Table S3   Sequence identity of component genes (seg-sei-sem-sen-seo-seu) in egc-2 of S. argenteus SG48 in the present study to those of S. argenteus, S. aureus and S. schweitzeri isolates reported previously
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S. argenteus MSHR1132 FR821777 98.9 96.6 99.5 99.2 99.4 99.6 96.7 92.8 99.6 98.8 99.1 98.8

SA14-23 LC275975 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0

SA15-03 LC275974 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0

M4185 FXVI0100074 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0

CCUG69385 NSBX01000004 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0

SJTUF20124 LWAN01000123 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0

TUM19485 BLRS01000002 100.0 100.0 99.9 99.6 100.0 100.0 100.0 100.0 100.0 100.0 100.0 100.0

DSM28299 PPPZ01000045 98.9 96.6 99.5 99.2 99.4 99.6 100.0 100.0 100.0 100.0 100.0 100.0

NTSC13711 UGZA01000002 98.9 96.6 99.5 99.2 99.4 99.6 100.0 100.0 100.0 100.0 99.1 98.8

FJABA3244V6S1 CCEE01000002 98.0 95.9 99.9 99.6 99.4 99.6 97.8 95.4 99.7 99.2 99.1 98.8

S. aureus TCH60 CP002110 96.7 93.8 97.4 95.9 95.6 95.0 89.5 83.7 95.7 93.7 93.1 93.8

MRSA252 BX571856 96.7 93.8 97.4 95.9 95.6 95.0 89.5 83.7 95.7 93.7 93.1 93.8

ATCC25923 CP009361 96.7 93.8 97.4 95.9 95.6 95.0 89.5 83.7 95.7 93.7 93.1 93.8

XQ CP013137 96.5 93.8 97.9 96.3 98.3 97.5 89.3 84.1 93.5 92.1 93.0 93.8

RF122 AJ938182 96.3 93.1 98.9 98.4 93.9 88.9 89.1 82.9 95.7 93.7 93.1 93.8

H-EMRSA-15 CP007659 96.2 92.4 97.1 95.5 94.2 93.3 89.5 83.7 93.0 90.9 93.1 93.8

N315 BA000018 96.2 92.4 97.4 95.9 94.3 93.7 89.5 83.7 93.0 90.9 94.3 88.0

Mu50 BA000017 96.2 92.4 97.4 95.9 94.3 93.7 89.5 83.7 93.0 90.9 94.3 88.0

DAR4145 CP010526 96.0 92.4 97.1 95.5 94.2 93.3 89.5 83.7 93.0 90.9 95.7 94.5

RK14 CP011528 95.9 91.7 97.4 95.9 94.2 93.3 89.6 84.1 92.8 90.6 92.9 93.8

K17 CP020713 95.8 81.4 97.4 95.9 94.3 93.7 89.6 84.1 92.8 90.6 95.6 94.5

AS14g AY291449 95.6 91.7 91.7 95.0 NA NA NA NA NA NA NA NA

BS4g AY291450 95.9 91.7 96.7 95.0 NA NA NA NA NA NA NA NA

strain 85 CP0022895 96.7 93.8 97.3 95.9 95.4 95.0 89.5 84.1 95.7 93.7 93.1 93.8

USA100 CP029474 96.2 92.4 97.3 94.4 94.3 93.7 89.5 83.7 93.0 90.9 95.3 88.0

S.schweitzeri NCTC13712 LR134304 96.3 93.1 96.6 94.6 91.7 89.5 88.9 82.9 91.6 90.7 92 90.6

Nt-Nucleotide sequence

AA-amino acid sequence 

NA-not avaliable

seu

Staphylococcal

species

strain GenBank accession No.

 identity (%)

seg sei sem sen seo


Microsoft_Excel_______.xlsx
Sheet1

		Table S3   Sequence identity of component genes (seg-sei-sem-sen-seo-seu) in egc-2 of S. argenteus SG48 in the present study to those of S. argenteus, S. aureus and S. scheitzeri isolates reported previously

		Staphylococcal species		strain		GenBank accession No.		 identity (%)

								seg				sei				sem				sen				seo				seu

								Nt		AA		Nt		AA		Nt		AA		Nt		AA		Nt		AA		Nt		AA

		S. argenteus		MSHR1132		FR821777		98.9		96.6		99.5		99.2		99.4		99.6		96.7		92.8		99.6		98.8		99.1		98.8

				SA14-23		LC275975		100.0		100.0		100.0		100.0		100.0		100.0		100.0		100.0		100.0		100.0		100.0		100.0

				SA15-03		LC275974		100.0		100.0		100.0		100.0		100.0		100.0		100.0		100.0		100.0		100.0		100.0		100.0

				M4185		FXVI0100074		100.0		100.0		100.0		100.0		100.0		100.0		100.0		100.0		100.0		100.0		100.0		100.0

				CCUG69385		NSBX01000004		100.0		100.0		100.0		100.0		100.0		100.0		100.0		100.0		100.0		100.0		100.0		100.0

				SJTUF20124		LWAN01000123		100.0		100.0		100.0		100.0		100.0		100.0		100.0		100.0		100.0		100.0		100.0		100.0

				TUM19485		BLRS01000002		100.0		100.0		99.9		99.6		100.0		100.0		100.0		100.0		100.0		100.0		100.0		100.0

				DSM28299		PPPZ01000045		98.9		96.6		99.5		99.2		99.4		99.6		100.0		100.0		100.0		100.0		100.0		100.0

				NTSC13711		UGZA01000002		98.9		96.6		99.5		99.2		99.4		99.6		100.0		100.0		100.0		100.0		99.1		98.8

				FJABA3244V6S1		CCEE01000002		98.0		95.9		99.9		99.6		99.4		99.6		97.8		95.4		99.7		99.2		99.1		98.8

		S. aureus		TCH60		CP002110		96.7		93.8		97.4		95.9		95.6		95.0		89.5		83.7		95.7		93.7		93.1		93.8

				MRSA252		BX571856		96.7		93.8		97.4		95.9		95.6		95.0		89.5		83.7		95.7		93.7		93.1		93.8

				ATCC25923		CP009361		96.7		93.8		97.4		95.9		95.6		95.0		89.5		83.7		95.7		93.7		93.1		93.8

				XQ		CP013137		96.5		93.8		97.9		96.3		98.3		97.5		89.3		84.1		93.5		92.1		93.0		93.8

				RF122		AJ938182		96.3		93.1		98.9		98.4		93.9		88.9		89.1		82.9		95.7		93.7		93.1		93.8

				H-EMRSA-15		CP007659		96.2		92.4		97.1		95.5		94.2		93.3		89.5		83.7		93.0		90.9		93.1		93.8

				N315		BA000018		96.2		92.4		97.4		95.9		94.3		93.7		89.5		83.7		93.0		90.9		94.3		88.0

				Mu50		BA000017		96.2		92.4		97.4		95.9		94.3		93.7		89.5		83.7		93.0		90.9		94.3		88.0

				DAR4145		CP010526		96.0		92.4		97.1		95.5		94.2		93.3		89.5		83.7		93.0		90.9		95.7		94.5

				RK14		CP011528		95.9		91.7		97.4		95.9		94.2		93.3		89.6		84.1		92.8		90.6		92.9		93.8

				K17		CP020713		95.8		81.4		97.4		95.9		94.3		93.7		89.6		84.1		92.8		90.6		95.6		94.5

				AS14g		AY291449		95.6		91.7		91.7		95.0		NA		NA		NA		NA		NA		NA		NA		NA

				BS4g		AY291450		95.9		91.7		96.7		95.0		NA		NA		NA		NA		NA		NA		NA		NA

				strain 85		CP0022895		96.7		93.8		97.3		95.9		95.4		95.0		89.5		84.1		95.7		93.7		93.1		93.8

				USA100		CP029474		96.2		92.4		97.3		94.4		94.3		93.7		89.5		83.7		93.0		90.9		95.3		88.0

		S.schweitzeri		NCTC13712		LR134304		96.3		93.1		96.6		94.6		91.7		89.5		88.9		82.9		91.6		90.7		92		90.6
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