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S1 Fig. Six
nonsynonymous
mutation signatures
identified by NMF
on aggregated data.
NMF identifies six
mutation signatures
from data aggregated
by cancer subtype
including signatures
with (A) high R>H
weights, (B) high
A>T and R>H
weights, (C) high
E>K weights, (D)
high E>K and E>Q
weights, and
complex signatures
(E) and (F). Amino
acid mutations to or
from X represent
mutations to or from
stop codons. (G) The
cophenetic distance
and change in
residual sum of
squares for different
choices for the
number (k) of
mutation signatures
for the NMF
analyses of data
aggregated by cancer
subtype. Solid lines
represent NMF on
the original data and
dotted lines represent
NMF on this data
after randomization.
Six to seven
components offer a
consistently good fit.



