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Introduction

Thank you for purchasing DNASIS® MAX from MiraiBio, Inc.

This manual explains new features added when you upgraded from DNASIS® MAX V2.5 to
DNASIS® MAX V2.6.

Manual Outline
This manual is comprised of the following sections:

Chapter 1 Consensus Sequence
Explains the added consensus sequence function.
Chapter 2 Parameters

Explains the settings contents for each parameter.
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Chapter 1 Consensus Sequence

From the alignment results, using the most common base for each base sequence,
a consensus sequence may be constructed.
* Please refer to page 120 of the DNASIS MAX Operation Manual, “Creating a Consensus
Sequence”, for more information.

1.1 Added Features

111
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In DNASIS MAX V2.5 the only supported method for determining a consensus

sequence was to convert atop ambiguity codes but in DNASIS MAX V2.6, other
methods may be chosen.

Conversion Method
The conversion methods are described below.

Conversion Description Example

Method

Perfect Match (Only Perfect Match) ‘ATHTATHTAT=TAC

Only Only those that match perfectly are used; the rest are “A”+”A”+”C”="N’
treated as N. “A+7G*+7C”="N"

Perfect Match or(Perfect Match or Partial Match) “‘AT+TATHTAT=TA

Partial Match Only those that perfectly or partially match are used, “A”+A”+7C>="A"
and the rest are treated as N. “A’+7G*+7C”="N"

Ambiguity code (Ambiguity code) “ATHTATHTAT=TAC
The majority determines; if the number is the same, it “‘A”+>A”+”C”="A"
is treated as an ambiguity code. “‘A”+7G7+7C7="V~

Note on Partial Matching

If the compared base ratio is higher than the ratio set in the Preferences dialog,
Sequence tab, “Match more than” field, then a partial match is determined.

For example, when creating a consensus sequence from three sequences, if the
value set in the “Match more than” field is set to 66%, the results will vary from using
67%.

In the images below, the portions highlighted in yellow represent complete matches
and the portions highlighted in green represent partial matches.

When 66% is set in the [Match more than] Field

10 20
Sequence  [bEEfaaaass gEgzezecict
Sequence agaagzzoch zEzoclicolt
Seguence agctBgctgtl gotgtfctit
Consensus  |A8AAGRNNCHT GGGEHTCCTT
When 67% is set in the [Match more than] Field
1:3 2:3
Sequenice bacaasasaa gggzgzococt
Sequence aaaagggoct grzoctoctt
Sequence agotgoteott gototteottt
Conzensus |4 G CHNT




1.1.2 About Gaps
When complete matches only are used for conversions, if even one gap exists, it is
treated as N.
When complete or partial matches are used for conversions, or when ambiguity
codes are used for conversions, even in cases with the largest gaps, the gap will not
be used, and the next highest one will be used.

1.1.3 The Conversion Target Sequence
All sequences at the point of analysis execution are treated as targets.

1.1.4 About Ambiguity Codes
Please refer to page 249 of the DNASIS MAX Operation Manual, which includes an
Ambiguity Code List, for more information.

1.2 Creating a consensus sequence
Choose the [Sequence]-[Make Consensus] menu.
The Consensus Conversion Method Settings dialog will display, so choose the p
desired conversion method, and establish the consensus sequence.

—Consensus Method
+ A+ A = A
+ A+ B =N
+ G+ C =N
" Perfect Match or Partial Match i e
+ A+ O = A
+ G+ C =N
= Ambiguity code Bt Bk Bos
A+ A .+ B = A
A+ G .+ B =V
(o] 4 I Cancel |
* Please refer to section 2.1, “Consensus Conversion Method Settings dialog”, for more

information.
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Consensus Sequence Display

<Display When [Only Perfect Match] Is Selected>

1ID en 20 40 =) &0

Tutarial Data 1 Sequence ATGATCATCE CCTCTCTHGA GGAGLTGGAC TCCOTCAART ACAGTGACCT GCAGAACTTA
Test 02 ‘Sequence ATGATCATCC CCTCTCTHGA GGGGCTGGAC TCCCTCAAGT ACAGTGACCT GCAGAACTTA
Test 02 Sequence ATGATCATCC CCTCTETCGA GGCGLTGGAC TCCCTCAAGT ACAGTGACCT GCAGAACTTA
Perfect Match Consensus ATGATCATCC CCTCTOTHGA GGUGLTGHAC TCCOTCAAGT ACAGTGACLT GLAGAACTTA
TID SID QID 1E‘O I1ID 12|D

Tutarial Data 1 Sequence GOCAAGAGTE TGRGTCTCCG GGLCAACCTG AGBRCAACCA AGTTGTTAAA AGCCTTGALA
Test 02 Sequence GCOAARAGTE TGEGTCTCCG GGCCAACCTG AARGCAACCA AGTTGTTAAL AGLCTTGAAL
Test 03 Sequence GOCAAGAGTC TGRGTCTCCG GGLLAACCTG ACCGLAACCA AGTTGTTAAA AGCCTTGAAA
Perfect Match Consensus GCCAAGAGTC TGGGTCTCCG GGCCAACCTG ANNGCAACCA AGTTGTTAAA AGCCTTGALA
1?:0 140 160 160 170 180

L L . L L

Tutorial Data 1 Sequence GGCTACATTA AACATGAGGC MGA:&AAGGA AATRAGAATE AGHATGABAG TCAAACTTCT
Test 02 Sequence GGLTACATTA AACATGAGRD AAGABGAGRA AATRAGAATC AGGATGERAG TCAAACTTCT
Test 03 Sequence GGCTACATTA AACATGAGGL AAGACCAGGA AATGAGAATC AGGATGEMAG TCASACTTCT
Perfect Match ' Consensus LGCTACATTA AACATGAGGE AAGATTAGGA AATGAGAATC AGRATGIAG TCAAACTICT
19IU 2m 210 220 230 240

Tutarial Data 1 Sequence GCATCOTOTT GTGATGAGAC TGAGATACAG ATCAGCAACC AGGAAGAAGE TGAGAGACAG
Test 02 Sequence GOATCLTCTT GTGATGAGAC TGAGATACAG ATCAGCAACE AGGAAGAAGD THAGAGALAG
Test 02 Sequence GOATECTCTT GTGATGAGAC TGAGATACAG ATCAGCAACE AGGAAGAAGD TRAGAGACAG
Perfect Match ‘Congenzus GCATCCTCTT GTGATGAGAC TGAGATACAG ATCAGCAACC AGGAAGAAGD TGAGAGACAG

<Display When [Perfect Match or Partial Match] Is Selected>

-

1ID 20 0 40 50 60
Tutorial Data 1 Sequence ATGATCATCC CCTCTCTHGA GGAGCTGGAC TCCCTCAAGT ACAGTGACET GCAGAACTTA
Test 02 Sequence ATGATCATCC CCTCTCTHCA GOARGCTGGAC TCCCTCAAGT ACAGTGACCT GCAGAACTTA
Test 03 Sequence ATGATCATCE CCTCTCTCGA GGCGCTGGAC TCCCTCAAGT ACAGTGACCT GCAGAACTTA
Partial Match Cionzensus ATGATCATCC CCTCTCTAGA GGNGCTGGAC TCCCTCAAGT ACAGTGACCT GCAGAACTTA
TID SP QID 1EIIJ 11ID 12|D
Tutorial Data 1 Sequence GCCAAGAGTC TGOGTCTCCG GGCCAACCTC AGEGCAACCA ACTTGTTALS AGCCTTGAAA
Test 02 Sequence GOCAAGAGTC TRRGTCTCCG GGCCAACCTG AABGCAACCA AGTTGTTAAL AGLOTTGAAA
Test 03 Sequence GCCAAGAGTE TGGGTCTCCG GGLCAACCTG ACCGCAACCA AGTTGTTAAS AGCCTTGAAA
Partial Match Consensus GCCAAGAGTE TGGGTCTCCG GGLCAACCTG AVGGCAACCA AGTTGTTAAL AGCCTTGALA
1?:0 140 150 160 170 180
Tutorial Data 1 Sequence GGETACATTA AACATGARGE AAGANAAGEA AATGAGAATC AGGATRAMAG TCAAACTTCT
Test 02 Sequence GGLTACATTA AACATGAGGE AAGAHGAGGA AATGARAATC AGGATGEGAG TCAAACTTCT
Test 03 Sequence GGCTACATTA AACATGAGGD AARACCAGRA SATGARAATC AGGATGENAG TCAAACTTCT
Partial Match Consensus GGCTACATTA AACATGAGGE AAGAAVAGGA AATGAGAATC AGGATGCAAG TCAAACTICT
1QID 20 210 220 230 240
Tutorial Data 1 Sequence GCATCCTCTT GTGATGAGAC TGAGATACAG ATCAGCAACC AGGAAGALGD TGAGAGACAG
Test 02 Sequence GCATCCTCTT GTGATGAGAC TGAGATACAG ATCAGCAACC AGGAAGAAGD TGAGAGACAG
Test 03 Sequence GCATCCTCTT GTGATGAGAC TGAGATACAG ATCAGCAACC AGGAAGAAGD TGAGAGACAG
Partial Match Consensus GCATCCTCTT GTGATGAGAD TGAGATACAG ATCAGCAACC AGGAAGAAGC TGAGAGACAG
we— - , ——
<Display When [Ambiguity Code] Is Selected>
1ID 20 20 40 B0 60
Tutaorial Data 1 Sequence ATGATCATCE CCTCTCTERA GGAGCTGGAC TCCCTCAAGT ACAGTGACCT GLAGAACTTA
Test 02 ‘Sequence ATGATCATCC CCTCTCTERA COGGCTRGAC TCCCTCAAGT ACAGTGAECCT GOAGAACTTA
Test 03 Sequence ATGATCATCC CCTCTETCGE GGCGCTRGAL TCCCTCAAGT ACAGTGACCT GLAGAACTTA
Perfect Match Conzensus ATGATCATCE CCTCTCTHGA GGUGCTGGAL TCCOTCAAGT ACAGTGACCT GLAGAACTTA
TID SID QID 1E‘O I1ID 12|D
Tutorial Data 1 Sequence GOCAAGAGTE TGRGTCTCCG GROCEACCTE AGEGCAACEL AGTTGTTAAS AGCCTTRALA
Test 02 Sequence GOCAAGAGTE TGRGTCTCCG GGCCAACCTG AABGCAACCA AGTTGTTAAA AGCCTTGALA
Test 03 Sequence GOCAAGAGTE TGRRTCTCCGH GGOCAACCTEG ACCGCAACCA AGTTGTTAAS AGCCTTGAAA
Perfect Match Conzehsus GCCAAGAGTC TGRRETCTCCE GGCCAACCTER AVNGCAACCA AGTTGTTAAA AGCCTTGAAA
1?:0 140 160 160 170 180
Tutorial Data 1 Sequence GGLTACATTA AACATGAGGC AAGAﬁAAGGA AATGAGAATC AGGATGARAR TCAAACTTLT
Test 02 Sequence GGOTACATTA AACATGAGGC AAGABCAGGA AATGAGAATC AGGATGEGAG TCABACTTCT
Test 03 Sequence GGLTACATTA AACATGAGRE AAGACCAGGA AATGRAGAATC AGGATGEEAG TCAAACTICT
Perfect Match ‘Consensus GGCTACATTA AACATGAGGLE AAGATAGGA AATGAGAATC AGRATG'AG TCAAACTICT
1QID 200 210 220 230 240
Tutaorial Data 1 Sequence GOATCCTETT GTGATGAGAD TGARATACAG ATCAGCAACC AGGAAGAAGD TGAGAGACAG
Test 02 Sequence GOATCCTCTT GTGATGAGAL TGAGATACAG ATCAGCAACE AGGAAGAAGEL THAGAGACAG
Test 03 Sequence GOATCCTCTT GIGATGAGAL TGAGATACAGR ATCAGCAACE AGGAAGAAGL TGRAGAGACAG
Perfect Match ‘Consensus GCATCCTCTT GTGATGAGAD TGAGATACAGR ATCAGCAACE AGGAAGAAGLC TGRAGAGACAG
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Chapter 2 Description of Parameters
2.1 Consensus Conversion Method Settings Dialog

T —
—Consensus Method
+ + A = A
L+ A+ C =N
+ G +C =H
" Perfect Match or Partial Match 2 e
+ A+ C = A
+ G+ C =N
 Ambiguity code A+ A+ A = A
A+ A C = A
\ o G B = ¥
oK I Cancel |
Iltem Description

Consensus Method

Specifies the consensus conversion method.

Only Perfect Match

Utilizes “Only Perfect Match” as the conversion method.

Perfect Match or Partial Match

Utilizes “Perfect or Partial Match” as the conversion method.

Ambiguity code

Utilizes “Ambiguity Code” as the conversion method.

OK Button

Closes the dialog.
Creates the consensus sequence, and displays it in the
Sequence View.

Cancel Button

Closes the dialog without creating a consensus sequence.
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