smith-Waterman - >
FACRE L R B P-n I BLAST e AR &= H ¥ #0455 53%~67% BLAST
FliiEF ERE > TR AKX FUGE AHEEF 32 > 2T BLAST 2 NCBI #»
NetBLAST & b]4c 12 3ip o BLAST eh= fFehnt $t e Fh e 4%
1. Start : % T " ¥4 A 7 nucleotide # P (word length, w &)
2. Scaning phase : iz & word length £~ query % 7| » 2 TR EFF L5 40k &
Flent g o

3. Extension phase : 3 3| & 7 Al B 7 en P i > d 2 BB - B A A SR 4
> &g £~ % nucleotide )’jﬁ%;‘ﬁﬁ - AP R E A (Rygtsrd o
dynamic programming) > — LA £ {SAp IR B A " MP| - 2aER > T R
# £ > 17 F] maximal segment pair (MSP) score, 3 iz— BB 75 ¥ 2% o

4. EAEHH2 1 3 B PR EAG VA HEE L o
5. 3 EARB I HEE D X8 H E-value

BLAST

query
.*—
Database !
— -_— — — —
= = -
> > >

| L}

e — e —

- =
=

Query word (W=3)

Query: GASVKCKLQEDLEDEPQGLLNKKCKLQEDLCKLQEDL

Neighborhood

Words Neighborhood

Score Threshold
(T=13)

< — >

Query: 325 SLAALLNKCKTPQGQRLVNQWIKQPL 351

Sbjct: 290 TLASVLDCTVTPQGSRMLKRWLHMPV 315
High-scoring Segment Pair(HSP)

From http://www.ncbi.nim.nih.gov

&

A
N
(e}
o)



NHRI SeqWeb3.1 &% v1.0

B BLAST

BLAST
Searches for sequences similar to a query sequence. The query and the database searched can
be either peptide or nucleic acid in any comhbination.

‘ﬁ?‘ Mucleotide guery against 3 nucleotide database (BLAS EN!.
\% Peptide gquery against a peptide database (BLASTP).

‘é‘ Mucleotide gquery against a peptide database (BLASTH).

.\% Position Specific Iterated BLAST of a peptide guery against a peptide database (PSI-

BLAST)
\% Peptide guery against a nucleotide database (TELASTMNY.
‘é“ Mucleotide guery against a database with translation of both to protein (TRLAST ).

k3

BLAST #%5% ¢4+ & & query # database &> DNA (N) & 39 F (P) éh7 k&
’}fr v AW B AT R e R 5N
BLASTN : 2k B 7505 Pie 5 7| FALRE > Bk ® o
BLASTP : 2 3-v %‘j’rﬁ};n;}f'g 3-v ﬁﬁ’r);;u TR
BLASTX : 1k i 7|40%F J-v 7| R R > - query enir e B 73 5 =
i® reading frame 3-9 F R 7| > L 22 36 FRI|IFAHRE 4 o
PSLBLAST £ 11 A 1150 is T 8§10 20 m&%i%ﬁ?
£ protein profile » 35 11 >4 I protein family =15 71 o
TBLASTN @ 12 3vi R 740F PRk A 7 TR - LBFALE P i) Pk
B 5|3 5 - 1 reading frame ch3-d A 518 0 £ &2 query h3-
ISR R S i
TBLASTX © #-7pk A 7 2 P B 5] T B 3038 5~ B 3¢ 7 reading
frame f & {714 % o
TBLASTN 4v BLASTX #1% et 5 £ 4 ;
% o 273 TBLASTX R|E3+ 8 £ & & eh 2
SeqWeb ¥ & {7 iz 5F et ¥ o

)
~ %

- b

RREIET KB F LA B L RNk
F2G EATR RGO

F_k

B BLASTN # it 5

A. 4 SeqWeb : Database Searching #f %] =7 Similarity & > BLASTN #%3% o %] Z
BLASTN #_& 4745 f& * e11425% > query % database ‘gfil» BAFIREE ) AT s B
FR P gAY FAAZ B OFERE 41\?'% “, LEEY B R HRA A
R R sequence manager ¥ £ s » PEEERE A > 2 VL AR B E G b~ PR
B 7| » 4c » g0 2 o sequence manager 4p e Pﬁﬁm e R E A 4T R B
ern BLASTP » EIJ'\»,;' % 3v FHZZ Fo FERE > P1RLE 7|2 *Tﬁ/i?,}lﬁ_q}
* ge‘@g—r °

B. i& B~ project, I i¥ B~ input sequence o 4% & key in p e k] > ¥ OUEH
Clipboard -

~
—_
!
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C.

D.

BLAST

Mucleotide query against a nucleotide database (BLASTN).

input sequence:

Select From: |Default =| Project | Local File Clipboard Database

Sequence Description Type Length Range
#.laevis 55 RMNA gene transcription factor (TFIIIAY H 1c18 1.
E02938 . gb ow mRMA, complete 1518
Refresh Clear

iE B~ ? FLE o
input Parameters: ﬁﬁﬁﬂﬁ
T
Search Set est_human -- Human Expressed Sequence Tags (GenBank and EMEiij

Ionore hits that might occur |est_mouse - Mouse Expressed Sequence Tags

est_human -- Human Expressed Sequence Tags (GenBank and EMBL)
(GenBank and EMEL)

more than how many times |@st_other - All Other Expressed Sequence Tags (GenBank and EMBL)

by chance alone genbank - GenBank

Number of processors to use|98S - Genome Survey Sequences (GSS from GenBank and EMEBL) % """"

for the search htc -- HTC

hty -- High Throughput Genomes (HTG fram GenBank and EMBL)

Filter innnt senuences for oy

rs_rna - Refseg RNA

wR

BERFTHEEEY T J‘ﬁ}f‘]l e enF bl B GE 58 0 22 KEH GenBank (3 :
TR PR F) o SRV HOTRE L RS T B EeiEfRap § o i
B 7 enss qp e3g gl Rles o

1).

2).

3).

4).
5).

6).

7).

8).
9).

5 fd

Ignore hits that might occur more than how many times by chance alone
(Default & 2 10) : 3% %_E-value & » = 3% 2@ 5 51]%*&7 Fl s T
¢ oiEk& 5 001

Number of processors to use for the search (Default & % 1) : % T & X #F=x
TREDTHRIAPEL TR o it Default & -

Filter input sequences for low complex/repeat regions (Default & % Z v
repeat sequences ) : ¥_%F & v% repeat sequences > 4 § iF o PIA2;N At 1 PFE
F] query sequence ¥ :repeat sequence ek i A Rt $ o

Reward for all nucleotide matches (Default & % 1) : fr— =% v %8 3| 4p
= nucleotide %8 & -

Penalty for all nucleotide mismatches (Default & %-3): - = % +* 48 5]
7 F nucleotide e 4 o

Word size (Default @ 5 11): A=4> nucleotide £ & o BLAST #%5% ¢ £ 14 -
BB FIE A g ende dn B 70 4 o 3k @ A2 4> nucleotide & & ﬁ 2o Bk
PEBANMR] BipES R lpkmxﬁfﬁ*u\} 5o RMAE
Create gapped alignments ( Default & 5 /v 3F fa+t $pF4e » gap) HEoLF
Bt ¥ pELe r gap (FH) e

Gap creation penalty (Default & 5 5) : vt P4 » gap ehic s o

Gap extension penalty (Default & 5 2): * $pFaf £ gap o~ o
5Y 42
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10). Maximum number of sequences listed in the output ( Default & 5 500 ) : 7]
At R RBAEcl 0 VARG BH AN R o B F w4 1000 i o

E. HRINHAF - BRArirhSS4c TR BERh gt > LUBER L #2 3

R 3 BB AT T S

BLAST Search Results

BLAST Hit Hap of: kO293B8.gb_ov DB: genbank

|
1 320 640 360

o

53y (S

BLASTH 2.2.10 [Dct-19-2004]

reference: Altschul, Stephen F,, Thomas L. Madden, Alejandro A. Schaffer,
Jinghun Zhang, Zheng Zhang, Webb Mi1ler, and Dawid J. Lipman {1537,
"Gapped ODLALT snd PSI-BLAST: & new gensration of protein databsaz= zearch
programs”, Wucleic Achds Res, 2543360-3402,

Query= KOZ936
{1518 Tetters)

Database; fexporis/biodgogfll .E'.'dq.l.e':asl:,'gl.'qb14::-1.-'-,1=nhar'-x
139605 sequences; 1,999,999, 063 total fetters

Zequences prodecing sigmificant aligmments: Zcore{bits)

Add salected to Project

Hil Score Key: {(Bitsl) . .
BRI EETESTEN o5 e o ST

E walue

" Sequence Strand Description ?.ﬁ“t';"f} E Value
O QuinTIs g > Do e e T e B
O s it | SRR SR s for temrivtion, | |

, MI2472 X.borealis Finger protein sPNA, complete s o
I GE.OV:xELFINRE aligmsent *  cds, clone #ETFIA. 4,/1933 1001 ¢-0
F SR o M202580 Seauence 53 from Patent WOD1S3400. e o
[ GB_P&T:wcp01936 aligmmert =  AXZ01536 Sequence 7 from Patent WOO15347H. B/3001 795 0.0
i GH BaTA0360% a11ignment - AXF]1815 Saguence 1 from Paternt WOOL51478. B/3001 a5 0.0
[ GE_PAT AX01763 alygrmen +  AE01763 Sequence 5 from Patent MOUL53476. /2001 795 0.0
r. GE_PAT po0a fez i]‘_IEEII.E - AXPOITED Sequence 4 from Patent WOOLSI4TE. B,/2001 a5 0.0
M 8 Qo TEIse slianment v s (e BT e so7 e-140
I GEgveTFIA? aligrment ' ﬁ::::r:{;tﬁ?g:%l:&‘;‘#;!}}.#{ﬁ: ;?F 7/1995 A28 =42

AR > F R | ik4p R (A (Score)d B 3 A o Score ¥ 47

72k 4 F (doprotein sequemceiE * BLOSSUM 2 PAM) &t 4 % % » & - (£ 5

57 43 I
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¥83 — Score > #F - BLASTN#Z ;" $f-# — B Score {Fsizt & 47 » 7 7 - i%
7| 50Bits Scorer” % E-value - Bits Score #_#% % & » 4r% Bits Score 2 2597 » %
F 2R 2P R E Aot B A cE valueE Y B 0 &7 bk
Bk LT o T B T 4p e scoreshfe £ R A P iR o AT B AR 0 & ooT
HhkahipinRE TG 2P L& -

ATk aE - ERAIFR G ARG ER g LTV LF] Tz iE
Flam T4l o B A ahgnment ﬁh? LF, 3| query iz ik B 7| B Ap 1 en e B et
S5 % o (40 B)

[ Alignment of kO2938.gb_ov to GB_ OV:XELTFIILA

KO2938 ¥.laewis 55 ENA gene transcription factor (TFIIIA) mRENA,
complete cds. 4,/1993
Length = 1518
_ & Bit Score 53# ~ E-value {H
Scare = 2159 bits (10897, Expect = 0.0

Identities = 1152/1152 (100%) - H base H5tH;
strand = Plus # Plus

CQuery: 1 gaattccggaagoccgagggotgttcagttgctgaaggagagatgggagagaaggogoctge 60
, CEVPPTEEEEEEer e e e e e e e et r e e e e e et e e e e e e e et ey 1y
Shict: 1 gaattcocggaagocgagggotgttcagttgoctgaaggagagatgggagagaaggogoctge 60
Query: Bl tacatctgoctctttcgocgactgoggogoctgottataacaaga 120
_ IIIIIII|IIIIIIIIII|IIIIIIIIII|IIIIIIIIII|IIIIIIIIII|IIIIIIII
Sbhjct: &1 cggtacatctgotoctttcgocgactgoggogoctgottataacaaga 120
Query: 121 gogcatctgtgraaacacacaggagagaaaccatttoccatgtaagg 180
, IIIIIII|IIIIIIIIII|IIIIIIIIII|IIIIIIIIII|IIIIIIIIII|IIIIIIII
shjct: 121 tgcaggcgcatctgtgraaacacacaggagagaaaccatttccatgtaagg 180
Query: 181 ggatgtgagaaaggetttacctogottcatcacttaaccogocactcactcacte 240

, IIIIIII|IIIIIIIIII|IIIIIIIIII|IIIIIIIIII|IIIIIIIIII|IIIIIIII
Shyct: 131 aagaaggatgtgagaaaggctttacctogottocatcacttaaccocgocactcactcacte 240

¥ % BLAST #_t Local Alignment > #7172 & £ B 7| 2 F 1
N ok | ISR L B 5 "'3&1’}-‘}:} Flernie— BT J'ljl" 5']?5'&&3— » M 3:5:%
“7% 0 identity ~  f4p i - ] B0 identity - ¥ 7 B 7 en identity o
BLAST ¢ #-% ix B 7| @ 75 4p ||1]4r§ m“,EA*Kg R —?—,‘il}’ﬁfﬁmw’b i
B2 g i rs",s #gur_}_ g5 I o BLAST #1718 enid SeqWeb & 45 =
7 HTML 58 > p s *+—Ff1 BEMERAFFEA IO m il ;]»;a E
BB 5| adgid ..s‘—;-,T.h? e

B NetBLAST

NetBLAST = BLAST r&— 97 I+ &_: NetBLAST H_¥-A 72 %% | 3 B NCBI
43E(7 BLAST » 2 ki w % o efR i€ " 367 117 f& & SeqWeb enfi & ™ {7
NCBI e BLAST #7354 5 b S5 37 m”‘#'i » TV B A BT A @ B NCBI e E 5

4v 3] SeqWeb =7 sequence manager ® 14 iE 7 i~ A 4T o

~
~
|



NHRI SeqWeb3.1 &% v1.0

MNetBLAST
Searches for sequences similar to a query sequence. The query and the database
searched can be either peptide or nucleic acid in any combination.
‘gé' Mucleotide query against a nucleotide database (BLASTM).
.,% Peptide query against a peptide database (BLASTP).
.,% Peptide query against a peptide database (TBLASTHY.
4&‘ Mucleotide guery against a nucleotide database (BLASTX).

‘ﬁ' Mucleotide query against a database with translation of both to protein

[TBLAST X,

|n_a|u - oelect Alu Repeats from REFPBASE

Hn_epd -- Eukaryotic Pramator Database

n_est -- Non-redundant Database of GenBank+EMBL+DDEJ EST Division

n_gss - Genome Surey Seguence, includes single_pass genomic data, exon-trapped sequences, and Alu PCR seguences.
n_htgs - High Throughput Genormic Sequences

n_kabat -- Kabat Sequences of Nucleic Acid of Immunalogical Interest

n_mito -- Database of mitochondrial sequences, Rel. 1.0, July 15595

n_month - All new or revised GenBank+EMBL+DDBJ+PDB sequences released in the last 30 days

n_nr - Mon-redundant GenBank+EMBEL+DDBI+HPDE sequences (but no EST's or 5T5's)

c’%?

n_pat -- Mucleotide sequences fram the Patent division of GenBank
n_pdb - POB nucleotide sequences
Hn_sts -- Non-redundant Database of GenBank+EMEL+DDE] STS Division

NetBLAST =% 4L & ehiE 2 GCG 7 BLAST % » A4+ 7 < 4pk » B & 5 -
B GCG ¥ 2§ chF B & Hrkend 4F o

Selected Sequence pF - 4c 3] Sequence Manager ¥ mﬁhg H_NCBI 5 7] o &2 2%
GCG 2 GenBank 7 & o NCBI chpFfF £ %4 &< > 2 F] 5 NCBI ¥ § & F#
BEGCG LG » #T¥® Mgt E &V H I 4 » BARRE RS T o

<> VO3
<3 NCBI 1&*@ @ SNucleotide

FPubhied Nucleotide Protein Genome Structure FopSet Taxonomy Ohltd

Search [Nocleotids v for [FmbiZl 8854 ICECPESMR Gol Clax |
Lirits Previewfindex Histary Clipboard

WS&VB'T&M' Detaj]sl Add 1o Cliphoard |

O 1: 215854, C.elegans mENA for...[gi:669l] Fubhed, Protein, Related Sequences, Taxonormy, LinkOut

About Entrez

Locus CECPBEME. 1201 bp mENA v 10-MAR-1994
DEFINITION C.elegans mBN4 for capping protein beta subunit,
ACCESRION 218854
VERSION z18854.1 GI:6601
EETWORD S capping protein beta subunit,
SOURCE Caenorhabhditis elegans,
ORGANISM Caencrhabditis elegans
Eukarwvota; Metazoa; Nematoda; Chromadorea; Rhahditida;
Bhabditoidea; Rhabditidae; Peloderinae; Caenorhabditis,
REFERENCE 1 (hases 1 to 12013
AUTHORS  Waddle,T.4., Cooper,J.4, and Waterston,R.H.
TITLE fnalysis of the genes encoding actin-capping protein in C. elegans:
Complementation of weast capping protein rull mutants with the
nema tode genes

Y
o~
wn
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RS
A. BLAST

1. Altschul SF, Gish W, Miller W, Myers EW and Lipman DJ (1990) A basic local
alignment search tool. Journal of Molecular Biology 215:403-410.

2. Altschul SF, Madden TL, Schaffer AA, Zhang J, Miller W and Lipman DJ (1997)
Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs. Nucleic Acids Research 25:3389-3402.

3. EXPECT option (stochastic model for assessing chance alignments):

Karlin S and Altschul SF (1990). Methods for assessing the statistical significance
of molecular sequence features by using general scoring schemes. Proceedings of
the National Academy of Science. 87:2264-2268.

B. FASTA

1. Pearson WR and Lipman DJ (1988). Improved tools for biological sequence
analysis. Proceedings of the National Academy of Science. 85:2777-2448.

2. Pearson (1990). Rapid and sensitive sequence comparison with FASTP and FASTA.
Methods in Enzymology. 183:63-98.

C. Matricies

1. BLOSUM:

Henikoff S and Henikoff JG (1992). Amino acid substitution matricies from protein
blocks. Proceedings of the National Academy of Science. 89:10915-109109.

2. PAM:

Altschul SF (1991). Amino acid substitution matricies from an information
theoretic perspective. Journal of Molecular Biology. 219:555-565.
3. Smith-Waterman:

Smith TF and Waterman MS (1981). Identification of common molecular
subsequences. Journal of Molecular Biology. 147:195-197.

D. Match Scoring

1.

Scoring:

Karlin S and Altschul SF (1993). Applications and statistics for multiple
high-scoring segments in molecular sequences. Proceedings of the National
Academy of Science. 90:5873-5877.

X
o~
N
]



NHRI SeqWeb3.1 &% v1.0
SR BAE N i)

FRAZIIAATE R A AT EVHES EN IR AR L“F’“?}Bﬁ‘/ﬁi}i » q 8w
1] %&ﬁ;ﬁ—@g& 7> N F Ao in it 42 3 N qu%pé & Jﬁz Lot ,’;{ g&rgﬁm;}g R & {
F35 B 7B Ep iz eh Conserved Region » & § 8 i i B o B E T U K
87— 6 F B S BAp e & motif & £% KBS 8- K w1 AT eh A

BTSRRIk HO BRI ERIFE R R RSB
JE % SeqWeb » e FAF R4y LAY chk - Bk FEPE % GCG
Command Mode ¢ f+t SeqWeb { = { cE 4% o F] 5 4% & * SeqWeb » % Jf - -
BRI AR BV HE R T - - FFATR G B R ATH R K
i @D AT % o it i GCG command mode # > PR AL T B H K g &
$HenA SN L& B F 9L (4e BestFit) & 7 1+ listfile » 2 424 wF B A &
& input eEliE KB 7 H(4e P|IeUP)

- ~ BestFit 22 GAP : g5 5| % 5] A 45

BestFit f- Gap EEFT KV ¥a B A FAp 0 Eadz; > BestFit £.% kF35 4
BB 7| R B 2 £ 7] % (local alignment); @ Gap Rl E_* K F 353 ik B 7| B4 ok E 2
7% 3% 2_* (global allgnment) g K e aIgorlthm T 7 49 o BestFit & 71 d 4p i ehdk
pp iR (s A G TG gap A L) A Gap R AM T A3 E A FEEE T E = 2
Frleha T g B B¢ B4R 37 S dhgap o

- BRR O FAFEAEFPNARAZFE ORGTES BRI EZ G NP DR F
%’*—'&’%’ﬁ#ﬁl"dﬁﬁﬁ-mﬁ s P REEGE S e

BestFit
Makes an optimal alignment of the best segment of similarity between two sequences. Optimal
alignments are found by inserting gaps to maximize the number of matches using the local
homology algorithm of Smith and Waterman.

& ) ) :
% | gcally align two nucleic acid sequences. .

& {E Local Alignment H:%d
\% Locally align two peptide seguences.

Gap
Uses the algorithm of Meedleman and Wunsch to find the alignment of two complete sequences,
It maximizes the number matches and minimizes the number of gaps.
'ﬁf‘ Globally align two nucleic acid sequences.
< Globally align two peptide sequences. E Global Alignment H:3
Gap
Globally align two peptide sequences.
jER , . .
B I% FZ"FH sequences: Select From: |Default =| Project | Lacal File Clipboard Database
a:j[‘FUFf
« Sequence Description Type Length Range
capzb hurnan.uniprot sprot capzb_human =] 276 1.. 276
capzb yeast.uniprot sprof capzbh_yeast P 287 1. 287
Refresh Clear
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Gap % BestFit 55344 3 f’i‘:‘}%’"““ $henfest o e r 28 RS E R 0 EFR
S Bk TR IR R 24Pk o $E TP > € _Sequence Manager ¥ 4 i A iE B 74 » A4 o
Rt 7 5 FLERAAL LS % -

cAap of @ capzb_human.uniprot _sprot  check: 5231 from: 1 to: 276

I CAPZE_HUMAN STANDARD; FET; 276 Ab,

AiZ P47756; QSUCL4; QETE49; QONUCS;

oT 01-FEE-1996, integrated into UniProtkBsSwiss-Prot.
oT 22-4U5-2003, sequence wersion 3.

oT 18-APRE-2006, entry wersion 50.

DE F-actin capping protein beta subunit (CapZ betal.

to: capzh_yeast.uniprot _sprot  check: 2208 from: 1 to:r 287

I CAPZE_YEAST STANDARD; FET; 287 A,

AiZ P1351r; QOFOE2;

oT 01-14N-1990, integrated into UniProtkBsSwiss-Prot.
oT 01-NOW-1991, sequence wersion 3.

T 21-MARE-2006, entry wersion 69,

DE F-actin capping protein beta subunit.

Symbol comparison table: fexport/bhiogcg11.0/ /share/matri=blosuma2. cmp

CompZheck: 1102

BELOSUMEZ amino acid substitution matrix.

Reference: Henmikoff, =. and Hemikoff, J. G. {19923, Amino acid
substitution matrices from protein blocks. Proc. Natl. Acad.
Sci. UsAa 89: 10915-10919.

TR L
N
‘kﬁﬁ@F[j}fﬁL Gap Weight: ] Mverage Match: 2,778
- . Length weight: 2 foverage Mismatch: -2, 248

Quality: 579 Length: 299
\F __Ratio: 2.098 Gaps: :
ercent Similarity: 59.470 Percent Idenmtity: 50.379
Match display thre5h01d5 for the alignment(s):
| = IDEWNTITY

2
1

RERGap B NGEFLE pALEgLALI TSR LREL R HERI 2
£ ~ 4o~ M8~ Percent Similarity - Percent Identity & sez-#icid o H ¢ § 1 e g
Yip& R 7| pF > 7% A Similarity {- Identity ¢ 5= > - f% > @ % display pF+ F 3 Identity ’fr’
Mismatch(z ¢ )3 f& > F & 39 TR 7| R € &a BIeAfiple ~ a2 2 b
Similarity ¥ Identity = sﬁ e P NI E R

caph_buman, swissprot x capb_veast. swissprot March 12, 2002 12:350

1 MEDQQLDCALDI MRRLPPOQ IEENLEDLIDLYVP SLCEDLLE SVDOPLELA 50
[ I e A I - I A Y O Y I I I R R R N
1 MEDAQFDAATDITRRI NPTTLQENLNNLIELOPNLAQDLL S SWDVPLETY 50

LY
. . Gap pv
51 RDEV, VGKDYLLCDYNRDGDSYRSPWSNKYDP ..... PLEDGAMPSARLE 94

| RN HENINL 73 sl

51 KDSﬁDSHREYLCCDYNRDIDSFRSPWSNTYYPELSPKDLQDSPFPSAPLR 100

45 KLEVEANNAFDQYRDLYFEGGVSEVYLWDLD. ... .. HGFAGVILIKEAG 133
RN A RN RN RN (RN
101 ELE ILANDSFDWYRDLYYEGG 3 RVYLWDLNEEDFNGHDFAGVVLFEE, . 143

139 DGSKKIKGCWDSIHVVEV QEKSSGRTﬁHYKLTSTVMLWLQTNKSGSGT 186
[ARRERENE [ N I | I
149 NQRDHSNWDE IHVFEVTTSFPSSFDEFNVEVTTTI ILHLDETETDQNEH 194

127 MNLFGSLTROMEEDETVSDCEP . ... HIANIGRLVEDMENEIRSTLN 229

P e NI F"J”:f'flﬂgﬁ‘Fﬂf”FE‘FL

197 MUMLIGHNLTEQTEKD [ A IDMIEPLDYV IFTSHVANLGILIED IESQMENLLE 244 §§f, g L gap

230 EIVFGKTKDIVNGLRSID. AIPDI-IQKFKQLQRELSQVL’IQRQIYIQPDN 277 ]EI\J“U?, ’E& xRl

247 T?é;E%;R$}FﬁQTﬁﬁﬁAILSSﬁEEﬁN%DAQﬁéVIRGLQSL ........ 287 4\FLJ% }

Gap = 5] 4 45 5 % (1 Bl)f- BestFit «hx 7] & 45 % (T B) - 7 P & 5 | Gap
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fmallty: 584 Length: 260
Ratio: 2.464 Gaps: S
Percent Similaritw: 64.255 Percent Identity: 54, 394 BestFit pv
Match display thresholds for the alignment(s): ~ e
| = IDENTITY SR
= 2

1
caph_bhuman. swissprot x caph_weast.swissprot March 12, 2002 13-12

MEDQOLDC AL DLMERIPPQQ IEKNLEDLIDLYPSLCEDLLE SVDQPLEIL 50
L I I I A e - N A Y I O R IR AR R R N B
MEDAQFDALL DLI PRI MPTTLQENLMNL I ELQPNLAODLLE SVDVPLETY 50

—_

—_

RDEV, VGKD?LL.CD?]']RDGDSYRSPWSI'H(?DP ..... PLEDGAMP SARTR 94
o stErrrrrr ez rreeer ol -1 el
51 KDSADSI'TREYT_.CCD‘H']RDIDSFRSPWSNTWPELSPKDLQDSPFPSAPLR 1aa

5

iy

495 KLEVEANNAFDOYRDLYFEGGVEEVYLMDLD . . .. .. HEFAGVILIKEAG 138
RN R R AN R R AR RN =l
101 ELEILANDEFDVYRDLYYEGG 22 VYLWDLNEEDFNGHDFAGVVLFEK, . 148

139 DGESEKIKGCWD S THVVEY . QEKSECRTAHYELTATVMLWLOTNESGEGT. 184
o FErrer i [ - I I
149 | NQEDHSMWDS IHVFEVTTAPEEPDEFNYRVTTTI ILHI DETETDONSH 194

187 MNLGGELTROMEKDETWEDCER. ... L. HIANIGRELVEDMENEIRSTLN 229
[ T 1 I I Y - | [0 20 O A I O R I
197 MMLEGNLTROTEKD IAIDMERPLDV IFTEHVANLGELIED IESQMENLLE 2464

A ey
RS TE'E-'
ﬂ:—k{ [ pfli

230 EIYFGKTKDI 239 1
STRTET
247 TVYFEKTRDI 256 <r\\7 lEn

~PileUp : % B 5| 5] 4 4%

PileUp #25% » E#— HEFEF L H . X5 - BHa ok o FRE-H T
FAEF WA A 72 "5 3 R 7|7 (conserve sequence)pF o iR & R F 34 {7 - =t Pretty
#2358 o v & SeqWeb #® > H g ¥ 2 pkif PileUp » 2 3234 {7 Pretty -

&1 % hE_PileUp &_i¢ * qlobal alignment st $3 02 > F|pt * Kk A7 en 5 S

ROE o BAFG - TARR P PR ERZENE RS A IR 2EBRF
Pilelip
Align several peptide sequences.
Input sequences: Select From: |Default =| Project ‘ Local File Clipboard Database
Sequence Description TypelLength Range
F-actin capping protein beta subunit {CapZ P 576 1.
capzb human.uniprot sprot beta). 276
capzh drome.uniprot sprot F-actin capping protein beta subunit, = 276 2%
capzh yeast.uniprot sprot F-actin capping protein beta subunit, P 287 2?
. . F-actin capping protein beta subunit isoforms 1 1.
] unip ]
capzb chick.uniprot sprot and 2 (Capz 36/32) = 277 577
F-actin capping protein beta subunit {CapZ P 576 1.
capzbh mouse.uniprot sprot beta). 276
Refrash | Clear|
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capzb_human
capzh_mouse
capzh_chick
capzb_drome
capzh_yeast

capzb_human
capzh_mouse
capzb_chick
capzh_drome
capzb_yeast

capzb_human
capzb_mouse
capzb_chick
capzh_drome
capzh_yeast

1
~SDOGLDCAL
~SDOGLDCAL
MSDOGLDCAL
MSEMOMDCAL
MSDAGFDAAL

51

ROEY Vi kD
ROEW VS KDY
ROEW VS RDY
KDEE. kDY
KDSADSHREY

101

KLEWEA!AF
FKLEWEAN AR
KLEWEA!AF
KLETEAYAF
KLEILADSF

DLMRRLPPOO
DLMERLPPOO
DLMERLPPOO
DLMERLPPOO
DLLRRLPTT

LLDy T RDvGD
L LDy RDvGD
L LDy REvaD
L LD RDvaD
LZCDy RO IO

DoRDLYFE
DoRDLYFE
DOvREDLYFE
DOYREMYYE
O RDLYYE

IEK
TEK
IEK
TEK
LOENL

LaDLID
L3DLID
L5DLID
LIDLID
LIE

SYREZPWE
SYREPWS
SYRSPWS
SYRESPWS
SFRSPWS

kK
kK
ko
o
T

WESWYLWOL
WESWYLWDL
WESWYLWDL
WESWYLWOL
a5 LmbL

LWPSLCEDLL
LWPSLCEDLL
LWPSLCEDLL
LAPDLCEDLL
LOPHLACDLL

N PLE

50
SSVDOPLETA
SEVDOPLETA
SSVDOPLETA
SEVDOPLETA
SLVDWPLETO

100
DoAMPSARLE
DoAMPEARLE
DoAMPSARLE
DEOMPSERLE
DSPFRSAPLE

150
ACVILIKEA
ACVILIKEA
ACVILIKEA
AMVTLIKEA
AYLFEE. .

BHrggREE V-2
% o f,‘i«hr’-‘?vf%'”'%fl
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Fretty

Align several peptide sequences and calculate a consensus.

input sequences:

Select From: |Default = F'ru:ujec:t| Local File |

Clipboard

Database

Sequence Description Type Length Range
F-actin capping protein beta subunit {CapZ P 576 1.
capzbh human.uniprot sprot beta)l. 276
capzb drome.uniprot sprot F-actin capping protein beta subunit. P 276 2%
capsbh yeast.uniprot sprot F-actin capping protein beta subunit. P 287 2%
. . F-actin capping protein beta subunit isoforms 1 ..
o unip 1]
capzb chick.uniprot sprot and 2 (Capz 36/32) P 277 377
F-actin capping protein beta subunit {CapZ P 576 1.
capzbh mouse.uniprot sprot beta). 278
Refresh Clear
| 1 50
capzb_human ~SDO0OLDCAL DLMEELPPOG TEKNLSDLID LWPSLCEDLL SSWDOPLKIA
capzh_mouse ~5DOOLDCAL DLMEELPPOO TEKNLSDLID LWPSLCEDLL SSWDOPLKIA
capzh_chick MSDOOLDCAL DLMEELPPOC TEKNLSDLID LWPSLCEDLL SSWDOPLKIA
capzbh_drome MSEMOMDCAL DLMERELPPOC IEKNLIDLID LAPDLCEDLL SSWDOPLKIA
canzh ves MEDADFDASL DLLRRELMPTT LOENLWWLIE LOPHLAGDLL SSWDWPLSTD
[ Consensus|MSDOOLDCAL DLMERLPPOD IEKVLSDLID LYPSLCEDLL SSVDOPLKIA
51 100
capzb_human RDEV.VEEDY LLCDYIRDGED SYREPWSUEY DP. .. .. FLE DEAMPSARLE
capzb_mouse RDEV.VEEDY LLCDYHRDGED SWRESPWSUEY DP..... PLE DEAMPEARLE
capzh_chick RDEV.VEEDY LLCDYHRDGED SYRSPWSUEY DP..... FLE DEAMPSARLE
capzbh_drome EDEE. HEEDY LLCDYHRDGED SYWRSPWSUSY YP.. ... PLE DLOMPSERLE
canzh wes KDSADSUREY LCCODY !V RDID SFRSPWSHTY YPELSPKDLD DSPFRPSAPLE
ROKY-VEKDY LLCDYHRDED SYRSPWSHKY DP—-——— PLE DEAMPSARLE
101 150
capzb_human ELEVEAAF DOYREDLYFE WIEWYLWOL Dowenns F oAGVILIKEA
capzh_mouse KLEVEAAF DOYVEDLYFE WESWYLWOL Do . FoAGVILTKEA
capzb_chick KLEVEANNAF DOYREDLYFE WIEWYLWOL Dowenns F oAGVILIKEA
capzbh_drome KLEIEAYAF DOYVEEMYYE WESWYLWOL Do as FoAsYTLTKEA
caprh wes KLEILANDSF DWYRDLYYE ISsWYLWDL HEEDF OF ASWVLFEE. .
KLEVEA!NAF DOYRDLYFEG GWSSWYLWOL D-————- F AGVILIKKA

do % @ r —'Ig # 3 EE b A FED conserved region 3R 4 s iE R iE & T display
alignment only at positions that disagree with the consensus | 5% 78 5 b 5 5t ¥ #-4p e

residue "M AR(-) P ELIT A & 4P R 0 residue o BE Y 3R

CONSensus sequences /4 + B g < F &

~ 7T

+ =

21 =

7L ¥

At each column in the alignment: [

show positions agreeing with the

CONSENsUs in LUpper case

display alignment anly at positions that
dizagree with the consensus

none of the above
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1 50
Capzh_hUmMAan ~—-————m e m e e o
CApZh_MOUSE mmm—mm e e mm e e e e e
capzh_chick ———————mm e e
capzh_drome —=em=m==== =———=--m——— —-—— o - Amemmmmm mm e
capzb_yeast ---a-f-a-- --1---1-tt Tge--1r--& -g-1-ag--- ---—- -5t

Consensus MEDOOLDCAL DLMRERELPPOC TEKNLSDLID LWPSLZEDLL S5WVDOPLEIA

51 100 | (gt 4
capzb_human —--—.—-=-= ———-mmmm e e o s e '14 p S
CaApZh_MOUSE —— o mmm o —m e L mmm mmmmmmmm %.1. consensus
capzh_chick ----.-==-- ——mmmmmmmm e s e sequence

capzh_drame k--g.l-—-- ——————mm o S- ¥e—eaaan —--- —-g---&--—-

capzb_yeast k-sadsire- -c----—-1- -f-————-t- y-elspkd-q -spf---p--
Consensus RDEV-VESEDY LLZDY VU RDGD SYRSPWSUEY DP--—-—- PLE Di-AMPSARLE
101 150

capzh_human ------—---- ———— - e
capzh_mouse —————————— ——— e mm
capzh_chick ========== mmmmmmme o e mmm e
capzb_drome ---i---y-- ————gm-y-— -———————-—- === = e
capzh_yeast —--11--ds- —wmmee=ym= =jmmmmeeee eedfig-d- —==y=f--_,
Consensus KLEVEAAF DOYRDLYFE WESWYLWDL D---——- F oW TL TR

AEIEER 208 @ ﬁ VLR p e i E oo # Pretty #d) e consensus
sequences 2. %5 % 4 » I Sequence Manager 2. @ » 11 #-k F g o

Add the Consensus Sequence to Your List

lUse the button below to add the consensus sequence to your 1ist of input sequences. You
must enter a name for the sequence. You can edit the description line, the reference,
or the sequence.

[ Remowve Gaps 4dd to Project |

715 & SeqWeb ¢ Pretty ¥ 2% L @i PileUp &~ 477 & #%85 » 2 & GCG
Command Mode #r % {7 | F]} & GCG & & {7 Pretty #4258 2. 70 > — % & £ * PileUp >
AN gaE 0 H ooutput sk % 2 - B omsf kN 0 v 4 s 1F L Pretty #23% <0 input
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¥ - F X ORF & &) 7%

u& - B.DNA B 7] ¢ 7 it Coding 3-8 HenT i » & #E BB 58S Fov
(S Squeb PR F T2 BARSS o

— ~ Frames : # 43 Open Reading Frame

B A2 fe 0 7 14T Frames 7\2?#513’7']" # ¢ open reading frame > 7%
Gk ¥ AT 2 B Frames ¢ F i s ORF o | pFs ¥ 71 21 codon usage () -
& ORF F & #r ;i) 8L £ 7 5§ rarecodon s s # rare codon J IR S pE S i
{3 ORF e1¥ 12 /& 4p 4 e 15 o gL b > Frames © i 4877 21 ORF + g iz i

CRNIE )
1 ORF B 4nfrid &k enit Fifiﬁ ) %z‘ué %+ map (i %k o
Open Reading Frames Results
Frames of: gi_214818.ssf
HE= @l FRAMES of: gi_214816.55f Cki 6524, 1 toi L5168 May 19, 2005 14317
gi 214818 1518 bp Linsar OL-JAN-19...
Coden Tokled ecohigh.cod Threshtalds 0,00 Trarslation: trarsl_toble 01.txt
I 1 1 1 I 1 1 1 1 1 1 1 1 1 1
—_— b e P == e
I = by h h [} =y F— I
1 I 1 I !I 1
i open
. i ' I 1 i ' ! | 1 | ' I ' 1
reading frame
—_—| i e i 7 T — ' d N
3 I 1T | By O | He———i1 — 4 1
— — i — | g
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0] 1, 000 1,500

= ~Map . &35 Bl
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Mop 2
Display a restriction map of your nucleic acid sequence.
s gere Select From: IDefauIt vI Froject | Local File Clipboard Database |
Sequence Description Type Length Range
gi 214818 ssf Qi_214818 1518 bp linear 01-1AN-1970 M 1518 1. 1518
Refresh Clear |

Input Parameters:

Enzyme

Display Protein Translation
Erames

IAII_Enzymes vI

Do Mot Display Any Protein
Translations

Display Open Translation
Frames

Display the Three Forward I
Translation Frames
Display all Six Translations
Frames

Enzyme Selectar

-

-

r

[l el
Eﬁ H i Enzyme

(g 155

FALR Y H T “View Chosen Enzyme” endide > -F AT & > T30 2 4 i

o

Enzyme Selector

Intermnet Explorer

T ﬁi}\ - % ) 1 Enzyme & uf
e 7k Enzyme P& o

U R VE: B

e 4 » H B e Enzyme o
Rk r TEHA S TP E - B

=10l x|

=

Z 4 pY column F° T
15 2 E[fY Enzyme

ct enzymes from the Awailable List

Sele

11759 column &
- Map 4 ] o
H]E[FY Enzyme

apt E;*Flij
65 Selected Enzymes:
Aasl...... ?.M'nnGTC 2 ﬂ Aarl......11.CACCTGCnnnn'nnnn
Aatl..... . 3AGGCCTN.... 0 Aatll..... 0.G_ACGTC......-4
AcclBl. 3 TGC'GCA ... a AccBal. 1.GGTAC_C..... 4
AccaBl. 10 ACCTGChnnn' nnnn_... 4 Accl..... 2GTmk_AC. ... 2
AccB1L.1.GGyrC_C..... 4 Azl 1.CCG_C........ 2
AccB7L. 7 .CCAn_nnn'nTGG. .3 = Acll.... 2AAMCG TT..... 2
AccBSL. 3.CCGTTC....... 0 Acal..... 1.4CCGEGE_r..... 4
Accll. . 2CGCG...... a 25 Acul.... 22 CTGAAGRhnnnnnnnnnnnn_nn'..-2
Acclll 1. TCCGG_A..... 4 a= | |Afel.. JAGCGCT....... 0
Acelll.13.CAGCTChnnnnnnnnnn_...4 AL T CTTAA G 4
AclWl... 9. GGATChnnn'm_...1 5 Al T ATG_ T 4
Acsl TrBATT vy 4 Agel..... 1ACCGGE_ T...... 4
Acvl. 3.CACGTG....... 1] Ahdl. B.GAChn_n'nnGTC. -1
Acyl. 2.GrCG_yC...... 2 Ajul..... 2B, CCAAnnnnnnn'I'I'Cnnnnnnn nnnnn'.-5
Adel.... B.CAC_nnn'GTG...-3 Alel.. 5.CAChR'nnGTG...0
Afal.... . 2.GTAC.......... 0 | All..... 24 GCAnnnnnnTGChnnnnnnnnn_nn'..-2

||

Show Isoschizomers |

Enzyme Fileg(IAII_Enzymes El Sa\rel Save As | Delete |

Ok | Cancell

— -~

PET:

Enzyme &1 %

| owEEEE

D ——

&

&




NHRI SeqWeb3.1 &% v1.0

Bsall
Owill Hpall
Mn1I BsrFI
HpalIl — LasT
Hpy1B8III Restriction enzyme I
Acol| i i I
Bsawl | cutting site I Forward and
BspEI| : |
spol || HinP1I || complementary
EcoRI il Acul || d
Tsp509I || Cwill ATwNI Boel BbwI EcoSFMI | || stran
| | I | [ | 11 el
AT TCCEEANGCCEAGGEC TG T TCAG TTGC TEAAGGARAGA TGEGAG AT AAGECGC TGC
1 ——————m- e ——————— Fom———————— Fm———————— Fm———————— Fom———————— [0}
CT T AR T TOEGE TOCCEAC A G TCAACGAC TTCC T TCTACCC TCTCTTCCGCEACE
a BB RGP SRLAS Moo R, 0K EGRLOWE B LR, BT 2
b N 5 G 5 R G L F SC™®*ERUEREDTGT RTETSGH®HA -
C Ti B E BA.E B €S W R E G B M oG GE KB L oe =

= ~ Translate+ : #&:F 5 7|

w4y ¥ e P ORF {8 » # - translate 2 3= B A 7| > M- HAFTHT R
smotif & Fpp|E LF2 - 2 B8 1‘]‘& Squeb Sequence Manager ® i * function
e fp» ¥ 0 {F F translated 4% g A 7)) o Translate & command mode ¥ # 14 B & 12
Pipc R 7R TN B —mﬁr;] » start % stop e s BT U E i Freverse B 7)) o
SeqWeb ¢ » d 3t 8 B FjE_ Sequence Manager ¥ P~{8 & 71| » F]pt 430 - ,E;J\E/
coding sequence 5 7@ % o K7 1 E D] fd4F e translated 39 BRG] o ¥ - 2w o

EYN

FEABF LR Jﬂz * £ ghnovel sequence » # & JE ¥ It Frehtranslated F-v rgr;:?, 7] Rk

3
B
TR

% 4 aeig B¢ encoding region (74 Map szt FAS) 0 £ £ H 2 Nz ee B AN R
¥ AR AT e
Transiate+ o
Translate nucleic acid sequences into peptide sequences.
e Select Fram: IDefauIt vI Praject | Local File Clipboard Database
Sequence Description Typelength Range
®.laevis 55 RM& gene transcription factor (TFIII&Y mRM&,
HELTFIIA s5f complete W 1518 1..1518
Refresh Clear
inpat Parameters:
Codon Frequency Table Ienteric bacterial (highly expressed) genes ?a’19a’83j
5 | Use all Frames
Reading Frame
|1 vI Use selected frame
Translation Table IStandard [1] Ll
window length for splitting each input sequence to ID
overlapping windows frange @ thru sequence range length)
Dverlap to use when splitting sequences 0
Fun | = |

# & & translate (15 7] /§ >t GenBank & EMBL 1%;\ » P2 Translate #23¢ 4 47 %
fo BN BEE H- S EBAEF L translate s B - Pl R A PR KA RE

7

#L¥ e seihcoding region i& {7 translate » F]pt {8 1 ] AL Fgehd-d TR o

&

T 55 I
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Transiate Results

VIRTCH_SEQUENCE 1.0

{

name XELTFIIIA pl

descrip Translation of ®XELTFIIIA in frame 1

type PROTEIM

checksum FEEL

creation-date 05/19/2006 14:50:18

strand 1

sequUence
efrkpravgl lTkerwerrrocrwei sgtsal sptaal Titrtgnerricantgqernbfhvre
kkdwrkalprfit*paths1ilarktshvtrdywt*d1 1 grgt rstltdsitsrsasic
ailrtwvakhsratin®rfissvthsschtnvlMkavtsgflcl permaMkksMgai pakr
Mi1ahTwerlghyt*ntwgnai rt¥gyioviensatkit giirkltkkselcisaleM
avtapiplhsileaiynhfMrnrd] 1fvsM] aagnal q*kka*kdiglyMigqrrgs*rrn
alagreawplasldtypprakkkmhpfregkrlihl *kisplal kqiabwt*in*1ynni
rkhTnl ¥ 11kl psgwlthi*cgff1f1gq1 *fiffrl1*gkesvida®fv] *tawlaMpt
gkatvIMaty 1 fypMfaiksewvgaplvelftihstsktlysfskeslrecakl1s1yvckh
kctact]1Twalflgrltdpeffitef

fl1 GenBank %
EMBL H Z[Jpyu-
%17 Translate &

;+j xx?%lm U

o [ FECTEITIA £FERET 1T/ HeR Trans]ation Spanning the entire Length
« [ ®ELTFIITA trans]_11275_Tl.pep Translation from GenBank or EMEL feature tahle

[ select Al Add selected to Progect I

Input Sequence: XELTFITIA.ssf:

VINA_SEQUENCE 1.0 -
'WFOEF #.laewis 55 RNA gene transcription factor [TFIIIA) WRNA, complete
LOCUS HELTFIIIA 1518 bp HRMA Tinear WRT Z7F-APR-19393
DEFINITION ».laewis 55 RMA gene transcription factor (TFIIIA) HRNA, Ccomplete

cds.
ACCESSTON KOz338
WVERSION K02938.1 GIiz14818
KEYWORDS dewvelopmental regulation; transcription factor. _:J

bR - BT R OEIR Aok R % LigyAR &t rx’ﬂn\complementary 5 7 PEF s
& F 11 Reverse #4258 #-H £ @ X 1 B B ] 0 A i T T AR EE F AP o

wn
N
Rt
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\gﬁ

¥ HAEF HEY SeqWeb

F 6] 1% 9 4% 1535 8 7T 7| B3, 45 3] Xenopus borealis (Kenyan clawed

frog), Xenopus laevis (African clawed frog), yeast, Bufo americanus
(American toad), 2 Rana pipiens (Northern leopard frog):& & i# species 1
TFllla protein sequence - T #- sequence files 3 » p & eproject ¥ -

1.

i~ LookUp #2;% » A "Database"## =i% # Uniport » 7% {8 & Alltext # 4 »
'TRINQ", £ 2 4 = hdefault &, 2% 5 # Run in background,# i Job Manager %

Ty

w J IR ek 4 4 {7 <0 StringSearch © % 2 0 BRE view 7 % %

|

X kR EAF AP 7 £ FR 234 B T 7 protein = accession number.
Uniprot:Tf3a_Bufam Uniprot:Tf3a_Ranpi
Uniprot:Tf3a_Xenbo Uniprot:Tf3a_Xenla

Uniprot:Tf3a_Yeast

Wk RE & - T B TFIa protein - 2% "Add selected” » 3% Close B B

% 0w I SeqWeb § T+ i& ~ Sequence manager - 3% Edit » £ # refresh » f/zinis
JEE*&%;%:‘ BAer o Tz A o

kk [&» ¥ @ * StringSearch #2;% & 15 protein sequences > ¢ SeqWeb 7 F & »
StringSearch #%.3% » #A."String to search"# 4% » "TFIlla", Search set & #
protein:swissprot, ki “"search definition line only"”, £ 2k:% "Find Entries with all of
the specific patterns", "include documentation in the output file, ¥ 2% =_100 % "width
of documentation in the output file",#X %% 3 Run in background,# i Job Manager %
B VIR ARk ] 4 {7 0 StringSearch @ = BLIE view 7 % %

% &+ ¥ 13 ExPASy (http://tw.expasy.org/) # 15 protein sequences » £ f
database 1 i% #% "SWISS-PROT and TrEMBL" > # {5 %6 % # = key in
"TFINA" » £ #"quick search" =+ o d 3% EXPASY 44p bR 3R Ffe » 7 11 1%
PetniB )% % o R & SWISS-PROT £ %2 » &3] 7 £ T ? ;ﬁ-i;i ¥ & TrEMBL
BaFIEL? LR S & TrEMBL fr & SWISS-PROT 4 3 th§
Ao X 7 e R 9

%k & EXPASY & 3| & 7t » &7 M BRE R 7| Lo hyperlink > & Sequence
Information ## i+ 2::% FastA format = hyperlink » #-5 71|12 copy-paste 1= ;% * 2z
¥ A& (notepad) =%~ F 4 AR £ &> SeqWeb 1 sequence manager » #-5
745 % v+ Add from local file/refresh = 3 4 » j& % SeqWeb 2 project ¥ - 3ii
% d % SeqWeb ¢ p # - FASTA format crf % # 4% 5 GCG format, 4 & ¢ Flu :c
REV L AFhRrename w i e S enfh Lo 50 0 A ERE 2 7 i Bt
AR ] E T o Bkdeg F R - L FL DT E P sequence file - ¢ * 7
% o

&

E

T 57 FI
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F 02310 SeqWeb 3% 41 @ i B 710 — iE erraccession number £.M96160

( Mouse Adenylyl Cyclase type VI ) % i¥&_insert » ¥ — ',’in,\pGEM vector

( Accession number #_X65313) o H-#-insert ¢ — £ % ¥ 740 B &k A8 &

(1271 2010) 3| pGEM vector 7 multiple cloning site » 12 if f & 7 2% =
AW B 7] o R T HEGr® mapplot B gk -

CRLYER

HF- - L p e HHEELY hsequence manager $ I3 i ¢ 4 accession number £t
e i 71 o 4o @ ¢

i~ Sequence manager (%% #3&& p.8) » i Sequence Manager ¥ J& FRE ¢ 4e »
B 7

Sequence Manager

Project: | Default vl

Records: 21 Displaying: 21- 2
T .4 Sequence Description Typelength Modified On
H.laewis 55 RMWA gene transcription factor (TFIIIAY May 19 14:48: 46
[ =ELTFIIIA SSmeNﬁ, complete M 1518 5006
Add From: | Select... ~] |Select a project... »| Copy | hlove | Edit | Deletel
Select...

anal F|Ie

@ 1997-2006 Accelrys Inc

Search Database Results

Select a Database and enter the Entry name or accession number to search
Project: Default

Database: | nucleic: genbank -- DMA Databases (GenBank w/o EST, G5, HTC) j
Entry Name OR Accession Number: |m951ED

Mote: Use '*'to represent zero or more characters in the name, Use '?' to represent a single character in the name. [ e.g.: AADOZE*
or AADD3ES? )

Search E%l Cancel I

Records: 1 Displaying: 1- 1

| A Name Description

LOCUS RATADCYE 4131 bp mRMNA linear ROD 27-APR-1993 DEFINITION Rattus norvegicus
I gh roim36160
adenylyl cyclase type WI mRNA, complete

IDefauIt vl Add Dane I

'H}:%: ~ map:}ﬁc s by FVE ke 7 Yipy

2 B ("R - 7 7F 0 insert HE S e
) 35 4 insert (M96160) # 1271-2010 #

RS SR

| \\\?{r

wn
oo
Rt
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Map

Fa
Display a restriction map of your nucleic acid sequence.
NP S AR Salect Erom: Im Project | Local File Clipboard Database
Sequence Description TypelLength Range
RﬁTﬁDCYB.SSfCF;a;tUS norvegicus adenylyl cyclase type VI mRNA, complete N 4131 1. 4131
Refresh Clear

input Parameters:

Enzyme IAII_Enzymes vl Enzyme Selector

Do Mot Display Any Protein I
Translations

Display Open Translation

: y : i
Display Protein Translation Frames
Erames Display the Three Forward &
Translation Frames
Display all Six Translations o
Frames
Treatd scular
<\Sh|:|w gnzymes that cut only onc
Minimum NUmBber of cuts I frange 1 thru 100000)
Maximum number of cuts IIDDDDD {range 1 thru 106000)

insert en% — Bz L4 22 £_EcoICRI » % = B 54 *4 % % €_Xhol

sc T
I BglII

I I
GMTGAGCTC GCCCGG'I_I'CGACMGCTGGCTGCGGAGMTCACTGTCTGAGGATCM
C'I_I'ACTCGAGM&CGGGCCMGCTG'I_I'CGACCGACGCCTC'I‘I'AGTGACAGACTCCTAG'I‘I’

TGTGCGCCGG'ITCCTGCTCACCTI’CCAGAGGGAGGATCTCGAGMGMGTA‘ITCACGGM
ACACGCGGCCMGGACGAGTGGMGGTCTCCCTCCTAGAGCTC'ITCTFCATMGTGCC'IT

HI= ~®F mapdp 4 o bR e % i o 35 1) pGEM vector (X65313)
multiple cloning site ¢ ¥ * % AL FUFIAEZ B2 30 B R g Rs G Ecl36l e Xhol’
&% cloning fjﬁil AR o

wn
O
Rt



NHRI

SeqWeb3.1 &% v1.0

Ma<Cuts: 1
May 19, 2006 15:24
BmeT110T
foeal |

PspKIl
EcoRI  HincII

acl | Acc PspOMI xbal
MscT S'F1'I| | Sa1 amHI |&pal |

| | [ ] ] [
GGGCGAﬂTTGGCCﬂﬁGTEGGCCGﬁGCTCGﬂﬁTTCGTEGAECTEGﬁGGGﬂTCCGGGCCCTC

CCCGCTTﬁﬁECGGTTEﬁGCCGGCTCGﬂGCTTﬂﬂGCﬂGCTGGﬂGCTCCCTﬁGGCCCGGGAG

a G. R T: G =@ W= G =R: A R Ee ROSE: GRS R GG T R W L -
b  E L &~ K = »~ E L E F v D L E & 5 G P 5 -
C A ouND WS R SS: B SR S5E S5 NS S SR S ER R B OGP lEe=
#H Zf® ~ % sequence manager & M96160- 4 L if § 3% =i/ 7| (iE Ec113611 3] Xhol
Z2_ ) 3z {8 2LiE "Enable Multiple Selections” 2 if 1‘!41,3@ FehR 7)o
1S y i -10j x|
Fil: Edit Fuonctions Feature View Help
Edit Sequence RATADCYB_1.ssf
Feature ftatus Filter: [ Invalid [V 8uspect [ Pending [¥ Validated
Mouse-over to show feature description. Click to select
I | [ems 14 3556
! 1K 2k K ok
I
[¥ Enable Multiple Selections (% Feature ( ORF
S1101 F1111 f1121 f1131 Fl141 1151 1161 H171 S1181 H1151 S1201 -]
TGO TR0 TG TECAC TR AGGAACTOE TCA TR AC T IGAATOAGETCT T TH000GG T TODACAAGCTOOC TGO GAGAA TCACT G T TRAGGAT AN
L1211 L1221 L1231 L1241 L1251 L1261 L7 L1281 L1291 L1301 311
GATCTTAGGAGACTGT TACTACTG TG TR TOGGGCTH00GAGG 0N RG5CAGAC A TROOCACTOC TG TG TORAGA T0000 TAGACATRATOGAGGOA TCTORCTOR
L1321 L1331 L1341 L1351 L1361 b371 L1381 L1301 L1401 L1411 L1421
THOSTGAGGTAACGETOTAAA TET GAACATGOGCH THGGCA TOACA GO GGOR TR TACACTOOGG TG T T IR TCTGC00AAA TEOCAT T IGATG TC TG TOCAAC
L1431 L1441 L1451 L1461 L1471 L1481 L1491 L1501 L1511 L1521 L1531
GATTGAC T RGO AAC A A TH G AT GO G660 NGOG a0 A T ACA T A TG00 ACACT AR TACC TR AA GG GGACTATEAGG TO0AGCCAGGC0S
L1541 L1551 L1561 L1571 L1581 L1591 L1601 L1611 L1621 L1631 L1641

TOGOG TGAG A TACC T AAGGAG G T T TGAGACT T IO TCA TAC TAGGAG O A A AA AT GAAAGATGAGAASGOCATGCTOE TOAABCTECARC
L1651 L1661 L1671 L1681 L1691 L1701 b1l L1721 L1731 L1741 L1751
GOACD GG AT T RAAGGACTEAT OO TG00 T T TR A TG T IO TG AT A S G AT TAAGGCA T IO ACAGATOGGCA TOSATGACTCT

L1761 L1771 L1781 L1791 L1501 L1511 L1gz1 L1831 L1841 L1851 L1861
AGCAAABARAAD GG THO A A T T TR AAC T RAGGA TR ARG TOGA G AG T T THG000 AR A TCEA TR0 SAAG A TR ACTAGC TR TAADGACTA
L1571 L1381 L1391 L19m LN L1921 BLEN L1941 L1951 L1961 L1971

TG TGOE005G T IO TGO CAD T T A GA GGG AGG AT TG GAAGAAG TAT TCATGGAAAS TAGACOCTCS TT TODGAGCC TACG TOROC TG TG00 TOCTGE T T TTCT
L1gg] L1gg1 L2001 o1l L3021 L2031 L2041 Los1 La061 Lo71 L2081

4]

P

[2=E Arplet TRES

2

sequence manager s i& X65313 - Rk 7| pGEM vector c:g § =% 0 pEF {53 ﬁzz A
L eokk ik 0 V3 ATH ©

[N
(@)
Rt
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H eb Sequence Editor -10] x|
File Edit Fonctions Feature View Help
Edit Sequence CYGEM11ZP.=ssf
Feature Status Filter: [ Invalid [ Buspect [ Pending [ Yalidated
Mouse-over to show feature description. Click to zelect
| | , : , misc_featurs 854 1083 a|
] 1Dbl:l 1500 ZDbD 2500 SDhD 3500 mizc_feature 204 230
mizc_featurs 838 S04
mizc_feature 3322 3777
mizo_featurse 3778 3038
@ G]].> misc_feature 3898 3014
promoter 3941 3957
| ztart 25 25
[+ Enable Multiple Selections % Feature (7 ORF
GO GAA T TGO AAG TSGR T T IGO0 GG T IS ACAA GO TG TGO GRA A A TCACTE T I GAGGA TCAAGATCT TAGGAGA =
4 b1 71 L3 41 L5y 1 Bl 51
CIGTTACTACTE TG IG TIORGOS A O A A A TH AT TG IR TS AGA TG TAGACA THATOGAGHOCA
tg) Lol b1t L21 ] L41 L1s1 Y161 Sl
CIOEC TG I G IGAGG TAA GGG IO TAAA TE TRAACA TGOS TGGGCA T CACAG GG TG TACAC T GG TG TOCT IGG TC T
L181 o1 L1 L1l 21 L3l 41 L251 261
GAAA TG AT T IGA TG T TG T AA A TG TRAC O TE R O AACCACA THEAG GO HGEE GG GEG A TOCACATCACTCE
by 281 | eIl 311 Ly 331 341 351
LR CACACTRCAG TA S TEAACGEEEACT A T oG THEAG A OGS T GG TEA G G AA GO TACC T AAGTAGOCAGTGCATIC
561 371 L3z L3g] Y401 L411 L4321 L4431 L4441
AGACCT TOCTOATACTAGEA GO AR CATAAA G ARAGAGEAGAAGG A T T GG TCAAGC TGCA G AT OGO AAC T A TG
Ly51 ka1 471 kg1 451 Loy L5y Lo Ls3)
AARGACTGATGO0O5CTGEGT IO TGACOS TR0 T TCT OO GANCAAGRACTCTAAGRCAT TOGACAGATOGGCATOSATGACTCTE +
1| | »
[EE: Applet THER

AT ~ ¢ * mapplot (F- 5% 0 7

Ecll3611 4= Xhol £_7 & 7% & -

[Lineard MAFALOT of: clom SS0518CCYVEEMIIZFY okt 5038, 1 to: 3357 Moy 18, 2008 15:54.

B L 1500 2000 2500 ey EC
htll 3 5 : 5 5 + L GAGET'
Hscl r 3 = = = . 3 1 GT'nk_AL
#hdl t 1 GACnron' min
Alal 1 1 B8ARREAreAT To renn.
gul ' 1 GoEGC
i t L OrTACrnred Tronenn.. .
Bl } 1 GUEATCL
II — L A'GEATCT
11 1 L GMEnRCAnCTCrnrmnn.
LA = b
+ '6Tr
E=afI : 1 AMNEAMNSnrEnREnn_nn.
Eanl t 1 GAATE Cn'
E=nFI T 1 &4 Crnnmnnonnn ' n.
BBl 1 T'GTAC_A
Ee3GL 4 L CC* Ty &=
BtaZl ¥ 1 GOBATERrrnrrnren' -
Oralll } 1 GAC_non ' GTE
= t L GNG'CTC
} L GETOn n_rniGE
HirdIII r 1 ATAGLT_T
Mlul T 1 A'CGEE_T
Maal t 1 GOC'HEC
Meal } 1 G'CATE B
Md=l t L CA'TA_TE
MgoH Iy } 1 GUOCEE
tI II L ac'oao: oo
rall T L A_TGCA'T
Psl1 t 1 A'CATAT
PTIHI + 1 CCAn_rnn ' nTEG
Fell t 1 TTA'TAA
FeciiHI } 1 G'BEC_C
I + L o _MacT'c
Sapl T 1 GETCTTCR ' npee
Sezal } L ABT'ACT
Smal t 1 COC'BEG
hI 1 1 GCATE'C
I t 1 GOCC ' EE6C
*bal } L T'CTRG_A
#hol . 1 C'TCBA_G
@ I 1 GCrRGE_E
4 t L GMan'nnTTC

Y
(@)Y
—_
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"ﬁ 1%

FAQ P pFi2 * GenWeb + SeqWeb & GCG Command Mode?

GenWeb
<ERR P> FARRE 0 FEFRA DA FHF W FHES 5 4o BLAST -
FASTA ~ S-W -~ FrameSearch - ProfileSearch % -
<%iEix i *> BLASTN ~» TFASTX -
SeqWeb

<iEZRRF> 3 g}q;gﬁ] 11 GCG #2.5% > v GCG % * #25% > 4v Map ~
PileUp ~ Frames % -
<%tk i * > BLAST - FASTA - StringSearch
GCG Command Mode
<EH B> H- i SRR F| A 47 SeqWeb i e 47 4R 5% 1Y
% BLASTN ~ NetBLAST % > &4 § & 3 & * ch.ps []A) »
<HIERR N> $HAF A o AN GCG A2at

Project - GCG 5 7| #h % % » SeqWeb ¥

Stepl #-DNA A 74 FTP T £ 31 B 4 %7 - 5 282 4
Step2 % SeqWeb =1 Sequence Manager ¥ =1 Add # i - iE Add from local file T+

\Project #- SeqWeb =5 71 4% % 2x ~ GCG ¥ \

Stepl # SeqWeb < Sequence Manager * #-#% % e? ) > B 12 Save As 3 BB A R
L

Step2 2 FTP } @ % GCG - £ reformat *# o

&
[@))
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4 TR

1. ApFLFETBRALTRE EAFTRILITFAY 85 YL XEF L%

2. RA7FELTEP o A5 FTaF4 ¢ s Foaigfida AL @R

3. - xX#FGCGC M HHEMF

4. Baxevanis A. D., and B. F. F. Ouellette (1998). Bioinformatics, A practical guide to
the analysis of genes and proteins. Wiley-Interscience Publication. New York.
370pp.

5. Bishop M. J. and C. J. Rawlings (1997). DNA and Protein Sequence Analysis. IRL
Press. New York. 352pp.

6. Griffin A. M. and H. G. Griffin (1994). Computer Analysis of Sequence Data part I.
Humana Press. New Jersy. 372pp.

7. Shpaer E G. Robinson M. Yee D. Candlin J D. Mines R. and T. Hunkapiller (1996)
Sensitivity and selectivity in protein similarity searches: A comparison of
Smith-Waterman in hardware to BLAST and FASTA. Genomics 38(2). p179-191.

8. Setubal J. and J. Meidanis (1997) Introduction to Computational Molecular
Biology. PWS Publishing Company 296pp.

Useful Links:

1. IidFr2 A2 F g | ¢ http://bioinfo.nhri.org.tw

2. GCG Manual : http://bioinfo.nhri.org.tw/gcghelp/gcgmanual.html

3. POST & 7. : http://binfo.ym.edu.tw/post/

4. NCBI : http://www.ncbi.nlm.nih.gov

5. EMBL : http://www.embl-heidelberg.de/

6. DDBJ : http://www.ddbj.nig.ac.jp/

7. EXPASy : http://tw.expasy.org/

8. Uniprot : http://www.expasy.uniprot.org/

SeqWeb v3.2 3 % %1k
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