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Summary

* DANTE is a first generation downstream analysis tool
that allows collaborators to explore large volumes of
data and extract biological knowledge without the aid
of bioinformatics staff.

jﬂlﬁlLc.gg 093H089 0.88 08‘3 

/ﬂﬂh 093H088 089 | 083

{ ym‘oss 0.83 | 0.85 |
ﬂtﬂhogg 0.95

Hypothesis testing

+ ANOVA
— Balanced/unbalanced
— Fixed/random effects
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* Shapiro-Wilk Test for normality

- Non-parametric tests * DANTE can help users to:
: e B2 : S I S — Wilcoxon — remove any systematic bias (normalization)
R — Kruskal-Walis — rollup peptides to proteins

Correlation heatmap Pairwise scatterplot MA Plot

— explore patterns in the data
\ Figure 3. Diagnostic plots in DANTE \ — discover features (e.g., biomarkers) /
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