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Amplification of miR-200c/miR-141 locus and methylation analysis.

Plasmid DNA standards were amplified with 200¢c-BSP-F/200¢-BSP-R primers (A) or with Tail1-200¢c-BSP-F/Tail2-200¢-BSP-R primers
(B). Lane M, 100bp size marker. NTC, no template control. Genomic DNA standards were amplified with
Tail1-200¢-BSP-F/Tail2-200¢c-BSP-R primers by using GoTaq (C) or Phusion U Hot Start (D) DNA polymerases. Lane M, 100bp size
marker. NTC, no template control. Representative sequencing chromatograms of a genomic DNA standard characterized by 50% CGI
methylation and PCR performed with Tail1-200¢-BSP-F/Tail2-200¢c-BSP-R primers by using GoTagq (E) or Phusion U Hot Start (F) DNA
polymerases (Gray arrows indicate 6 out of 14 CpG analyzed). (G-H) The observed methylation levels (mean of the 14 CpG) of genomic
DNA standards amplified with GoTaq (empty triangle) or Phusion U Hot Start (filled circle) DNA polymerases and assessed by using BSP
(G) or NBSP (H) approaches are plotted against expected values. The dotted lines represent the expected methylation and bars indicate
standard deviation.



