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Exome Sequencing in Classic Hairy Cell Leukaemia Reveals Widespread Variation in Acquired Somatic
Mutations between Individual Tumours Apart from the Signature BRAF V(600)E Lesion. PLoS ONE, 2016, 2.5 17
11,e0149162.



20

22

24

26

28

30

32

34

36

JANE GIBSON

ARTICLE IF CITATIONS

Whole genome sequences are required to fully resolve the linkage disequilibrium structure of human
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