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Introduction

About the Program

Plasma DNA is a free, cross-platform DNA manipulation program started in
the end of 2006 by Dr Alexandre Angers-Loustau, a molecular biologist, while
performing post-doctoral studies at the University of Helsinki.

The aim of the program is to allow analysis and manipulation of DNA
sequences in a simple and intuitive manner, targeting the everyday needs of
scientists doing a lot of cloning and helping them keep track of the new sequences
they produce.

PlasmaDNA features:

- Full functionality on both Windows and MacOS operating systems,
including compatibility of the saved files.

- Automatic analysis of DNA sequences for restriction sites, primer binding
sites, and common plasmid domains from easily-expandable (included)
databases.

- Capacity to keep more than one sequence in the same file. Since
PlasmaDNA keeps track of the overhangs of each fragment, this allows:

- In silico digestion with restriction enzymes, and ligation of compatible
fragments to automatically generate the new sequences produced by real-
life cloning.

- In silico Polymerase-Chain-Reaction (PCR).

- In silico GATEWAY recombination between compatible fragments.

- Automatic determination of cloning strategies.

- Multiple sequence Import/Export compatibility with the FASTA format.



License

PlasmaDNA is a freeware, i.e. when you start it, you automatically agree to
the following license:

You are can use PlasmaDNA on as many computer computers as you like, for as long
as you like, without charge. You are allowed, and encouraged, to distribute the
program, provided that you distribute it as a complete package. This includes:

-PlasmaDNA.exe (Windows) or PlasmaDNA.app (MacOS)

-This manual, including this license

-Enzymes.pdat

-Domains.pdat

-Primers.pdat

-PlasmaDMan.exe (Windows) or PlasmaDMan.app (MacOS)

-PlasmaDNA logo.png (Windows only)

It is highly recommended to download a copy directly from the author by going to
the website http://research.med.helsinki.fi/plasmadna/.

This program is provided by the author with the hope that it can be as useful to you
as it is to himself. The author makes no guarantee, express or implied, of
merchantability and fitness for a particular purpose, and can not be held responsible
for direct or indirect damage, waste of material or wrong information resulting from
the use of this program.

For feedback, questions, comments, or to report bugs, feel free to write me at
http://research.med.helsinki.fi/plasmadna/Feedback/Feedback.htm/.



http://research.med.helsinki.fi/plasmadna/.
http://research.med.helsinki.fi/plasmadna/Feedback/Feedback.htm/.

Using PlasmaDNA

Main Window

#PlasmaDNA
e Output Window  ff Restriction Analysis
@ {show)) Ligation Window () Primers Analysis
! ) ORFs Analysis
{Eewd) PCR Windaw
{@hewd Cloning Window
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1: Secondary windows show / hide.

2: Output window content selection.

3: Save / Export window.

4: Add a new fragment by typing / pasting the sequence.

5: Add (a) new fragment(s) by importing from a FASTA-format file.
6: Load a file previously saved by PlasmaDNA.

NOTE: the fragments in the loaded files will be ADDED to the fragments already
present in the PlasmaDNA session.

7: Clear the current session. This deletes all the fragments and resets the program
as if it just loaded.

8: Show/Hide the overlay of percent GC content of the DNA fragment.

9: Opens the “About”?window to see the current version number.
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10: Comments window. This allows to enter text that will be saved/loaded at the
same time as the fragments. You can use this window to enter any kind of
comments you would like to attach to the project.

11: Enzyme selection. This decides if the program uses all the enzymes present in
the commercial enzymes database, or only those present in your laboratory.

Restriction Enzyme Database:

The enzyme database used by PlasmaDNA (Version 1.4 and later) comes from
REBase (http://rebase.neb.com/rebase/rebase.files.html), and represents all the
commercially available type 11 restriction enzymes (gtype2c.XXX, format #32).
Updated version can be downloaded at any time, and added to the PlasmaDNA
folder. The program needs at least one gtype2c.XXX file to load properly, and will
chose the newest version when multiple are present.

The Enzymes.pdat file now contains a list of names of restriction enzymes present in
the laboratory of the user. This has to be set up once only, using the “Select””
button, and can be modified the same way.

Using PlasmaDNA:

From the main window, you can add new fragments (through copy/paste, importing
or loading) to the current session, show / hide the different secondary windows that
allow you to visually analyse the fragment(s), perform PCR or ligate compatible
fragments.

The previous figure showed the default state of the main window, without any

fragment loaded. As you add new fragments, the following menu will appear, one
for each fragment:

Fragment Menu
._ Fragment 1

Inwert -‘f Sh:rn

5I1m|| l:lr‘-!')\

1: Edit / View Sequence window.



http://rebase.neb.com/rebase/rebase.files.html

2: Invert DNA fragment (reverse-complement).

3: Show only button: will show this fragment, and hide all the others, in the Ouput
window.

4: Rotate Fragment : enter the base that should become the new 1 position. This is
only available for circular fragments.

5: Name of the Fragment.

6: Show / Hide fragment in the Output window.

7: Restriction Enzyme info window for this fragment.
8: Digest this fragment with a restriction enzyme. This will open the enzyme
selection window.

9: Domains info window for this fragment.
10: Add a domain from this fragment.
11: Show Open Reading Frames and translations for this fragment.

12: Primers info window for this fragment.
13: Add a new primer to the PlasmaDNA database.

14: Circularize this fragment (in case the automatic analysis failed to recognize and
circularize a circular DNA fragment)

15: Opens the Align window. This windows contains a summary of all the restriction
sites, domains, primers, open reading frames shown along with the primary DNA
sequence of the fragment.

One of this menu will appear on the main window for each of the fragments loaded
on the current session. The limit has been set at 20 fragments at the same time.
From this menu, you can manipulate the fragments (inversion, rotation, digestion),
and modify the look of the fragment in the output window through the various sub-
windows.

Output Window:

@7 Puul (4463)

REccRW (965)

uStul (2055)
—— BeIt (2107}




1: Restriction Site (or primer, or open reading frame depending on the output
selection)

2: Domain

3: o before an enzyme name is used to indicate an enzyme that generates blunt-
ends

4: * after an enzyme name is used to indicate a site that will not be cut if the DNA is
dam/dcm methylated because of the sensitivity of the enzyme

Fragment sub-windows

Edit/View Sequence:

I ()

4 “ Fragment Info - Digested Frag}n:ﬂ{: 1 =) P
" — Y
5' overhang 25 3' overhang

: : \ - - K 3 .KienUw_ /
i CTAG Bur-Eng o BiuniBnd —
@\ Name: Digested Fragment 1 i i ——

1 CTAGCACTGA CTGAGCGAGC GGCAATCAGC CGCTCATGCA GTCAGTCAGT
51 GCCAGTCAGC ATGCAGTCGG CGCGCATATT AGGCTATCGA TCGATCGTAT
101 ATTATCTCGC TATGCGCTAT CGATC

olc

125 bp [Frum: Ta: Show ] | Cancel Update

1: View / Edit name of the Fragment

2: View / Edit sequence of the Fragment
3: Size of the fragment in base pairs (note: this field is not editable)

4: Delete Fragment (Warning! This is not reversible)



5: 57and 3 "overhangs of the fragment. (note: these fields are not editable
unless you are entering a new fragment)

6: Blunting of the fragment using the Klenow polymerase-type rules.
7: Blunting of the fragment using Mung-Bean nuclease-type rules.
Warning: these last two are not reversible.

8: Select and show a sub-sequence of the current fragment.

9: Exit without saving the new name and/or sequence.
10: Save the new name and/or sequence and exit.

Clarification of the nomenclature:

The fragment:

AATCGGCGTA
CCCCATTA

Has a 5 "overhang which is of type 5 "and of sequence AATC
Has a 3 "overhang which is of type 5 "and of sequence AT
The corresponding shown sequence would be AATCGGCGTA
After inversion, the shown sequence would be ATTACGCC

Select Enzyme:

* Select Enzymes - Fragment X =) 6)

Enzyme Cu Enzyme Cuts Show Enzyme Cuts Show Enzyme Cuts Show
Aatll 1 BspEl 0 Miul 0 Sall 1 W
AccBSI 2 5 O Mscl 1 Sbit 0

Acit 2 BsrAl ) Nael a O Scal 1w
AR 0 BsrGI 1 W Narl 0 Sfol i)

Agel 0 BesHII 2 O Meol 1 W Smal 1 W
Apal 1 W BssSI : O Mdel 2 W SnaBl il
Apall 3 O BstBI 0 NgoMIV 4 [ Spel 1
Ascl 0 Bstzi7t 1 W Mhel 0 Spht 1
Asel e Clat 1 W Notl 1 o Sspl I
Asist 0 Drat 5 0O Nrut 0 stut 1o
Al 0 Eagl 2 Msil 1 W Swal 0
BamHl 1 EcoRl 1 Pacl 0 TIt 1 W
BbVCI 2 W EcoRV 0 paeR7l 1 W Xbal 2 W
Bell 1 Fsel 1 Pmel 0 Xhot 1
BFfrBI 1 W Fspl 2 O Pl 1 W Xmal 1 W
Balt! 1 Hindim 1 o pstl 1

BmgBl 1 0O Hpal 0 pvul 2 o

BseYl a W Kast o Pvull 3 0

BsiW1 0 Kpnl 2 W Sacl 1 W

BspDL 1 W Mfel 1 Sacll 1

Select All Deselect All Cutting from .: to times Cancel Apply Daone
| | | | I | |
1: Click to show / hide this enzyme: If the enzyme is selected, it will be
shown for this fragment in the Output Window.




2: Select all enzymes.
3: Deselect all enzymes.

4, 5: Select enzymes that cut a number of times within the chosen range.

6: Cancel - Close the window without applying the changes.
7: Apply —Apply the changes without closing the window.
8: Done —Apply the changes and close the window.

This window is used to select which enzymes which enzymes will be shown on the
Ouput Window (if the output type is set to Restriction Analysis 7 see page 4)

This window is NOT used to digest the fragment. For this, use the “Digest!”’button
in the fragment menu (number 8, page 5). A similar window will open where the
desired enzyme(s) can be chosen. Clicking “Digest”’in this sub-window will open the
following Digestion Window:

“ Digestion Results - Plasmid A =) .

™

Plasmicl &
2951 bp 3

M13R

% Digested Plasmid A . @
448 bp &
_J

Add Al "
| T

ONO

1: Graphical view of the substrate fragment. The orange line represents the
region of the original fragment corresponding to the shown digestion
fragment.

2: Virtual Gel showing the expected bands as they would migrate compared
to a 100bp/1kb ladder. The shown digestion fragment is identified with an



arrow. The percent agarose of the gel can be changed using the slider on the
right of the gel.

3: Digestion fragment.
4: Show next digestion fragment.

5: Add all digestion fragments to the current project.
6: Add the shown digestion fragment to the current project.
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Select Domains:

“#*Salect Domains - Plasmid A

Show Name Description Begin

W AmpiR Ampicillin Resistance 1973

W ColE1 ColEL Origin 1196

‘f f1 f1 Origin 9

W 7 T7 promoter 626

W M13R M13 Reverse 808

'f Lac Lac operon B36

W T3 T3 promoter 772

Select All | | Deselect Al

=) 6

Cancel Apply Deone

This window is used to select which domains will be shown in the Ouput Window for
this fragment. The buttons are similar in function to the Select Enzymes window
(see page 7). Besides the name of the domain as shown on the Output Window,
additional informations include a short description of the domain, as well as the
begin and end base number. If a domain is known to exist on the fragment, but was
not detected by the program, you can add it using the add Domain *button (number

10 from page 5). The following window will appear:

Add Domain:

= Add a Domain - Plasmid A
Fragment: Plasmid A
T~ Name:
|~ Description:

From: () 1:

—

To: () 1

Type: =

iz

Add to Current Project Add to Central Database

: Short name for the domain.
: Description for the domain.

: Base number for the end of the domain.

QDU AWNPR

color used by the program to draw the domain.

Base number for the beginning of the domain.

(-] (’:\

W' Add by Region
|} Add by Sequence

v - //@

: Orientation of the new domain (for circular fragments only —see below).
: Type of sequence represented by this domain. This will determine the

7: Add the domain to a local database, i.e. only the fragments (present and
future) from the current file will be analyzed for the presence of this domain

11



8: Add the domain to the file Domains.pdat, which means that all the
fragments will be analyzed for the presence of this domain

Note: You can only add the domain once ALL the fields have been filled. The
addition has been succesful once the window has closed.

9: Add by Region or Add by Sequence (see below).

Orientation of the new domain for “Add by Region”?

For linear fragments, to add a domain on the sense strand, enter a from *
base SMALLER than a fo *base. To add a domain on the antisense strand (reverse
orientation), enter a from “base BIGGER than a fo “base.

For circular fragments, follow the following rules:

Will result in:

From 1y 1000

. e il Will result in:
Fram o E =

=l . 1000 2 Will result in:
From: b 3

= - ¥« Will result in:

12



Alternatively, if you know the exact primary sequence of the domain you wish to
add, you can select “Add by sequence”?(button 9). The window will then look like
this:

13



View Open Reading Frames:

Open Reading Frame 1(AmpiR )
From: 3889 To: 4749 (reverse strand)
ozak Score: 4 shine-Dalgarno Score: 9

MSIQHFRVALIPFFAAFCLPYVFAHPET LVKVKDAEDQLGARVGYIELDLNSGKILESFRPEERFP
MMSTFKVLLCGAVLSRIDAGQEQLGRRIHYSQNDLVEYSPVTEKHLTDGMTVRELCSAATTMSDN
TAANLLLTTIGGPKELTAFLHNMGDHV TRLDRWEPELNEATIPNDERDTTMPVAMATTLRKLLTGE

LTLASRQQLIDWMEADKVAGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIY
TTGSQATMDERNRQIAEIGASLIKHW®

Add as a Domain BLAST

Open Reading Frame 2
From: 5328 To: 5852 (reverse strand)
Kozak Score: 8 Shine-bDalgarno Score: 0

MAGPEASRKFVDTTSDHSAYSSSRPRTHTQARYVLSGT TWSWTALMNRVTSSRTTPAKSSSTKSRE
NPSRSVONSTAPATSRAVSTGTALVNLAMDPLVLERPPPRWSSNSPYSESYYARSLAVVLQRRDW
ENPGVTQLNRLAAHPPFASWRNSEEARTDRPSQQLRSLNGEWKL®

Add as a Domain BLAST

=0

1: ORF information, including the number/name it appears under in the
Output Window (when the ORF Analysis 7is selected), the begin/end bases,
and the arbitrary Kozak and Shine-Dalgarno scores calculated from the
primary DNA sequence.

Standard Code % | Minimum Protein Size: O) 150 Set

2: Translation of the ORF, using the selected genetic code.

3: Add the current ORF as a domain. This will open an Add Domain window,
with fields 3, 4 and 5 pre-filled (see page 9) to correspond to this ORF.

4: BLAST this protein sequence. This will open the BLAST webpage (from
NCBI) in the default internet browser, filling all the necessary fields. All that is
left to do is to initiate the search using the "BLAST" button from the web

page.

5. Select the genetic code to use. The available codes are taken from the
website http://www.ncbi.nlm.nih.gov/Taxonomy/Utils/wprintgc.cgi?mode=c.

6. Set the minimum amino acids an ORF must code for to be considered by
the program.

Note: The last two settings apply to all the fragments in the current project.

14
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Select Primers:

‘tSelect Primers
Show  Name Extra Anneal Starts at
f test CCCAATTC TCAACTAAACAGAACATCCAMAD 4175
Ur test? GCGGATCC CTTCAAAAACAATTATTTAATGA 5739
'Jr reverse_ | GOOOCCAGATGOTAAGCOCT 1321
Select All Deselect All Cancel Apply Done

This window is used to select which primers will be shown in the Ouput
Window for this fragment. The buttons are similar in function to the Select Enzymes
window (see page 7). Besides the name of the primer additional information
includes the annealing sequence of the primer, the extra (non-annealing) 5~
sequence present in this primer, as well as the base at which it starts to anneal on
the fragment. To add a primer to the database, use the Add Primer function of the
main Fragment menu (number 13 from page 5).

Add Primer:

“Add a Primer (=) 69

\

Name:
[~ Extra 5' sequence:

Annealing sequence:

@9? ©

W Add

1: Name of the primer. This field should be without spaces, any space
present will be replaced with underscores (“~J.

2: Extra 5 "sequence that does not anneal to the template DNA. For example,
when a restriction site is added to the end of the PCR product.

3: Sequence from the primer that anneals to the template. This sequence wiill
be used by the program to identify primer binding sites. Only non-
degenerate sequences are accepted for now.

4: Add button, this will add the primer to the Primers.pdat files and re-
analyze the current fragments for annealing sites.

Note: To cancel, just close the window (top-right red button).

15



How to perform a ligation

Since PlasmaDNA can contain more than once fragment in the same session,
and since it keeps track of the overhangs present at the ends of the fragments, it is
possible to figate "compatible fragments in a way that mimics the events of a cloning
experiment. PlasmaDNA automatically generates the resulting products, which
minimizes the mistakes possible with the current copy/paste strategies.

Ligations are performed using the Ligation Window (see 1 on page 4). For
example, if a project has 2 fragments, both having Xhol overhangs at both ends.

1) Open the Ligation Window and select one of the fragments in the tigate: *box

(=1 “Ligation

-

Ligate; | Slel e R

Ligation:

Fragment 2

2) Select the second fragment from the With: ®box. Note: only fragments
compatible with the first fragment will appear as choices in this box.

b ~ Ligation

Ligate: Fragment 1 5 | with:

3) The possible ligation products will then appear in the Ligation Window:

% Ligation =) &

Ligata: | Choose Fragment |4 | Wik.. | Chose Fragment

-

Ligation Ligation
2665 bp 2665 bp

Add Add

16



From there, you can select which one(s), if any, you want to add to your
current project as a new fragment by clicking on the Add ”button under the
corresponding image.

Note: To perform Gateway recombinations between compatible
fragments, just select the two fragments as tigate: Zand With: *choices. The
resulting recombinations products will appear in the Ligation window.

How to perform a PCR

If, on the same fragment, you have two primers annealing sites that face

each other, you can use PlasmaDNA to generate the product of the resulting PCR and

add it to your project. For this, use the PCR Window (see 1 from page 4)

For the following Fragment:

% Ouput
e
- T? (626}
_. / T3 (788)
Plasmid A
2961 bp
\. Z

The primers T7 "and T3 "can be used for a PCR. First, open the PCR Window
and select the fragment to use as template:

“New PCR - &

Fragment: | Choose Fragment | 4 PrAmerls| Chose Primer 1

Primer2: |Chose Primer 2

17



Then, select the sense primer from the Primerl box:

ragr ent: | Plasmid A " Primerl: |Chose Primer 1

T7

Note: only the primers annealing to the chosen fragment in a sense
orientation will appear in this box.

Select the antisense primer from the Primer2 box:

ragment: Plasmid A

g1 Chose Primer 2 -

Note: once again, only the primers annealing to the chosen fragment in an
antisense orientation will appear in this box.

The resulting PCR product then appears in the PCR window. To add it to your
project as a new fragment, click the Add “button. Non-annealing 5 ”sequence, as
added in the Add Primer window, will be automatically added on both ends of the
fragment if present.

- -
>
it Choose Fragment Primerl: |Chose Primer 1

Chose Primer 2

i g
B R

3

Hi

PCR fragment of Plasmid A (T7-T3)
163 bp
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How to perform an Automatic Cloning

If you want to clone a fragment from one plasmid to another, it is possible to
use PlasmaDNA to look for compatible sites. The main advantage is that the
program tests the overhangs of enzymes with degenerated recognition sites (ex.
CATNNNNATG) or enzymes that cut outside of their recognitions sites (ex
GTATAC(3/5) ). Since these enzymes leave different overhang sequences depending
on the site, they are rarely used for cloning experiments, or necessitate extra work.

First, open the “Cloning Window?”; and select the fragments corresponding to
the insert and the vector (only circular fragments are accepted), and select the bases
that encompass the regions that HAVE to be found in the final construct.

For example:

“Cloning =) 6
Insert: | Fragment 1 s
From:
0200
To:
1100
W Mathylated
Fragmearl 1
11540 bp
L A
Clone
Vector: Fragment 2 s
"o
From:
s 800
To:
600
o Methylated
Fraqmert 2
2951 bp
N v,

Click “€lone” o start the simulation
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If the program finds compatible sites, the window is updated:

“Cloning
Insart: |Fragment 1 s £ Ad
e ~ e
From:
0200
To:
360 P
b "y N
1of 10
7 R
! Methyated
Fragmerl 1
11540 bp
\. J —
i 1
. Clone
Vector: | Fragment 2 + e ]
'
From:
o= 800
To:
600
W Mathyated Ligation (Spel/PspOMI)-(PspOMI/Xbal)
rragment 2
2951 bp 4102 bp
\_ v, . W,

The right side now shows possible restriction enzyme strategies that the
program found, for a maximum of 10. You can scroll through the possibilities using
the arrows on the top, and add the one you prefer to your cloning project by clicking
“Add”? This will add both the digested fragments and the ligation as fragments in
your project. The digested fragments are shown, smaller, on the top half, and the
ligation result is shown at the bottom. For the ligation result, the Open Reading
Frames configuration is shown, in order to see the phase when making fusion
proteins.

Notes:

-When cloning, the program will maintain the orientation of the insert and
vector as found in the left part.

- Even though only one result is shown, in the orientation of the original
insert, it is possible that the strategy would result in bi-directional cloning if the ends

20



are compatible. If that is the case, clicking “Add””will add both ligation products to
the project, for a total of 4 fragments.

- The program looks for enzymes depending on the choice from the main
window, “My Enzymes””or “All Enzymes”? When no possibilities are found by the
program while set at “My Enzymes”; one option is to go and change this option, and
try again. This can be used to know which enzyme to buy if the cloning is important
and unflexible.

Saving and Exporting

()

O

(=) “Choose Fragments to Save |/ Export

~ PlasmaDNA —————, ~ Export
Select All
[P Save Save As FASTA JPEG
Deselect All - |

\f Fragment 1
v" Fragment 2
\’ Fragment 3

v" Fragment 4

I A L .

OBENONC

1: Select fragments to save / export. By default, all the fragments are
selected.

2: Select / Deselect all fragments

3: Save fragments in a PlasmaDNA file format (.pof). This format
saves the sequences, the overhangs, the selected shown
enzymes/domains/primers, as well as the domains associated with the
current project.

4: Export the selected sequences as a FASTA file. This format saves
only the names and sequences of the fragments, but is compatible
with many other programs.

5: Export the graphical view (Restriction Analysis) of one fragment in

the JPEG format. If more than one fragment is selected, only the
upper one will be exported.
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Loading Fragments

Fragment 2
2951 bp

1: Fragments present in the loaded files. The selected fragments will
be added to the current project.

2: Click to show a previous of this fragment.
3: Select/Deselect all fragments.

4: Add the selected fragment to the current project.

22



PlasmaDNA Database
Manager

Introduction

Upon loading, PlasmaDNA builds a internal database of restriction enzymes,
domains and primers that are used to analyse the fragments. These
sequences are contained in the files Enzymes.pdat, Domains.pdat and
Primers.pdat, respectively. In addition, some project files (.pof) can contain
“focal”’domains which are read and added to the program internal database
when the savefile is loaded.

Enzymes.pdat, as supplied with the program, contains 75 restriction
enzymes, corresponding to the most common non-degenerate enzymes with
recognition sites of at least 6 base pairs. Domains.pdat contains 151
domains, while the Primers.pdat is empty.

Adding domains and primers to these databases is most conviently performed
using PlasmaDNA as described before. However, for more advanced
manipulations of these databases, it is possible to use the PlasmaDMan
application supplied in the bundle.

Loading Window

PlasmaDNA Data Manager 1.0 B &

Choose Database To Edit

Restriceion - .
sl Domains Primers

This loading window is used to select which type of database will be
manipulated.
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Main Window m

Plasmanﬂw.anagm - Domains =& @
Sort by: / - = Sort by: e

©

Lld

/ {0 domain) / 1 (0 demain)
Save Save As Sawe Save As
Load | Load

The main window is based on a “two files”” concept which allows
domains/enzymes/primers to be transferred from one file to the other as
needed. Other possible manipulations include editing of the various fields for
individual elements, as well as deleting.

1: The files are opened using the “Coad”’button, and saved using the “Save
As”?(2), or “Save”?(3) buttons.

4: The different elements present in the file will appear in the window. They
can be sorted according to different criteria (5), and edited directly by
modifying the fields (see below for details). The different elements can be
selected one by one or by using the Select All/Deselect All buttons for that file

(6).

7: Delete Button, will erase the selected elements from that file

8: Copy Button, will create a copy of the selected element in the other file.

9: Move Button, will create a copy of the selected elements in the other file
AND delete them from their original file

10: Swap will exchange the content of the left file with the content of the
right file, and vice versa.

Note: None of the changes will be recorded until the file is saved. To
cancel, just exit the program without saving.
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Restriction Enzymes:

NOTE: As of version 1.4, it is no longer possible to modify the
restriction enzyme database, as the database used is a standard
REBase database containing all the commercially available type 11
enzymes. Enzymes.pdat contains instead the list of the enzymes
available in the user 3 laboratory, as a simple list of names.

Domains:
Name: AmpiR indat:
Description: Ampicillin Resistance Ravert

Type: Resistance Gene | = || Seguence

Name: Name of the domain, as it will appear on the graphical display

Description: Short description for this domain, as it will appear on the
Domains info window.

Type: Type of domain. This will determine the color used in the graphical
display

Sequence: Opens a subwindow to view/edit the sequence of this domain

Note: Domain database files are recognized by their name, which starts with
“‘Dom-“Y When “Saving As”; if the name chosen does not start with “Dom-“; it
will be automatically added in front.

The only database used by PlasmaDNA is the file “Domains.pdat””which must
be found in the same folder. Other domains databases will not be used by
PlasmaDNA but can be kept to modify the main database when needed.

It is also possible to open project files (.pof) when editing domain
databases. In this case, the domains saved in the local file (“Apply to
current project”) will be displayed. Those domains can be viewed, edited,
deleted and transferred as for a normal Domain database file. Saving the
modifications will modify the .pof file accordingly but will not interfere with
the fragments present in the project.

Unlike Restriction Enzymes and Primers, it is NOT possible to enter a new

domain from scratch using Plasma DNA Domain Manager. Adding new
domains must be performed using PlasmaDNA itself.
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Primers:

Mame: T3 Updale
Extra 5 evert

annealing: TAACCCTCACTAAAGGG

Name: Name of the primer. This field can not contain spaces, so any space
present will be replaced with an underscore.

Extra: Extra, non-annealing 5 ”sequences found in the primer. Leave blank
if none are present

Annealing: Annealing sequence of the primer.

Note: Primers database files are recognized by their name, which starts with
“Pri-“* When “Saving As”; if the name chosen does not start with “Pri-“; it will
be automatically added in front.

The only database used by PlasmaDNA is the file “Primers.pdat””which must

be found in the same folder. Other primers databases will not be used by
PlasmaDNA but can be kept to modify the main database when needed.

26



Web Resources

The PlasmaDNA website is

http://research.med.helsinki.fi/plasmadna/

The following can be be found on this site:
Download/register for updates

PC version: http://research.med.helsinki.fi/plasmadna/Download/PC Version.htm
Mac version : http://research.med.helsinki.fi/plasmadna/Download/Mac_Version.htm

Version history

http://research.med.helsinki.fi/plasmadna/Other/Version History.htm

File format

Savefiles : http://research.med.helsinki.fi/plasmadna/Other/SaveFile_Format.htm
Databases: http://research.med.helsinki.fi/plasmadna/Other/Database Format.htm

Feedback

http://research.med.helsinki.fi/plasmadna/Feedback/Feedback.htm

Frequently Asked Questions

http://research.med.helsinki.fi/plasmadna/Other/FAQ.htm
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