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	Genome
	Size, Mb
	PATRIC Coding Sequencesa
	RefSeq Coding Sequencesb
	Status

	Highly pathogenic 
F. tularensis genomes
	F. tularensis subsp tularensis Schu S4
	1.89
	2,097
	1,603
	Complete

	
	F. tularensis subsp tularensis FSC033
	1.85
	2,090
	1,523
	WGS

	
	F. tularensis subsp tularensis FSC198
	1.89
	2,095
	1,605
	Complete

	
	F. tularensis subsp tularensis MA00-2987
	1.87
	2,148
	1,640
	WGS

	
	F. tularensis subsp tularensis NE061598
	1.89
	2,111
	1,836
	Complete

	
	F. tularensis subsp tularensis WY96-3418
	1.90
	2,082
	1,634
	Complete

	Less pathogenic F. tularensis genomes
	F. tularensis subsp mediasiatica FSC147
	1.89
	2,170
	1,406
	Complete

	
	F. tularensis subsp holarctica 257
	1.89
	2,312
	1,501
	WGS

	
	F. tularensis subsp holarctica
	1.90
	2,132
	1,754
	Complete

	
	F. tularensis subsp holarctica FSC022
	1.87
	2,121
	1,521
	WGS

	
	F. tularensis subsp holarctica FSC200
	1.79
	2,057
	1,993
	WGS

	
	F. tularensis subsp holarctica FTNF002-00
	1.89
	2,163
	1,580
	Complete

	
	F. tularensis subsp holarctica OSU18
	1.90
	2,177
	1,555
	Complete

	
	F. tularensis subsp holarctica URFT1
	1.80
	2,036
	N/A
	WGS

	Less pathogenic F. novicida genomes
	F. cf novicida Fx1
	1.91
	1,808
	1,818
	Complete

	
	F. novicida FTE
	1.89
	1,806
	1,772
	WGS

	
	F. novicida FTG
	1.87
	1,766
	1,734
	WGS

	
	F. novicida GA99-3548
	1.89
	1,798
	1,659
	WGS

	
	F. novicida GA99-3549
	1.90
	1,835
	1,664
	WGS

	
	F. novicida U112
	1.91
	1,821
	1,719
	Complete

	
	F. cf novicida 3523
	1.95
	1,863
	1,854
	Complete


aThe number of coding sequences for each of the genomes that are available in the PathoSystems Resource Integration Center (PATRIC) database [1]. bThe number of coding sequences available in the National Center for Biotechnology Information Reference Sequence database [2]. WGS, whole genome sequencing.
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