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To the Editor, wewould like to discuss the publication “Analysis of
MNS16A VNTR polymorphic sequence variations of the TERT
gene and associated risk for development of bladder cancer.”[1]

Anwar et al. mentioned that “TheMNS16A VNTR short allele (S)
was associated with a higher risk for bladder cancer in our
populationas compared to longalleles.[1].”Weagree thatMNS16A
VNTRshort allelemightbeassociatedwitha riskofbladder cancer.
However, we should further discuss on effect of confounding
factors. There are many factors that can affect the risk of bladder
cancer, including environmental toxic substance, coinfection (i.e.,
fromaparasite) and other genetic factors. Regarding genetic factor,
the present study by Anwar et al. cannot rule out the effect from
other possible confounding genetic polymorphisms. Examples of
genetic polymorphisms that are related to bladder cancer risk
include angiotensin system, NLRP3, NQO1, and MPO genes
polymorphisms.[2–4] Further studies on the effect of possible
confounding genetic polymorphisms are needed.
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