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1. Purpose
This protocol provides instructions for using the NanoDrop ND-1000 Spectrophotometer to read absorbance between 220 – 750 nm in as little as 1µl.  The protocol is designed as a reference and is not a substitute for training.  Users must complete a training session before using any of the Bauer Core’s instrumentation.  

2. Materials

DNA, RNA, or protein sample to be measured
(cell samples can also be measured, but results may be variable)
Kimwipes (VWR cat # 21905-026)
3. Instrumentation
NanoDrop ND-1000
Small volume pipettor (e.g. Rainin Cat # P-2)
4. Reagent preparation
Since the Nanodrop can read a wide range of absorbances, there is often no need to dilute the samples.  The linear range for dsDNA is 1.5 ng/µl to 3700 ng/µl.  Linear ranges for other nucleic acids and proteins are in the manual on the instrument’s computer.  At least 1µl of each sample is required.  Sometimes, the column will not form properly with just 1µl of liquid.  In this case, increase the volume to 1.5µl and retry.
Note:  Cell samples read on the Nanodrop may give a different result than when read in a standard cuvette-based spectrophotometer.  This is due to the shorter path length and the difference in the way the optics of this system measure the light scattered by the cells.

5. Procedure

5.1.  Open the Nanodrop software.

5.1.1.  Click on the Nanodrop icon on the desktop.


5.1.2.  Select the assay type you wish to use.  



If you don’t see an appropriate assay, choose UV-Vis Measurement.

5.2.  Initialize.

5.2.1.  Lift the sampling arm and pipette 1µl of water on to the lower pedestal.

5.2.2.  Lower the sampling arm and click “OK”.  Watch for column formation.

5.2.1.1.  1µl is the minimum volume that can be used.  If the column does 

not form properly with 1µl, increase the volume to 1.5µl and retry.

5.2.3.  Wipe both the upper and lower pedestals with a dry kimwipe.
5.3.  Blank.


5.3.1.  Pipette 1µl of water or sample buffer on to the lower pedestal.


5.3.2.  Lower the sampling arm and click “Blank”.  Watch for column formation.

5.3.3.  Wipe both the upper and lower pedestals with a dry kimwipe.

5.4   Read samples.


5.4.1.  Fill in the option boxes on the right hand side of the window.

The options available will vary according to the assay chosen. 


5.4.2.  Pipette the sample on to the lower pedestal.


5.4.2.1.  1µl is the minimum volume that can be used.  If the column does 

not form properly with 1µl, increase the volume to 1.5µl and retry
5.4.2.2.  Make sure the sample is well mixed for accurate readings.


5.4.3.  Lower the sampling arm and click “OK”.  Watch for column formation.


5.4.3.  Wipe both the upper and lower pedestals with a dry kimwipe.


5.4.4.  Repeat steps 5.4.1 through 5.4.3 for each sample.


5.4.6.  Click “Show Report” to see the data.



This report may be printed or saved.
5.5.  Clean up.


5.5.1.  Wipe both the upper and lower pedestals with a kimwipe and milliQ water.


5.5.2.  Wipe both the upper and lower pedestals with a dry kimwipe.


5.5.3.  Close the software and log off
