Response to Reviewer1 Comments (second revision):



Point 1. Please include Figure 1 from the response to Reviewer 1 into the manuscript as a supplementary figure.
Response 1. It is included as Figure S4

Point 2. Please describe how the three metrics were combined to be used for selection (e.g. union, intersection, other way) lines 206-208: "a total of 152 primary communicative genes were identified among 1481 genes according to combining degree, stress and eigenvector metrics" do not provide this detail.
Response 2. Using union as mentioned in line 148

Point 3. Numbering and content of Suppl. Figure with the caption: "Metrics distribution for each module" needs to be corrected. lines 231-233: "Figure S5 depicts the ranges of all metrics in each module." The figure with this content, bearing the caption: "Figure S4. Metrics distribution for each module. [...]" is contained in supplementary file: "Figure S4.pdf". Please also correct the figure, so that the ranges of metrics are better visible, especially for the x-value=0. Also, the x-values should either match or be mapped in the figure legend to the modules' numbers.
Response 3. 
- The caption numbering and the corresponding content has been corrected. 
- The plots are now more visible and the ranges corrections have been made.

Point 4. A label repeated twice, once with item with no corresponding figure file, in the Supplementary Materials list (a leftover from an earlier ms version?) lines 410-412 "Figure S5: Primary communicative 412 genes PPI network analyzed by Cytoscape. Figure S5: Metrics distribution for each module."
The label "Figure S5" is repeated twice, a figure file with the caption: "Primary communicative 412 genes PPI network analyzed by Cytoscape", is missing.
Response 4. 
- Exactly, it was an overlooked correction from previous versions.
- Lines 408-410 bear the corrections.
