
USER GUIDELINES 
 

Always use high quality tubes. Scratches and variations of the ideal geometry will give broad signals. 

Use long NMR-Tubes, no shorter than 7 inches (approx. 18 cm) long. If you don't, this could cause problems with the 

sample changer. 

Do not use broken tubes; make sure the cap is intact.  

 

Use a weighted sample! This helps you to calculate your concentration and the measurement time. 

The sensitivity depends on the natural abundance of the corresponding isotope and the magnetogyric ratio. 

Please note that if you halve the concentration of your sample, you must four-fold the measurement time!!!! 

Below is a guideline regarding concentration for small molecules (MW ~ 500 g/mol ): 

5 mg for Proton, Fluorine, Phosphorus 

30 mg for Carbon 

Use ca. 600 μL (4,5 cm height in the tube) solution for the measurement. 

 

Please pay attention to the homogeneity of your sample!! Susceptibility, conductibility, viscosity and turbidity, any 

clouding or particles, paramagnetic or ferromagnetic material, all create broad peaks or artifacts. 

If your sample is cloudy you can also filter it directly into your tube. Don't leave any sediments at the bottom of your tube. 

 

Use a suitable solvent for your sample. There are many more than just D2O or CDCl3 and some maybe better than these. 

 

Always use the printout of „name sheet“ from the NMR homepage for labeling your samples. Remember to indicate 

the number of the holder on your label. Please note that we reserve ourselves the right to remove any samples which have 

not been correctly marked before measuring. 

 

Always wipe your tubes with a tissue before placing them into the spinner. 

 

Please do not put 10 samples for night measurement into the NMR at any one time. Be fair towards other users. 

If for example you have 10 samples, our suggestion would be to place 3 samples in the queue one day, then another 3 

samples the following day, and so on. 

 

Remember, it is always better to look first at your Proton-NMR and then decide whether you need more detailed spectra 

or whether the sample is not pure enough. 


