Table SII. Supplementary references.

Domain Description Reference
Databases Epithelial-Mesenchymal Transition Gene Database 2.0 (dbEMT 2.0, (1)
http://dbemt.bioinfo-minzhao.org/)
Database of Genomic Variation and Phenotype in Humans using Ensembl 2)
Resources (DECIPHER)
Harmonized Cancer Datasets - Genomic Data Commons (GDC) Data Portal 4)
(https://portal.gdc.cancer.gov/) (3)
DAVID v6.8 bioinformatics resources (5,6)
The Human Protein Atlas (http://www.proteinatlas.org/) 7
GeneMANIA prediction server (8)
Cytoscape v.3.8.2 )
Softwares, R v4.0.2 (https://www.R-project.org/) (10)
packages, and
scripts
Bioconductor v3.12 packages (http://bioconductor.org/) (11,12)
Perl script to load the CNV segment data files generated by ChAS (15)
(https:/github.com/BiosLS/MakeReport) for each sample, compare the files
to build a table of genes that contains events types (gains or losses),
frequencies of altered regions, including chromosomes and cytogenetic
bands, and Online Mendelian Inheritance in Man (OMIM) information, and
incorporate additional information from different databases:
haploinsufficiency information (2,13), genes reported in Epithelial-
Mesenchymal Transition Gene DataBase (14), and genes affected in gastric
adenocarcinoma from Harmonized Cancer Datasets
Chromosome Analysis Suite v3.2 software package (ChAS; Affymetrix, (16)
2017), using NetAff 33 Libraries based on the construction of the hgl9
genome (Feb 2009) as a reference model. The Hidden Markov Model
(HMM) available in ChAS was used to determine the copy number state
(CN-state) and their breakpoints.
KaryoploteR to create the karyotype a7
BSgenome.Hsapiens.UCSC.hgl9 v1.4.0 (18)
jvenn server for Venn diagrams (19)
gplots for heatmaps (20)
(https://cran.r-project.org/web/packages/gplots)
ClusterProfiler v3.16.1 packages (21) for enrichment and gene ontology (21)

(GO) analysis, including:



org.Hs.eg.db v3.11.4 (22)

enrich plot v1.8.1 (23)
GOplot v1.0.2 (24)
Protocols Modified DNA extraction protocol (25)
High-density whole-genome microarray analysis with Affymetrix® (26)

CytoScan™ microarrays
(http://media.affymetrix.com/support/technical/datasheets/cytoscan_hd_datas

heet.pdf)
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