Response to Reviewer 1 
Point 1: My major concern is the validation of reference genes using vps. It is not clear why the authors chose that gene, which needs to be clarified. Ideally, the candidate gene for the validation analysis should be a gene of which the expression pattern under different conditions is already known (evidence from references or other previous analyses). 

[bookmark: _GoBack]Response 1: Thanks to the reviewer for this comment. Vesicular trafficking is essential for sorting membrane cargo to different destinations, recycling, and degradation. However, numerous protein complexes, which are mainly composed of VPS proteins, participate in Vesicular trafficking. Besides, the VPS proteins are important for insect development, immunity, and pathogen insect interactions. For example, the expression of the Vps gene can be upregulated by various abiotic stresses, including low nutrient, cold, and heat. （Line 172-178）. ( Li Z , Blissard G . The vacuolar protein sorting genes in insects: A comparative genomeview[J]. Insect Biochemistry & Molecular Biology, 2015, 62:211-225. )
In our previous research, we have studied the effect of different temperatures on T. radiata. In our later transcriptome data (this is our latest data, unpublished), we found that under low or high-temperature adversity conditions, the Vps genes of T. radiata will be significantly up-regulated. Therefore, we speculate that Vps plays an important role in the resistance of T. radiata. Studying this gene and its resistance to the low temperature of the T. radiata will enable us to make better use of T. radiata. 
Hence, given the importance of this genome. Therefore, it chose it as the target gene for the validation of reference genes. This will also lay the foundation for our follow-up research.

Point 2: Furthermore, if it is possible, the authors need to give the RNA-Seq analysis of the vps gene expression among different developmental stages and tissues to support their qPCR results.

Response 2: Thanks to the reviewer for this comment. We agree with your suggestion. It is undoubtedly best that RNA-Seq analysis and qPCR results complement each other. However, at present, we have not got RNA-Seq data of different stages and different tissues. However, this aspect will be studied in our subsequent experiments.
In addition, as far as I know, the accuracy of transcriptomes is generally with a certain deviation and should have further verification by RT-qPCR. We believe that our RT-qPCR analysis of Vps is correct.

Point 3: Line 44, need to give the abbreviation for the Asian citrus psyllid.

Response 3: Thanks to the reviewer for this comment. We have corrected the abbreviation in Line 43.


Point 4: Line 54, D. citri and ACP were randomly used. 
 
Response 4: Thanks to the reviewer for pointing out this flaw. We have changed it uniformly to ACP, Line 54.

Point 5: Line 58-61, what are the functions of serine proteases and their homologs in biological control?

Response 5: Thanks to the reviewer for this comment. In insects, serine proteases and their homologs constitute a large family of proteins involved in multiple physiological processes such as digestion, development, and immunity. Insight into the venom compositions of the parasitoids reveals that SPs and SPHs are major components of venom and may participate in immune activities.
In Cotesia rubecula, a serine protease homolog named Vn50 is isolated from its venom gland and is defined to show the ability to inhibit host humoral immune response by interfering with the PO cascades. In addition, serine proteases and their homologs are crucial for the wasps to evade their host immune system and defend the microbial infections, which will improve the survival rate of parasitic wasps and thus the control efficiency of parasitic wasps.

Point 6: Line 127 needs to give the seven genes in the text.

Response 6: Thanks to the reviewer for this comment. We have listed seven genes in Line 143.

Point 7: Figure 2, what are the numbers represent on the X- and Y- axes?

Response 7: Thanks to the reviewer for this comment. We have added the axis titles in Figure 2

Point 8: Figure 4, it should be ct value.

Response 8: Thanks to the reviewer for this comment. We have changed it to Ct value in Figure 4.

Point 9: Figures 7 & 8, what are 'a', 'b', and 'c' represent?

Response 9: Thanks to the reviewer for this comment. We have added the notes under the title of Figures 7 & 8. The significant differences are indicated by a different letter, e.g. a, b, c.

Point 10: Line 292, change 'RT-QPCR' to 'RT-qPCR'.

Response 10: Thanks to the reviewer for pointing out this flaw. The corrections have been made (Line 314).
