Response to Journal Format Inquiries.

# Author Names 
In your PeerJ submission the author names do not match (the middle initials are added or missing). Please confirm how you want the names to be published if your manuscript is accept by editing the author names by clicking “Edit” or "Details Needed" here <https://peerj.com/manuscripts/18701/authors/>, or editing your manuscript source file and upload it here <https://peerj.com/manuscripts/18701/files>.


JLB: This has been updated


# Figures 
1) JPG is only an accepted file type for photographic figures.

JLB: No photographic figures were submitted. Please clarify this issue.


2) Please upload Figure 1, measuring at least 900 by 900 pixels and eliminating excess white space around the images, in either EPS, PNG, or PDF (vector PDFs only) as a primary file here <https://peerj.com/manuscripts/18701/files>.
JLB: This has been updated as suggested


# Raw Data 
Thank you for providing your raw data for review in Dropbox. This is not a repository in the way we need for publication purposes as the data files could be deleted or altered after publication. If your paper is accepted for publication, we will need the data to be accessible either as supplemental files (not to exceed 30mb) or in a public repository such as Figshare, Dryad or an institutional repository (more information can be read here: <https://peerj.com/about/policies-and-procedures/#data-materials-sharing>). Please work to address this. If you have questions, please send us an email at editor@peerj.com.

JLB: We will submit the files to PeerJ as supplemental files:  example data (7.5mb), software (5.1mb), and user guide (6.5mb) (total 18.6mb)


# References 
In the reference section, please provide the full author name lists for any references with et al. If you have used EndNote, you can change the references using the steps provided on our author instructions here <https://peerj.com/about/author-instructions/#reference-section>.
JLB: This has been changed

# Affiliations 
1) We notice that the author affiliations you have provided in the system are slightly different to those in the document (document affiliation).
JLB: This has been updated


2) As our system will treat these affiliations as metadata for publication, please ensure that both the 'system version' and the 'document version' are complete and the same. Please do not include any address information such as street addresses or postal codes.
JLB: This has been updated

3) Please edit the author affiliations using the 'Edit' button to the right of the names here <https://peerj.com/manuscripts/18701/authors>, or edit your manuscript source file and upload it here <https://peerj.com/manuscripts/18701/files>.
JLB: This has been updated as suggested


# Figure Permissions 
Could you please confirm that Figure 1 is not copyrighted, or if it is, you have permission to publish it under our CC BY 4.0 license? Please leave a note to staff at <https://peerj.com/manuscripts/18701/declarations/#other>. If it is taken from copyrighted material, we will need a copy of the written permission for our records uploaded as a Supplemental File here: <https://peerj.com/manuscripts/18701/files/>. A sample permission letter can be found here: <https://peerj.com/about/author-instructions/#figure-referencing> 

JLB: This has been updated online at the declarations/other box.  
Response to Peer Review

Dear Dr Tomas Hrbek-

  We received the reviews of yourself and two reviewers. I would like to thank everyone for their through and careful consideration of the manuscript/software/user guide.  Overall both reviewers were quite positive and supportive of this paper. However both reviewers found numerous typos in the main manuscript and the user guide.  All of these have been addressed and this along has dramatically improved the quality of the manuscript and user guide.  

The only other major issue regarded potential bugs in the software. In terms of specific errors and suggested bugs, I am grateful for the reviewers help.   It is important to clarify that the scripts have been thoroughly tested and vetted. And for all issues with exception to one, they represented user-input errors and the scripts purposefully terminated themselves so that the user could fix input data problems (see the log of reviewer’s errors below).  If the reviewer would have considered all the points in the ’10 commandants of SDMtoolbox’, they would have been able to properly correct the issues associated with their input data.  Given this is a software note, I feel its important discusses this in detail. The most common error reported resulted from the reviewer not defining the projection of their input data (see Commandment #3).  This basically tells the GIS program the explicit globe shape and units input for input data.  Under no circumstances is it advisable to use data lacking this info for spatial analyses.  Second, in terms of when errors were encountered, the reviewer didn’t try the provided SDMtoolbox example data corresponding for that tool (see Commandment #7). If they had done so they would have noted that it should have worked, but their data did not (suggesting something is wrong with their data).  Lastly, and most importantly, they never read the SDMtoolbox error output logs though provided them here (see their attached error messages below). Most the user’s issues could have been easily fixed if error messages were properly read (see Commandment #8 for details regarding error messages).

One true coding error was uncovered and was the result of a typo in code inserted into a script to output a log of user inputs parameters.  Prior to SDMtoolbox 2.0 a log of user inputs was not saved to a file and for most tools we added a log output.  For some reason this error was not discovered in post-insert runs (it was standard protocol to re-run tools after this was inserted).  Given a blatant typo, I suspect this happened accidental after proofing the code.

I should clarify that I did spend a considerable time adding both reviewer’s Maxent suggestions to SDMtoolbox.   Mainly being able to removing the threshold feature class from spatial jackknifing analyses (as current is the default in Maxent) and adding the ability to output a model in the ‘cloglog’ format (which is unique to the latest version of Maxent).   This process entailed editing parts of over 12,000 lines of code.   
We hope you agree that this manuscript is substantially improved and now ready for publication. Following this letter are detailed responses to each comment/concern regarding this manuscript.   Thanks again for your careful consideration.
Best regards,

Jason
Dear Authors,

I have now received two reviews, one minor and one major revisions. I am recommending major revision.
Reviewer number 1 found bugs in your scripts and these will need to be correct (the scripts need to run without throwing errors). Reviewer number two had suggestions on orthography of the MS, and reviewer one the inclusion of page numbers in the User Guide.
I would appreciate if you addressed the issue of errors and thoroughly test your scrips (I know this is Python, but different operating systems, functions are sensitive to differences in end of line characters among operating systems, etc.) and implemented the reviewers’ comments and suggestions before returning a revised MS.
I look forward to your revision. 
Sincerely,

Tomas Hrbek

This manuscript provides detailed documentation concerning the release of a new version of SDMtoolbox: 2.0. As the use of geospatial analyses is continually increasing in many ecological fields, the development and introduction of new tools such as this that can be used for robust study design is highly important. Generally, this manuscript and the associated “Getting Started” and “ User Guide” are clear and well written. However, I have provided detailed edits in the attached document that can improve organization and clarity of the manuscript, getting started, and user guide documents. The User Guide needs page #s to match the Table of Contents.
JLB: Page #s have been added

 Additionally, some of the language is unprofessional and needs to be changed as I noted in the detailed edits. Overall, the User Guide was straight-forward, however I received some toolbox errors when following the User Guide as closely as possible, and I have included the error logs for reference. I think that if a better description of the files that are being used for each step and their relative location are added, these errors may be avoided. 
JLB: We spent considerable time making sure the user guide files match the provided example data. Both should be better synchronized in this latest version.
Finally, there is a lot of detail in the User Guide concerning Maxent, however a description of the new Clog Log function is absent; this should be added.
JLB:  This has been added to both the tool menu and user guide.
 MANUSCRIPT REVIEW 
1. Check the length of the methods and make sure this conforms to PeerJ requirements. 

JLB: There is no specific length requirement stated

2. Line 74 – change to “Following are brief overviews of the new tools, organized by major tool category (Brown 2014). 

JLB: Done

3. Line 81 change to assesses 

JLB: Done, thank you

4. Line 104 ass (MCP) 

JLB: I agree this needs to be introduced.  However I introduce it on line 108 because the first mention is actually the formal tool name and this would not match.

5. Line 117 delete “of” 

JLB: Done, thank you

6. Line 118 define RGB 

JLB: Done, thank you

7. Line 131 change to graphical user interface (GUI) 

JLB: Done, thank you

8. Line 152 delete “an identically” and add “through” after “accounted for” 

JLB: Done, thank you

9. Line 154 What is meant by this? OR is also evaluated post-hoc. Please clarify. 

JLB: This has been changed to:

“If there is a single model with the lowest OR, AUC values should be assessed in the Maxent outputs post-hoc and used as an independent metric of performance resulting from model tuning.”

10. Line 157 change to parameterizes 

JLB: Done, thank you

11. Line 158 delete “has to do with” and replace with “example concerns” 

JLB: Done, thank you

12. Line 185 release 

JLB: Done, thank you

13. Line 193 Please explain how this is accomplished in SDMtoolbox v. 2.0 

JLB: SDMtoolbox v2.0 allows you to input a range of regularization multipliers and automatically selects the value resulting in the best model (via the process clarified in the first paragraph of the Discussion).

14. Line 196 – Give a better example for someone not familiar with Bioclim (e.g. mean annual temperature) 

JLB: Done, thank you

15. Line 207 This sentence is hard to understand, please clarify 

JLB: This has been changed to:

‘Phillips and Dudík (2008) selected the following feature classes for continuous variables as default for the corresponding occurrence record sample sizes: all feature classes for at least 80 occurrence records; L, Q and H for sample sizes 15 to 79; L and Q for 10 to 14 records; only L for below 10 records (Phillips and Dudík, 2008). These settings were subsequently implemented in the “auto feaures” of Maxent’
16. Line 216 change to biologically 

JLB: Done, thank you

17. Line 217-219. Change second sentence to intro. sentence for paragraph. Change to evaluates 

JLB: Done, thank you
18. Line 220 what are Voronoi polygons, for someone unfamiliar? 

JLB:To do this SDMtoobox splits the landscape into 3-5 regions based on Voronoi polygons (a polygon whose interior consists of all area inside each is closest to an individual occurrence record) and spatial clustering of occurrence points (Fig 1G).

19. Line 222 delete and 

JLB: Done, thank you

20. Figure 1 description – add D. before “conversion”
JLB: Done, thank you

20B. also, please clarify “For example, in areas of high climate heterogeneity… scales (i.e., 5km and 15 km, respectively) 

JLB: This has been changed to:

For example, in areas of high climate heterogeneity points could be filtered at a smaller area and  in areas of low climate heterogeneity at larger spatial scales (i.e., 5km2 for areas of high and 15km2 for areas of low heterogeneity).

21. Figure 1 description – E. needs more detail, in description and some type of legend in Figure. 
JLB: This has been changed to:

Areas of high spatially autocorrelated occurrence records that were removed during spatial rarefying.  Blue to orange colored of polygons depict low to high levels of spatial autocorrelation existing in occurrence records prior to spatial rarefying
22.Also, what is G. iv.? What is H. vi? 
JLB: The Roman numeral items are referenced in the text.
23. Last sentence, should this be AB, AC, or BC? 

JLB: Done, thank you

GETTING STARTED REVIEW 
1. All Figures with toolbox visible – should be SDM Toolbox v.2.0 
JLB.  We updated this throughout the user guide
2. “The 10 commandments” is unprofessional. This is not a theological manuscript. Please change or remove. 
JLB:I agree that this is not a theological manuscript.  However, I disagree that it’s unprofessional to mention the 10 commandments.   I decided to retain the “10 commandments of SDMtoolbox” section, because they are central to the proper function of this toolbox.   All but 1 of the errors the review reported were well documented and avoidable if they had followed these 10 commandments.  If the editor wishes the language be changed regarding ‘commandments’, I would be happy to comply.  
USER GUIDE REVIEW 
I cannot refer to page numbers in the User Guide because they are missing from the version that I downloaded and printed. Thus, these notes will reflect sections of the User Guide. 

JLB.  Page numbers were added.

General notes: Having multiple titles with e.g. “Chapter 1” at the beginning is confusing; I suggest following the Table of Contents and adding page numbers. Also, the Figures should have numbers associated with them. 

JLB.  This has been done.   As mentioned in the table of contents- the first chapter 1 has to do with biodiversity measurements and includes many tools.

The Maxent link in the tool needs to be updated. 
JLB.  This has been done.
I couldn’t produce a bias file using the tools, and thus could not get the Maxent Spatial Jackknifing tool 
to work; I have detailed the errors including the code toward the end of this document. 

DETAILED NOTES 

JLB: I am very thankful to this reviewer for thoroughly assessing this software.   The reviewer did an excellent job proofing the user guide. That is no small task.  

Chapter 2 - ERROR in Calculate Least-Cost Corridors and Paths: 
I cannot execute and test this example as written; the Figure input 1. Is Oplurus_Haplotypes, however this shapefile does not match the ‘species_not_modeled.shp’ that was imported. Need to edit the step-by-step guide to point to the Landscape Connectivity folder, where Oplurus_Haplotyes.shp is located. (I tested this tool using this file) 

JLB:  Thank you so much.  This was a huge typo- as we had listed the wrong data file.  The reviewer used the corrected one.  The location of this file has now been updated

For Chapter 3, why is there another sub-menu below the title? This is confusing and inconsistent with the other Chapter titles. 

JLB: This has been updated.  

In Chapter 3, what is a BFCD? I did not see this acronym previously defined (it is later defined). Under Solution 1… Bias File for Coordinate Data (BFCD) in MaxEnt, step-by-step guide, step 3, what is the 30- arc second coordinate bias file?
JLB: This has been updated and clarified.
 In the associated Figure it is “bias_30s_esri”, but it is not until the SDMToolbox Step-by-Step Guide that it indicates where to download this file. In my case, I thought that I had all of the necessary files downloaded for the User Guide and did not have internet access when I reached this point. This, my suggestion is to outline ALL of the files that will be needed for the User Guide at the beginning, so that a given user can avoid this potential frustration later on. 

JLB:  Again, my apologies, this has been updated.  Thank you for your wonderful suggestions.

Under the Tool: 2a. B Selection: Sample by Buffered MCP ArcGIS step-by-step guide, step 2, the name of the specific tool is incorrect. Rather than “Background Points: Sample by Buffered MCP” it should be “Background Selection: Sample by Buffered MCP” 

JLB: Thank you, this somehow was deleted
Under the Tool: Overprediction Correction: Clip Models by Buffered Minimum Convex Polygons ArcGIS step-by-step guide, the buffer distance in the Figure is 0.89, however in the text it is 100km. Please clarify that these are in different units. 

JLB: Thank you, this another big typo.  This has been changed to 0.89 decimal degrees.

In Chapter 4, Tool: CSV, TXT, XLS to shapefile, step 3 does not indicate where this tool is located – “Basic Tools” should be added. 

JLB: Thank you, this somehow was deleted
_____________________________________________________________________________________ 

In Chapter 5, Tool: Explore Climate Data: Remove Highly Correlated Variables, step 1, delete “Basic Tools ->”. The SDM tools is a separate toolbox. 

JLB: Thank you, this was updated as suggested

Under3C: preparing Occurrence Data…, step 1, the 2a. Calculate Climate Heterogeneity: step 1- PCA tool is under the “Spatially rarify occurrence data for SDMs” toolbox – this should be added if it stays there. This is also the same for the “2b. Calculate Climate Heterogeneity: step 2- Heterogeneity Calculation” tool. 

JLB: Thank you, this was updated as suggested

Under Tool: Spatially Rarefy Occurrence Data, SDMTOOLBOX STEP_BY_STEP GUIDE, where is ‘occurrences. shp’ (I think it is in the Rarify folder- so is the heterogeneity raster). 

JLB. Thanks so much.  This has been updated.

Under Tool: Run Maxent Spatially Jacknife, step 22., I don’t understand why the tool WILL NOT extrapolate if you check “extrapolate”. Please explain. 

JLB. Typo – I removed ‘not’, therefore: If checked, will predict areas of climate space outside of limits encountered during training 

Detailed notes: Program ERRORS (note that it is highly likely that some of these errors can be avoided if corrected in the step-by-step guide which I followed, such as detailing which files to work with). 
JLB: First I am very thankful to this reviewer for thoroughly assessing this software.  Given the length and number of tools, this not a simple task.  Not surprising to any such endeavor, the reviewer did overlook a few key things.  Below I have provided specific responses regarding issues associated with the code.  I apologize that the review couldn’t get the software to work.   For all issues below with exception to one, they represent user-input errors.   If the reviewer would have considered all the points in the ’10 commandants of SDMtoolbox’, they would have been able to properly correct these input data issues.  The most common error reported resulted from them not defining the projection of their input rasters (see Commandment #3).  Second, when errors were encountered they never tried the example data (see Commandment #7), if they had done so they would have noted that it worked, but their data did not (suggesting something is wrong with their data).  Lastly, and most importantly, they never read the SDMtoolbox error outputs (see their attached error messages- most the issues could have been easily fixed if error messages were read, see Commandment #8 for details regarding error messages). 
Chapter 2 - ERRO
1) I received the following ERROR for BiodiversityMeasures: 
Executing: BiodiversityMeasuresRaster21 C:\Users\A\Desktop\example_data\Biodiversity_measurements\biodiversity_binar y_SDMs\Binary_SDMs false zonosaurus_spp C:\Users\A\Desktop\example_data\output "TIFF (.tif)" 80000 mask species_not_modeled species 25000 
Start Time: Thu Aug 10 12:35:38 2017 

Running script BiodiversityMeasuresRaster21... 

spatial environment established 

Summing binary models: processsing Uruloke_aragornii_prunned.tif 
1 fish 

1 fish...2 fish 

1 fish...2 fish...red fish 

1 fish...2 fish...red fish...blue fish 

Uruloke_aragornii_prunned.tif successfully processed 

Summing binary models: processsing Uruloke_arwenae_prunned.tif 

1 fish 

1 fish...2 fish 

1 fish...2 fish...red fish 

1 fish...2 fish...red fish...blue fish 

Uruloke_arwenae_prunned.tif successfully processed 

Summing binary models: processsing Uruloke_contortaentae_prunned.tif 

1 fish 

1 fish...2 fish 

1 fish...2 fish...red fish 

1 fish...2 fish...red fish...blue fish 

Uruloke_contortaentae_prunned.tif successfully processed 

Summing binary models: processsing Uruloke_eowynae_prunned.tif 

1 fish 

1 fish...2 fish 

1 fish...2 fish...red fish 

1 fish...2 fish...red fish...blue fish 

Uruloke_eowynae_prunned.tif successfully processed 

Summing binary models: processsing Uruloke_fangorcola_prunned.tif 

1 fish 

1 fish...2 fish 

1 fish...2 fish...red fish 

1 fish...2 fish...red fish...blue fish 

Uruloke_fangorcola_prunned.tif successfully processed 

Summing binary models: processsing Uruloke_gimlia_prunned.tif 

1 fish 

1 fish...2 fish 

1 fish...2 fish...red fish 

1 fish...2 fish...red fish...blue fish 

Uruloke_gimlia_prunned.tif successfully processed 

Summing binary models: processsing Uruloke_legolasvirenphyllos_prunned.tif 
1 fish 

1 fish...2 fish 

1 fish...2 fish...red fish 

1 fish...2 fish...red fish...blue fish 

Uruloke_legolasvirenphyllos_prunned.tif successfully processed 

Summing binary models: processsing Uruloke_lorienensis_prunned.tif 

1 fish 

1 fish...2 fish 1 fish...2 fish...red fish 

1 fish...2 fish...red fish...blue fish 

Uruloke_lorienensis_prunned.tif successfully processed 

Summing binary models: processsing Uruloke_mordorensis_prunned.tif 

1 fish 

1 fish...2 fish 

1 fish...2 fish...red fish 

1 fish...2 fish...red fish...blue fish 
Uruloke_mordorensis_prunned.tif successfully processed 

Summing binary models: processsing Uruloke_rohanensis_prunned.tif 

1 fish 

1 fish...2 fish 

1 fish...2 fish...red fish 

1 fish...2 fish...red fish...blue fish 

Uruloke_rohanensis_prunned.tif successfully processed 
Summing binary models: processsing Uruloke_shirecola_prunned.tif 

1 fish 

1 fish...2 fish 

1 fish...2 fish...red fish 

1 fish...2 fish...red fish...blue fish 

Uruloke_shirecola_prunned.tif successfully processed 

version 10.0 

Adding toolbox: c:/program files (x86)/arcgis/desktop10.4/ArcToolbox/Toolboxes/Data Management Tools.tbx 
Checking for appropriate field type( string, decimal (0 scale) or integer) 

FID OID 0 Y 

Shape Geometry 0 N 

OBJECTID Integer 0 Y 

species String 0 Y 

Latitude Double 0 Y 

Longitude Double 0 Y 

species is being queried for unique values. 

Unique values: 

Uruloke_microhobbitus Uruloke_boromirii Uruloke_pseudogollumae 
Uruloke_anulatusunum Uruloke_ereborensis 

Processing: C:\Users\A\Desktop\example_data\Biodiversity_measurements\biodiversity_binar y_SDMs\species_not_modeled.shp 
Output and query: C:/Users/A/Desktop/example_data/output/TEMP_ilUlvi/Uruloke_microhobbitus.shp species = 'Uruloke_microhobbitus' 
Output and query: C:/Users/A/Desktop/example_data/output/TEMP_ilUlvi/Uruloke_boromirii.shp species = 'Uruloke_boromirii' 
Output and query: C:/Users/A/Desktop/example_data/output/TEMP_ilUlvi/Uruloke_pseudogollumae.sh p species = 'Uruloke_pseudogollumae' 
Output and query: C:/Users/A/Desktop/example_data/output/TEMP_ilUlvi/Uruloke_anulatusunum.shp species = 'Uruloke_anulatusunum' 
Output and query: C:/Users/A/Desktop/example_data/output/TEMP_ilUlvi/Uruloke_ereborensis.shp species = 'Uruloke_ereborensis' 
Processing complete 

separating points to separate files 

Converting: C:/Users/A/Desktop/example_data/output/TEMP_ilUlvi/Uruloke_anulatusunum.shp 

Converting: C:/Users/A/Desktop/example_data/output/TEMP_ilUlvi/Uruloke_boromirii.shp 
Converting: C:/Users/A/Desktop/example_data/output/TEMP_ilUlvi/Uruloke_ereborensis.shp 

Converting: C:/Users/A/Desktop/example_data/output/TEMP_ilUlvi/Uruloke_microhobbitus.shp 

Converting: C:/Users/A/Desktop/example_data/output/TEMP_ilUlvi/Uruloke_pseudogollumae.sh p 
Converting: C:/Users/A/Desktop/example_data/output/TEMP_ilUlvii/Uruloke_anulatusunum.shp 

Converting: C:/Users/A/Desktop/example_data/output/TEMP_ilUlvii/Uruloke_boromirii.shp 

Converting: C:/Users/A/Desktop/example_data/output/TEMP_ilUlvii/Uruloke_ereborensis.shp 

Converting: C:/Users/A/Desktop/example_data/output/TEMP_ilUlvii/Uruloke_microhobbitus.sh p 

Converting: C:/Users/A/Desktop/example_data/output/TEMP_ilUlvii/Uruloke_pseudogollumae.s hp 
Changing NoData to Zero: C:/Users/A/Desktop/example_data/output/TEMP_ilUlvii/Uruloke_anulatusunum.TIF 
Changing NoData to Zero: C:/Users/A/Desktop/example_data/output/TEMP_ilUlvii/Uruloke_boromirii.TIF 
Changing NoData to Zero: C:/Users/A/Desktop/example_data/output/TEMP_ilUlvii/Uruloke_ereborensis.TIF 
Changing NoData to Zero: C:/Users/A/Desktop/example_data/output/TEMP_ilUlvii/Uruloke_microhobbitus.TI F 
Changing NoData to Zero: C:/Users/A/Desktop/example_data/output/TEMP_ilUlvii/Uruloke_pseudogollumae.T IF 
Clipping: C:/Users/A/Desktop/example_data/output/TEMP_ilUlviii/Uruloke_anulatusunum.TI F 

Producing: C:/Users/A/Desktop/example_data/output/TEMP_ilUlviiii/Uruloke_anulatusunum.T IF 

Clipping: C:/Users/A/Desktop/example_data/output/TEMP_ilUlviii/Uruloke_boromirii.TIF 
Producing: C:/Users/A/Desktop/example_data/output/TEMP_ilUlviiii/Uruloke_boromirii.TIF 

Clipping: C:/Users/A/Desktop/example_data/output/TEMP_ilUlviii/Uruloke_ereborensis.TIF 

Producing: C:/Users/A/Desktop/example_data/output/TEMP_ilUlviiii/Uruloke_ereborensis.TI F 
Clipping: C:/Users/A/Desktop/example_data/output/TEMP_ilUlviii/Uruloke_microhobbitus.T IF 

Producing: C:/Users/A/Desktop/example_data/output/TEMP_ilUlviiii/Uruloke_microhobbitus. TIF 

Clipping: C:/Users/A/Desktop/example_data/output/TEMP_ilUlviii/Uruloke_pseudogollumae. TIF 
Producing: C:/Users/A/Desktop/example_data/output/TEMP_ilUlviiii/Uruloke_pseudogollumae .TIF 
Summing binary models: processsing Uruloke_anulatusunum.TIF 

1 

1...2 

1...2...3 

1...2...3...4 

Uruloke_anulatusunum.TIF successfully processed 
Summing binary models: processsing Uruloke_boromirii.TIF 

1 

1...2 

1...2...3 

1...2...3...4 

Uruloke_boromirii.TIF successfully processed 

Summing binary models: processsing Uruloke_ereborensis.TIF 

1 

1...2 

1...2...3 

1...2...3...4 

Uruloke_ereborensis.TIF successfully processed 

Summing binary models: processsing Uruloke_microhobbitus.TIF 

1 

1...2 

1...2...3 

1...2...3...4 

Uruloke_microhobbitus.TIF successfully processed 

Summing binary models: processsing Uruloke_pseudogollumae.TIF 

1 

1...2 

1...2...3 

1...2...3...4 

Uruloke_pseudogollumae.TIF successfully processed 

Saving full resolution richness layer 

Generating lower resolution environment 

Searching for rasters with no occurences: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_anulatusunum.TIF 
Searching for rasters with no occurences: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_aragornii_prunned .TIF 
Searching for rasters with no occurences: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_arwenae_prunned.T IF 
Searching for rasters with no occurences: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_boromirii.TIF 
Searching for rasters with no occurences: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_contortaentae_pru nned.TIF 
Searching for rasters with no occurences: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_eowynae_prunned.T IF 
Searching for rasters with no occurences: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_ereborensis.TIF 
Searching for rasters with no occurences: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_fangorcola_prunne d.TIF 
Searching for rasters with no occurences: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_gimlia_prunned.TI F 
Searching for rasters with no occurences: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_legolasvirenphyll os_prunned.TIF 
Searching for rasters with no occurences: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_lorienensis_prunn ed.TIF 
Searching for rasters with no occurences: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_microhobbitus.TIF 
Searching for rasters with no occurences: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_mordorensis_prunn ed.TIF 
Searching for rasters with no occurences: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_pseudogollumae.TI F 
Searching for rasters with no occurences: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_rohanensis_prunne d.TIF 
Searching for rasters with no occurences: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_shirecola_prunned .TIF 
Counting number of occupied cells: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_anulatusunum.TIF 
Counting number of occupied cells: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_aragornii_prunned .TIF 
Counting number of occupied cells: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_arwenae_prunned.T IF 
Counting number of occupied cells: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_boromirii.TIF 
Counting number of occupied cells: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_contortaentae_pru nned.TIF 
Counting number of occupied cells: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_eowynae_prunned.T IF 
Counting number of occupied cells: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_ereborensis.TIF 
Counting number of occupied cells: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_fangorcola_prunne d.TIF 
Counting number of occupied cells: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_gimlia_prunned.TI F 
Counting number of occupied cells: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_legolasvirenphyll os_prunned.TIF 
Counting number of occupied cells: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_lorienensis_prunn ed.TIF 
Counting number of occupied cells: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_microhobbitus.TIF 
Counting number of occupied cells: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_mordorensis_prunn ed.TIF 
Counting number of occupied cells: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_pseudogollumae.TI F 
Counting number of occupied cells: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_rohanensis_prunne d.TIF 
Counting number of occupied cells: C:/Users/A/Desktop/example_data/output/TEMP_ilUlii/Uruloke_shirecola_prunned .TIF 
Generating Weighted Layers: C:/Users/A/Desktop/example_data/output/TEMP_ilUliii/Uruloke_anulatusunum_DIV .TIF 
Generating Weighted Layers: C:/Users/A/Desktop/example_data/output/TEMP_ilUliii/Uruloke_aragornii_prunne d_DIV.TIF 
Generating Weighted Layers: C:/Users/A/Desktop/example_data/output/TEMP_ilUliii/Uruloke_arwenae_prunned_ DIV.TIF 
Generating Weighted Layers: C:/Users/A/Desktop/example_data/output/TEMP_ilUliii/Uruloke_boromirii_DIV.TI F 
Generating Weighted Layers: C:/Users/A/Desktop/example_data/output/TEMP_ilUliii/Uruloke_contortaentae_pr unned_DIV.TIF 
Generating Weighted Layers: C:/Users/A/Desktop/example_data/output/TEMP_ilUliii/Uruloke_eowynae_prunned_ DIV.TIF 
Generating Weighted Layers: C:/Users/A/Desktop/example_data/output/TEMP_ilUliii/Uruloke_ereborensis_DIV. TIF 
Generating Weighted Layers: C:/Users/A/Desktop/example_data/output/TEMP_ilUliii/Uruloke_fangorcola_prunn ed_DIV.TIF 
Generating Weighted Layers: C:/Users/A/Desktop/example_data/output/TEMP_ilUliii/Uruloke_gimlia_prunned_D IV.TIF 
Generating Weighted Layers: C:/Users/A/Desktop/example_data/output/TEMP_ilUliii/Uruloke_legolasvirenphyl los_prunned_DIV.TIF 
Generating Weighted Layers: C:/Users/A/Desktop/example_data/output/TEMP_ilUliii/Uruloke_lorienensis_prun ned_DIV.TIF 
Generating Weighted Layers: C:/Users/A/Desktop/example_data/output/TEMP_ilUliii/Uruloke_microhobbitus_DI V.TIF 
Generating Weighted Layers: C:/Users/A/Desktop/example_data/output/TEMP_ilUliii/Uruloke_mordorensis_prun ned_DIV.TIF 
Generating Weighted Layers: C:/Users/A/Desktop/example_data/output/TEMP_ilUliii/Uruloke_pseudogollumae_D IV.TIF 
Generating Weighted Layers: C:/Users/A/Desktop/example_data/output/TEMP_ilUliii/Uruloke_rohanensis_prunn ed_DIV.TIF 
Generating Weighted Layers: C:/Users/A/Desktop/example_data/output/TEMP_ilUliii/Uruloke_shirecola_prunne d_DIV.TIF 
Summing Weighted Endemism Layers: processing C:/Users/A/Desktop/example_data/output/TEMP_ilUliiii/Uruloke_anulatusunumWE. TIF 
Summing Weighted Endemism Layers: processing C:/Users/A/Desktop/example_data/output/TEMP_ilUliiii/Uruloke_aragornii_prunn edWE.TIF 
Summing Weighted Endemism Layers: processing C:/Users/A/Desktop/example_data/output/TEMP_ilUliiii/Uruloke_arwenae_prunned WE.TIF 
Summing Weighted Endemism Layers: processing C:/Users/A/Desktop/example_data/output/TEMP_ilUliiii/Uruloke_boromiriiWE.TIF 
Summing Weighted Endemism Layers: processing C:/Users/A/Desktop/example_data/output/TEMP_ilUliiii/Uruloke_contortaentae_p runnedWE.TIF 
Summing Weighted Endemism Layers: processing C:/Users/A/Desktop/example_data/output/TEMP_ilUliiii/Uruloke_eowynae_prunned WE.TIF 
Summing Weighted Endemism Layers: processing C:/Users/A/Desktop/example_data/output/TEMP_ilUliiii/Uruloke_ereborensisWE.T IF 
Summing Weighted Endemism Layers: processing C:/Users/A/Desktop/example_data/output/TEMP_ilUliiii/Uruloke_fangorcola_prun nedWE.TIF 
Summing Weighted Endemism Layers: processing C:/Users/A/Desktop/example_data/output/TEMP_ilUliiii/Uruloke_gimlia_prunnedW E.TIF 
Summing Weighted Endemism Layers: processing C:/Users/A/Desktop/example_data/output/TEMP_ilUliiii/Uruloke_legolasvirenphy llos_prunnedWE.TIF 
Summing Weighted Endemism Layers: processing C:/Users/A/Desktop/example_data/output/TEMP_ilUliiii/Uruloke_lorienensis_pru nnedWE.TIF 
Summing Weighted Endemism Layers: processing C:/Users/A/Desktop/example_data/output/TEMP_ilUliiii/Uruloke_microhobbitusWE .TIF 
Summing Weighted Endemism Layers: processing C:/Users/A/Desktop/example_data/output/TEMP_ilUliiii/Uruloke_mordorensis_pru nnedWE.TIF 
Summing Weighted Endemism Layers: processing C:/Users/A/Desktop/example_data/output/TEMP_ilUliiii/Uruloke_pseudogollumaeW E.TIF 
Summing Weighted Endemism Layers: processing C:/Users/A/Desktop/example_data/output/TEMP_ilUliiii/Uruloke_rohanensis_prun nedWE.TIF 
Summing Weighted Endemism Layers: processing C:/Users/A/Desktop/example_data/output/TEMP_ilUliiii/Uruloke_shirecola_prunn edWE.TIF 
Saving Final WE layer 
Saving Final CWE layer 

Generating Masked Output: 

measuring extent 

creating a gridded shapefile... 

clipping grid by mask... 

sampling biodiversity values for each cell... 

cleaning up outfile... 

Adding results to ArcMap 

Failed script BiodiversityMeasuresRaster21... 

Traceback (most recent call last): 

File "C:\Users\A\Desktop\SDMtoolboxv2\SDMtoolbox10_1to5\SDM_Toolbox_v2.0_ArcMap10 .X.tbx#BiodiversityMeasuresRaster21.py", line 531, in <module> 
NameError: name 'Rasters' is not defined 

Failed to execute (BiodiversityMeasuresRaster21). 
Failed at Thu Aug 10 12:41:23 2017 (Elapsed Time: 5 minutes 44 seconds) 

JLB. Here the analysis actually finished successfully. There was a small bug in the code I added to write inputs as an output file. This has been fixed.
2) The Background Seection: Sample by Buffered MCP tool will not let me navigate to a .shp if I double-click the folder box (it only specifies a .lyr I could not find the file specified in the associated Figure to add to the map, therefore I could not test this tool following the user guide. This needs to be changed. 

JLB. I couldn’t replicate this error.  I tried on several computers and didn’t have this issue
3) For the Sample by Buffered MCP tool, I received the following error (please note that I could not navigate to the shapefile; it asks for a csv, xls, or txt): 
Executing: PseudoabsenceSelectionSBufferedMCPcFOLDER3 C:\Users\A\Desktop\example_data\MaxEnt_modeling\occurence_points.csv species Latitude Longitude "100 Kilometers" C:\Users\A\Desktop\example_data\output\MCO bio_1.asc 
Start Time: Thu Aug 10 15:07:46 2017 

Running script PseudoabsenceSelectionSBufferedMCPcFOLDER3... 

...setting up environment 

Environmental Cell Size: 8.3333337679505E-03 
Projection in: Unknown 

Please define the projection in bio_1.asc 

Failed script PseudoabsenceSelectionSBufferedMCPcFOLDER3... 

Traceback (most recent call last): 

File "C:\Users\A\Desktop\SDMtoolboxv2\SDMtoolbox10_1to5\SDM_Toolbox_v2.0_ArcMap10 .X.tbx#PseudoabsenceSelectionSBufferedMCPcFOLDER3.py", line 44, in <module> 
NameError: name 'gp' is not defined 

Failed to execute (PseudoabsenceSelectionSBufferedMCPcFOLDER3). 

Failed at Thu Aug 10 15:07:47 2017 (Elapsed Time: 0.80 seconds) 

JLB. Here the script is coded to deliberately stop itself because the input file does not have a project defined (a major error in the user’s input raster). Results run on unprojected rasters can have major errors.
_______________________________________________________________ 
4) For the Sample by Distance from Obs. Pts., I received the following error (please note that I could not navigate to the shapefile; it asks for a csv, xls, or txt):
Executing: PseudoabsenceSelectionSBufferedPtsFOLDER C:\Users\A\Desktop\example_data\MaxEnt_modeling\occurence_points.csv species 
Latitude Longitude "100 Kilometers" C:\Users\A\Desktop\example_data\output\dist bio_1.asc 
Start Time: Thu Aug 10 15:11:26 2017 

Running script PseudoabsenceSelectionSBufferedPtsFOLDER... 
...setting up environment 

Environmental Cell Size: 8.3333337679505E-03 

Projection in: Unknown 

Please define the projection in bio_1.asc 

Failed script PseudoabsenceSelectionSBufferedPtsFOLDER... 

Traceback (most recent call last): 

File "C:\Users\A\Desktop\SDMtoolboxv2\SDMtoolbox10_1to5\SDM_Toolbox_v2.0_ArcMa p10.X.tbx#PseudoabsenceSelectionSBufferedPtsFOLDER.py", line 45, in <module> 
NameError: name 'gp' is not defined 

Failed to execute (PseudoabsenceSelectionSBufferedPtsFOLDER). 

Failed at Thu Aug 10 15:11:27 2017 (Elapsed Time: 1.11 seconds) 

JLB. Here the script is coded to deliberately stop itself because the input file does not have a project defined (a major error in the user’s input raster). Results run on unprojected rasters can have major errors.

______________________________________
5) For the Sample by Buffered Local Adaptive Convex-Hull tool, I received the following error: 
Executing: PseudoabsenceSelectionRegionalHull C:\Users\A\Desktop\example_data\SDM_analyses\background_selection_via_bias_f iles\Uruloke_eowynae.shp species Latitude Longitude "100 Kilometers" 3 "C:\Users\A\Desktop\example_data\output\New Folder" bio_1.asc 
Start Time: Thu Aug 10 15:19:01 2017 

Running script PseudoabsenceSelectionRegionalHull... 

...setting up environment 

Environmental Cell Size: 8.3333337679505E-03 

Projection in: Unknown 

Please define the projection in bio_1.asc 

Failed script PseudoabsenceSelectionRegionalHull... 

Traceback (most recent call last): 

File "C:\Users\A\Desktop\SDMtoolboxv2\SDMtoolbox10_1to5\SDM_Toolbox_v2.0_ArcMap10 .X.tbx#PseudoabsenceSelectionRegionalHull.py", line 44, in <module> 
NameError: name 'gp' is not defined 

Failed to execute (PseudoabsenceSelectionRegionalHull). 

Failed at Thu Aug 10 15:19:02 2017 (Elapsed Time: 1.21 seconds) 

JLB. Here the script is coded to deliberately stop itself because the input file does not have a project defined (a major error in the user’s input raster). Results run on unprojected rasters can have major errors.

6) For running the Maxent:Spatial Jackknifing Tool, the link to the Maxent software is outdated and needs to be changed to https://biodiversityinformatics.amnh.org/open_source/maxent/ 
I received the following error (and continued to receive it despite changing various settings, closing ArcMap and reopening, removing the bias file, changing the output folder, etc.) – Please note that these errors were received when following the user guide as I understood it. 
When I ran the Maxent:Spatial Jackknifing Tool using another set of data I was able to execute the tool successfully. 
Executing: RunMaxentModel2 D:\maxent.jar C:\Users\A\Desktop\example_data\SDM_analyses\rarefy\zono_for_sdm_rarefied_po ints.csv SPECIES LONGITUDE LATITUDE C:\Users\A\Desktop\example_data\MaxEnt_modeling\Climate # C:\Users\A\Desktop\example_data\MaxEnt_modeling\Climate\soil.asc;C:\Users\A\ Desktop\example_data\MaxEnt_modeling\Climate\veg.asc;C:\Users\A\Desktop\exam ple_data\MaxEnt_modeling\Climate\pca_Climate_PCs.tif;C:\Users\A\Desktop\exam ple_data\MaxEnt_modeling\Climate\hetergen_Climate_Hetero.tif;C:\Users\A\Desk top\example_data\MaxEnt_modeling\Climate\MaskTemp.asc;C:\Users\A\Desktop\exa mple_data\MaxEnt_modeling\Climate\geo.asc;C:\Users\A\Desktop\example_data\Ma xEnt_modeling\Climate\bio_99.asc;C:\Users\A\Desktop\example_data\MaxEnt_mode ling\Climate\aspect.asc C:\Users\A\Desktop\example_data\MaxEnt_modeling\BiasFile C:\Users\A\Desktop\example_data\MaxEnt_modeling\maxent_output Logistic asc true true true true true "Automatic Settings" "no threshold" # true false 4 true true 5 15 2 3 false 5 subsample 20 true false false false false false 5 crossvalidate 20 
Start Time: Thu Aug 10 21:49:28 2017 

Running script RunMaxentModel2... 

******************************************* 

*************Spatial Jackknife************* 

Input grid used for spatial environment template: aspect.asc 

Environmental Cell Size: 0.08333 

Projection in: GCS_WGS_1984 

version 10.0 

Adding toolbox: c:/program files (x86)/arcgis/desktop10.4/ArcToolbox/Toolboxes/Data Management Tools.tbx 
Checking for appropriate field type( string, decimal (0 scale) or integer) 

FID OID 0 Y 

Shape Geometry 0 N 

SPECIES String 0 Y 

LONGITUDE Double 0 Y 

LATITUDE Double 0 Y 

RASTERVALU Integer 0 Y 

UN_ID Integer 0 Y 

SPECIES is being queried for unique values. 

Unique values: 

lemur catta 

Processing: C:\Users\A\Desktop\example_data\MaxEnt_modeling\maxent_output/All_Occ.shp 
Output and query: C:/Users/A/Desktop/example_data/MaxEnt_modeling/maxent_output/TEMP_ilUlii/le mur_catta.shp SPECIES = 'lemur catta' 
Processing complete 

********************************************** 

********************************************** 

ERROR.... FILE NAME C:/Users/A/Desktop/example_data/MaxEnt_modeling/BiasFile/lemur_catta.asc 

DOES NOT EXIST. Please ensure your bias file names match this format: C:/Users/A/Desktop/example_data/MaxEnt_modeling/BiasFile/lemur_catta.asc 
********************************************** 

********************************************** 

Failed script RunMaxentModel2... 

Traceback (most recent call last): 

File "C:\Users\A\Desktop\SDMtoolboxv2\SDMtoolbox10_1to5\SDM_Toolbox_v2.0_ArcMap10 .X.tbx#RunMaxentModel2.py", line 129, in <module> 
File "C:\Users\A\Desktop\SDMtoolboxv2\SDMtoolbox10_1to5\Scripts\rMEr.py", line 202, in <module> 
sys.exit(0) 

NameError: name 'sys' is not defined 

Failed to execute (RunMaxentModel2). 

Failed at Thu Aug 10 21:50:04 2017 (Elapsed Time: 35.59 seconds)
JLB: The above error is due to the user not have a bias file matching the input data due to their input data not being projected. As stated by the reviewer: “I couldn’t produce a bias file using the tools”, again this was due to the fact climate files were not projected.
Reviewer 1:
SDMtoolbox 2.0: The next generation python-based GIS toolkit for landscape genetic, biogeographic and species distribution model analyses.
I congratulate the authors for creating and updating SDMtoolbox 2.0. The toolbox aids the automation of rigorous spatial analyses; thus, it is highly desirable among geospatial modelers and conservation professionals. My recommendation is to accept with minor revision. I encourage the authors to make suggested changes and resubmit for publication. Here are my comments.
Detailed Comments
Line 36, a total of 79 scripts 
JLB: Done, thank you


Line 40, future climates,
JLB: an M-dash is used in place of a comma for emphasis

Line 55, a series of
JLB: Done, thank you


Line 56, complicated spatial analyses in ArcMap (ESRI) and python
JLB: Done, thank you

Line 55, line 108, and others, please write abbreviations in full at first use.
JLB: Done, thank you, we corrected this throughout the manuscript

Line 74, Rewrite the last sentence. 
JLB. Done: Following are brief overviews of the new tools, organized by major tool category (Brown 2014) 

Line 89, e.g.,
JLB: Done, thank you


Line 101, importance of Bias files in Maxent
JLB: Done, thank you

Line 117, delete brackets, ..tools batch project or define projections of input rasters….
JLB: Done, thank you


Line 118, delete ‘aims to’, another set of tools facilitate batch exportation of images or aid in RGB band visualization of multiband rasters
JLB: Done, thank you

Line 156, rewrite. Sentence starting As following is not grammatically correct.
JLB: Done, thank you. The primary ways SDMtoolbox minimizes model overfitting and properly parameterizes each species distribution model it creates (vs. using only Maxent without SDMtoolbox) are discussing in the following paragraphs.

Line 163, make sure all figures are mentioned in the text.
JLB: double checked!


Line 164,insert ‘in’, it can be done in several ways
JLB: Done, thank you


Line 191, “lower levels”, did you mean resulting from lower regularization multiplier values
Changed to :”lower regularization multiplier values

Line 196, delete “(i.e. Bio1)”
JLB. Reviewer 2 suggested I change this to a more common metric.  As follows is the current text:

A feature is a function of user input environmental variables (i.e. mean annual temperature) and can be any single one or various combination of six feature classes implemented:

Line 205, that is more sensitive details of ? sentence appears incomplete
JLB: This has been changed to:

The use of complex feature settings allows Maxent to produce a model that is more sensitive to details of a species’ environmental tolerances, however, complex feature classes can also lead to over-fit models.  Phillips and Dudík (2008) selected the following feature classes for continuous variables as default for the corresponding occurrence record sample sizes: all feature classes for at least 80 occurrence records; L, Q and H for sample sizes 15 to 79; L and Q for 10 to 14 records; only L for below 10 records (Phillips and Dudík, 2008).


Line 207, “which subsequently is implement in the”, sentence appears incorrect
JLB: You were correct. This has been changed to:

These settings were subsequently implemented in the “auto features” of Maxent.


Line 217, tests and evaluates?
JLB: changed as suggested: tests and evaluates
Line 241, if the journal allows this should be written as footnote or in the acknowledgment section.
JLB: This is up to the discretion of the editor


Please follow correct citation style (sometimes publication year is within brackets and other times it is not)
JLB: This has been done

I installed the tool using the software installation guide provided in the supplemental material. The user guide needs some editing as well. Example, first sentence needs the preposition “to”. It should read like “designed to automate”. The second paragraph needs a comma immediately after SDMtoolbox 2.0.
JLB: Done


Table of contents lists page 215 while the document is only 95 pages.
JLB: This seems to be an auto formatting issues with word, I could not repeat this issues and couldn’t find any page beyond 90 in TOC.
General comments:
Line 213, the latest maxent default combination is: L, Q, P, H which appears to be more appropriate than the previous maxent versions that included all of them (i.e, L,Q,P,H and T). Are the users able to use this new maxent default combination in SDMtoolbox 2.0?

JLB: this had been DONE
The methods section is very brief, can the authors expand the methods section a little bit.
JLB: I added several lines to the methods to provide a more detailed overview of what was done.

ESRI is an institution that frequently changes its software versions. Given this fact, what is the authors long-term plan to keep SDMtoolbox running on new ArcGIS software versions?
JLB: We plan to continue to support it. 

 Can SDMtoolbox become a standalone tool?

JLB: Unfortunately it cannot become a standalone tool- it is too dependent on the Arcpy (ArcGIS’s python library). 

