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	Protocol Step
	Comment
	Requested Change (highlight in bold)

	Example
	1.1
	Step says “Centrifuge lysate at 2,000 x g.”
	Please correct to “Centrifuge lysate at 4,000 x g.”

	1.
	3.2.2.
	For convenience when preparing the next inoculate, freeze the remaining activated bacterial stock in 1mL aliquots (500 μL culture plus 500 μL 20% glycerol) at −80 °C until the next preparation is needed.


	For convenience when preparing the next inoculate, freeze the remaining activated bacterial stock in 1mL aliquots (500 μL culture plus 500 μL 40% glycerol) at −80 °C until the next preparation is needed.



	2.
	3.4.4.
	Centrifuge 12,000 x g for 10–20 min. Discard the supernatant. Store the inclusion bodies at −20 °C or −80 °C.
	Centrifuge 12,000 x g for 10–20 min. Discard the precipitates. Store the inclusion bodies at −20 °C or −80 °C.

	3.
	6.1
	With high-resolution structural data, process the strength of the collection and scale using the Denzo program and the HKL2000 software package (https://hkl-xray.com/)23.
	With high-resolution structural data, process and scale the strength of the collection using the Denzo program and the HKL2000 software package (https://hkl-xray.com/)23.

	4.
	Representative Results
	Herein, the binding capacity of this peptide to Ptal-N*01:01 with homologous bat β2m (bβ2m) and heterologous human β2m (hβ2m) light chains (Figure 1C,1D) was evaluated. 
	Herein, the binding capacity of this peptide to Ptal-N*01:01 with homologous bat β2m (bβ2m) and heterologous human β2m (hβ2m) (Figure 1C,1D) was evaluated. 
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