ZNF429: a new tumor suppressor?

Laboratodrio de
Bioinformatica e
Biologia Computacional

Cruz, J. G. V', Scherer, N.', Possik, P°, Boroni, M"

1 -Laboratory of Bioinformatics and Computational Biology
2- Tumour Functional Biology Group

National Cancer Institute of Brazil

INTRODUCTION

A recent study has shown ZNF429, a poorly described zinc-finger protein with associated
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Figure 5: Genomic alterations frequencies in the two groups. A) Copy number variation across chromosomes in the groups with Low and High ZNF429 expression. The red
boxes show the amplified region in chromossome 19 in the High Group. B) The OncoPrint provided an overview of genomic alterations (legend) in particular genes (rows)
affectingindividual samples (columns). The truncated mutations, deep deletions and amplifications, were shown as green, blue and red color.

ZNF429 is co-expressed with important genes for cancer development
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Figure 2: Immunofluorescence showing ZNF429 localization in the cell. Ref : — -
https://www.proteinatlas.org/ENSG00000197013-ZNF429/tissue

Figure 1: Ovarian cancer originates of mutated cells from fallopian tube ——— \I - 02
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MATERIAL AND METHODS

In th|S StUdy we analyzed 182 Samp|eS from the TCGA‘OV prOJECt RNA'Seq data. We Figure 6 Co-expressed genes modules A) Clustering of modules generated with the weighted correlation network analysis. Red circle highlights the purple module, which is

. . . . . enriched with ZNF429 and other ZNFs, and the highly correlated modules gray (GDF-10), lime (miRNAs and IncRNAs) and black (TP73); B) Heatmap of module correlation.
evaluated the impact of ZNF429 expression levels on patient survival and inspected  Genesfoundinthe correlated modules tothe ZNF429 are highlighted.

differentially expressed genes (DEG) related with ZNF429 expression. We also analyzed
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Figure 7: ZNF429 acts as a transcription factor regulating several genes across the genome. A) ChiP peaks over chromosomes. B) Frequency of peaks in the TSS region; C)

% ) . FR=0-4907 €1-95—=0:3565—P:6754 Localization of ChIP-exo peaks and percentage of peaks per potential gene expression control region. D) Overlap between DEG and Genes regulated by ZNF429 according
% i \ annotation of theidentified bindingsites.
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