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Supplementary �gure 1. (A) Illustration of the database constructs used for Peaks searches. Personalized 
databases are basez on a canonical proteome, with the addition of an ERE proteome, a small-RNA (smRNA) 
proteome or a cancer-speci�c proteome. (B) Number of MAPs identi�ed for each HLA allele (n=53) in our 
dataset (n = 26).

smRNA
proteome

Cancer-speci�c
proteome

HLA−A HLA−B HLA−C

0 5000 10000 15000 0 5000 10000 15000 0 5000 10000 15000

HLA−C*07:17

HLA−C*03:02

HLA−C*15:02

HLA−C*01:02

HLA−C*07:01

HLA−C*07:02

HLA−C*06:02

HLA−C*14:02

HLA−C*08:02

HLA−C*12:02

HLA−C*03:16

HLA−C*05:01

HLA−C*02:02

HLA−C*04:01

HLA−C*12:03

HLA−C*03:04

HLA−B*45:01

HLA−B*27:02

HLA−B*57:01

HLA−B*44:02

HLA−B*37:01

HLA−B*14:02

HLA−B*44:03

HLA−B*35:08

HLA−B*52:01

HLA−B*27:05

HLA−B*08:01

HLA−B*38:01

HLA−B*50:01

HLA−B*49:01

HLA−B*15:01

HLA−B*58:01

HLA−B*51:01

HLA−B*07:02

HLA−B*35:03

HLA−B*40:01

HLA−B*35:01

HLA−B*18:01

HLA−A*30:02

HLA−A*23:01

HLA−A*32:01

HLA−A*02:17

HLA−A*33:03

HLA−A*68:01

HLA−A*26:01

HLA−A*11:01

HLA−A*24:02

HLA−A*33:01

HLA−A*31:01

HLA−A*03:01

HLA−A*01:01

HLA−A*25:01

HLA−A*02:01

Number of peptides

Al
le

le
s

Samples

1029

1097

1137

1160

1192

1208

1305

1478

1945

1949

2049

2060

2179

2189

231

2339

333

344

346

513

684

790

820

825

928

977

A

B



20

40

60

0 10 20

Cumulative samples%
 o

f t
ra

ns
cr

ip
to

m
e 

re
pr

es
en

te
d 

by
 s

ou
rc

e 
ge

ne
s

A

Total # MAPs generated per source gene

# 
of

 s
ou

rc
e 

ge
ne

s

0 100 200 300 400 500 600 700

0
10

00
20

00
30

00
40

00
50

00

Supplementary �gure 2.
A) Percentage of the transcriptome represented at the immunopeptidomic level per cumulative samples. 
Multiple random iterations (n=500) are illustrated in regard to the order of the addition of samples.  
B) Histogram of the total number of MAPs generated per source gene in our dataset.
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Supplementary �gure 3.
(A) Small-RNA database construction work�ow. (B) Filtering steps for peptide annotation and validation for smRNA-derived MAPs. 
(C) Genomic mapping of ERE-derived MAPs. (D) Number of ERE-derived MAPs per ERE class. (E) Number of MAPs identi�ed per ERE 
family in HR+ (red) and TNBC (blue) samples.  (F) Expression level of ERE subfamilies that generate or not MAPs (t-test; p<0.001).
(G) Pearson correlation between predicted and observed retention times for ERE- (r = 0.98, p<0.001) and smRNA- derived MAPs 
(r = 0.98, p<0.001). (H) Distribution of spectral angles for ERE-derived MAPs (mean = 0.85 vs 0.86, f-test = 0.15). (I) Distribution of 
spectral angles for smRNA- derived MAPs (mean = 0.84 vs 0.9, f-test =0.001). 
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Supplementary �gure 4. 
(A) Spearman correlation between the number of MAPs identi�ed per gene in our dataset and their frequency of mutations
(as described in the breast cancer TCGA cohort). (B) GSEA enrichment analysis in all breast cancer tumors from TCGA 
(n = 1109) with high levels (> median) of predicted TSAs (as de�ned by : expression > 2 rphm and adequate HLA allele for 
presentation). (C) GSEA enrichment analysis in TNBC tumors from TCGA (n=158) with high levels (> median) of predicted 
TAAs (as de�ned by : expression > 2 rphm and adequate HLA allele for presentation). 
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