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Input: Use TrueMethyl® to
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1 ug of DNA
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protocol from the whole
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Quantitative single-base

resolution detection of 5mC

genome amplication step and 5hmC at .480,000 CpG sites
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Probes
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oxBS technology resolves DNA modifications (5mC & 5hm()
for accurate epigenetic interpretation
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Coefficient of determination(r2) from simple linear
regression of BS and oxBS replication

New improved design
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Highlighted publications using oxBS technology

Roleof Tet1 and 5-hydroxymethylcytosine in cocaine action.
Feng J. et al., Nature Neuroscience, 2015.

Accurate Measurement of 5-Methylcytosine and 5-Hydroxymethylcytosine
inHuman Cerebellum DNA by Oxidativ Bisulfite on an Array (OxBS-Array)

Field S.F et al., Plos One, 2015.

Large conserved domains of low DNA methylation maintained by Dnmt3a.
Jeong M. et al., Nature Genetics, 2013.

Oxidative bisulfite sequencing of 5-methylcytosine and 5-hydroxymethylcytosine.
Booth M.J. et al., Nature Protocols, 2013.

FGF signaling inhibition in ESCs drives rapid genome-wide demethylation to the
epigenetic ground state of pluripotency.

Ficz G. et al., Cell Stem Cell, 2013.

Hml) A b
Catalogue # | #Reactions {fit s 19> 71V Ty Offtg
TrueMethyl®Seq | CEGXTMS |24 oxBS + 24 BS TRe TRe
TrueMethyl® Array | CEGXTMA |96 oxBS + 96 BS TRe TRe
~

Reduced bisulfite sequencing (redBS-Seq)

5-FormylcytosineDEZEICDWT

RedBS3&lT & o T5-formylcytosine’x HEEDIRRE CEERAETY .
TrueFormyITM redBS-SeqidTrueMethyl®+ v k& SERDHFICRY SHIFARIEE T,
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Cambridge Epigenetix
Jonas Webb Building
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< €G ‘ Babraham Campus, Cambridge, CB22 3AT UK

http://www.cambridge-epigenetix.com/
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Shigematsu & Co.,Ltd.

Mail : info@shigematsu-bio.com
WEB : http://www.shigematsu-bio.com/
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