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What is Win9000?

���� Win9000 is a powerful software package with tools for streamlining peptide chemistry.  You

will use Win9000 to write and execute peptide protocols.

���� The minimum you need to master in order to make a peptide is embodied in the following

four items:

1. Setting up system fluids

2. Calibrating Arms

3. Calibrating Racks

4. Writing chemistry protocols

���� There are two general kinds of tasks for which you use the software: setting up hardware, and

running protocols.  If you’re like most people, you want to:

1.  set up the instrument once and forget about it, and

2. focus on your chemistry

Do it and forget about it
���� Setting up system fluids

���� Calibrating arms

���� Calibrating racks

Focusing on chemistry
���� Writing peptide protocols

���� Protocols hundreds of lines long can be quickly generated from three short files.

���� Three files arise from the three basic processes used repetitively throughout peptide

chemistry

1. Deprotection

2. Resin washing

3. Coupling amino acids

Deprotection ChemFile Example
1

1. Transfer 2 mL of 20% Piperidine to RV

2. Mix for 5 minutes

3. Empty for 2 minutes

4. 

                                                          
1
 All example ChemFiles are written in plain language rather than exactly as they would appear in a real ChemFile.  This
is done for ease of reading.  There will be slight semantic differences in your actual ChemFiles.
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5. Transfer 2 mL of 20% Piperidine to RV

6. Mix for 25 minutes

7. Empty for 2 minutes

8. 
9. Return

Wash ChemFile Example
1. FastWash with NMP

2. Mix for 30 seconds

3. Empty for 2 minutes

4. Repeat Step 1, 1 times

5. 
6. FastWash with MeOH

7. Mix for 30 seconds

8. Empty for 2 minutes

9. 
10. FastWash with NMP

11. Mix for 30 Seconds

12. Empty for 2 minutes

13. Repeat step 6, 3 times

14. 
15. FastWash with NMP

16. Mix for 30 seconds

17. Empty for 2 minutes

18. Repeat Step 15, 2 times

19. 
20. Return

Couple ChemFile Example
1. Dispense 200 µL of NMP to RV

2. <Dispense Matrix>

3. Transfer 6 equivs of DIC

4. Mix for 1 hour

5. Empty for 2 minutes

6. 
7. REM ***DO NOT USE A RETURN HERE***

Synthesis Sequence Program
Synthesis Sequence brings together the peptide sequences you wish to

make with the three short ChemFiles you have already written to automatically
make a protocol that could be hundreds or even thousands of lines long.

Importing Sequences and Libraries
���� Use a space delimited text file to import sequences by one letter codes

���� One letter codes can have up to 3 characters to allow for multiple derivatives

���� Each line is a well

���� A blank line translates into an empty well

���� Monomer Racks

Shrink/swell washing
routine executed a total
of 4 times (once initially
plus three repeats).
Purges wastes from the
interior volume of the
beads.

Reswelling the
beads in
preparation for the
next step

Expelling most of the
waste in this series of
washes.

This is a place
holder for the
amino acid
dispense list.
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���� There should be only one reagent rack containing your amino acids; having multiple AA racks is

asking for trouble.

���� If blank cells appear in the Synthesis Sequence where there should be and amino acid then:

 (i) There is a misspelling in the text file

 (ii) There is an extra space in the text file

 (iii) The amino acid is not in your monomer rack

Selectively Double Coupling Residues
1) Go to the Synthesis Sequence Program

2) Write a basic cycle and apply it to all of your peptides, then

3) Add a second couple template to your cycle

4) Apply that special cycle to a column in the matrix.  That column should contain the residue

that you wish to double couple

5) Click the Apply Sequence button,

6) Click OK to build your ChemFile

7) Open your ChemFile and find the cycle containing your double couple residue

8) Insert a reference to the wash ChemFile after the first coupling (e.g. Goto Wash.cht).

9) Double click the second <Set Active>, or if there is only one add a second just before the

second coupling

10) Set every well inactive except for the well containing the residue you wish to double couple

Calculations
Running the Calculations program on your parent ChemFile will automatically generate a list of reagents

you will need including the amounts to weigh out.

Customizing .CDB Databases
���� Reagent databases are simple ASCII text files

���� Stored in the \ACT directory

���� Vertical bar delimiter (|)

���� The order of the fields is important

���� There is no parsing or validation of the data fields.  The computer knows whether a piece of text is

supposed to be a full chemical name or a one-letter code based only on its position in the file.

Using Log Files
���� A few basic points:

���� Log files are ASCII text

���� Readable in any text editor

���� Stored in the \ACT directory

What Happened During my Synthesis?
���� Every time a ChemFile runs a log file is generated containing everything the instrument did during

your run.

���� This includes any error messages and the manner in which the program terminated (i.e. did someone

press the Stop key or did it terminate normally).
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Restarting a Synthesis
���� Every step has a unique number called a Synthesis Position number

���� Line numbers are not unique because you could have loops that cause the program to repeat the same

line number more than once.  Also, the program may branch out to sub-ChemFiles that have their own

line numbers starting with #1.

Finding Logged Error Messages
���� Use the Find feature in Note Pad to search for error messages

Be smart: Protect your work with backups

Store your synthesis in a subfolder
���� If you back up certain key files after each synthesis you can be sure that your work is always safe.

���� In order to store a synthesis and come back to it later you will need to put the following files (all are

located in the \ACT directory) into a sub folder:

 (i) Racks.cfg

 (ii) Arms.cfg

 (iii) Sf.cfg

 (iv) Complex.cfg

 (v) Your ChemFile and the sub ChemFiles from which it was made

 (vi) Your Sequence file (.seq)

 (vii) Your templates (.cht)

 (viii) Your dispense lists (*.dsp)

 (ix) Your log file (.txt)

���� When you want to refer back to a stored synthesis copy all of these files back to the \ACT directory.

This will overwrite .cfg files already in the \ACT directory; be sure to back them up first.
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