REVIEWERS COMMENTS



Overall it is a good analysis of a protein of unknown function and includes
some interesting outcomes. However the findings all depend on if the matched
protein is accurately annotated.

Specific Comments

1)  The 1V4A appears to also be a protein of unknown function. A GO
annotation alone is not sufficient to define the protein as a
³glutamate-ammonia-ligase adenylyltransferase². Further justification of
this annotation needs to be provided (ie reference to biochemical studies)
or alternatively the relationship between Q1Z441-C and a validated
glutamate-ammonia-ligase adenylyltransferase needs to be presented.

2)  The secondary structure of Q1Z441-C was predicted using PSI-PRED [10]
and compared to the predicted secondary structure of 1V4A.² This concept to
me has little value. At least the comparison of the predicted secondary
structure of Q1Z441-C with the ACTUAL secondary structure of 1V4A needs to
be performed and presented. If its above the 50% threshold (Sov value) then
remove the comparison to predicted secondary structure. If not then it needs
to be discussed.
Reply from Authors

We have revised the manuscript, to address the comments made by one of the reviewers.

1.  We have included a reference to show that 1V4A is experimentally well characterized with known function.  To avoid confusion, the GO annotation term (and the reference therein) has been removed.
2.  As the reviewer suggested, We have made the comparison between the predicted secondary structure of Q1Z441-C and the actual (DSSP) secondary structure of 1V4A, and find that in this comparison too, the Sov value is well above the 50% threshold(68%). We still maintain that the most appropriate comparison of secondary structures under the circumstances (only one 3D structure available) is between the predicted secondary secondary structures of the proteins concerned, and have therefore included this value(74%) as well.

