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Histone Methylation by SETD1A Protects Nascent DNA through the Nucleosome Chaperone Activity of o7 87
FANCD2. Molecular Cell, 2018, 71, 25-41.e6. :



20

22

24

26

28

30

32

34

36

GRANT S STEWART

ARTICLE IF CITATIONS

MYBL2 Supports DNA Double Strand Break Repair in Hematopoietic Stem Cells. Cancer Research, 2018,

78,5767-5779.
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