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i Obtain one or more samples comprising tumour genetic material E/1 0
i and one or more germline samples

i Determine the sequence content of the one or more samples /

""""""""""""""""""" l""'/ 14

Align sequences from the one or more samples to !
reference :

Identify positions where the sequence of the ' 14B
tumour differs from the germline sequence

For each sample comprising tumour genetic material, obtain number of
reads that show a tumour specific mutation, number of reads that show the
corresponding germline allele and/or total number of reads at the location of

the tumour specific mutation

____________________________________ 18

Obtain at least one tumour fraction estimate, at least one set of
candidate joint genotypes, and a corresponding confidence

Determine a posterior probability of the tumour-specific
mutation being clonal

Determine whether the tumour-specific mutation gives rise to a neoantigen

/24

Determine whether a tumour-specific mutation satisfies at least one criterion
on the results of step 20 and one criterion on the results of step 22

i Provide results to user i’— 26



WO 2022/207925 PCT/EP2022/058793

' 214
A 4 /
Design an immunotherapy that targets one or more of the candidate
clonal neoantigens

i |dentify one or more candidate peptides for each of the one or 214A
more of the candidate clonal neoantigens !

Ty
i Test the one or more peptides for one or more properties | 214B
T S
; Select one or more neoantigen peptides 1 214C
Obtain one or more candidate peptides 1:/ 216
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i Selectively expand the T cell population using at least the ! 218D E
population of dendritic cells '
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