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Genome-wide DNA methylation study suggests epigenetic accessibility andAtranscriptional poising of
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Age-associated DNA methylation changes in naive CD4<sup>+<[sup> T cells suggest an evolving
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patients. JCl Insight, 2020, 5, . 5.0 36



20

22

24

26

28

30

32

PaTrICK COIT

ARTICLE IF CITATIONS
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