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COMMENTS 

 

COMMENTS TO AUTHORS: 

Screening the subjects at risk of colorectal cancer (CRC) is important. In this manuscript, the authors 

retrospectively reviewed the histo-pathological features, molecular changes and family history of 51 

Tunisian CRC patients. Among many genetic and clinical variables, MUC5AC expression was 

concluded to be useful in the screening of patients at high risk of CRC susceptibility.  There are 

some reservations about the study: 1 The finding of MUC5AC expression has been published.  2 The 

small sample size is not powerful to support the conclusion that only MUC5AC expression, but not 

other variables, was risk factor of CRC susceptibility. 3 A multivariate regression analysis is 

suggested to analyze the results.
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COMMENTS 

 

COMMENTS TO AUTHORS: 

It is not clear why the authors selected normal mucosa from different patient who underwent CRC 

resection. Why they did not selected normal mucosa from the same patient?  Are the samples from 

the 51 primary colorectal carcinomas from family members?  The designed primers for the TP53 

mutation screening must be described. It will allow future authors to use them if necessary. The 

length of the exon and introns should also be described.  Mutation screening for KRAS, CTNNB1 

and BRAF genes were screened using sequencing. The primers used or the reference should be 

described.  The first sentence in BRAF mutations results should be re written.  Table 2, I 

recommend to write only the significant results. The other option is to change NS for the actual p 

value. It is not appropriate to write numbers and NS. It seems that all results are significant using 

chi2. In that case to write in the table chi2 is unnecessary. The authors can write a small sentence in 

the legend of the table remarking that (as they did in table 4, 5 and 6)  Table 4. As in Table 2   Table 

5. As in Table 2  It will be interesting to see some pictures of the immunohistochemistry and PCR 


