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Supplementary Fig. 1 Quality of genomic DNA extracted from rumen samples visually 

assessed on a 0.8% agarose gel. Orange arrow indicates the position of the 1kb band as per 

the HyperLadder™ 1kb molecular weight marker (Bioline, London, UK). (A-C): rows of 

sample lanes; (1-15): individual sample lanes; (M) molecular weight. Samples in rows B and 

C were run on the same gel but have been separated by a white line for visualisation 

purposes. 

  

 

 

      


