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Supplementary Figure S1. Top 5 Gene ontology

terms obtained from the

differentially expressed genes

(DEGs) of the clusters obtained from single cell RNA
sequence data. The GO terms of candidate DEGs were

analyzed using ToppGene.




Supplementary Figure S2

5 6 78
——————--I
el I I IIIIIIIIIIIIIIIIIIIIIIII-*II-III B —————— l h
RPAASEE 0L R0 01T O RN RO 00T ) VL R 0 11001 IIIIII 1

%ﬁw%# “""
“%%%i
E!%E J unﬂm "
Hlsﬁ?ﬁg II|I||u| |||T |||| | “W II“:“I“ l ' I I
e |44 liMMT | I T e

Ima |L LIJ IS s 100 o —
ITRTATITITH MATRTRRTRSRNRN R I 0 P YRN L PR

e AP TT Illql 1

.:% | IIIIII Il Il
L5 '

gt |II|||
Fizai M ””|| i |I I||'| | |ﬂ ||||'|'||| |

Supplementary Figure S2. Heatmap of the top
10 differentially expressed genes (DEGs) of the
clusters obtained from single cell RNA sequence data.
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Supplementary Figure S3. Gating strategy for WT1-specific T-cell assay. One experiment is shown out of
5. Live lymphocytes are gated followed by CD8 and accordingly TNFalfa, LAMP-1 or IFNgamma.
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