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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.
	Introduction
	including boundary element-associated factor of

32 kDa, Motif 1 binding protein (M1BP), centrosomal protein 190, suppressor of hairy-wing,
	including boundary element-associated factor of

32 kDa, Motif 1 binding protein (M1BP), centrosomal protein

190 (CP190), suppressor of hairy-wing (SuHW),

	2.
	Introduction
	has drastic consequences for Notch domain formation,


	has drastic consequences for Notch domain formation,



	3.
	Protocol. 

1. Fixation


	1. Start with 10 million S2 receptor plus (S2R+) cells to prepare 17.5 mL of a cell suspension in Schneider medium containing 10% fetal bovine serum (FBS) at room temperature (RT).


	1. Start with 10 million Schneider's line 2 plus (S2R+) cells to prepare 17.5 mL of a cell suspension in Schneider medium containing 10% fetal bovine serum (FBS) at room temperature (RT).



	4.
	Representative Results
	Using the Hi-C valid pairs from HiCPro27  , matrices were normalized at 1 kb by iterative correction and eigenvector decomposition (ICE), and 5 kb bins were made generated using the hicPlotMatrix tool in

HiCExplorer30 , 31 , 32  .
	Using the Hi-C valid pairs from HiCPro27  , matrices were normalized by iterative correction and eigenvector decomposition (ICE)30, and 1 kb and 5 kb resolution matrices were generated using HiCPlotter30,31


	5.
	7. Assess Hi-C template quality


	2. Load 100 ng of UND, D, and L samples in a 1.5% agarose gel.
	2. Load 100 ng of UD, D, and L samples in a 1.5% agarose gel.

	6.
	Representative results
	This virtual 4C view of the Notch  gene 5'

UTR and exon 6 was obtained using the Hi-C other-ends

tool available in SeqMonk (SeqMonk (RRID:SCR_001913)

http:www.bioinformatics.babraham.ac.uk/projects/seqmonk/.
	The virtual 4C views of the Notch  gene 5' UTR were obtained using HiC-Pro 27 .  An alternative tool is the Hi-C other-ends quantification available in SeqMonk (SeqMonk (RRID:SCR_001913)

http:www.bioinformatics.babraham.ac.uk/projects/seqmonk/.

	7.
	Figure 4.
	ChIP-seq data for APs, RNA Pol II REF, and histone marks for S2/S2R+ cells34 , 35 , 36 , 37 are shown below the heatmap (Table 1).
	ChIP-seq data for APs, RNA Pol II, and histone marks for S2/S2R+ cells34 , 35 , 36 , 37 are shown below the heatmap (Table 1).

	8.
	Discussion 
	First,the protocol described here describes the Hi-C experiment being performed for a cell population.
	First, the protocol described here represents the Hi-C experiment

performed for a cell population.
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