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CONCLUSIONS

l *A variety of parameters contribute to ChlP variability, including antibody quality,
Preparation & Optimization of Chromatin | Sonication conditions, and variations in ChIP Protocol
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Use of Spike In Antibody Controls for ‘ The Magna ChIP HiSens simplifies the ChIP procedure, reduces background to near
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Zero levels, and improves user to user reliability
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Selection of Highest
Quality Antibodies

*Using the EpiPure Chromatin Preparation system, quality chromatin can be

Produced with minimal optimization on a variety of sonication devices
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