Larissa, October 8, 2022

To Mr. Jin-Lei Wang
Editor-in-chief

World Journal of Orthopaedics

Dear Editor,

We would like to thank you and the reviewers for the thorough review of our manuscript
entitled “Genetics in congenital anomalies of the hand” (Manuscript NO: 79620) and for
the thoughtful comments and constructive suggestions, which helped us improve the quality
of our manuscript. We carefully considered all the comments and suggestions, and we revised
the manuscript accordingly. All additions are marked in the manuscript with yellow colour.
Please find below a point-by-point answer:

Company editor-in-chief 2022-09-26 10:34

Comment: | have reviewed the Peer-Review Report, full text of the manuscript, and the
relevant ethics documents, all of which have met the basic publishing requirements of the
World Journal of Orthopedics, and the manuscript is conditionally accepted. | have sent the
manuscript to the author(s) for its revision according to the Peer-Review Report, Editorial
Office’s comments and the Criteria for Manuscript Revision by Authors. Before final
acceptance, when revising the manuscript, the author must supplement and improve the
highlights of the latest cutting-edge research results, thereby further improving the content of
the manuscript. To this end, authors are advised to apply a new tool, the RCA. RCA is an
artificial intelligence technology-based open multidisciplinary citation analysis database. In it,
upon obtaining search results from the keywords entered by the author, "Impact Index Per
Article” under "Ranked by" should be selected to find the latest highlight articles, which can
then be used to further improve an article under preparation/peer-review/revision. Please visit
our RCA database for more information at: https://www.referencecitationanalysis.com/.

Answer: Thank you for your valuable suggestion. We have applied the new tool, the RCA
and included 19 latest highlight references (mentioned below). These offered useful and new
information about the latest cutting-edge research results related to the topic, which were
incorporated in the manuscript.

Reviewer 1 (Anonymous 2022-09-09 01:42):

Comment: The manuscript needs improvement with respect to English language usage.



Answer: The corresponding author of the manuscript, who is a proficiency level user of the
English Language and has lived and worked in the USA for several years, has repeated the
English language quality check and made several corrections.

Reviewer 2 (Anonymous 2022-09-03 04:20):

Comment: This is an interesting article on a timely topic. However, of the 23 references,
only 2 are from the last 5 years. It is recommended to add references to modern sources of
literature.

Answer: The authors would like to thank the reviewer for his valuable suggestion. The
following 19 references, which have been published in the period 2017-2022, were added and
both in the text and in the references list:
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