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be caused by certain codon, Therefore, even among patients 
with cancers of the same body organ or tissue, the genetic pro-
file of each individual’s tumor can differ greatly [2], e.g. co-
don=248 gives various cancers as shown in Fig. 8, and certain 
cancer in different structures as shown in Fig. 9. Sometime 
may reach to nothing, but in the cases of there is malignant 
mutation but unknown cancer or the effect which is caused. In 
the case of diagnosis multiple cancers must be using multiple 
features include the mutated codon which caused the cancer 
to extract the specific results that will help to detect and diag-
nosis pre-cancer(s) (prediction) which may infect that person 
in future. 
 
4.2 Discussion the Results 
Table 1 show comparing the results of proposed approach for 
prediction pre-cancer via detecting mutated P53 with other 
techniques or methods.  

5 CONCLUSTIONS  
The proposed approach of prediction pre-cancer detecting via 
mutations disease at tumor protein P53 shown the following 
conclusions:  
 

A. The proposed approach offers friendly diagnosis and  
detecting malignant mutations and of pre-cancers as 
shown in Table 1, i.e. can use by researcher or any 
person who needed to test malignant mutations at 
TP53 gene and its' protein (P53) which caused more 
than 50% human cancers. 

B. This new approach is more effective when used query 
of TP53 database with multiple attributes/features to 
extract specific result as shown in subsection 4.1; step 
8, i.e. when the user increase the number of filters this 
approach will give more specific result, and  vice ver-
sa. 

C. The proposed approach shows the detecting pre-
cancer via predicting mutated P53 gene reducing of 
infect in cancers by avoiding exposure to toxins, radi-
ation or  when monitoring themselves at older ages 
and change their food, environment, even their living,  
addition if there is any treatment can give for that 
person to therapy the mutated tumor protein P53. 

D. The proposed approach of prediction pre-cancer must 
be based on collection datasets (normal TP53 gene 
and its tumor protein P53), as well as the TP53 data-
base if exist which used for diagnosis and classify the 
type of malignant mutations and the cancer may 
caused in tumor protein P53 related to environment 
that means the prediction is more expressive for the 
region and will be better as this as have seen from the 
above impact on the results and how it could affect 
the environment.  
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