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RESPONSES TO THE COMMENTS OF THE REVIEWERS
[bookmark: OLE_LINK179][bookmark: OLE_LINK180]We thank the reviewers for their valuable comments and suggestions on our manuscript sincerely. We have revised the manuscript accordingly, and included a detailed list of responses below. The according changes mentioned here have been highlighted in red fonts in the revised manuscript.

[bookmark: OLE_LINK95]Responses to reviewer 1
[bookmark: OLE_LINK1][bookmark: OLE_LINK45][bookmark: OLE_LINK46]Question 1: In Introduction. the specific advantages of lactic acid bacteria (LAB) and the influence mechanism of metabolites and properties of LAB (polysaccharides, proteases, etc) on gel produced by LAB should be briefly explained.   
Response:
[bookmark: OLE_LINK221][bookmark: OLE_LINK222]Thank you very much for all your valuable suggestions and detailed revision advises. 
[bookmark: OLE_LINK2][bookmark: OLE_LINK16][bookmark: OLE_LINK17]The specific advantages of lactic acid bacteria (LAB) and the influence mechanism of metabolites and properties of LAB (polysaccharides, proteases, etc) on gel produced by LAB have been added in the “Introduction” section according to the reviewer’s suggestion. Please refer to the revised manuscript at Lines 35-47 to see the changes. 
Question 2: “2.1 Proximate analysis” should examine the chemical compositions of soybean gel.
Response:
The chemical compositions of soybean gels have been detected according to the reviewer’s suggestion. Please refer to the revised manuscript at Lines 78-84 to see the changes. 

Question 3: In Figure 2. Negative degree of hydrolysis?
Response:
Because the number of cleaved peptide bonds in soy protein of the soymilk gel samples before digestion (P0) and after buccal digestion (P1) were very small, very few free -NH2 groups were released. Through the DH calculation formulas according to Nielsen et al. [1] as follows, the degree of hydrolysis in SG and SL were negative values at P0 and P1 stages. These results corroborate findings from Rui et al. [2], who reported that the soymilk curds fermented by LAB had negative DH values at the initial digestion phases of P0 and P1 compared to soymilk.
Determination of the degree of hydrolysis (DH):



where Wserine-NH2 = meqv serine NH2/g protein; 
ODsample, ODblank, ODstand -- absorption values of sample tube, blank tube and standard tube at 340nm; 0.9515 (mmol/L) -- Concentration of serine standard solution; N is the dilution ratio of digestive fluid; V is the sample volume in liter (L); X = g sample; P = protein % in sample. 

h is then: 
where α and β are estimated to be 1.00 and 0.40, respectively


where htot for soy is 7.8 mmol/g.
The DH calculation formulas have been added in the revised manuscript, please refer to Lines 375-385 in the revised manuscript to see the changes.
[1] Nielsen, P. M.; Petersen, D.; Dambmann, C. Improved method for determining food protein degree of hydrolysis. J. Food Sci. 2001, 66, 642-646.
[2] Rui, X.; Xing, G.; Zhang, Q.; Zare, F.; Li, W.; Dong, M. Protein bioaccessibility of soymilk and soymilk curd prepared with two Lactobacillus plantarum strains as assessed by in vitro gastrointestinal digestion. Innov. Food Sci. Emerg. Technol. 2016, 38, 155-159.

Question 4: The discussion should be in-depth and comprehensive, especially comparative analysis with the latest literature.
Response:
The discussion has been in-depth and comprehensive now, we compare our results in the present study with the latest literature. Please refer to the revised manuscript on Lines 99-101, 112-116, 158-161, 180-187, 216-220, 243-246, 262-266, and 271-273 to see the changes. 
[bookmark: OLE_LINK59][bookmark: _Hlk104726511]Question 5: The English grammar needs to be corrected.
Response:
[bookmark: OLE_LINK24][bookmark: OLE_LINK25]The English grammar of this manuscript has been corrected according to Grammarly (https://www.grammarly.com/). 
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