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Over the past few decades, Celiac Disease related incidents have been
increasing at a rate of over 7.5% each year(King et. Al). Celiac Disease is an
autoimmune condition where the body’s immune system attacks the
gastrointestinal tract, more specifically the mucosal lining of the intestines,
after the consumption of gluten(Wu et. al). The prevalence of identifying
factors and correlations within those containing Celiac Disease is at a high

due to the continuous rise in cases. Studies have shown that this trend has

resulted from increases in diet sensitivities via the consumption of more

processed foods that go hand in hand with Western Culture(Lerner, A. et al). " Figure 3a
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