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Results

* High Modularity

e VVariance in interaction
patterns
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“Hubs”

* Key OTUs acting as

"coordinators” within and
between body sites

Node degree distributions
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"ReBoot”
Validating Compositional Data



Artitfacts in Compositional data
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Artitfacts in Compositional data
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Null Hypothesis using Standard Permutation test



Null Hypothesis using Standard Permutation test

e Assessing null hypothesis using simulated data-
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ReBoot



ReBoot

Permutation Renormalization




ReBoot

Bootstrapping

resamples statistics
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ReBoot

Bootstrapping

* Hints on low abundance data

* Bootstrap variance -> signal-to-noise ratio



ReBoot- results

Pearson correlation

P-value

Absolute Relative Permutation Permutation Permutation- Permutation-
abundance abundance test on the test on the Renormalization JRenormalization

(true corr.)  (composition) absolute relative and Bootstrap

abundance abundance § @R (ReBoot

b1-b2 -0.00043 -0.11471 0.490 0.039 0.067 0114
b1-b3 -0.37481 -0.45163 0.000 0.000 6.69E-14 1.34E-13
bl-b4 0.016205 -0.04366 0.403 0.247 0.203 0.167
b2-b3 0.022527 -0.03726 0.359 0.292 0.264 0.238
b2-b4 -0.0603 -0.13541 0.170 0.013 0.031 0.082
b3-b4 0.002101 -0.05086 0.518 0.225 0.196 0.170




summary

* The challenge- detecting microbial co-occurrence & co-exclusion

* The method-

* Predictive model- GBLM

e Ensemble of statistical correlation methods

* “ReBoot”— Improved Null hypothesis for compositional data



Discussion

* What are the compositionality aspects not handled by “ReBoot”?

* How can the weights of the different measures determined?



Thanks!



