Table S1: Agreement among five existing tools in identifying IGHD gene segment from four sets of antibody heavy chain sequences

The agreements of these five programs (IMGT/V-QUEST, SoDA, JOINSOLVER, VDJsolver and iHMMune-align) in IGHD identification at the allele level.

	　
	Total Number
	 Agreement with all 5 tools
	Agreement with any 4 tools
	Agreement with any 3 tools
	Data Resource

	
	
	number
	ratio
	number
	ratio
	number
	ratio
	

	set1
	500 
	230 
	0.46 
	302 
	0.60 
	357 
	0.71 
	[1]

	set2
	404 
	173 
	0.43 
	237 
	0.59 
	287 
	0.71 
	[2]

	set3
	120 
	50 
	0.42 
	70 
	0.58 
	90 
	0.75 
	[2]

	set4
	143 
	54 
	0.38 
	73 
	0.51 
	91 
	0.64 
	[2]

	average
	292 
	127 
	0.42 
	171 
	0.57 
	206 
	0.70 
	-
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