Fraction

Signature.4: 0.271 & Signature.6: 0.111 & Signature.9: 0.061 & Signature.11: 0.239 & Signature.19:
0.214 & Signature.R2: 0.079

012-
0.10- C>h

0.08 - C>G
C>T

0.06 -
RE
0.04 ¢

0.02- W56
0005

Fraction

error =0.173

010- i
0.05

'ﬁ 0.00 = UUHH A uAAREAS 1] ”ﬂ ol remg Hi I‘\uﬂ‘ ‘u""-'ul_l it Ll o, -

Fraction

Signature.4: 0.264 & Signature.5: 0.197 & Signature.7: 0.089 & Signature.11: 0.325

C>h
0.10 (56
C>T
WA
T>C
WT>G

Fraction

0.05

0.00/

(hUF(hUF(UuF(UuF(JuF(UUF(UU qQUOFAUCFCUCFLUGECUE -

015-
010-
0.05- B
"g 0.00 = oo, o= H”Hn [} H HH m_m m__ 0
= m=m o mE=g o uuuuu 'm =)
“- =0.05-
-0.10
-0.15-

S7 Fig. Mutational signatures analysis. (A) Mutational signatures of patients with detectable
molecular residual disease (MRD). The top panel shows the signatures of patients and displays the
fraction of mutations found in each trinucleotide context. The middle panel shows the reconstructed
mutational profile. The low panel shows the error between the mutational profile of patients and the

reconstructed mutational profile. (B) Mutational signatures of patients with undetectable MRD.





