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Furthermore, we have validated DNA Procedure: To date, the most sensitive and reliable tool for
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and LC/MS, respectively. Sampling a range of Results mass spectrometry (3). Therefore to evaluate
bio|ogica| sources, DNA Degradase Plus™ DNA Degradase Plus™ treatment of DNA gave high resolution chromatograms as detected by LC/MS. The method efficiently this method, we treated DNA samples from

identifies all four canonical bases as well as 5-methylcytosine and 5-hydroxymethylcytosine. Resolution is comparable to
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Procedure:

DNA was extracted from various sample sources and digested with DNA Degradase Plus™ (1 hour) and nucleosides were
analyzed via LC/MS.

Results

Zebrafish embryonic DNA showed detectable levels of >*"™C whereas none was detected in Arabidopsis and Chlamydomonas DNA.

DNA Degradase Plus™

DNA Source >MC >hmC

Arabidopsis 11.38% 0.00%
Zebrafish Embryo 12.93% 0.39%
Chlamydomonas 1.03% 0.00%
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