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Supplementary Figure 1. (a) Distribution of protein
levels for pairs of fresh and cryo-preserved samples
showing no statistically significant difference in MET
phosphorylation between the two sample types. (b)
Analysis of MET phosphorylation as a function of
FLT3 mutational status demonstrating an
association of increased levels of MET
phosphorylation in AML cells lacking FLT3
mutations. (¢) Analysis of MET phosphorylation as a
function of treatment response, demonstrating no
apparent association with primary chemoresistance.
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a

N Events Median 95% LCL 95% UCL Logrank.p Cox.p
Overall Survival 256 193 47.6 37.9 58.4 0.545 0.338
Event Free 205 170 23.6 18.9 32.0 0.353 0.131
CR Duration 123 74 54.7 42.4 97.9 0.026 0.272

Dependent Variable: New OS (AML & NI B&M combo- 231AB-April 2014-METp analysis.sta)

Censoring var.: vital.status NEW

Chi? = 202.609 df = 6 p = 0.0000

Include condition: v3="aml' and v9="N'

Exclude condition: v46='na’

Beta Standard Beta Beta t-value Wald p Risk ratio | Risk ratio| Risk ratio

N=415 Error 95% lowel| 95% upper Statist. 95% lowel| 95% upper
Age.at.Dx 0.04340(  0.00482C 0.0339¢  0.05284¢ 9.0046¢ 81.0844I 0.00000C 1.04435€ 1.03453¢  1.05426¢
Performance.Status 0.341491  0.065161 0.2137¢  0.46920% 5.2407C 27.4648¢ 0.00000C 1.407044 1.23834€¢  1.59872:
WBC 0.00644<  0.00120z 0.0040¢  0.00880(C 5.35944 28.7236( 0.00000C 1.006464 1.00409¢  1.00883¢
Male -0.31729¢  0.11458Z -0.5418¢ -0.09272% -2.7692( 7.6684f 0.00562: 0.72811% 0.58165¢  0.91144¢
FavCyto -0.90230:  0.333517 -1.5559¢ -0.24862°  -2.7054: 7.31927 0.00682¢ 0.40563f 0.21098Z  0.77987¢
Unfavcyto 0.50597¢  0.11276€ 0.2849¢  0.72699¢ 4.4868¢ 20.13211 0.000007 1.65860z 1.32970z  2.06885¢
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Supplementary Figure 2. (a) Summary of statistics
from outcome analyses with survival reported in
weeks. (b) Multivariate analysis of MET
phosphorylation and overall survival. Kaplan-Meier
analysis of overall survival in (¢) APL (t(15;17)) and
(d) AML1-ETO (1(18;21)) subgroups showing no
association with MET activation.
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Supplementary Figure 3. (a) Proteins found by RPPA
analysis to be positively and negatively associated with
MET activation with Pearson correlation coefficients of >
0.2 and < -0.2, respectively. (b) Thermodynamic model of
the interaction between ligand-dependent MET receptor
activation and competitive MET kinase inhibition where
(M) represents the MET receptor, (H) represents the HGF
ligand, and (C) represents a competitive kinase inhibitor.
(c) lllustration of the thermodynamic model of ligand-
dependent MET receptor activation.



