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The authors applied subtractive genomics over four strains of Chlamydophila pneumoniae to identify potential lead molecules for drug development against this human pathogen. The approach itself is not new but carefully executed and Holliday junction DNA helicase RuvB was identified as novel potential target protein. 
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Does the title clearly indicate the content of the paper?  YES
Does the abstract convey the essence of the article?  YES, but the abstract should more clearly state the contribution of the paper.

Are all the tables essential? YES

Are the figures and drawings of good quality? YES, with the exception of Figures 1 and 4. 

Are the illustrations necessary for an understanding of the text?  YES

Is the labelling adequate? YES, with the exception of Figure 2 and Figure 4.
3. RECOMMENDATIONS(Mark one with an X) 

Not suitable for publication in the OJB    
Reassess after major changes 
Reassess after suggested changes 
Accept for publication with minor changes X
Accept for publication without changes

4. REPORT

4.1 SUMMARY

The authors applied subtractive genomics over four strains of Chlamydophila pneumoniae to identify potential lead molecules for drug development against this human pathogen.

The approach itself is not new but carefully executed and Holliday junction DNA helicase RuvB was identified as novel potential target protein. 
The style of writing is occasionally repetitive and the text has many typographical errors but the logical flow is good and the paper is easy to read in general.
4.1 SUGGESTED CHANGES
1) The abstract should clearly state what the contribution/novelty of the paper is. 
2) There are many typos and grammatical errors that need to be corrected (see next section)

3) It would be good to have Figure 1 and 4 in slightly better resolution if possible.

4) The 3D effect for the bars in Figure 2 is unnecessary and it would be more consistent to use the same design used for Figure 3.
5) The label of Figure 2 should be more expressive, e.g. “Gene distribution of four strains of Chlamydophila pneumoniae
6) The label of Figure 4 should be more expressive.

7) The paper states (see above Figure 4): “the strain C.P_CWL029 shows a marked increase in number of respective genes”.  Why is this case? A possible explanation or interpretation of observed effect would be beneficial.

4.3 TYPOS 
Note that the following list of errors/suggestions is not comprehensive. 

P1: (Abstract):

L3: “Substractive genomic approach …” -> “A substractive genomic approach”

L4: “common non human homologous” -> “common non-human homologous”

L4: “Three-dimensional” -> “A three-dimensional”

L6: “set of credible ligands were” -> “set of likely ligands were”

L7: “chemical properties to know the prospect of interaction with the target protein” -> “chemical properties with respect to possible interactions with the target protein into account.”

L10: “provides rapid and potential approach for” -> “provides a rapid and potential approach for the”

L11: “of drug target and designing of drug lead molecules” -> “of drug targets and the design of drug lead molecules.”

P1: (Introduction):

L14: “is the first step while” -> “is the first step when”

L15: “of the pathogen genome has” -> “of the pathogen genomes has”

L16: “difficult involving a good sum of labor and time” -> “difficult involving considerable labor and time”

L16: “microbial populations have a rapid” -> “microbial populations have rapid”

P2: (Introduction):

L9: “Large number of sequence data” -> “Large amounts of sequence data”

L10: “These data create” -> “These data sets create”

L16: “of pathogenic microorganims” -> “of pathogenic micro-organisms”

P2: (Material and Methods):

L19: “downloaded from National Center” -> “downloaded from the National Center”

L22: “From the complete genome sequence data” -> “From the complete genome sequences”

L23: “100 amino acids were selected out. These selected genes were subjected” -> “100 amino acids were selected. These selected genes were then subjected”

L24: “the DEG” -> “the DEG database”

L#: “C. pneumoniae were thus subjected” -> “C. pneumoniae were then subjected”

P3: (Material and Methods):

L3: “help of Swiss-Prot Protein Database” -> “help of the Swiss-Prot Protein Database”

L5: “within same function group” -> “within the same function group”

P4: (Material and Methods):

L3: “for drug target” -> “as a drug target”

L3: “drug target [Tuteja et al., 2006; Frick et al., 2003; Frick, 2003].” -> “drug target [Tuteja et al., 2006; Frick, 2003].”

L13: “against protein data bank (PDB).” -> “against the protein data bank (PDB).”

L14: “Sequence that showed” -> “The sequence that showed”

L17: “Modeller9v2 on windows operating environment” -> “Modeller9v2 under Windows”

L18: “Modeller is comparative protein” -> “Modeller is a comparative protein”

P5: (Material and Methods):

L6: “of a protein are key factor” -> “of a protein are a key factor”

L8: “CASTp provides resource” -> “CASTp provides resources”

L15: “to form a complex system.” -> “to form a complex.”

L17: “from Pubchem compound database” -> “from the Pubchem compound database”

L8: “available at NCBI website” -> “available on the NCBI website”

L25: “efficacy, parameters of LGA were changed” -> “efficacy and the parameters of LGA were changed”

L25: “Maximum number of GA runs 100, population size of 150, maximum number of evaluation 250000, rate of gene mutation 0.02 for each Compound” -> “The maximum number of GA runs was 100, population size was 150, maximum number of evaluation was 250000 and the rate of gene mutation was 0.02 for each compound”

L27: “These changes contributed higher diversity of sampled” -> “These changes resulted in higher diversity of the sampled”

L30: “were performed on Linux operating system having system properties …” -> “were performed on a Linux system (…)”

P6: (Results and Discussion):

L5: “assumption that proteins less than 100 amino acids are” -> “assumption that proteins more than 100 amino acids long are”

L10: “147genes which” -> “147 genes which”

P7: (Results and Discussion):

L1: “bacteria.” -> “C. pneumoniae.”

L11: “of proteins are conserved” -> “of proteins that are conserved”

P8: (Results and Discussion):

L7: “double-strand breaks or inter strand cross links” -> “double-strand breakage or inter-strand cross-linkage”

P9: (Results and Discussion):

L3: “protein of the C” -> “protein of C”

L4: “was modeled based on crystal structure” -> “was modelled based on the crystal structure”

L5: “protein[Putnam et al., 2001] (PDB ID: 1IN4) by using the software Modeller9v2” -> “protein [Putnam et al., 2001] (PDB ID: 1IN4), using Modeller9v2”

L6: “target protein sequence showing following results” -> “target protein sequence shows the following results”

L8: “The comparison Figure 4 shows” -> “The comparison in Figure 4 shows”

L14: “Finally taken 1in4:A over” -> “Finally we selected 1in4:A instead of”

L17: “Protein was modeled with best template 1in4; final structure of modelled protein is shown in Figure 5” -> “The protein was modelled with best template 1in4. The final structure of modelled protein is shown in Figure 5.”

P10: (Results and Discussion):

L1: “is validated with SAVES server” -> “is validated with the SAVES server”

L1: “results of PROCHECK analysis” -> “results of the PROCHECK analysis”

L2: “that relatively low percentage of residues having phi/psi angles” -> “that a relatively low percentage of residues have phi/psi angles”

L6: “protein was shown in Figure 6.” -> “protein is shown in Figure 6.”

P11: (Results and Discussion):

L1: “RuvB protein from” -> “RuvB protein generated by”

L3: “Errat showing overall quality factor is 80.938” -> “Errat is showing an overall quality factor of 80.938”

L6: “Verify_3D results shows 92.90%” -> “Verify_3D results show 92.90%”

L7: “an averaged 3D-1D score >0.2 and test passed” -> “an averaged 3D-1D score larger than 0.2 and passed the test.”

L9: “using CASTp active” -> “using the CASTp active”

L9: “. The feasible active sites predicted by the tool are as follows. The cavities with volume and area are shown in Table 2.” -> “. The feasible active sites predicted by the tool are shown in Table 2.”

L14: “The selected ligands are their properties” -> “The selected ligands and their properties”

P12: (Results and Discussion):

L1: “The Docking was performed” -> “The docking was performed”

L5: “of ligands, that binds to” -> “of ligands that bind to”

P13: (Results and Discussion):

L2: “Asn219 with lowest binding free energy” -> “Asn219 with the lowest binding free energy”

L12: “This validates the Lipinski rule” -> “This is in accordance with the Lipinski rule”

P14: (Conclusions):

L1: “Seven common non human homologous” -> “Seven common non-human homologous”

L4: “from double-strand breaks or inter strand cross links” -> “from double-strand breakage or inter-strand cross-linkage”

L5: “[Tuteja et al., 2006; Frick et al., 2003; Frick, 2003].” -> “[Tuteja et al., 2006; Frick, 2003].”

P15: (Conclusions):

L4: “ made on the pharmacodynamic ” -> “have focus on the pharmacodynamic”

P15: (Acknowledgement):

L8: “where this work was done.” -> “, where this work has been performed.”

