SUMMARY REPORT

This manuscript by Shouguo Gao and Xujing Wang describes a novel integrative analysis of interactome and transcriptome of pancreatic development.  This clear-cut and elegant method seems to be more efficient at finding relevant biological components than the analysis of gene expression clusters alone. This technique is very interesting and I am confident it will be used by the scientific community when published.  I would regard it as an honour to publish this article in the Online Journal of Bioinformatics. As to their method, this manuscript is straightforward and clear written but there are still a few typos. I have listed a few examples below.

General:

"over-represented" / overrepresented

-> be consistent

Capitalization after a full stop!

(you may want to avoid starting a new sentence with a TF name such as nkx2-5 etc.)

p4

The most significantly overrepresented Go categories are: cell

-> GO categories

The analysis of modules got from gene randomization test did not generate so significantly over-represented results either.

-> please rephrase

p5

are also enriched. module 2 is enriched in protein modification process

-> [...] enriched. Module 2 [...]

vessel morphogenesis. module 3 mainly

-> Module

p6

However, overall the clusters do not share so many pancreas development related transcriptional factors as the modules we identified using the integrated pipeline.

-> However, in total these clusters contain less pancreas development related transcription factors as the modules identified using the integrated pipeline.

Table 2

Module 1 / module 2

-> be consistent
