AC1 Agreement Coefficient, C195% BM-CIDNA- BM+CtDNA+  BM+CIDNA-  BM-GtDNA*+

D13S317 0.4943 = 24 (6154%) 2(5.13%)  B(20,51%) 5 (12,28%)
D151656 0.5721 = 25 (64,10%) 3 (7.69%) 4 (10,26%) 7 (17,95%)
D2251045  0.6533 SR 28 (71.79%) 1(2.56%)  5(12.82%) 5 (12.82%)
D55818 0.6954 SSRGS 29(74,36% 1(2,56%) 4 (10,26%) 5 (12,82%)
SAE33 0.6954 N 29(74,36%) 1(256%)  7(17.95%) 2(513%)
FGA 0.7745 — m - 31(7949% 1(2.56%)  2(5.13%) 5 (12.82%)
CSF1PO 0.8019 e N (7949%) 2(5.13%) 2(513%)  4(10,26%)
THO1 0.8114 — m 32(82,05%) 12.56%)  2(513%  4(10,26%)
D10S1248  0.8207 . m 33(B462%) 0 2(5.13%)  4(10,26%)
DBS1179 0.8308 —m 31(79.49%) 3(7.69%)  4(10.26%) 1(2.56%)
D7S820 0.8389 _ w 32(8205%) 26.13%)  2(513%) 3 (7.69%)
D351358 0.8468 w33 (84,62%) 1(2.56%)  4(10,26%) 1(2.56%)

D21511 0.8468 —wm 33(8462%) 1(256%)  3(7.69%)  2(5.13%)

D165539 0.8743 —m 33(84,62%) 2(513%)  3(7.69%)  1(2.56%)

D125391 0.8805 —m o 34(B7.18%) 1(2.56%)  3(7.69%)  1(2.56%)

VWA 0.8805 —m 3M(87.18%) 1(2.56%)  1(256%) 3 (7.69%)

D18551 0.8864 — m 35(89.74%) 0 1(2,56%) 3 (7.69%)

TPOX 0.8864 — m—— 35(89,74%) 0 2(513%)  2(513%)

Y 0.9723 —m 37(94,87%) 1(256%) 0 1 (2,56%)

D25441 ; 37 (94.87%) 2(5.13%) 0 (]

KRAS 0.6805 CE g 28(71,79%) 2(5.13%)  T(17.95%) 2(5.13%)

NRAS 0.8019 —m M (7949%) 2(513%)  5(12.82%) 1(2.56%)

BRAF 0.8743 — m 33(8462%) 2(513%) O 4 (10,26%)

02 03 04 05 06 07 08 09 10

Figure S1. Concordance score and number of matching and discordant results for each locus and gene
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Chromosomal localization of STR loci

Figure S2. Distribution of LOH loci depending on the length of the ctDNA fragment



Table S1. Spectrum of high-risk aberrations in MM patients

Cytogenetic abnormality

Patients with MM (n=49)

t(4;14)
t(14;16)

Gain 1q
dell7p13
Double-hit
t(4;14) and gain 1q
t(4;14) and del17p13
t(14;16) and gain 1q
t(14;16) and del17p13
del17p13 and gain 1q
Triple-hit del17p13, t(14;16) and gain 1q

6 (12,3%)
1(2%)
25 (51%)
6 (12,3%)
10 (20,4%)
2
2
2
2
2
1(2%)

TableS2. Comparison of the mutation status of RAS-ERK cascade genes and LOH in MM

0-4 LOH loci (n=71)

5-8 LOH loci (n=15)

P

Mutations in RAS-ERK genes 31(44%)

11 (73%)

0.048




