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NSF-LRR37A2 : 1 novel ORF

NSF [Exon 1-12]

Introduction Results

¢ Breast cancer is the most common cancer in the world.

*» Breast cancer related deaths have decreased because of early breast cancer
detection, reduced use of hormone replacement therapy and genomics based
tailored treatments.

* However, the breast cancer prevention arena has not benefitted from genomic
advances and for those at-risk for breast cancer, the only available prevention
option is anti-estrogen based drugs.

*» Personalized therapies based on individual molecular characteristics of patient
tumors are desperately needed to improve breast cancer prevention.

* Fusions are created by joining the different parts of genes or chromosomes.

s Gene fusions, including the ones that are created by joining at the RNA level,
can form during cancer development and thus present an attractive target for a
prevention vaccine.

| LRRC37A3 [Exon 5-15] Fusion ORF

NSF-LRR37A2 Fusion Junction
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N-Ethylmaleimide Sensitive Factor(NSF), Vesicle Fusing
ATPase: Required for vesicle-mediated transport.
Catalyzes the fusion of transport vesicles within the Golgi
cisternae. Is also required for transport from the
endoplasmic reticulum to the Golgi stack

NSF: Chromosome 17921
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Leucine Rich Repeat (LRR)
37A2: | RRs are frequently
involved in the formation of
protein—protein interactions.
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Objective
The objective of the current project is to identify novel actionable RNA fusions for
the personalized prevention of breast cancer.

LRRC37A2: Chromosome 17924
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Hypothesis

We hypothesize that chimeric RNAs are relatively abundant in at risk breast tissue
that can be targeted for personalized breast cancer prevention.

Methods

A list of RNA fusions was previously derived by RNA sequencing from at risk
breast cancer tissue, breast tumors and normal breast tissue from healthy
women.
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NSF [Exon 1-12]|LRRC37A2 [Exon 5-15] Fusion
Transcript: PCR Validation

QPCR: NSF-LRRC37A2 mRNA expression in breast cancer cell lines
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Fusion Sequence:

CTGCAAGTGATGAGAGGAGACTTCCTTGCTTCTTTGGAGAATGATATCAAACCA |FUSION BREAK]|
AAATTTCCAAGGAAACTATATTGAAAATAACTTGACTGAATTACACAAGGATTCATTTGAAGGCCTGCTATCCCTCCAGTATTTAGATTTATCCT
GCG
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