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« Since most of our previous knowledge is based on studies looking at PC1 (29% of variance) miracidia sample.
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* A past study was done that determingd that was a difference in gene o o In miracidia in liver versus the intestines, so future work could look
expression between S. mansoni eggs isolated from the liver versus the Key FI n I ngS at how those differences affect the miracidia.
Intestines.  More future work could be done to repeat previously done studies
that used samples from the liver, but this time use samples from
the intestines and see if the results change.

« Qur goal is to see if the miracidia also exhibit a difference in gene
expression between those stuck in the liver and those in the intestines.
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Figure 6. gProfiler plot shows one statistically significant enriched term (padj <= 0.05 and a log, fold change >
2 or < -2). The function of this one point is cell adhesion with a p-value of 0.046.
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