Samples for methylation profiling should be submitted in 96-well plates at a normalized concentration by PicoGreen or Qubit of at least 20 ng/ul and with a total of 1.7 ug of genomic DNA.  We prefer a normalized concentration by PicoGreen or Qubit of 50ng/ul if possible.  Please fill out the Methylation Sample Submission Form with the sample names and their positions and email it to the Core when you submit your samples. Users should consult with our bioinformatics staff to determine the appropriate layout of their samples across the number of beadchips they will be using, which will in turn determine what well each sample should be in.
 The diagram below shows how samples are distributed from the 96-well plate to the BeadChips in the Methylation protocol.
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For further information about shipping the samples to our facility, please see our website:

http://cgm.northwestern.edu/cores/nuseq/methylation-profiling/illumina-infinium-hd-methylation.html
