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DNAMAN uses advanced features of Microsoft Windows and offers versatile visual tools for sequence
analysis.
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System Requirements

o Intel Pentium III 800 MHz or higher

e  Windows 2000/XP

e Atleast 256MB memory

e A hard drive with at least 20MB of available
disk space



DNAMAN: Integrated System for Sequence Analysis
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Sequence Manipulation

Sequence input

Information exchange

Editing

Sequence composition and conversion
BLAST documents

Sequence input

DNAMAN provides 20 sequence channels to keep active sequences in memory. These sequence channels
simplify multiple functional analyses and substantially increase the efficiency of your works. A panel window
shows the current working sequence. You may edit the sequence directly in the panel.
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Information exchange

DNAMAN accepts sequence files in GenBank, GCG, CUSTAL, FASTA, PIR and GDE format. It can export
multiple sequences in GCG, CUSTAL, PIR and GDE format.

DNAMAN provides a word processor for sequence editing. With this word processor, you can incorporate
charts, images, graphics from any other Windows software into your documents.

DNAMAN works as an object linking and embedding (OLE) server to exchange the information of restriction

maps with other software. With OLE, you can incorporate your restriction maps into other Windows
applications, and directly modify the maps within the applications.

Editing

Editing a text file with DNAMAN is as easy as working with your favorite word processor. With the word
processor of DNAMAN, you can edit original sequence files, and the analysis results as well.

Sequence composition and conversion

DNAMAN reports the composition and molecular weight of a sequence. It performs the conversion of a
sequence to its reverse, complementary, reverse complementary, double strand, and RNA sequences.
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BLAST documents

In addition to accessing the Internet through Web browser, DNAMAN prepares a file in BLAST document
formats with a query sequence for directly accessing BLAST E-mail Server. Five BLAST document formats
are currently available: Blastn, Blastx, Thlastx, Blastp and Thlastn. Examples:
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PROGRAM blastn

DATALIB nr
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PROGRAM blastp

DATALIB nr

BEGIM
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Internet/Intranet Browser

DNAMAN provides an integrated Web browser to access to the Internet or your Intranet.
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You may load sequence from the brwoser for direct analysis.
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You may also work with the servers on the Internet.
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Sequence Search

Search for nucleotide sequences
Search for consensus sequences
Search for open reading frames
Search for repeat sequences
Search for amino acid sequences

Search for nucleotide sequences

With DNAMAN, you can search for nucleotide sequences from one or both strands of a DNA sequence. Gaps
and ambiguous nucleotides are allowed in the query sequences. You may search for a list of query sequences on
the target sequence.
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DNAMAN instantly reports the searching results in graphics. Colors and arrowheads indicate different
sequence groups and sites. You may magnify any region of the DNA fragment and display the regional
sequence of by selection.
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Search for consensus sequences

With DNAMAN, you can search for DNA or protein consensus sequences from both strands or six reading
frames of DNA sequences. DNAMAN provides a database of DNA and protein consensus sequences. The
database is expandable and editable. You can create custom consensus sequence databases.
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Search for open reading frames

You may search for open reading frames from six reading frames of a DNA sequence. The searching results are
shown in a text table. DNAMAN also provides a graphical view of the location of Start/Stop codons on a DNA
sequence.

Search for repeat sequences

You may search for direct repeat and reverse repeat sequences from both stands of a DNA sequence. You can
also search for reverse complementary repeat sequences that may form hairpin/stem-loop structures.

Search for amino acid sequences

You may search for an amino acid sequence and its variations from the six reading frames of a DNA sequence.
DNAMAN allows ambiguous amino acids as well as a number of mismatches in a query sequence.
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Restriction Analysis

Restriction site analysis
Restriction map

Restriction pattern illustration
Electronic cloning
Constructing restriction maps
Silent mutation

Directed mismatch

Restriction site analysis

You can search any restriction site on a DNA sequence. DNAMAN supplies two restriction enzyme files; the
restrict.enz file with 180 most frequently used restriction enzymes, and the dnamanre.enz file with 1364
enzyme records. You can also create your own enzyme files. All the enzyme files are editable and expandable.

DNAMAN provides custom restriction enzyme filters on cutter, ends, frequency and methylation sensitivity.
Users can define the DNA molecule as a linear or a circular type.

Restriction Analysis E |

Fesults

IV iShow summany 10 sites perline

™ Show sites on sequence 50 hases perline

I Draw restriction map W it deuble-siranded senueEnce

= i enyme pasiti

B iz o jpatizn el e e i mit=ii e o=

™ lgnaore enzymes with more than 0 sites

™ lgnaore enzymes with less than 0 sites

Target DMNA,

™ Circular [ All DMA in sequence channels
™ dam methylation ™ dem methylation

< Eack et > Cancel Help




Enzyme Selection |
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DNAMAN reports the restriction analysis results in an easy-to-read table. The cutting sites are shown in
alphabetical order of enzymes, and in site position order as well. The non-cutting enzymes are also listed. In
addition, DNAMAN displays enzyme sites on the top of the DNA sequence.

Restriction map

DNAMAN provides easy-to-use tools to produce publication-quality restriction maps. These tools can be used
to draw linear or circular restriction maps with or without DNA sequence information. You can also draw maps
for other projects, such as PCR strategy diagrams, gene structural maps, etc.
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DNAMAN accompanies with a high quality drawing program, LBDraw. Working with LBDraw, you can
easily make sophisticated diagrams with many restriction maps.



Restriction pattern illustration

DNAMAN predicts the patterns of restriction enzyme digested DNA fragments in a gel electrophoresis. You
can perform single enzyme digestion on multiple sequences, and single or multiple digestion on a single
sequence. DNAMAN shows the information of restriction fragments on their sizes and ends when you click on
these fragments.
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Electronic cloning
DNA cloning is a time consuming and expensive process. DNAMAN provides easy-to-use tools to design a

cloning strategy and performs evaluation analyses on target sequences. This feature could improve the
efficiency of your cloning work in laboratory.
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DNAMAN mimics basic steps of the actual cloning process:

o Restriction analysis on the original vector and insert sequences
e Selection of vector and insert fragments from restriction pattern
e Verification of the end compatibility of DNA fragments



e Modification of fragment ends if necessary
o Insertion of linkers if necessary
e Producing the final clone sequence

Constructing restriction maps
DNAMAN can help you reconstruct a restriction map in the absence of DNA sequence. You must provide all

fragment sizes in single and double digestion. DNAMAN deduces the possible restriction map(s) from the
information of restriction fragments.
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Silent mutation analysis

Silent mutation analysis allows you to design a desired mutation site on a DNA sequence. This mutation will
result in the modification of restriction property without changing the coding amino acid sequence. This
function searches for potential mutation positions to create or destroy restriction enzyme sites.
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Directed mismatch analysis

Directed mismatch analysis allows you to create or remove restriction sites on a DNA sequence or its mutants
(variants) by incorporating a single or double mismatch at a site near the mutation. Using this function you can
create or destroy a restriction site in order to distinguish the wild type allele and a common mutant allele.
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Sequence Assembly

Sequence assembly method

Sequence assembly editor

Sequence assembly method

DNAMAN uses fast alignment algorithms to assemble quickly and accurately a large number of overlapping
sequences. DNAMAN can automatically adjust the orientation of each fragment and remove vector sequences
as well. You can set sensitivity parameters to control gaps and ambiguous sequences in contigs.
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Sequence assembly editor

DNAMAN displays sequence assembly project in three windows:

Graphic window provides an overview of the assembly construction. You can edit this graphical
presentation to produce high quality diagrams for publications.

Name list window contains all assembled sequence names. You can change the sequence order
by moving the sequence names in this window.

Sequence window shows all original sequences and a consensus sequence. You can edit any of
the original sequences to improve the result of sequence assembly.
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CTACCCTTAGCC o TAGTARGTTTTCC GO G TARAGGC AATGAGCGATTTGATGAC ATGAGTGATALGAAGCCTGEACGCTTTA
frogdl AATCGEGATCATTCAARAGGCGCATTTCCGTTACTCGC TARAC TAC TG TACTCACTATTCTTCGGACCTGCGALALT
TTAGCCCTAGTAAGTTTTCCGC GTARAGGC AATGAGC GATTTGATGAC ATGAGTGATALGALAGC CTGGACGCTTTA
w
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frgs —
frgdn —_—
frg49 frg2d —_— -
<] | v 4

DNAMAN exports sequence the assembly result in a text window. You have options of reporting the consensus
sequence only, or all sequences including the consensus sequence and original sequences.



Sequence Homology Analyses

Dot matrix plot
Two sequence alignment

Dot matrix plot

With DNAMAN, you may compare two DNA sequences or two protein sequences in a dot matrix plot. A
specific algorithm is developed to yield high quality dot matrix plot. With this method, long DNA sequences
can be compared in short time with little background noise. You may efficiently compare genomic sequence
with the dot-matrix plot function of DNAMAN.
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DNAMAN displays the actual sequences and their alignment on any selected region in a sequence window.
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DNAMAN uses fast or optimal algorithms to align two DNA or protein sequences. You have options to control
the sensitivity of alignment. DNAMAN also allows you to select any region of target sequences for alignment.

For DNA sequence alignment, you have an option to use the minus strand for comparison. For protein sequence
alignment, DNAMAN can report the amino acid similarity of two protein sequences in a text window. The
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Multiple Sequence Alignment

Multiple sequence alignment methods
Multiple sequence alignment editor
Multiple sequence input and output
Phylogenetic trees

Restriction analysis

Hydrophobic / hydrophilic profile
Secondary structure prediction

Multiple sequence alignment methods
[WAlgorithms

DNAMAN uses ClustalW algorithm (Feng-Doolittle and Thompson) for Optimal Alignment, and the global
alignment algorithm (Wilbur and Lipman) for fast alignment. The three types of Optimal Alignment in
DNAMAN provide high quality alignment results. With the Fast Alignment method, you may quickly align a
large number of DNA or protein sequences.
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[@Parameters and Methods
You may set different parameters to make adequate alignment for your DNA or protein sequences.

The multiple alignment function of DNAMAN is threaded. You may run up to 16 sets of multiple alignment
simultaneously. You may also perform other sequence analysis while doing the multiple alignment.
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Multiple sequence alignment editor

DNAMAN provides a high performance alignment editor. A graphical view of the alignment allows you to
quickly move to an interesting region. You can change the alignment list order by drag and drop sequence
names. You are also able to add or delete gap insertions, move a fragment within a gap and truncate aligned
sequences.

EMultipIE Alignment !EIE
Options Identity= 88.6802¢
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Lyn-2 WGTGOMAGGTGGAAAGGALLALTAGTGACATAALACGACTTTTAACTARAC
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Lyn-d AGTGGILE ...... AGGAARRATAGTGACATARA R GACTTTTAACTALLC
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| | i

You can modify the appearance of multiple alignment sequences:

g1 1 ]

=

o displaying identical residues in colorsor blocks
o displaying consensus sequence
e changing text font



Multiple alignment input and output

You can directly input sequences or multiple alignment profiles for alignment from the following sources:

e GenBank,

e EMBL/Swiss Prot,
e GCG/MSF,

e CLUSTAL,

o FASTA,

e NBRF/PIR

e GDE

The multiple alignment editor can output an alignment in different formats: GCG/MSF, CLUSTAL, NBRF/PIR,
and GDE. The multiple input and out put capacity of DNAMAN makes it compatible with major sequence

analysis software.

Phylogenetic trees

DNAMAN calculates the homology matrix and establishes related distances between all pairs of sequences.
Consequently, DNAMAN can output a distance matrix of multiple alignment, and draw phylogenetic trees or

homology trees. You can carry out bootstrapping tests for the confidence value of a phylogenetic tree.
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Restriction analysis

If the sequences in multiple alignment editor are DNA, you can perform a restriction analysis on these
sequences. This analysis is useful in restriction site comparison of aligned DNA sequences.

Hydrophobic / hydrophilic profiles

If the sequences in multiple alignment editor are protein, you can plot the hydrophobic or hydrophilic profile of
all sequences for comparison.
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Protein secondary structure prediction

DNAMAN predicts the secondary structure of multiple protein sequences using the DSC method developed by
King and Sternberg.



Primer Analysis

Primer design
Melting temperature prediction

Complementarity of primers
Mispriming analysis

Silent mutation primers
Directed mismatch primers

Primer design

The function of primer design includes not only primer filtration by Tm, but also mispriming and restriction

analyses on the primers. DNAMAN can help you to find optimal primers that satisfy your requirements.

e DNAMAN allows you to set numerous control criteria for optimal primer filtration, such as the
regions of target DNA, size of PCR products, primer characteristics, reaction conditions and

primer configurations.

Step 1 of 3: Primer filtration

Frimer locations on target sequence B (eIl

V¥ Shorest primers only

GC (%) fromn |40

to |?n

FloyM (base) < |2

Product size (bp) from 400 ta 600 Length ibase] |18 1o 21
=ense primer from |1 to |856 Tm (C) |62 to B5
Antisense primer from |1 o |38k GCi*) |45 to 5
Discard primers when Concentrations
3' Dimers (bp) » |3 Hairpin Stern (bp) > |3 Frirner (nkd] |50
Floy (hase) > |3 3 Unique (hase) < |5 Salt (mkd) |50
I™ Product for hybridveation Tra(*C) from I?D o IE":' [Salt] (mbd) 200

< Back, M et »

Cancel

Help

e You can carry out a restriction analysis on the primers in order to select those with or without

restriction site(s).

e You can discard the primers that are easy to anneal to secondary sites of target DNA using

mispriming analysis.




Step 2 of 3 Refinement and pair selection

22 Sense primers Export List 16 Antisense primers
1 TTTGACTGCCACTTCCTCGAT 62.1°C - 409 TGGCATGTTACARACGCACALC 62.9°C -
3 TGACTSCCACTTCCTCSATG  62.4°C 411 TCTGGCATSTTACAACGCACAL 63.6°C
4 GACTGCCACTTCCTCGATGALE 62.7°C 424 ACCAACTTGCAACTCTGGCAT 62.0°C
33 TGCCALAGGACATTCTGCGACC  63.4°C 425 CACCAACTTGCRACTCTGGCA 64.6°C
94 TTCTATGTGGCAGACCTGGGA  62.9°C 426 TCACCAACTTGCAACTCTGGC 63.7°C
195 CARAGCCAAGACGRAGACGAG 62.3°C 497 GCCTCTGGAATCCSTTGALL 62.4°C
314 AAGCGGCCTAAACCAGATGA 62.0°C 498 GGCCTCTGSALATCCGTTGAL 64.6°C
367 GTGTGATGGCCTGGATCGTAT 62.1°C 500 TTGGCCTCTGGRATCCGTT 62.9°C
368 TGTGATGGCCTGGATCGTATT 62.6°C _:J 526 GCACAGGAGCATCGCATRATG 6A3.9°%C ~
Discard primers when ™ Mispriming analysis ontarget sequence  Cut off >= 90
oo P |5 — : ; ——
Frimer-Frimer (bp) > & Mo restriction " Keep primers with restriction site
Frimer T difference (') > I " Keep primers without restriction site
< Back Mext » Cancel Help

Melting temperature prediction

DNAMAN calculates and reports the thermodynamic Tm, hybridization Tm, and GC+AT Tm of DNA-DNA
hybridization. You can also have the Tm information on the hybridization of DNA-RNA and RNA-RNA. These
Tms can be used for PCR primers as well as hybridization probes.

Melting Temperature |

Qligo sequence

IGACTG CCACTTCCTCGAT GAAGG

Length [23 GC% [56.5 Miw(kDy | 7.06

belting Temperature ("C):

Thermo IEE.E Hyharid IEF".III GC+AT [72.0

[LINA] (nh) |50 DMA/RRA |D:R
[Ma+]{mbkd) |50 Formamide(*:) |0
bismatchibp) |0

17

Showe Trn Eeport

Help |




Complementarity of primers

Primer complementarity may affect the performance of PCR primers or hybridization probes. DNAMAN
analyzes the following three kinds of primer complementarity.

e Self-complementary
DNAMAN searches for the most possible self-complementary configuration of primers with the
lowest free energy.

o Complementarity with target DNA
DNAMAN searches for the complementary sequences between the primer and both stands of
target DNA.

e Two primer complementarity
DNAMAN searches for complementary sequences between two primers. It reports the
continuous and discontinuous complementary sequences.

Mispriming analysis
With mispriming analysis you can search for all possible annealing sites of a primer on target DNA sequence.
DNAMAN allows you to set up Score matrix: perfect match, mismatch and G-T match; Position weight

matrix, Gap penalty and Cut-off score. This analysis can eliminate PCR primers that are easy to anneal to
secondary sites.

Mispriming Analysis |

— Score matrix

Ferect match £ kisrmatch I‘E

G-T 1

—Fosition weight matrix

Length fram 3' end 4 bases
Weight from 1 to 10
— Gap penalty

Gap open I‘E Gap extent I‘E

¥ Scan for both strands of oligo

[ tauto determine Cutoff Score |E||:|




Silent mutation primers

Silent mutation analysis allows you to design a desired mutation site on a DNA sequence. This mutation will
result in the modification of restriction property without changing the coding amino acid sequence. This
function searches for potential mutation positions to create or destroy restriction enzyme sites. You can use this
function to design primers to create a silent muation on target DNA sequence.

Silent Mutation |

Cutter
Enzyme File Irestrin:t.enz LI’::" »=F v 3=F

Enzyme Mumber. 117

—

Analysis Fegion

to IBE

R-| TTTGACTGCCACTTCCT GATGAAGGTTTTACTGS -3

M- F I ¢ H F L L E G F T i -C

[0]:4 | Cancel | Help |

Directed mismatch primers

Directed mismatch analysis allows you to create or remove restriction sites on a DNA sequence or its mutants
(variants) by incorporating mismatch at a site near the mutation. Using this function you can design PCR
primers to create or destroy a restriction site in order to distinguish the wild type allele and a common mutant
allele.

Directed Mismatch |

Cutter
Enzyme File Irestril:t.enz l||}' »=5 + »=h

Enzyme Number: 117

butation at IEIZI tar IC:_

by I TTGACTGCCACTTCC TCGATGAAGGTTTTAC TZC

bAutant C
|7A|:|::ept Mutations

T Mon " <=1 i ¢=2

(08 Cancel Help




Translation and Protein Analysis

Translation

Genetic code table

Reading frame overview

Codon usage analysis

Amino acid composition

Protein hydrophobic and hydrophilic profile
Protein charge and pl analysis

Protein secondary structure prediction
Reverse translation

Translation

DNAMAN deduces protein sequences from three reading frames of a DNA sequence and displays results with
many options. By setting the number of amino acid per one line, you can change the layout of the translation

file.
Translation Parameters E |

—A8 Symbol Useanly & Exclude
& One leter Wintran

" Three letter

—Reading Frame

.........................

" Frame ?
T Frame 3

CUALL W Show DA sequence

el Ab perline
Fesulting A4 sequence to channel IE vl

Ik Cancel |

DNAMAN allows you to select any region from a sequence file, and perform translation analysis. In the report
file DNAMAN shows both translated and untranslated regions.



ﬂ ExampleZ_Translation !EIE
E T T T
il

|1 CACCTTCCTTTCCGAGGFCTTTACTGCCAaggatatocotogaccaaaaaataaacgaagt B

1 H L P F E ¢ L ¥ C H

61 Jroatctbiotgatyataaagatgocttotatyrtgotgacctoggydatat tyrasagas

121 goacatgoggtggoataaageccttectogagtaac oo TTCTACGCTGTCAAATGGTA

11 3 T L 3 M & —

131 ATCGACAGTCAGC TTTCACGC TTGCAGTTAATATCATTGCCAAGAALATTGTATTALLGS

17 Nm R o 5 A F T L & Vv N I I o K E I Vv L E

241 AACAGAC GGG TCTGATGACGALAGATGAGTCGAGTGAGC AGACCTTTATGTATTATGTGR

37 E ¢ T ¢« %5 0 0 E I E 5 % E @ T F M ¥ T W

301 ATGATGGCGTCTATGGATCATTTAATTGCATAC TC TATGACCACGCACATGTALAGCCCC

57 m o ¢ v ¥ ¢ 3 F W ¢ I L ¥ Db H oA H VvV K P

el TTC TG AR A GG A TR A A TGAGAAGTATTATTCATC CAGCATATGGGGACCAR

77 L L @ K R P K P I E E ¥ ¥ 3 53 5 I W G P .:J

Genetic code table

DNAMAN provides seven genetic code tables with the options of adding new code tables or editing any
existing one. You may select any genetic code table for translation and protein analysis.

Reading frame overview

DNAMAN presents a graphical overview on six reading frames of a DNA sequence. It is a useful feature to
locate the ORFs on a large DNA sequence.

Codon usage analysis

DNAMAN provides a codon usage table for any reading frame of a DNA sequence. The table indicates the
number and frequency of each codon used in a reading frame.

Amino acid composition

DNAMAN reports the amino acid composition, pI and molecular weight of a protein sequence.

Protein hydrophobic and hydrophilic profile

DNAMAN shows protein hydrophobic and hydrophilic profiles in a graphic window that may help you to

predict hydrophobic clusters or antigen regions in a protein sequence. The graphical profiles are editable to
produce high quality illustrations for publications.



EXAMPLE] Feading frame 1:Hwdrophobic profils

Flement B
(52-60)

1 21 6z 9z 1lzz

Amine acid number

Protein charge and pl analysis

DNAMAN calculates protein charge at a given pH. It shows also the predicted isoelectric point of the protein.
In addition, DNAMAN can deduce the suitable buffer pH for a desired charge.

Protein Charge E |

pHuman
Pratein pl |4.92 |1 =] -5-&bonds
Buffer pH 7 Charge 7
Frotein charge |-14.63 Buffer pH 7
Exit | Help

Protein secondary structure prediction

DNAMAN predicts the secondary structure of a protein sequence using the DSC method developed by King
and Sternberg.

Reverse translation

DNAMAN provides the reverse translation of a protein sequence. It reports the reverse translated DNA
sequence with ambiguous nucleotides at variant positions. This feature can be used to degenerate primers from
peptide sequences.



Database Management

Oligo database
DNA and protein database

Searching in DNA or protein database

Oligo database
You may have a large number of oligo nucleotides for experiments of sequencing, blotting, PCR,

etc....DNAMAN provides an oligo database manager that can help you to effectively organize and use these
oligoes.

S(lul=l@ Frotein Database |nfo View Window Help

Oliga Database

; Edit Becard
Load Frimer k

Import from Text File

I SR ErEtiTE Export to Text File

Selftrmrmmlermentarite

When you create oligo databases for different projects. DNAMAN allows you to attach a password for the
security of the database.

Database Manager |

Default Database: example.odb N
Total Records: 3
Type: Oligo 10-6-95 Dielste
Faszsword
Exit
Help

e Any oligo database is expandable and all records are editable.

e You can provide information for each record in seven fields: name, source, memo, length, GC
content, melting temperature and sequence.

e The name, source, memo, length can be used as sorting keys.

e You can import a large number of oligo records from a text file, or export any record to a text
file.



Oligo Database |
Database: Iexample.udb vl

seq Mum: 3 Last Updated: 10-6-95
Lol TR o
Cluery ame eCcar Show
Narme Al Exampled, 1]
Sawe
Source [All
bdema | Pl
Length 4l Delete

Mame |Exampleb

Source |Example 1 seq.
tdemo |FCF primer. from 515 to 538; antisense; 0.5 myg stored in

Seguence [CCACT TTCACAGGLACAGGAGTA :l

/|
Length |23 GC% IEE.E Therm Tim ["CJIE?.EI

Ik | Cancel | Help |

DNA and protein database

DNAMAN database manager is used to collect and store DNA and protein sequences. You can create or delete
a DNA or protein database and set security to protect the database.

New Database |

Database MName

Passwiord
' DA " Protein
] Cancel

DNAMAN has an easy-to-use database manager. All databases are expandable and all records are editable. You
can directly import records from text files, GCG and GenBank files. The information related to any record is
shown in seven fields: sequence name, definition, keywords, source, reference, memo, coding region. The first

four fields can be used as sorting keys.



Searching in DNA or protein database

Info “iew ‘indow He

M

anager
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[rm

Scan for Sequence similarity
=earch tor Mucleotide Sequence
=earch for Amino Acid Sequence

e You may search for homology sequences of a target DNA by scanning all records in a DNA
database. The algorithm for the comparison is fast alignment method.

e You may search for a nucleotide sequence from both strands of all records in a DNA database.

e You may search for a peptide sequence from all records of a protein database as well as the six
reading frames of all records in a DNA database.
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Drawy Bdraw: Designed for Molecular Biologists
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Features of LBDraw

What LBDraw does

Communication with DNAMAN
Standard drawing tools

Drawing tools for molecular biologists

What LBDraw does

LBDraw is a Windows drawing program. It is designed to draw and assemble drawing objects. It provides not
only standard drawing tools, such as rectangle and ellipse tools, but also the tools designed for molecular
biologists, such as double strand DNA structure and virus tools. LBDraw is an OLE server and client
application, which means you can incorporate objects of any other OLE server programs into LBDraw and



deliver LBDraw objects to other OLE client applications. This is especially useful to draw diagrams in
molecular biology.

Communication with DNAMAN

DNAMAN is an OLE server of the restriction map object. When you insert a restriction map of DNAMAN into
a LBDraw document, you can edit the map directly in the document with the DNAMAN editing tools.
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The word processor (Text Editor) of DNAMAN is an OLE client. You can insert the drawings of LBDraw into
the word processor. You are also able to edit the drawings in DNAMAN with the drawing tools of LBDraw.

Standard drawing tools

LBDraw provides the following standard drawing tools: Text, Straight Line, Arrow Straight Line, Multiple
Line, Arrow Multiple Line, Rectangle and Square, Rounded Rectangle and Square, Ellipse and Circle, Polygon
and Curves. You can select any color for drawing lines and filling into objects.



e B (O
All objects in LBDraw can be aligned to top, bottom, left or right. You can also move them forward or back in
the third dimension.

"

‘“lm‘fouux?l
ool e

Drawing tools for molecular biologists

In addition to above standard drawing tools, LBDraw provides tools specifically for molecular biologists:
Double Strand DNA Structure, Needle, Virus, Bacteriaphage, Test Tube/Beaker and Flask.

Il

= | % |
C= ¢ B

You can fill with liquid (color) into Needle, Test Tube/Beaker and Flask. You can also regulate the levels of
liquid in these containers.



