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Mnova includes a powerful and flexible feature which allows the user to easily automate the full
processing of both 1D & 2D NMR data sets. This is ideal for the batch processing of spectra of
the same type, and can also incorporate analysis operations.

For example, let's say you have acquired 20 proton spectra which you want to process using the
same processing operations. The procedure is very simple:

1. Load one spectrum and process it as desired.
2. Go to Process/Full Processing. The following dialog appears:

n Full Processing |1||£|
“ More Processing Analysis

Timne Domain Frequency Domain
Drift Correction Phase Correction

Number of Tail Points: 4495 E] Method: Auto (Global} E]
Truncate Baseline Correction

Truncate FID after: 7959 D Method: Whittaker Smoother

Median Filter: Aufosetect E]

Apadization Smooth Factor: Aufocktect

Exponential: 7 57 E] Smoothing

" Method: Moving Average Fiter
Zero Filing and LP
Y Span: 2 E]
Spectrum Size: 72758 E]
Reverse

Fourier Transform

Protocol: Aone Reference

5 Halves: ift:
My e m
Cuts
Number of Cuts: & E]
’ Apply ] [ oK l ’ Cancel ]

This dialog includes all the processing and analysis features implemented in Mnova. You can
choose the required options by selecting the check boxes and, if necessary, specify options by

clicking the button[g next to the corresponding command.



3. Once you are happy with the result, save the script file to a Mnova Processing file (*.mnp) by

clicking on the save button in the dialog box. =

4. You can now apply this processing script file to any other spectrum/spectra by selecting the
spectra you wish to process following this procedure (one or several spectra), and then opening

the previously saved file by using the open command in the Full Processing dialog box. =

vt s A few helpful tips ...

b

@1. If you want to apply a processing script to all the spectra opened in one
document, first select all the spectra in all the pages.
2. Next you can simply go to Processing/Recent Full Processing and
select the appropriate processing file script.
3. Remember that only spectra acquired using the same conditions should be
processed using a processing script file. For example, if you have acquired a
spectrum using a sequential mode and another one using simultaneous
quadrature detection, you will get erroneous results.




