Mega3.Ink

MEGA on yksi aika monista ilmaisista ja erinomaisista DNA-
sekvenssien kasittelyohjelmista

Silla voi laskeskella erilaisia diversiteettistatistiikkoja ja
konstruoida fylogeneettisia puita (hypoteeseja)

Se on helppokayttoinen, vaikka onkin ’aikuisten’ tyokalu



Naytan tassa, miten MEGA3:lla aloitetaan homma

Esimerkkind on lohen ND1 sekvenssi, jonka sijoitamme
muiden lohikalojen sekvenssien joukkoon

MEGAS3 on vasta toukokuussa 2004 julkistettu
testiversio, joten se vaatii harjoitusta
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acagococaagg gggocacacca aaatggocca aaagaacggc gogctaaggt ggcagagocc
ggtaattgcg agaggcocctaa goocctocttic tcagaggttic asaccctoctoc cttagctatg
attaccacoo taattacoca cgttgttaac cocactogoat acatcatocoo catocctttta
goagttgott toctocacctt actocgaacga aaagtoccttg ggtatataca acttcgaaaa
ggaccaaaca tcgtocggtoc atacggatta cttcaaccta tocgoggacgg cctasaacta
tttattaaag aaccggttocg accatccaco toctococoot toctatttct cgotacacct
atacttgocoo tcacactogo actaacccta tgagococcta tacccatcococ ctaccctatt
acagacctaa atctaggagt actgtttatc ctogoactcoct cocagoctago cgtatattot
attttaggct caggatgagoc ttcaaattco aaatacgoctoc taattggagoc toctacgagoca
gtagcacaas ccatctoota cgaagtcagc ctaggactaa tocttactcag cgtaattatoc
tttacaggag gatttacact ccasaccttc aacgtagoos aagasagoat ctgactacto
gtaccagocot gaccocttgo cgocatatgg tatatctcta coctagooga aacaaaccgo
goaccotttg acctocacaga aggagaatca gaattagtcoct cocgggtttaa tgtagaatac
googgaggge cattogooct cttotttcta gocgaatacg ctaatatocct toctaataaat
acactctocga ccattttatt tttaggogog toccacatoo cogocttocoo cgaattaaca
gocgtaaatc taataacasa agococgocctoc ctttoccgttg tatttttatg agtacgagococ
tocctaccoocoo gatttogata cgaccagoctc atacacttag tttgaaasaag cttocttacct
ttaacactag ctoctitgtococt atgacaccta gogctticcasa cogcaacagc aggoctocoo
coctocaacttt asaccoccasg gaattgtgoo tgaatgttta aggaccacct tgatagogtg
gctgataggg gttcaagt

Otin lahtokohdaksi yhden taimenen ND1-sekvenssin
geenipankista, poistin ensin numerot ja talletin sen notepadilla
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rivin ja suoritin silla rivilla BLAST-haun. BLAST-komento
|0ytyy tuolta web-toimien alta
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Search |attaccaccotaattacccacgttgttaacocactogoatacatoatoocccatoctttta
goagbttgotttoctoaccttactogaacgaaaagtocttgygtatatacaacttegaaaa
gaccaaacatcgtogytocatacggattacttecaacoctatogogyacggectaqaaacta w
Set subzequence Frop: | Ta: |
Chooze datahase | nr ﬂ
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el BLAST! R
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BLASTN 229 [May-01-2004]

Reference:

Altachul, Stephen F., Thomaz L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, Webb Miller, and Dawvid J. Lipman (1997,
"rapped BLAST and P3I-ELAST: a new generation of protein database search
programz"™, MNucleic Acids Res. 25:3389-3402.

RID: 1086002643-18964-41445145165, BLASTOS
Query=

[1158 letters)

Databa=e: i4ll GenBank+EMBEL+DDEJ+PDE sequences (but no E3T, 3T3,
G353, environmental samples or phase 0, 1 or 2 HIGS sequences)
2,201,381 sequences; 10,665,295,906 total letters

If wou hawve any problems or questions with the results of this search
please refer to the BLAST Fals

Taxonomy reports

Distiibution of 159 Blast Hits on the Querv Sequence

results of B LAS T

|M|:|use—|:uvertl:| show defline and scores. Click to show alignments

Color Key for Alignment Scores
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Addresz |http:a’a’www.nn:l:ui.nlm.nih.gwa’blasta’ﬂlast.cgi

Links ¥ NCEI

SJequences producing significant alighments:

gi| 4426924 | gh |AF11YY19,

LIAF117Y1S  Salmo trutta strain Guden...

qi| 4426818 |aqb |AF11Y716.

LIAF11771l6  Salmo trutta strain Guden...

gi | 4426923 | gh |AF11YY1S.

LIAF117718 Salmwo trutta strain Guden...

gi|AAZ6920 | qh |AF11YY17.

LIAF117717?  Salmo trutta strain Guden...

gi| 4436926 | gh |AF11YY20.

LIAF1177E0 Salmo trutta strain Roman...

gi|AAZ6928 [ qh |AF11YYE1.

LIAF1177E]  Salmo trutta strain Roman...

gi| 5442055 gh|AF115416.

1|AF1154]l6 Salmo salar 163 ribosomal...

gi| 5442063 [ gh|AF1154240.

1|AF115420 Salmo salar 163 ribosomal...

i 5442051 |gh|AF115414,

l|AF11541l4d Salmo salar 163 ribosomal...

i 5442059 |qb [AF115415.

1|AF115413 Salmo salar 165 ribosomal...

gi| 5442057 | gh |AF115417.

1IAF115417 Salmo salar 165 ribosomal...

gi| 3775076 [ qh|U12143.1

gi| 5442061 [ gh|AF115419.

Salmo salar mitochondrion, complete...
1|AF115419 Salmo salar 1635 ribosomal. ..

gi| 5442053 [ gh |AF115415.

1|AF115415 Salmo salar 163 ribosomal...

gi| 7331061 [gh|AF1 33701,

1] 3alwo salar mitochondrion, comple...

gi| 5442049 | qh|AF115413.

1|AF115413 Salmo salar 163 ribosomal...

i 5442047 [ gh |AF115413,

LIAF1154l2 Salmo salar 163 ribosomal...

qi| 5257525 |aqb |AF15455].

1] Salwelinis alpinus mitochondrion ...

gi| 5257500 | gh |AF]1 54550,

1] Salvelinus fontinalis mitochondri...

gi 14595671 |ob |AFI02054, 1 [AF392054 Oncorhynchus tshawytscha. ..

gi|l24e865 | gb |L23771. 1 |0ONHMTCGE Oncorhynchus mykizs mitochon...

gi|l2082024d | db]) [ARD34524.1| Coregomnus lavaretus nitochondri...
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Nes

sear.;h|Nu|:IE|:utide j for || ﬂ Clear |

Limit= Previeseinde:x History Clipboard

Display |GenEiank j Show | 20w Send to File - Get Subsequence | Features

7_"@ » SNucleotide

Detailz

[ 1: AF117716 Salmo trutta stra. [gi4426918)

LOCTT3
DEFINITION

ACCESSION
VERSION
EEYORD 3
J0URCE
ORGANISH

FEFERENCE
ATTTHORS
TITLE

JOURNAL
FEFERENCE
ATTTHORS
TITLE
JOURNAL

FEATURES
gource

AF117716 1177 bp D& linear VET 17-MaR-1993

Jalmo trutta strain Madehaa haplotype 2 163 ribozsomal BHA gene,
partial sedquence; tRENA-Leu gene, complete sequence; NADH
dehydrogenase subunit 1 (NADH 1) gene, complete cds; and tRNA-Tle
gene, partial sequence, mitochondrial genes for mitochondrial
products,

AF117716E

AF117716.1 GI:4426915

mitochondrion 3almo trutta (brown trout)
dalmo trutta
Eukaryota; Metazoa; Chordata; Craniata; Wertebrata; Euteleostomi;
Aotinopterygii; MNeopterygii; Teleostei; Euteleostei:
Protacanthopteryygiis Salmoniformes; Salwmonidaes: Salmo.
1 (bazez 1 tao 1177
Lovtynoja,a.F., Nielsen,E.E. and Hansen, HM.HM.
Variation of the mitochondrial ND1 gene in the brown trout [(Salmo
truttal
Tnpublished
2 (bases 1 to 1177)
Loytynoja,&.P., MNielsen,E.E. and Hansen M.M.
Direct Submnission
Submitted (ZZ2-DEC-1998) Inland Fisheriez, Danish Institute of
Fisherieszs Eesearch, Veljlsoewe] 39, 3Zilkeborg DE-S600, Demmark
Location/Qualifiers
1..117%7
Jorganism=""2almno trutta™

Linkz

Sekvenssin vol
lisata linjaukseensa
yhdella napin
painalluksella (eli
klikkauksella)
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Sekenssin nimeé péasee editoimaan merkkaamalla sen ja
klikkaamalla hiiren oikeanpuoleista kytkinta
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Lisétyt sekvenssit eivat ole heti linjauksessa. Tassé tein sellaisen virheen, ettd otin mukaan myos kokonaisia 16
kiloeméksen mittaisia sekvenssejd. Voi niité ottaa, mutta linjaaminen vie rutkasti aikaa, ja vield enemman vie

ylimé&araisten poisto. Ennen seuraavaa vaihetta poistin ne



ClustalW-linjausohjelma
on Istutettu tahan uuteen
MEGAan.

Valikossa on
linjausparametrien
asetuksen. Aukon teko on
paljon kalliimpaa kuin
aukon pidentaminen

I8 ClustalW Parameters
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Gap Opening Penalty

Gap Extenzion Penalty

kultiple Parameters

Gap Opening Penalty

Gap Extenszion Penalty
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No tassa demo-tilanteessa jatin ndma sekvenssit linjattaviksi. Ne
elvat ndkojaan ole yhta pitkia, vaan Ari Loytynoja on tallettanut
Tanskassa ollessaan taimensekvenssien tynkia.
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Linjausohjelmassa tehty file pitaa tallettaa ja muuntaa
varsinaiseksi MEGA-fileeksi
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