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Abstract

The DDBJ (DNA Data Bank of Japan) home page fea-
tures a submission system of nucleotide sequence data
(SAKURA) and various tools for analyses of nucleotide and
amino acid sequence data.

In this manuscript, we explain the methods of data re-
trieval by key words search, homology search, and multiple
alignment using the DDBJ home page.

A. Accessing DDBJ Home Page

Start up your browser application and access the DDBJ
home page (http://www.ddbj.nig.ac.jp/). Fig. 1 shows the DDBJ
home page (The URL for the home page written in Japanese is
http://www.ddbj.nig.ac.jp/Welcome-j.html).

B. SFgate-WAIS: Data Retrieval Using Key Words
Click “Database Searches and Data Analyses”. The
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Fig. 1. DDBJ home page.
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Fig. 2. Database searches and data analysis.

v,
o 4855 :

vl

& |http :/ /Ttp2.ddbj.nig.ac . jp 5080/ dbsear ch-e-new.htm)

| & war

Database Searches

& Select one of the following databases:

[Nucleotide Seguence Database] - (DDBJ : Non-redundant Darabase)

& LDBJ rel. 37 (Mar, 1999 Enwies : 3,311,627 Bases:2,375,261,951 ) + DDBINEW
(Q DDBJNEW  only daily updates from DDE VEMBLIGenBark

[Amino Acid Sequence Database]

O PIR rel. 60 (Apr, 1999 Sequences : 122,510 Residues 140,065,456 )
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Fig. 3. Database searches.

“Database Searches and Data Analyses” page will appear (Fig.
2). Click “Data Retrieval by key words using SFgate & WAIS”
in “Database Searches”. The “Database Searches” page will ap-
pear (Fig. 3).

Select the database from “Select one of the following
databascs:”. In this example, the database “DDBJ” is used. In-
put your key words in the “Enter keywords:” field . You can
input plural words (Key words that appear very frequently in
the database will be ignored.). In this example, four key words
[blood and fucosyltransferase and Bombay and “Kaneko,M.”]
are given (Keywords including special characters such as -/,.*

tabase Searches and Data Analyses”®X— JIZA D 3 (F2) .
“Database Searches” D IH H @ 1) “Data Retrieval by key words us-
ing SFgate & WAIS"% 7 ) v 79 % L [R3DBEEICE 7,
“Select one of the following databases:”#* 5, ¥ET B F— ¥
N—REFRLET, TOFITIE, BEF*RETLOTTF
74N PTDDBI"DF ETHWTWES, T+, “Enter
keywords:”?®D7 1 — ) FRIZ¥—T7— P2 AHLET, Zhit,
BEOBEBMEANTAEIEDNTEEIT BEFRIZL SN
HRHEOTEELTFE W) , 725 2iF. blood and
fucosyltransferase and bombay and “KanekoM.”& A7 LT | -
AT VAT 9 v 2) (Hr=y (KT RYH(TRY YR 7Yk
WotRESEELXF - T - VERBETLELSICE., 205 —
T— N5 RRFCHEAZ T | “sartsearch”% 7 ) v 7 L ¥,
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L & [http:#/ftp2 ddbj.nig.ac.jp :2080/¢qi-bin /callSFgate-new p1

Database Searches

Your query was:
hlond and fucosyltransferase and bombay and “kancko,m.”

Results of Sextch (2 - 5)

Select some of the following documents:
(Itis impossible to show over 6 entries by the restriction of MSIE)

[ fewh documezss | | new choice |

1: ] AB004860 Homo sapiens gene for alpha{l,2)fucosyl 3 { , COMP. cds.
Database: ddbjl, Size: 3.0 kbytes, Typs: TEXT, Score: 445

2:[] ABOD4859 Homo sapiens gene for alpha(1,2)fu , cds.
Dawbsse: ddVjt, Size: 3.6 kbytes, Type: TEXT, Score: 441

3:[J AB004861 Homo sepiens gene for alpha(l ,2)fucosylaansferase, complcte cds.
Databsse: ddbjl, Size: 3.8 kbytes, Type: TEXT, Score: 441

4: ] AB004862 Homo sapiens gene for alpha{1,2)fucos £ . plete cds.
Dawbace: ddbj1, Size: 3.8 Xbytes, Type: TEXT, Score: 441

5:[] AB004863 Homo sapiens gene for alpha(1,2)fucosyltransferase, complete cds.
Datsbase: ddbj1, Size: 3.9 kbytes, Type: TEXT, Score: 440

Fig. 4. Result of database searches.

Youx query was:

ABU004860 Homo sapiens gene for alpha(1,2)fucosyliransferase, complete

blood and fucosyltransferase and bombay and “kaneko,m."

cds.

LOCUS ABO04860 1087 bp DNA HUM 0S-FEB-1999
DEFINITION Home sapiens gene for alpha¢1,2)fucosyltransfarass, complete cds.
RCCESSION  RBOO4860

NIB d1107307

VERS 10N REOO48E0. 1

KEVYWORDS alphad i, 2)fucesyl transferase.

SOURCE Homo sapiens (isolate:Japanesa) DNA.

ORGANISM Homo sapiens

Eukaryota; Metazoa; Chordata; Vertebrata; Mammalia; Eutheria;
Primates; Catarrhini; Hominidae; Homo

REFERENCE 1 <(bases 1 to 1097)
AUTHORS  Kaneko,M.
TITLE Direct Submission
JOURNAL  Submitted ¢16-JUN-1997> to the DOBJ/EMBL/GenBank databases. Mika

Komeko, Institute of Life Science, Soka Univerzity, Division of
Cell Biolegy; Tangi-cho 1-236, Hachioji, Tokus 192, Japen
(E-mai | :mika®scel. t.soka.ac. jp, Tel:+81-426-91-2495,
Fax:+81-426=-91-9215)>

STANDARD  ful! staff_review
REFERENCE 2 <(sites)
AUTHORS Koneko,M., Nishihara,$., Shinga,N., Kude,T., lwasaki,H., Sene,T.,

Okybo,¥. and Narimatsu,H.

TITLE Wide variety of point mutations in the H gene of Bembay and

para-Bombay  individuals which inactivate H enzyme

JOURNAL  Bload 90, 833-849 (1997)

feadon_start=1
/gene="h2"

alpha1,2>fucosyl transferase”

="BAA20SS?. 1"
/trans|ation="MILRSHRALCLAFLLUCULSU | FFLHIHQDSFPHOLGLS ILCFD
RRLUTPPUR |FCLPGTRMGPNRSSSCPOHPASLSGTUTUYPNGRFONQMGQYATLLAL
ROLNGRRAF | LPAMHARLAPUFR | TLPYLAPEVUDSK TPKRELQLHDWMSEEYROLROP
FLKLSGFPCSHTFFHHLREQ | RREF TLKDHLREEROSULGOLALGRTGORPRTFUGBUH
URRGDYL OUMPORMKGUUGDSAYLROAMDWFRRRHERPUFUUTSNGHMEHCKEN | DTSO
BOUTFAGDGOEATPHKOFALLTQCNHT IMT | GTFGFUAAYLAGBOTUYLANFTLOTLS

=)
/transi_table=1
mutation 990
Jsreplace="G to none”
BASE COUNT 184 a 368 ¢ 309 g 240 t 0 others
ORIGIN :

I

atgtggcotee ggagecateg teagetotge etggecttce tgetagtetg tgtectatet
61 gtoatcttet teotocatat ccatecasgac agottitoeac atggectagg cctgiegate
121 ctgtgtceag aecgeegect ggtgacacen ceegtggeca tettotgect gecggatact
121 gegatggges ceaacgeetc ctettecigt ccccageace ctgettecet ctecgoeace
241 tggactatet accccaatgg cogglttoat aatcegatgg gacagtatge cacgetgetg
301 getetggece cgeteacegg ccgeogggee ttlatestge ctgocatgea tgecgeectg
361 gececggtat toogeatcoe cotgocogtg o g oagtg

421 tggegogoge tgcagettca cgactggatg teggaggagt aegeggectt gagagatect

481 ttectgaage tcictggett ceectgetet tggmettict tecaccatet cegggaacag
541 ateegeagag aglicoccet att g gag tgtgotgggt
601 cageteegee t age et ttgteggegt ecacatgege

651 egtgaggact atotgenggt tatgeetcag cgetogoagg gigtoQtogeo cgacagegee
721 tacctecgge aggecatgga ctggticegg gomcggeacg amgecccegh tttegtggte
781 oecageascyg geatggegtg gtgtacagaa oacategaca cctceceggg egatgtgacy
841 titgetggeg at gget [} goct ttgocetget tge
901 aeecacacca ttatgaccat tggeacctic ggettctagg ctgectacct ggetggegga
961 gacactgtet acctggceaa cticaceete cagoctetga gttoatgaog atctttacge
10Z1 ¢ggaggegge ctteatgesc gagtgdgigg geattaatge agactigtct ceactetgga
1081 cattgactaa gecttga

Fig. 5. Example entry.
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Fig. 6. Search and analysis.

| « PrROGRAM 2
>  blastn (DNA Query vs. DNA DB) 4] =
B ¢ DATSBASE -
 defeult 2] P Select (hese menu

* DIVIRION (effective only when "DDEJ periodical release” selected , enable multiple selec tony :
fumar <] |GSS 4»] [EST (H.zapiens) [
primates HTG EST <C.elegans> [ |
rodents phages EST <0.sativa?
mamma | s patents EST <M.musculus?
vertebrates §TS EST ¢R.thaliaray [_|
invertebrates BNAs EST ¢Other)

® Cap :
& ON () OFF
® QUERY SEQUENCE NAME :
‘ |human alphatt,2fucosyl transfe
¢ * QUERY SEQUENCE :
The query sequence is filtered for low complexity rezions by default.
File Upload;
‘ | S0,
or COPY & PASTE:
t atgtggeten ggagocateg tecagetctge etggecttee tgetagtetg
tgtectetet
61 gtaatcttct tectecatat ceateaagac agotttecac atggectagg
cotgtogate
121 ctgtgteeag acegecgert ggtgacacce ceagtggeoca toettetgent
gcagggtact
181 gegatgggoe ceaacgecte ctotteetgt cecccageace ctgettecct
cteceggeace
241 tggactgtct accccaatgg ccggttiggt matcagatgg gacagtatge

cacgetgotg
200, ot 3 LXRFT] 4 i, L-T-9_1
<@l
* RESULT :
® WWFW O B-Mail |
[0 InHTML format

T i

Fig. 7. Blast search.
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[Result of BLART] [Select Sequernses]

Click here
BLASTN 2.0.7 [Dec-21-1998]

Reference: Rltschul, Stephen F., Thomas L. Madden, Rlzjandro . Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (19973,
“Gapped BLAST and PSI-BLAST: @ new generation of protein database search
Nucleic Acids Res. 25:32389-3402.

programs”,

Queru= human aipha¢1,2Xfucosyl transferase, complete cds.

1097 letters)

Database: ddbjpri.seaq

4977 sequences; 3,800,669 toial letters

Searching. ........... ..., done

Score E
Sequences producing significant alignments: (bits) UValue
087932 | 087922 Chlorocebus qethiops saboeus gene for alphall,23f. .. 17a0 0.0
ABNOBE 10| REODSE 10 Ponge pugmasus ONA for alpha (1, 23 fucosyltr. .. 135 8e-32
ABOOGE 12| ABONEH 12 Pan troglodytes pseudogene for alpha (1, 20 ... 129 Se-30
ABED1S634 | ABO 15634 FPan troglodytes gene for alphadi,2ifucosyltra. .. 121 1e-27
087922|027933 Chiorocebus cethiops =aboeus pseudo gene for alph. .. 118 B3e-25

Fig. 8. Result of blast search.

can be specified by using double or single quotation marks),
and click “start search”.

Fig. 4 shows the result of database searches using the
four key words above. In this example, five database entries
were retrieved. Click an accession number and the correspond-
ing entry will appear (Fig. 5).

C. Homology Search Using FASTA, SSEARCH and BLAST

You can analyze your nucleotide and/or amino acid se-
quences obtained by using homology searches (FASTA/
SSEARCH/BLAST).

Click “Homology Search using FASTA, SSEARCH and
BLAST” of “Database Searches” in the “Database Searches and
Data Analyses” page (Fig. 2). The “Search and Analysis” page
will appear (Fig. 6).

Select the homology search method in “Scarch”. In this
example, “BLAST"™ has been selected. Click “BLAST”, and the
“BLAST Search” page will appear (Fig. 7).

Specify the search program from “PROGRAM :”.
Choose one of four programs. The default is “blastn” (compares
your DNA sequence with nucleotide sequence database). Specify
the database in which homologous sequences are to be searched.
Several databases are currently available. “DNA” is a non-re-
dundant database which contains all available nucleotide se-
quences at present. Specify the division in which homologous
sequences are to be searched. This option is effective only when
“DDBJ periodical release” is selected. In this example, “pri-
mates” has been selected, and it means data of non-human pri-

FNENDOEEE Zand T2 R WD T, LEOFITIE4ONEES
FYRTEOLY M) —-2BRELT T, B, “Options” L8
FHTFTANMMDFEFEFTCRVERVET,

H4iZ LA DB ERAV L EDOBEFRTT., 0
BTz, 5o P —HELNFLL, FREFRAOY B
V—DXEEI) v rTEE K5SOL)RE4OTF—IPESL
nEd,

C. R SE (FASTA/SSEARCH/BLAST) (& 34ER
RIZFDRE

B TEIRE L -BEFRF -7 — FREILL > THE
L7oBfzT, $od7 3 /By e L L ARk s 2 85T %
HEM4#RF (FASTA/SSEARCH/BLAST) (2L - TH#FT2Z &
HTEET,

“Database Searches and Data Analyses”®X— 3 ([2) D*“Da-
tabase Searches” IR H O H D “Homology Search using FASTA,
SSEARCH and BLAST % 7 ") v 73 2 L M6 BEEHIZH E T,

“Search”MIEE 7> 6 L OFETHEERELITI L RO Z
T ZOFTIE, “BLAST'# IR L T ¥3, “BLAST DXF
%0 Y v s AET-F ANEEICAN T (T .

¥ T“PROGRAM :" T, R+ 7V a v2REL 3. B
DREBIZELE, 42DTUTTLDIBLOVWTRIEIEEL £
To F7 4L MTIE, “blastn” (T, HA:OEERFIZIE
ERFIF—FN—RLEBRLET) PRESNIT T, KII,
“DATABASE T, MEGRL L AT —IN-—2%28EL F
To F7 4N bid, “blastn” & “tblastn” DA 1L “DDBJ release
(DNA)Y”, “blastp” & “blastx” D #5413 “Protein ALL (Protein)” T§ o
“DDBI release (DNA)" % B4R L7235 &. “DIVISION"Z 6 & ) &
MoMERNEEFRIALI L TE TS, I 2 Tid“primates” %
BRLTVWET, Shid, e MHOEEEOT— ¥ #EIRL
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[Result of BLAST] [Selzet Sequenies)

Query name = human alphail 2)fucozvltansierase, complete cds.

{ CLUSTALW SETUP | 20 w multiple aliznment and phylogenetic tree construction. (clustel W is used)

&

1S DL
. E Cllclatt‘gml? tron
D87aE2-1:
ABOOGGI0-1: 824
ABODGG 10-2: 486
ABOOGG10-3: 1012
ABODGG 10-4: 634
ABOOGE 10-5: 440
ABODGG12-1: 877
ABOOBG12-2:  H94
AEDO66 12-3; 1012
ABNOGE12-4: 496
ABO0GGE12~5: 274
ABODEE12-6: 440
ABO15634-1: e
ABO15634-2: 496
ABO15624-3: 271
027933-1: 877
De79223-2: 1012
De7a33-3: 694
D87933-4: 496
[ ABD1SE3S-1: 772
ABO1SE3S-2; 496
ABO15635-3: 440
ABOOGG11-1:  §77
ABOOGG11-2: 1012
ABOOBS11-3: S50
ABOOG611~4: 694
REOO6611-5: 440
ABODGGOO-1: 877
ABOOE609-2: 1026
RBOOSE09-3: 550
ABOOGG09-4: 732
ABODGE0O-5: 440
D87934-1: P75
D27834-2: 496
ABO15636-1: 772
ARD1S636-2: 496
US9636-1: 65 >y
Us1064-1:

Check this box
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255
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>
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PR

>
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>
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33%55%
>
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35353
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Fig.9. Select sequences for multiple alignment.

mates. Input a name to classify the query sequence in “QUERY
SEQUENCE NAME :”. Input a sequence only (The sequence is
not FASTA FORMAT.) in “QUERY SEQUENCE :”. You can
copy&paste the nucleotide sequence data of Fig. 5. Select how
to receive the results. When you select “WWW?”, the results are
shown in WWW. When you select “E-Mail”, you receive the
results by E-mail. If “In HTML format” is checked, the results
will be loaded into a web browser for viewing. Then click the
“Send” button. You can select more detailed options in the “de-
tailed option” section.

Figure 8 shows a sample result of a BLAST Search, From
the left, accession number (you can see each data by clicking
this), LOCUS and DEFINITION, Score (you can see each mul-
tiple alignment by clicking this), and E value. Results of each
multiple alignment are shown on the button part of this page.

124

TV E$, “QUERY SEQUENCE NAME (213, »i/-nifH
BEFIOAAT A TEE L F T “QUERY SEQUENCE {5 EF| %
BELEFT, Tk, BV DA EFZFZA MRy 7 2IZAHL
TTF &, (FASTA7 #— v FTWEH N FHA, ) Iy FT
FR=Z P TRSOIBREETIOHFTE2ANDL I EDTEEFT, X
W, REEROZITR) FEEZEBELI T, “WWW EEEL
e REERTWWWEEICFERL I ¥, “E-Mail"23EL
oA, MEMEEIEESNIE-MAlT FLALIZEELE
To F. “B-maill” B3 L7z & %124 HTML format” % F = v
755 EHTMLERDRN 774 Vst bhd, LT,
“Send”F ¥ x7N v LET, BB, FRUTOIEB

(“detailed option”) T, L D EFHMARELTIZLLTET
To

FI8IZBLASTOMRFEMR OB AR L TWE T, Db, %Y

L2 MY —DACCESSIONES (INE2V v r32L 207 —
YERBIENTETT) . LOCUS EDEFINITION. Score (=
Zx 70y 7 T5HEBLAST HREDEERFHSIBHL
T) . BXUEvalueTt, FNTII, BLASTHR DL EEFII
THREAENTNET,

- -
—
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® PROGREM |

CLUSTALW
* ALIGHN
® ON (O CFF e
TYPE OUTPUT ‘OUTORDER ~ MATRIX " 'GAPOPEN  GAPEXT
AUTO s (chwtl — &) (afigned  ¢)(bosum 2 |
GAPDIST  MAXDIV  ENDGAPS  NOPGAPS  NOHGAPS
= 40 (orF 2] f{oFF 4] (OFF ‘3]

. QUICIE)TREE (effective only when "&LIGN" selected) :
ON

KTUPLE  WINDOW  SCORE

PSP T ev,,l.,, — o

WGAPOPEN PWGAPEXT

KIMURA ~ TOSSGAP  OUTPUTTREE

[ ON %] TON 2 ) (ohotip

® BOOTSTRAP |
Q ON @ OFF -
KIMURA ~ TOSECAP  OUTPUTTREE

SEED

e c-Iphymﬁ;W

® SEQUENCES :
File Uplosd.:

g

or COPY & PARTE:

ﬂ| 1000

"

i

acacag lg LGACCHCReRdier tgaccat1yggacg1iegggatc tgggecgcaiaccia
acgggeggagacaceate tace tggeeaat tacacecteccogactecect ticcteaaa
atotttaagecagaggeagae ttactgocggagtagatggg

»ABO1S635~1

gatgtggtgttigetggegatggeat tgagggeticaccigecaaagattttgetotacte
acacagtgtaaccacaceateatgactat tggaacqt tegggate tgggeegeatace te
acgggeggagacaceatetacciggecaat tacacec teccogac teceect tteateaaa
‘latctttaagecagaggeagec ttectgoeggagtag

>D0387934-1

glggtcaccagtaatggeatggectgatgicgggag tt 1
gtggtgtttgotggegatageat tgagggotoacetgecaaagat tttgeactacteaca
cagigtoneecacaccateatgaccategagacgttcaggatetgggetgeatacetegeq
ggrggegataceatetacetggecaat tacaccotcecaaacteccett tectcaqaate
tttaanccagaggeagect tectgecagagtag

>RBO 15636~ 1

ttegtagteaccagtaatggeatgacctagtgieaggagaacet tgacaceteacacagt
gatgtggtgttigetggegatageattgagggeteacatgecanagattttgetetacta
acacagtgtaaccacaccateatgaceategggacat tegggatetgagecgeatacett
gegggtgaggacaccatetacctggecaat tacqauee teccegacteccet tiectcaaa
atetttasgecagaggeagoct tectaecagagtag

tgat

<]

® RESULT:
® WWW (Q E-Mail |

Click this button
Fig.10. Clastal W Analyzing system.

D. Multiple Alignment Using Clustal W

Click the text “Select Sequences” of the results of BLAST
(Fig. 8). The page for selecting sequences for the multiple align-
ment using Clustal W will appear (Fig. 9). Using this page, se-
lect sequences for multiple alignment, and check the boxes on

D. Clustal W% B\ /- ZEE7

BLASTRZERE T (X8) ?“Select Sequences™% 7 ) v 7
T2E, HEENFTIEERBRT2EEICAYEIT (H
9) ., TOEEEFHWT. FEBFIZITIEF A ERL, £ED
Ky s A%Fzy 7 LET, JITE, 5008 EF=v 7L

- -
—
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HoklolokskkokkoRoE [ g ign] eeRORRKORK R AR

optigns = -align -outputsclustal -matrix=blosum -gapdist=8 -maxdiv=40 ~outorder=al igned -pwmatrix=bh)osul

CLUSTAL W ¢1.74) Hultiple Seguence Alignments

Sequence format is Pearson

Sequence 1. human 1097 bp
Sequence 2: D87932-1 1101 bp
Sequerce 3: ABO1S634-1 281 bp
Sequence 4: ABDIS635-1 276 bp
Sequence 5: D87934-1 273 bp
Sequence G: ABD15636-1 275 bp

Unkrnown DUTPUT type: clustal

Start of Pairwise alighments
Rligning. ..

Sequences (1:2) Alignad. Score: 45
Seguences (1:32 Aligned. Score: 80
Sequences (1:4> Aligned. Saore: 80
Seguenhces (1:5> Aligned. Score: 79
Sequences (1:6) Aligned. Score: 79

Sequences (Z:3) Aligned. Score: 80
Sequences (2:4) Aligned. Score: 79
Sequences ¢2:5) Aligned. Score: 79
Sequences <2:60 Aligned. Score: 79
Sequences (3:4) Aligned. Score: 129
Sequences (3:5? Alighed. Score: 96
Sequences (3:8) Rligned. Score: 97
Sequences (4:5) Rligned. Score: 96
Sequences {4:6) Aligned. Score: 956
Sequencaes (5:6) Aligned. Score: 85
Guide tree file created:
Start of Multiple Alignment
There are S groups

Rligning. ..

Group 1: Sequences; 2 Score:5225
Group 2: Sequences: 3 Score: 5080
Group 3: Sequences: 4 Score:4975
Group 4: Sequences: 2 Score: 19920
Grouwp 5: Sequences: 6 Score: 4187

Al ignment Score 32837
CLUSTAL-Alignment file created

quary.afn
CLUSTAL HkT,74) multipie sequence alignment

[/export /enw /html fhomol ogy /e resut] t& /000502075233 6258 /quary. dnd]

[/export fwww Atml /homo | ogy /e resul Ls/990508075283_6258 /query. aln]

ARD15634-1
AB015635~1

ABO15636-1
De7934-1

quetry. ph
< k

<

S
AB015634-1:=0.00027,
ABO15635-1:0.00391
:0.00876,
ABC15625-1:0.02Q96 >
:0.00604,
b87934-1:0.02070,

<

human:0._014 16,
D87932-1;0.02714)
:0,19071);

Fig. 11. Result of multiple alignment.

the left. In this example, five sequences has been checked. Then,
click “CLUSTALW SETUP”, and the “Clustal W Analyzing
System” screen will appear (Fig. 10).

Select “type of sequences”, “output format”, “order of
sequences”, “model matrix (in the case of amino acid se-
quences)”, and some gap parameters of “ALIGN :”.

TWET, FR9H, “CLUSTALWSETUP RS > %2 ) v 7%
BHE, Clustal WEHWARSEEFIZITHIEBICANEYT (K
10)

£4. “ALIGN"DIBEB T, #iFT AEFID 5 17 (EHkh
TIEA) . WA, BFIORAONER. 73 BEREV:
EEDEBBERATIR. BLUWLOhOF v v 7EMFBE
LET (OptionsizBE, #0FITRVERVET) . kD
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“QUICKTREE (Effective only when “ALIGN” is selected) :
»” use FAST algorithm for the alignment guide tree. In “TREE
7 select “KIMURA (use Kimura’s correction. Default: ON)”,
“TOSSGAPS (ignore positions with gaps. Default: ON)”, and
“OUTPUTTREE (Phylip, clustal, Phylip or distance. Default
is phylip)”. If you want to obtain bootstrap probabilities, you
should check “BOOTSTRAP :”. Selected sequences from Fig.
9 are inputted in the “SEQUENCES :” window. Then click
the “Send” button.

Figure 11 shows the result of Clustal W analyzing sys-
tem. The multiple alignment is shown below “guery.aln”. You
can download this data by clicking “query.ain”. The tree data
is shown below “query.ph”. You can download this data by
clicking “query.ph”. The corresponding tree can be shown
by some application such as TreeView (http://
taxonomy.zoology.gla.ac.uk/rod/treeview.html) and
DendroMaker (http://www.cib.nig.ac.jp/dda/timanish/
dendromaker/home. html).

You also enter the “Clustal W Analyzing System” from
the screen of “Search and Analysis” (Fig. 6).
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