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Pairwise Alignment

| Pairwise Alignment
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Pairwise Alignment
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Database File

L\Ieedlerr.an—w;msc'n (global) alignment
Upper line: EXAMPLEZ
Lower line: examplel

EXAMPLEZ :examplel identity= 79.89%(695/870) gap=16.83%(1T76/1046)
CRCCTTICCITGRCGAGGGCTITACTGCCARGGATATCCTCGACCALARLATL

I e e re re rerererree e re re reeer reerd
TTTGACTGCCACTTCCTCGATGAAGGTTTTACTGCCAAGGACATTCTGGACCAGARLATT

AL CGRAGTGTCATCTITCIGATGATARAGATGCCTICTATGTITGCTGRCCTCGGGERATATT

PCrreer te reeerer e rrer e errerer v reerr re re
AATGRAGTTTCTTCTTCIGATGATARGGATGCCTTCTATGTGGCAGACCTGGGRAGACATT

GTAAAGRAGCACATGCGGET GGCATARAGCCCTTCCTCGAGTRAACCCCCTTCTACGCTGTC

FEErerr e e reeet Freee e reeer e reeeeeer re e nnd
CTRAAGRARCATCTGAGGT GGT TARARGCTCTCCCTCGTGTCACCCCCTITTATGCAGTIC

ARLTGGTRATCGRACAGTCAGCTITCACGCTTGCAGTTAATATCATTGCCARGRALARTTGT

Frrr 1l e e rren
TGATAGCARAGCCAL

ATTARLGGRACAGRCGGECTCTGAT GRCGRAAGAT GAGT CGAGT GAGCAGRCCTTTATGTIA

Freererr e e rer rrr e
GRCGRAGACGAG. AGAATGACARAACACTCATGTA

TTATGTGAATGATGGCGTCTAT GGATCATTTAATTGCATACTCTATGACCACGCACATGT

Fre b rererener reeeeeeeerr v reeererr  r reerr rr rrereend
TTACGGEARTGATGGTGICTAT GGATCGTTCARTTGCATCTIGTATGATCAT GCACATGT

ARLGCCCCITCIGCAARAGRGACCTARACCAGATGAGRRGTATTATTCATCCAGCATATG

IE 1t Peererereer r rerererernend RN
TRRACCAGTTCTGCRARARAGCGGCCTARACCAGATGACGGCTGCTACTCCTGCAGCATATG
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Multiple Alignment

AMAN - EXAMPLE2.SEQ
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Ready Channel 2:2DNA EXAMPLEZ 1073bp




Multiple Alignment

- Select Seqgquences

Sequences & Files

Sequences:)
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Multiple Alignment

- Allgnment Methods
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Profile Alignment
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Multiple Alignment

- Multiple Alignment Parameters

Multiple Alignment
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Multiple Alignment
- Multiple Alignment Result

@Multipleﬁ.lignment | — ” (=] ”i&|
Options

Identity= 69.742%

Output 1 1113
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Seq Hum=5

examplel.=zeqg
EXLMFPLEZ
EXLMPLES
GFF_TEST SEQ
Example?Z
Consensus gt ggtga tggat ot tttga aacatggg gc ta actgttge go ge tetac ttcaa gg ttccagaggeoe © at




Phylogenetic Analysis

E Multiple Alignment
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Hydrophilicity

Protein Secondary Structure

Re-Align All Sequences
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Phylogenetic Analysis

- Tree Options

Options

Distance Methods

red Divergency

ee-SCantor (OMNA only)
(" Poisson Correction (Protein only)

(" Maximum Likelihood

lv Toss gaps

Bootstrap trials (0-1000000) 2




Phylogenetic Analysis

- Tree View

[ Phylogenetic_Tree | el ” (=] ”&|

Dendrogram Unlock
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<x=b3>




Phylogenetic Analysis

- Tree View Options

| Options

" Circular ¢ Spindle
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| Alteritalicfont for strain name
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Phylogenetic Analysis
- Tree Type

| =| FvE-dna.ptr 7| FVE-dna.ptr

BRtFVE: 0.054
00
BtMSTI4: 0.055
DIEVE: 0.114

GmEVE: 0.074

PsEVE: 0.078

DhEVE: 0.074

DhMSI4: 0.081

OsEVE: 0.103

ZmMSI4: 0.095

PnEVE: 0.118




