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Abbreviations
ACADS: Acyl-CoA Dehydrogenase Short Chain, APOBEC3G: Apolipoprotein B MRNA Editing Enzyme Catalytic Subunit, AQP7: Aquaporin, CAV1: Caveolin, CHKA: Choline Kinase Alpha, CHKB: Choline Kinase Beta, CIDEA:
Cell Death Inducing DFFA Like Effector, CPA4, CXCR6, DGAT1, ELOVL1: Fatty Acid Elongase, FABP4: Fatty Acid Binding Protein, FITM1: Fat Storage Inducing Transmembrane Protein, FKBP5: Prolyl Isomerase, FOXO2:Forkhead Box, HSD: Hydroxysteroid, HSD17B1: Hydroxysteroid 17-Beta Dehydrogenase, LIPE: Lipase E, LPCAT:
Lysophosphatidylcholine acyltransferase, LAMP2: Lysosomal Associated Membrane Protein, LRGUK: Leucine Rich
Repeats And Guanylate Kinase Domain, LSS: Lanosterol Synthase, MTTP: Microsomal triglyceride transfer protein, OSBPL: Oxysterol binding protein like, PIM2: Pim-2 Proto-Oncogene, PLA2G10: Phospholipase A2 Group, PLIN: Perilipin, PNPLA2: Patatin-like phospholipase, PTGS2: Prostaglandin-Endoperoxide Synthase, RBP4: Retinol Binding Protein, SAA4: Serum Amyloid, SELE: Selectin, SNAP23: Synaptosome Associated Protein, SQLE: Squalene epoxidase, TMEM229B: Transmembrane Protein
Cell line Abbreviations
MCF 10A is an epithelial cell line that was isolated in 1984 from the mammary gland of a White, 36-year-old female with fibrocystic breasts. This cell line was deposited by the Michigan Cancer Foundation.
The MDA-MB-231 cell line is an epithelial, human breast cancer cell line that was established from a pleural effusion of a 51-year caucasian female with a metastatic mammary adenocarcinoma and is one of the most commonly used breast cancer cell lines in medical research laboratories.
MDA-MB-436 triple negative breast cancer cell lines that are epithelial in nature.
Statistical Explanations
Overall Survival: Survival analysis is a collection of statistical procedures in which the length of time from either the date of diagnosis or the start of treatment for a disease, such as cancer, that patients are diagnosed with up to death. It is used to estimate the lifespan of a particular population under study. In the beginning, the survival probability is 1.0 (or 100% of the participants are alive). After that, it gives the probability that a patient, device, or other objects of interest will survive past a certain time [33].
Cox regression: is a method for investigating the effects of a few variables upon the time a specified event takes to happen. It is known as Cox regression for survival analysis if the context outcome is death. The probabilities lower than 0.05 are considered significant and researchers provide a 95% confidence interval for the hazard ratio conventionally [34].
Hazard Ratio: is the hazard rate corresponding to the conditions described by two levels of an explanatory variable. The measures of association tell us that a hazard ratio of 1 means a lack of association, a hazard ratio greater than 1 suggests an increased risk, and a hazard ratio below 1 suggests a smaller risk [35].
F-Statistics: is a statistical test that shows the equality of the variances of the two normal populations and is used to determine whether the variances of two populations are equal or not by using a one-tailed or two-tailed hypothesis test [36].
Disease Free Survival: is a number that shows the chances of staying free of a disease or cancer after a particular treatment. It also refers to the time from treatment until the recurrence of disease (or death) after undergoing curative-intent treatment [37].
Prognostic Factor: is a characteristic of a patient, that can be used to estimate the chance of recovery from a disease or the chance of the disease recurring (coming back) [38].
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