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Background . Results Study Highlights
1. Genomic Landscape segmented by TACSTD2 expression
* TROP2 expression is associated with decreased overall A s * The genomic landscape of high versus low TACSTD2
survival in colorectal and pa ncreatic cancers. ( ) TACSTD2 APC | ARID1A | BAP1 | BCL9 | BRAF | CDH1 |CDKN1A|CDKN2A | CTNNB1| ELF3 | ESR1 | FGFR3 | GATA3 | KDM6A | KMT2D | KRAS | MSH3 | NF1 | NFE2L2 | RB1 | SMAD4 | STAG2 | TERT* | TP53 expressors va ried WIdE|y by cancer type.
uc |(Q1-Q4)%| -1.39 | -8.94 | 0.02 | 031 | 043 | 1.39 | -412 | 410 | 002 | 646 | O |-12.10 039 | -555 | 9.81 | 2.16 | -0.98 | 2.16 | 2.05 | 0.62 | -0.09 | -4.91 [-17.54 13.39 |
 The antibody drug conjugate Sacituzumab delivers a CRC |(Q1-Q4)% | 12.35 | 3.51 | 0.24 | 3.05 | -3.91 | 044 | 0 | -066| 057 | 0 | -005| 000 | 013 | 0.48 | 3.63 463 | 085 | -003 | 008 | -7.63 | 0 | -0.62 | -4.97 . Significant but small difference in TACSTD2
. _ . PDAC |(Q1-Q4)%| 1.84 | 212 | 083 | 0.26 | 029 | 033 | 0 |-262 | 195 | © 0 0 0 | 009 | 1.34 097 | 039 | 011 | 157 | -8.46 | 029 | 1.32 |-14.75 . .
SN38 toxic payload to TROP2-expressing cells and is |Breast (Q1-Q4)%| 048 | -1.01 | 002 | 016 | -0.13 | 3.44 | 0.00 | 0.04 | 0.04 | 006 | 425 | -0.07 | 6.21 | -0.13 | 0.88 | -0.37 | -0.11 | 1.24 | 002 | 0.78 | -045 | 0.05 | 1.04 |-11.63 expression was observed between primary and
Liver |(Q1-Q4)%| 0.00 | 9.12 | -3.74 | 000 | 0.00 | 1.85 | 0.00 | 1.87 | 2546 | 0.00 | 0.00 | 0.00 | 0.00 | 096 | 3.76 | 0.00 | 1.33 | 506 | 796 | 7.14 | 0.00 | 0.00 | -2.39 |19.95 .
lajt')cr))trl':);llf;jl i(;rrz?neoa:eaatment Of breaSt o and (B) TAGSTD2 ADGRA2| CCND1 | EMSY | FGF19 FGF3CNAFGF4 FGFR1 | MDM2 | NSD3 | ZNF703 (Ql—Q4)o/0 metaStatIC Sltes.
' UC |(Q1-Q4)%| 086 | 291 | 031 | 2.08 | 1.35 | 1.30 | 067 | -3.49 | 018 | 024 Figure 1: Difference in prevalence between TACSTDZ—High and —Low t-umc.)rs * There was an increased prevalence of T Cell-
* We aimed to explore the genomic and immunological CRC |(Q1-Q4)% | 0.19 | -0.08 | -0.05 | -0.48 | 037 | -037 | -031 | -0.25 | -030 | 032 | ©f (A) mutations and (B) copy number amplification (CNA). An alterationis | SECEN inflamed tumors in the top quartile of TACSTD2
. ] PDAC |(Q1-Q4) % | 0.54 | 0.39 0 105 | 079 | 074 | 002 | 020 | -021 | o061 included in the heatmap if it has an absolute difference in prevalence of >3% m ] ]
land f d QL.a9 d
andscape of TACSTD2 (TROP2-enco INg gene) In |Breast | (Q1-Q4)%| 9.60 | 6.99 | 4.69 | 5.99 | 504 | 488 | 6.48 | 127 | 7.06 | 9.60 in one of the investigated cancer types. Bolded numbers in heat map indicate expressors across investigated tumor types.
different solid tumors. Liver |(Q1-Q4)%| -4.17 | -6.78 | 0.00 | -6.86 | -4.90 | -3.90 | 0.98 | 0.00 | 3.13 | -4.00 | statistical significance (p < 0.05) . High expression of TACSTD2 was associated with
2. TACSTD2 expression segmented by site and CMS 4. Immune populations segmented by TACSTDZ2 expression worse overall survival in Breast, CRC and PDAC
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* PD-L1 (SP142; Positive (+): 22+, >5%) expression was between (A) primary and T Macrophages MI1 M T cells CD8
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