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MASTL Mutations
All Provisional TCGA Cancer Datasets (9180 patients)

NB: K72R may function similar to K97M, a Hyperactive Drosophila mutant
0 879aa200 400 600 800

# 
M

ut
at

io
ns Truncating Mutation

Missense Mutation

K391Nfs*12

K72R

Pkinase Pkinase
0

5
4
3
2
1


