
EFFECT OF P-bi-TAT TREATMENT ON EXPRESSION OF 
HUMAN CANCER SURVIVAL GENES

Human cancer survival predictor genes are genes expression of which is highly significantly associated with 
long-term clinical outcomes in cancer patients such as 5-year survival and cancer-specific death. This highly 
relevant clinically category of genes was identified in a recent study of global gene expression patterns of all 
protein-coding genes in the clinical samples of 33 different human cancers from 9,666 patients of The Cancer 

Genome Atlas (TCGA) and the gene expression patterns in 37 normal human tissues obtained from 162 
healthy subjects in the Human Protein Atlas (HPA) project (Uhlen et al., Science 357, 660; 2017; published on 

August 18, 2017). In total, more than 100 million Kaplan-Meier plots were generated that corresponded to 
all 19,571 protein-coding genes across the 17 cancer types. Ultimately, these experiments identified 

prognostic genes for 17 different human cancer types. Prognostic genes were defined as genes for which the 
expression level above or below the experimentally determined cutoff in an individual patient yields a 

significant (P < 0.001) difference in patient’s survival.

Genome-wide gene expression profiling experiments revealed that human cancer survival 
genes are markedly enriched among genes expression of which is significantly altered in 

human cancer cells treated with P-bi-TAT. P-bi-TAT therapy significantly alters the 
expression of thousands cancer survival genes.



EFFECT OF P-bi-TAT TREATMENT 
ON EXPRESSION OF HUMAN 
CANCER SURVIVAL GENES

There are two categories of human cancer survival predictor genes:

1) Genes for which increased expression is significantly associated with favorable prognosis 
(increased likelihood of survival and decreased probability of death from cancer: longer 

patients survival defined as good outcome);

2) Genes for which increased expression is significantly associated with unfavorable 
prognosis (decreased likelihood of survival and increased probability of death from cancer: 

shorter patients survival defined as poor outcome);

Our experiments identified gene expression signatures reflecting a transcriptional reversal of 
death from cancer phenotypes induced by the P-bi-TAT therapy: increased expression of genes 

associated with favorable clinical outcomes and decreased expression of genes associated 
with unfavorable clinical outcomes.
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