Supplemental information

Supplemental Table S1. Patient information, related to Figure 6.

Patient Sex Age Stage NSCLC Type
P1 Male 66 A Adenocarcinoma
P2 Female 69 B Squamous cell carcinoma
P3 Male 67 IA3 Adenocarcinoma
P4 Female 62 A3 Adenocarcinoma
P5 Male 59 B Squamous cell carcinoma
P6 Male 50 A Adenocarcinoma
P7 Male 66 A Squamous cell carcinoma
P8 Female 59 A Adenocarcinoma
P9 Male 56 B Squamous cell carcinoma




Supplementary Figure 1

LUAD, N=493; LUSC, N=494; SKCM-TM, N=351;
anti-CTLA4 therapy response dataset E - _ N=408- -
RNAseq for Pre lrealment melanoma samples) SKCM-TP, N=101; HNSC., N=498; BRCA-Basal, N=169;

BRCA-Her2, N=78; BRCA-LumB, N=189, BRCA-LUMA, N=492,
| STAD, N=366, ESCA, N=161, PAAD, N=177,
COAD, N=439, READ, N=163; BLCA, N=402;
response samples non-response samples KIRC, N=526; KIRP, N=287, PRAD, N=492;
RNA-seqN=14 RNA-seq N=22
WES N=27 WES N=T73 OV, N=370; LHC, N=370;, GBM, N =150, LGG, N=509

| | Samples with complete clinical data from TCGA
LA4
a0
Differential Expression transcripts

analysis &

analysis (CIBERSORT) Germline Mutation RANK mmeeir
Data fromTCGA RANKntaonsen
/ e o - -
i
Mutation Mutation
| neorg |
Somatic Mutation /

Data from Pan-
nune

Gene set enrichment Tanscriptional r 1 ]
analysis (GSEA) signature scores 1 Somatic Mutation | | Pan-cancer index
RMA-seq analysis
| |oate romTcea | | D22 frem Pan-
rave——" Immune database| | RANK apcc
Estimated \‘Ppltralled — Fraction feakres - 1 — RANKcnasenm
immune cell fraction I I RANK signarure
! |

h 4

A4

Supplemental Figure S1. Diagram of the strategy to rank human cancer for their
responsiveness to anti-CTLA-4 antibody treatment. We first identified attributes of
therapeutic response of anti-CTLA-4 antibodies based on a CTLA-4 response database
[33], taking into consideration the newly identified mechanism of action by ant-CTLA-4
antibodies and analysis performed by another group on FCGR3A polymorphism and
responsiveness to Ipilimumab. The human cancer types were ranked based on the
median value of each attributes. The rankings of the five attributes were then weighted to

yield a final ranking.
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Supplemental Figure S2. Mutational burden varied across cancers from TCGA. (A)
Distribution plot of non-synonymous mutation count and neo-antigen count among anti
CTLA-4 therapy responder and non-responder samples. (B) Distribution plot shows
mutational burden and neoantigen counts across 21 cancer types of human cancer. The

neoantigen counts for metastatic melanoma was unavailable.
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Supplemental Figure S3. CCR8 is a marker for activated Treg that express high
levels of CTLA-4 and FOXP3. Data shown are re-analysis of scRNAseq data from Guo

et al [36]. Related to Figure 6.
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