Additional file 9: Supplementary Table S5.  Functional annotation of core and accessory genes into clusters of orthologous groups (COGs).
	COG class 
	[bookmark: _GoBack]Description
	Core genome
	Accessory genome

	
	
	Gene count
	Percentage
	Gene count
	Percentage

	
	Information storage and processing
	
	
	
	

	B
	Chromatin structure and dynamics
	0
	0.00%
	2
	0.02%

	J
	[bookmark: _Hlk88487793]Translation, ribosomal structure and biogenesis
	133
	8.17%
	131
	1.60%

	K
	Transcription
	63
	3.87%
	257
	3.15%

	L
	Replication, recombination and repair
	70
	4.30%
	907
	11.11%

	
	Metabolism
	
	
	
	

	C
	Energy production and conversion
	92
	5.65%
	139
	1.70%

	E
	[bookmark: _Hlk88487771]Amino acid transport and metabolism
	122
	6.88%
	333
	4.08%

	F
	Nucleotide transport and metabolism
	54
	3.32%
	64
	0.78%

	G
	Carbohydrate transport and metabolism
	41
	2.52%
	84
	1.03%

	H
	Coenzyme transport and metabolism
	80
	4.92%
	161
	1.97%

	I
	Lipid transport and metabolism
	77
	4.73%
	120
	1.47%

	P
	Inorganic ion transport and metabolism
	64
	3.93%
	189
	2.32%

	Q
	Secondary metabolites biosynthesis, transport, and catabolism
	13
	0.80%
	42
	0.51%

	
	Cellular processes and signalling
	
	
	
	

	D
	Cell cycle control, cell division, chromosome partitioning
	23
	1.41%
	55
	0.67%

	M
	[bookmark: _Hlk88487739]Cell wall/membrane/envelope biogenesis
	133
	8.17%
	446
	5.46%

	N
	Cell motility
	10
	0.61%
	51
	0.62%

	O
	Post-translational modification, protein turnover, and chaperones
	67
	4.12%
	152
	1.86%

	S
	Function unknown
	350
	21.52%
	978
	11.98%

	T
	Signal transduction mechanisms
	38
	2.34%
	102
	1.25%

	U
	Intracellular trafficking, secretion, and vesicular transport
	18
	1.11%
	30
	0.37%

	V
	Defence mechanisms
	20
	1.23%
	211
	2.59%

	W
	Extracellular structures
	1
	0.06%
	6
	0.07%

	
	Unknown category
	
	
	
	

	
	COG unknown
	168
	10.33%

	3703
	45.36%



Annotation performed using the eggNOG mapper2 (Cantalapiedra et al., 2021).

