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Thank you for the editorial comments. In response to the comments, the following alterations have been made:

References have been added regarding the use of other measures of relationships between time series data, such as partial directed coherence and Granger causality, and further references on the nature of coherence measurements and their use in systems neuroscience have been added.

To clarify the protocol, references to specific scripts and screenshots of the most important sections of code have been included, and two more focused scripts, NetworkAnalysis_Preprocess and NetworkAnalysis_FeatureExtraction, have been added to clarify these steps.

Specifically:
Screenshot 1 demonstrates epoching of EEG data
Screenshot 2 and NetworkAnalysis_Preprocess demonstrate the essential preprocessing steps
Screenshot 3 and NetworkAnalysis_Preprocess demonstrate filtering for frequencies of interest
Screenshot 4 and NetworkAnalysis_FeatureExtraction demonstrate calculating channel spectra and isolating data within individual bands
Screenshot 5 and NetworkAnalysis_FeatureExtraction demonstrate calculating coherence measures for each electrode pair
Screenshot 6 and produce_plots.r demonstrate mapping derived measures to colour maps & visualisation; Figures 3 & 4 demonstrate sample outputs
Screenshot 7 demonstrates construction of covariance matrices, performing principal component analysis and comparing groups based on principal components
Screenshot 8 demonstrates analysis of specific regions of interest by isolating subsets of data
Screenshot 9 demonstrates derivation of a distance metric and use of a clustering algorithm to identify groups using unsupervised learning techniques

The focus on anatomic region of interest analysis has been changed to analysis of functional regions of interest to correspond with the demonstration script included. This is outlined in NetworkAnalysis_Demonstration and screenshot 8.

The axis labels on Figure 4 have been increased as requested.

The use of “&” has been replaced with “and” throughout the text.

We believe that these changes have greatly clarified the protocol and made implementation of the outlined analyses more straightforward. Thank you for your comments.

All the best,

Daniela Tropea


