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It has come to our attention that we made two errors in preparation of this manuscript. First, in the STAR Methods, under the subhead-
ing of “Hypermutators and Immune Infiltrates” within the “Quantification and Statistical Analysis” section, we inadvertently referred to
Figures S7TA-S7C for data corresponding to sample stratification by hypermutator status alone in the last sentence. It should have
referred to Figure S6A-S6C. Second, the lists of highly frequent missense mutations for COAD (colon adenocarcinoma) and READ
(rectum adenocarcinoma) displayed in Figure S7 were incorrect because when we ordered the mutations in the initial analysis, we
mistakenly combined the two cancer types COAD and READ for analysis, despite the fact that they were listed as two separate cancer
types in the x-axis of the figure. After re-ordering the mutations by frequency for COAD and READ independently, information on highly
frequent missense mutations for each of these cancer types is different and updated now in the revised Figure S7. These errors don’t
change the major conclusions of the paper and have been corrected online. We apologize for any confusion they may have caused.
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Figure S7. On-Label/Off-Label Calculations for Druggable Mutations in Cancer (corrected)

1034 Cell 1774, 1031-1036, August 9, 2018



mailto:lding@wustl.edu
https://doi.org/10.1016/j.cell.2018.07.034
http://crossmark.crossref.org/dialog/?doi=10.1016/j.cell.2018.07.034&domain=pdf

PIK3R2:N561D
NRAS:Q61R
NRAS:Q61L
NRAS:Q61K
NRAS:Q61H
NRAS:G12D
MAP2K1:P124S
MAP2K1:P124L
KRAS:Q61R
KRAS:Q61L
KRAS:Q61K
KRAS:Q61H
KRAS:G13C
KRAS:G12V | |
KRAS:G12S
KRAS:G12R H
KRAS:G12D
KRAS:G12C
KRAS:G12A
KIT:V559A
KIT:N822K
KIT:L576P

KIT:K642E
KIT:D816V Percentage of

JAK3:A573V
IDH2:R172K samples

IDH2:R140Q
IDH1:R132H | I 30%
GNAQ:Q209P I
GNA11:Q209L
FLT3:D835Y 0
FLT3:D835E
FGFR2:W290C
FGFR2:S320C 30%
FGFR2:5252W
FGFR2:N550K
FGFR2:K660N 5
ERBB4:E872K 60%
ERBB4:E452K
ERBB2:V777L
ERBB2'L7555
ERBB2:D769Y mm On label
ERBB2:D769H
EGFRT790M . Off label
EGFR.T263P
EGFR:S768!
EGFR:R108K
EGFR:L861Q
EGFR:L858R
EGFR:G719A
EGFR:G598V
EGFR:A289Y
CTNNB1:S37C
CTNNB1:D32V
BRAF:V600M
BRAF:V600G
BRAF:V600E [ |
BRAF:G469A
BRAF-G466V
ARAF:S214C

Missense mutations

Cancer types

Figure S7. On-Label/Off-Label Calculations for Druggable Mutations in Cancer (original)
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