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	Reviewer

Comment
	The manuscript by Gerstein, et al. evaluates the correlation between mRNA expression levels and subcellular localisation by comparing several genome-wide expression experiments from different sources. The results are interesting although largely confirmatory to what would be expected. Apart from this, I object to the fact that the authors make no comment on the large differences in reported expressions levels. A description and explanation for this would make the paper more interesting as many groups are struggling with which datasets/platforms are most likely to accurately reflect "real" expression levels. The impression generated by the text of the current version of the manuscript leaves the impression that the results from the different groups are largely identical.



	Author

Response
	One of our main points is that similar expression results are observed in different experiments that are carried out in different growth conditions and using different parameters.  We have now added some discussion about the differences in the expression levels in the text, as per the reviewer’s suggestion.
One reason for the confusion about the figure 2b was an editing error on our side by which some of the wrong numbers got into the table. We have carefully corrected these numbers in figure 2b.

Also, for the Spellman and DeRisi datasets we are referring to expression fluctuations, not absolute expression levels. Hence these two different data types should not be directly compared with one another. We have removed the Spellman and DeRisi data to avoid the confusion. (The data is still available on our website.)


	Excerpt From

Revised

Manuscript
	Section “Absolute Expression Levels” -> para 4:

Figure 2b shows key statistics based on the box plots in figure 2a for the Holstege et al. data set. For comparison, we show the same statistics for a variety of other expression experiments, which use different techniques (gene chips and SAGE). The figure shows that our results are largely consistent over the variety of experiments we analyzed. 

(By this, we mean the overall trend of high expression in the cytoplasm and low expression in the nucleus can be consistently observed in the different datasets. However, the datasets do differ in the exact value of each statistic, with these differences probably resulting from the slightly different protocols and growth conditions employed in each experiment.)

Figure 2b:

Although the experiments vary in methodology and growth conditions, the same trend can be observed.


-- 2 -- Figure 2b--

	Reviewer

Comment
	Examination of figure 2b shows that the numbers vary greatly between groups, even those using the same technology! Apart from the fact that this requires explanation, this is also more newsworthy than the observation that the mRNA levels correlate with subcellular localisation.



	Author

Response
	As explained above, this confusion arose mainly because of the Spellman and DeRisi data, which show expression fluctuation rather than absolute expression values. Please look at figure 2b now to see the similarity in the different datasets for absolute expression values. 


	Excerpt From

Revised

Manuscript
	Please see Figure 2b.
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