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Reviewer’s comment

Author’s comment (if agreed with reviewer,
correct the manuscript and highlight that part in
the manuscript. It is mandatory that authors
should write his/her feedback here)

Compulsory REVISION comments

(1) The data presentation should be re-arranged. Tab
and Table gare suggested to beTable 1 and Tabl
The original Table 1 becomes Table3.

Two sets of “References” are cited in the manusc
One is presented in text and the other is in
“Supplentary Materials”. It needs to be rearranged
remains the major literatures.

(@)

(3)

render the manuscript more completion.

In “Discussion”: The limitations and drawbacks bet
present study should be discussed in more detail to

eéWe sincerely thank the reviewer for his useful an

2 @anstructive criticism. This is properly

acknowledged in the “Acknowledgements” sectiq

ripf the manuscript.

the (1) Tables S1 and S2 now become Tables 1]
and 2, respectively and original Table 1
now becomes Table 3

(2) Only one set of references now appears
the ms.

(3) The “Discussion” section has now been
extended considerably to discuss
limitations and drawbacks of our study.

Minor REVISION comments

Optional /General comments

This is a computational bio-informatic research umsing
AMYLPRED2 consensus method to predict

“aggregation-prone” regions on the surface of F
approved monoclonal IgGantibodies for the treatment
cancer and autoimmune diseases. Then, the a
substituted these aggregation-prone groups byfgpaaiino

acids with exposed side chains. They successfetiyged or
even fully eliminated aggregation of these theréipe

monoclonal antibodies. These datasets may be uigefhe
clinical application of therapeutic monoclonal &aotly
technology. However, the present study is ho mben ta
computational bio-information-based knowledge. M
investigations are necessary to prove the hypathesi

themphasize that experiments should be performe

In the “Discussion” section of the ms. we now

D#est in detail the functions of the predicted laanly
bfvariants.
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